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Background: Mechanisms under immune response against Candida albicans (C. albicans) remain largely unknown. 

To better understand the mechanisms of innate immune response against C. albicans, we analyzed the gene 

expression profile of THP-1 cells stimulated with heat-killed C. albicans. 

Methods: THP-1 cells were stimulated with heat-killed C. albicans for 9 hours at a ratio of 1:1, and gene 

expression profile of the cells was analyzed using Whole Human Genome Oligo Microarray. Differentially 

expressed genes were defined as change folds more than 2 and with statistical significance. Gene ontology (GO) and 

pathway analysis were used to systematically identify biological connections of differentially expressed genes, as well 

as the pathways associated with the immune response against C. albicans. 

Results: A total of 355 genes were up-regulated and 715 genes were down-regulated significantly. The up-

regulated genes were particularly involved in biological process of RNA processing and pathway of the spliceosome. 

In case of down-regulated genes, the particularly involved immune-related pathways were G-protein coupled 

receptor signaling pathway, calcium signaling pathway, MAPK signaling pathway and Ras pathway. 

Conclusions: We depict the gene expression profile of heat-killed C. albicans stimulated THP-1 cells, and 

identify the major pathways involved in immune response against C. albicans. These pathways are potential 

candidate targets for developing anti-C. albicans agent. 
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Introduction

In healthy individuals, Candida albicans (C. albicans) is 
harmless and acts as a part of the normal flora in alimentary 
tract and mucocutaneous membranes. However, in immune 
comprised individuals, C. albicans can cause opportunistic 
infections named candidiasis, with symptoms ranging from 
superficial lesions to fatal systemic disease (1).

Innate immunity is the first line of immune system to 

defense against C. albicans. After sensing the pathogen-
associated molecular patterns (PAMPs) on surface of 
C. albicans, the innate immune cells (e.g., monocyte, 
macrophage, and dendritic cell) are immediately activated 
and the inflammatory response is initiated. In the infection 
site, activated innate immune cells release inflammatory 
factors, such interleukin (IL)-1β, IL-6 and tumor necrosis 
factor-α (TNF-α), which can promote the clearance of 
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C. albicans in early phase (2,3). In addition, the antigens 
of C. albicans are processed and presented to T cells by 
antigen presenting cells (APCs), and then the adapt 
immune response against C. albicans is initiated. The type 
and strength of adapt immune response are shaped and 
programmed by APCs released cytokines, such as IL-12, IL-
23, transforming growth factor (TGF)-β (4). Actually, some 
of the innate immune cells (e.g., monocytes, macrophages, 
and dendritic cells) are also acted as APCs in the immune 
response. Taken together, the activation of innate immune 
cells is a crucial step in anti-C. albicans innate and adapt 
immune responses.

Currently, the molecular mechanisms under the 
production of inflammatory factors and cytokines are not 
fully understood. Two studies have investigated the gene 
expression profile of monocyte treated with C. albicans¸ 
but biological information analysis was not performed. To 
better understand the mechanisms of innate immune cell 
activation, we analyzed the gene expression profile of heat-
killed C. albicans stimulated THP-1 cell, a widely used 
monocytic human cell line.

Methods

Cell culture and stimulation

THP-1 cells were obtained from the American Type 
Culture Collection (Manassas, VA). Log-phase cells were 
cultured in RPMI 1640 medium (HyClone, Logan, UT) 
containing 10% FBS (v/v) (Gibicol, Carlsbad, CA, USA), 
100 U/mL penicillin-streptomycin (Mediatech). The cells 
were cultured at the concentration of 106 in a 6-well plate.

C. albicans was suspended in a PBS solution, washed three 
times and heat killed at 100 degrees for 30 minutes. Heat-
killed C. albicans was added to THP-1 cells at a ratio of 1:1. 
PBS solution was used as a control. Nine hours later, cells 
were harvest and RNA was extracted.

Microarray analysis

The RNA of heat-killed C. albicans stimulated THP-1 cells 
was extracted by Trizol (Invitrogen, Carlsbad, CA) following 
manufacturer’s protocols. RNA quantity and quality were 
measured using NanoDrop ND-1000. RNA integrity was 
assessed by a standard denaturing agarose gel electrophoresis.

The Whole Human Genome Oligo Microarray was a 
broad view that represents all known genes and transcripts in 
the human genome. Sequences were compiled from a broad 

source survey, and then verified and optimized by alignment 
to the assembled human genome. The microarray analysis was 
performed and analyzed as previously described (5). Briefly, 
RNA from each sample was linearly amplified and labeled with 
Cy3-UTP. An RNeasy Mini Kit (Qiagen) was used to purify 
the labeled cRNAs. The specific activity and concentration of 
the labeled cRNAs (pmol Cy3/μg cRNA) were measured by 
NanoDrop ND-1000. A total of 1 μg of each labeled cRNA 
was fragmented by adding 11 μL 10× Blocking Agent and 2.2 
μL of 25× Fragmentation Buffer, then the mixture was heated 
at 60 ℃ for 30 min, and 55 μL 2× GE Hybridization buffer 
was then added to dilute the labeled cRNA. A total of 100 μL 
of hybridization solution was dispensed into the gasket slide 
and assembled to the gene expression microarray slide. The 
slides were put in an Agilent Hybridization Oven incubated for 
17 hours at 65 ℃. The hybridized arrays were washed, fixed 
and scanned with using the Agilent DNA Microarray Scanner 
(part number G2505C). 

Data analysis

We analyzed the acquired array images using Agilent 
Feature Extraction software (version 11.0.1.1). Quantile 
normalization and subsequent data analysis were performed 
using the GeneSpring GX v12.1 software package (Agilent 
Technologies). Genes that at least 3 out of 6 samples have 
flags in detected were used for further analysis. Differentially 
expressed genes were defined as change folds more than 2 
and with statistical significance (P<0.05). Scatter plot and 
heatmap were used to depict the differentially expressed 
genes. GO analysis and Pathway analysis were performed in 
the standard enrichment computation method.

Results

RNA quantity and quality

As shown in Figure 1, RNA extracted from THP-1 cells was intact. 
The concentration of RNA ranged from 617 to 1,177 ng/μL.

Gene expression microarrays

We found 1,070 differentially expressed genes, of which 
355 were up-regulated and 715 were down-regulated [for 
more details, please contact the corresponding authors 
or Dr. Zhi-De Hu (hzdlj81@163.com)]. Scatter plot of 
detected genes is showed in Figure 2A, and a heatmap of 
differentially expressed genes is showed in Figure 2B. Table 1 
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lists top ten differentially expressed genes. 

Gene ontology (GO) and pathway analysis

GO analysis showed that up-regulated genes were 
particularly involved in biological process of RNA 
processing (Figure 3A). Consistent with the GO results, 
pathway analysis also indicated that the up-regulated 
genes were critically involved in pathway of spliceosome 
and carbon metabolism (Figure 3B). In the case of down-
regulated genes, the most significant involved immune-
related biological process was G-protein coupled receptor 
signaling pathway (Figure 3C), followed by some terms 
of sensory perception of taste. Among the top ten down-
regulated gene involved pathways, three were closely related 
to immune response (calcium signaling pathway, MAPK 
signaling pathway and Ras pathway, Figure 3D). 

Discussion

Response against C. albicans is initiated by innate immune 
cells. The strength, duration, and type of the immune 
response against C. albicans are largely affected by these 
innate immune cells. Therefore, it is interesting and 
valuable to investigate the mechanisms under the activation 
of innate immune cells. In present study, we depict the 
gene expression profile of heat-killed C. albicans stimulated 

Figure 1 RNA quantity and quality.

Control C. albicans

Figure 2 Scatter plot (A) and heatmap (B) depicting the differentially 
expressed genes.

Table 1 Top 10 differentially expressed genes

Gene symbol GenBank accession Fold change* P value

CD86 NM_006889 +112.5 <0.01

SPEN NM_015001 +34.2 0.01

PPP6R1 NM_014931 +13.5 <0.01

EYA2 NM_005244 −6.9 0.01

LRRC2 NM_024512 +6.7 0.01

GOLT1A NM_198447 −6.6 <0.01

SCAF4 NM_020706 +6.3 0.01

FCRL2 NM_030764 −5.7 0.02

ALDOB NM_000035 −5.3 0.02

RNU105B NR_004386 −5.3 <0.01

*, − and + indicate down- and up-regulation, respectively.
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THP-1 cell, a widely used monocytic human cell line. A 
total of 355 genes were up-regulated and 715 genes were 
down-regulated.

Compared with previous study that investigated the 
gene expression profile of THP-1 cells stimulated with 
C. albicans (6), one strength of present study is that we 
performed GO and pathway analysis to systematically 
identify biological connections of differentially expressed 

genes, as well as the pathways associated with the 
immune response against C. albicans. We found that the 
differentially expressed genes were involved in many 
pathways related to immune response. For example, we 
found that the down-regulated genes were involved in 
mitogen-activated protein kinases (MAPKs) signaling 
pathway. MAPK is a family of serine/threonine kinases 
that participates in pathogen-derived signal transduction 

Figure 3 GO and pathway analysis of differentially expressed genes. GO (A) and pathway (B) analysis for up-regulated genes. GO (C) and 
pathway (D) analysis for down-regulated genes. GO, gene ontology.
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events. Three members of this family have been identified: 
p38 MAPK, extracellular signal-regulated kinases (ERK, 
also termed classic MAPK pathway), and c-Jun N-terminal 
kinase/stress-activated protein kinase (JNK/SAPK). 
Previous studies have shown that C. albicans could activate 
classic MAPK signaling pathway in J744 cell line (7)  
and human monocytes (8), which could promote the 
phagocytosis of C. albicans and inhibit IL-12 production. 
In addition, Dectin-1 has been reported to be one of the 
pattern recognition receptor in innate immune sensing 
of C. albicans (9). Jia et al. (10) found that C. albicans 
could activate ERK through Dectn-1 and H-Ras, which 
is involved in the releasing of inflammatory factors. We 
found that the genes downregulated in MAPK pathway 
contain MAP kinase-specific phosphatase (MKP), protein 
tyrosine phosphatases (PTPs) and protein kinase C (PKC) 
et al. It has been reported that MKP and PTP were 
critically involved in the regulation of MAPK pathway (11).  
Therefore, we speculate that the down-regulation of 
MKP and PTP may be attributed to the activation of 
MAPK pathway, which may promote the production of 
inflammatory factors.

One weakness of the present study is that we only depict 
the gene expression profile of heat killed C. albicans treated 
THP-1 cells using microarray. Reverse transcription PCR 
(RT-PCR) and western blot were not used to validate the 
microarray results. Because false positive or negative results 
are not avoidable in microarray analysis, further studies are 
needed to validate the results of the microarray. 

In summary, present study depicted the gene expression 
profile of heat killed C. albicans treated THP-1 cells and 
identified major pathways involved in the immune response 
against C. albicans. These pathways are potential targets for 
developing anti-C. albicans agent. 
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A_32_P50123 0.02392967 0.152006432 2.4800066 Up NM_001271870 chr1:143916261-144013912 SRGAP2B Homo sapiens SLIT-ROBO Rho GTPase activating protein 2B (SRGAP2B), mRNA [NM_001271870] NM_001271870 Hs.497575 647135 hs|1q21.1 ENST00000467933 SLIT-ROBO Rho GTPase activating protein 2B THC2518279 TCAAAAAGGATAAGGAGATCATAGCAGAGTACGATACTCAGGTCAAAGAGATCCGTGCTC 41.314368 15.472831 5.255203 3.944859 42.850548 42.82911 38.263447 22.504383 12.58281 11.331299 5.32169 5.1890182 5.254902 4.423932 3.6850853 3.7255611

A_33_P3281816 0.002710968 0.076235835 2.2573592 Up NM_006367 chr1:40529942-40530001 CAP1 Homo sapiens CAP, adenylate cyclase-associated protein 1 (yeast) (CAP1), transcript variant 1, mRNA [NM_006367] GO:0030036|GO:0005886|GO:0001667|GO:0030168|GO:0003779|GO:0006898|GO:0007165|GO:0007190|GO:0007163|GO:0007411|GO:0007596|GO:0002576|GO:0030864|GO:0070062 NM_006367 Hs.370581 10487 hs|1p34.2 ENST00000449311 CAP, adenylate cyclase-associated protein 1 (yeast) THC2509677 AAGAAGTGATAACCTTTCGGGAGAAGAACCGAGGCAGCAAGTTGTTTAATCACCTGTCAG 5306.974667 2014.7198 12.262367 11.087731 5707.293 5566.142 4647.489 2376.2263 1969.1919 1698.7412 12.394127 12.192675 12.2003 11.097895 11.092184 11.073115

A_32_P169574 0.008230473 0.103317808 2.2618768 Up NM_017602 chrX:48783309-48783250 OTUD5 Homo sapiens OTU deubiquitinase 5 (OTUD5), transcript variant 1, mRNA [NM_017602] GO:0071108|GO:0004843|GO:0070536|GO:0045087|GO:0032496|GO:0006508|GO:0032480|GO:0005829 NM_017602 Hs.496098 55593 hs|Xp11.23 ENST00000484499 OTU deubiquitinase 5 THC2506638 GATGAAGAATGCCATAAAAACATCGGAGGAGTCATGGATTGAACAGCAGATGCTAGAAGA 31.913533 12.856767 4.89032 3.712799 31.540697 35.570805 28.629097 15.839459 11.492551 11.238291 4.8980937 4.9245605 4.848305 3.8825207 3.54362 3.7122574

A_23_P142022 0.005107523 0.087176865 2.8034707 Up NM_015629 chr19:54629959-54631473 PRPF31 Homo sapiens pre-mRNA processing factor 31 (PRPF31), mRNA [NM_015629] GO:0000244|GO:0005515|GO:0015030|GO:0005690|GO:0005634|GO:0016607|GO:0000398|GO:0071339|GO:0043021|GO:0005684|GO:0005687|GO:0046540|GO:0070990 NM_015629 Hs.515598 26121 hs|19q13.42 ENST00000498612 pre-mRNA processing factor 31 THC2579949 TGTGGACAGTTTCCACGAGAGCACAGAAGGGAAGGTGGGCTACGAACTGAAGGATGAGAT 151.630725 44.44741 7.060458 5.573244 122.347084 186.6866 145.85849 35.5296 54.64003 43.1726 6.781719 7.2472906 7.152364 5.088348 5.910867 5.7205167

A_33_P3347055 0.036572304 0.178496442 2.6037062 Up chr18:044663478-044663537 hs|18q21.1 GCAGTTTAAGATTAAGAGGCATACACCACTTGGTAAACTAATGAAAGACTATTGTGAATG 552.641593 164.08037 8.916387 7.53582 639.31415 563.2909 455.31973 155.14157 178.74164 158.3579 9.16079 8.814381 8.77399 7.2375274 7.688271 7.6816626

A_24_P345846 0.049113909 0.203114358 3.0175948 Up NM_058172 chr4:80954642-80952804 ANTXR2 Homo sapiens anthrax toxin receptor 2 (ANTXR2), transcript variant 1, mRNA [NM_058172] GO:0005515|GO:0022414|GO:0005886|GO:0005789|GO:0005576|GO:0004872|GO:0016021|GO:0046872 NM_058172 Hs.162963 118429 hs|4q21.21 ENST00000295465 anthrax toxin receptor 2 THC2470953 TGAAACATATACAACGAGTGTAAAACCAGTAAGTGTACAGCTTAATTCTATGCTTTGTCC 20.327165 6.408747 4.242014 2.648615 15.643792 25.307312 20.03039 8.980961 4.9999995 5.2452803 3.9080434 4.4623456 4.355652 3.0116563 2.3224466 2.6117408

A_23_P201086 0.021918995 0.146945777 2.2155317 Up NM_001024227 chr1:228285947-228286006 ARF1 Homo sapiens ADP-ribosylation factor 1 (ARF1), transcript variant 1, mRNA [NM_001024227] GO:0005515|GO:0043005|GO:0048471|GO:0030054|GO:0005886|GO:0007264|GO:0034315|GO:0003924|GO:0060292|GO:0044281|GO:0015031|GO:0030017|GO:0048205|GO:0005829|GO:0019886|GO:0006878|GO:0045211|GO:0061024|GO:0016032|GO:0070062|G
O:0006661|GO:0006890|GO:0006892|GO:0014069|GO:0005525|GO:0050690|GO:0006184|GO:0000139|GO:0097061|GO:0002090|GO:0005057|GO:0006644

NM_001024227 Hs.286221 375 hs|1q42.13 ENST00000478424 ADP-ribosylation factor 1 THC2559545 TTTTTTATTGTAAAAAGAAAAATCAACTCACTGTTCAGTGCTGAGAGGGGATGTAGGCCC 1323.309533 473.906647 10.214664 9.067011 1368.8258 1419.8645 1181.2383 470.13342 509.20966 442.37686 10.292984 10.167165 10.183842 8.800401 9.209573 9.191058

A_23_P212458 0.038964587 0.183618556 2.0979874 Up NM_013336 chr3:127789960-127790019 SEC61A1 Homo sapiens Sec61 alpha 1 subunit (S. cerevisiae) (SEC61A1), mRNA [NM_013336] GO:0005515|GO:0005791|GO:0002474|GO:0006614|GO:0042590|GO:0030176|GO:0045047|GO:0016020|GO:0002479|GO:0016049|GO:0043022|GO:0006620|GO:0034341|GO:0007029 NM_013336 Hs.518236 29927 hs|3q21.3 ENST00000424880 Sec61 alpha 1 subunit (S. cerevisiae) NP501083 CACACTCTGGAGACCTTGCTGGCAGTGCTAGCCAGGAAACAGAGTGACCAAGGGACAAGA 816.495967 305.946553 9.49911 8.430104 835.8089 894.8647 718.8143 277.13858 345.36594 295.33514 9.570063 9.486945 9.440322 8.066213 8.635234 8.588865

A_23_P138881 0.014829032 0.126836864 2.4001969 Up NM_001104 chr11:66329598-66329745 ACTN3 Homo sapiens actinin, alpha 3 (ACTN3), transcript variant 1, coding, mRNA [NM_001104] GO:0005515|GO:0030049|GO:0005884|GO:0005509|GO:0003779|GO:0042981|GO:0042803|GO:0005829|GO:0031143|GO:0005178|GO:0048041|GO:0008307|GO:0005925 NM_001104 Hs.654432 89 hs|11q13.2 ENST00000502692 actinin, alpha 3 THC2472718 CAGCTCAACGAGTTCCGAGCATCCTTCAACCACTTTGACAGGAAGCGGAATGGGATGATG 39.144408 14.696322 5.178956 3.915803 36.605835 43.839756 36.987633 18.38391 12.596009 13.109048 5.109329 5.22234 5.2051992 4.1128182 3.687054 3.9475377

A_24_P230176 0.007736626 0.101605187 2.5111827 Up NM_199287 chr17:79640236-79640295 CCDC137 Homo sapiens coiled-coil domain containing 137 (CCDC137), mRNA [NM_199287] NM_199287 Hs.744125 339230 hs|17q25.3 ENST00000329214 coiled-coil domain containing 137 THC2470626 AAGGTTTGGTTGGGGTGAAACATGATGACAACACATACACTTAAGAAGGTGGGAACCGGG 138.718837 45.380664 6.949993 5.621626 141.00069 156.8013 118.35452 44.532925 50.331657 41.27741 6.9909344 7.002849 6.8561945 5.42772 5.783513 5.653644

A_33_P3328609 3.91564E-05 0.044520761 2.1376352 Up NM_003628 chr2:159537064-159537124 PKP4 Homo sapiens plakophilin 4 (PKP4), transcript variant 1, mRNA [NM_003628] GO:0005515|GO:0030057|GO:0072686|GO:0048471|GO:0005886|GO:0032467|GO:0044291|GO:0007267|GO:0030496|GO:0051233|GO:0030155|GO:0010628|GO:0000922|GO:0005737|GO:0016337|GO:0032321|GO:0005911|GO:0007043|GO:0009898|GO:0005856 NM_003628 Hs.407580 8502 hs|2q24.1 ENST00000426248 plakophilin 4 THC2524613 GCTTCTACTGATTAGTCAACAAGTATGGACTGAAATCGACCACAAATTATGTAGACTTTT 890.76361 330.02067 9.631507 8.535492 842.7616 1004.84973 824.6795 378.09424 325.77963 286.18814 9.585591 9.659464 9.649467 8.503277 8.55716 8.546038

A_24_P135406 0.008533005 0.104555038 2.0210754 Up NM_017634 chr8:25290129-25290070 KCTD9 Homo sapiens potassium channel tetramerization domain containing 9 (KCTD9), mRNA [NM_017634] GO:0051260 NM_017634 Hs.72071 54793 hs|8p21.2 ENST00000519665 potassium channel tetramerization domain containing 9 THC2463016 TGGAAGGAAGTCAGATGACAGGAATTAACCTGAGAGTGGCTACCTTAAAAGATGCAAAGT 189.773563 77.658648 7.397792 6.382668 197.2962 205.48856 166.53593 102.01723 66.36688 64.591835 7.4682255 7.382842 7.342307 6.617652 6.2053614 6.3249917

A_24_P135193 0.040522389 0.187054517 2.0329665 Up NM_018314 chr11:18586542-18586483 UEVLD Homo sapiens UEV and lactate/malate dehyrogenase domains (UEVLD), transcript variant 2, mRNA [NM_018314] GO:0008150|GO:0003674|GO:0044262|GO:0015031|GO:0006464|GO:0070062|GO:0055114|GO:0016616 NM_018314 Hs.407991 55293 hs|11p15.1 ENST00000540917 UEV and lactate/malate dehyrogenase domains THC2519668 ATTCAAAGAGCTGGGCAAATCATGAGAATAAAACAGTCAATAAAATTACTGTGGTTGGAG 27.747361 12.694252 4.690413 3.666827 25.278261 32.046646 25.917175 15.131541 14.6964 8.254815 4.586825 4.774808 4.709606 3.8094282 3.928285 3.2627664

A_33_P3246997 0.008994276 0.106293098 3.5719802 Up BC056409 chr17:48814662-48814721 LUC7L3 LUC7-like 3 (S. cerevisiae) [Source:HGNC Symbol;Acc:24309] [ENST00000311571] GO:0008380|GO:0005515|GO:0016607|GO:0005886|GO:0006376|GO:0005730|GO:0005634|GO:0003729|GO:0005925|GO:0003677|GO:0005685 Hs.130293 51747 hs|17q21.33 ENST00000311571 LUC7-like 3 (S. cerevisiae) THC2511800 GGAGATAACATTAGAGATGTCAGCAAATTTTTGGAAGATGACAAGTGGATGGAGGAGTAG 20.104876 5.180613 4.203088 2.366364 15.209749 27.925684 17.179195 4.9999995 5.541839 4.9999995 3.8658576 4.5926576 4.1507487 2.3219874 2.4423285 2.3347757

A_33_P3314031 0.020241896 0.14253046 2.5850885 Up NM_152680 chr4:153564302-153564243 TMEM154 Homo sapiens transmembrane protein 154 (TMEM154), mRNA [NM_152680] GO:0016021 NM_152680 Hs.518900 201799 hs|4q31.3 ENST00000304385 transmembrane protein 154 THC2628629 CCTCTGTTATGGAAATTGAAATGGAAGAGCTTGATAAATGGATGAACAGCATGAATAGAA 24.427126 9.127543 4.514659 3.144445 27.837603 24.617039 20.826736 12.01769 9.983919 5.3810205 4.7243624 4.410749 4.408865 3.472441 3.3086114 2.652283

A_24_P43092 0.000320261 0.055027037 2.4222291 Up NM_001008491 chr2:242282456-242283173 SEPT2 Homo sapiens septin 2 (SEPT2), transcript variant 1, mRNA [NM_001008491] GO:0005515|GO:0031105|GO:0060170|GO:0048471|GO:0045202|GO:0005634|GO:0015629|GO:0032154|GO:0031175|GO:0007224|GO:0032880|GO:0005737|GO:0000145|GO:0030234|GO:0005938|GO:0070062|GO:0009986|GO:0005819|GO:0005730|GO:0030496|G
O:0002036|GO:0005525|GO:0042384|GO:0007067|GO:0032947|GO:0050790|GO:0000777

NM_001008491 Hs.721234 4735 hs|2q37.3 ENST00000464128 septin 2 THC2586891 ATGCAGAATCAGATGAAGATGAAGATTTTAAAGAGCAGACTAGACTTCTCAAGGCTAGCA 236.698487 79.67795 7.707434 6.431099 261.06064 247.66852 201.3663 97.84032 76.22695 64.96658 7.8729744 7.6439357 7.605392 6.555319 6.4051538 6.3328233

A_33_P3371493 0.000319665 0.055027037 2.1108825 Up NM_003286 chr20:39742734-39742793 TOP1 Homo sapiens topoisomerase (DNA) I (TOP1), mRNA [NM_003286] GO:0005515|GO:0003917|GO:0003918|GO:0006200|GO:0042493|GO:0005730|GO:0005634|GO:0012501|GO:0000228|GO:0003677|GO:0005524|GO:0006260|GO:0016310|GO:0007059|GO:0040016|GO:0000932|GO:0003682|GO:0043204|GO:0016032|GO:0006338|G
O:0005654|GO:0031298|GO:0006265

NM_003286 Hs.472737 7150 hs|20q12 ENST00000361337 topoisomerase (DNA) I THC2787751 AGTTTGACTTCCTCGGGAAGGACTCCATCAGATACTATAACAAGGTCCCTGTTGAGAAAC 243.15684 92.443277 7.74835 6.670504 227.14899 273.72534 228.59619 102.70747 93.63698 80.98538 7.679279 7.7842546 7.781517 6.628012 6.7173014 6.6661983

A_33_P3251369 0.030214062 0.165461435 2.377439 Up NM_001081573 chrX:153904815-153904756 GAB3 Homo sapiens GRB2-associated binding protein 3 (GAB3), transcript variant 1, mRNA [NM_001081573] GO:0030225 NM_001081573 Hs.496982 139716 hs|Xq28 ENST00000369575 GRB2-associated binding protein 3 THC2606485 TTTCTAAGTATTTTAACTGAGTTCAGGGTCCTTAGTGAGCCTGGACAGAGCAAGGAGAGG 18.695912 8.390646 4.073034 2.823626 27.117886 17.791388 11.178462 15.17194 4.9999995 4.9999995 4.686596 3.964734 3.5677724 3.8136551 2.3224466 2.3347757

A_24_P269895 0.010876072 0.112557442 2.8779759 Up NM_194247 chr2:178080329-178080388 HNRNPA3 Homo sapiens heterogeneous nuclear ribonucleoprotein A3 (HNRNPA3), mRNA [NM_194247] GO:0008380|GO:0005515|GO:0010467|GO:0000166|GO:0000398|GO:0030529|GO:0003723|GO:0005654|GO:0005634|GO:0071013 NM_194247 Hs.516539 220988 hs|2q31.2 ENST00000435711 heterogeneous nuclear ribonucleoprotein A3 THC2589542 AACTACAGATGATAGTTTAAGAGAACATTTTGAGAAATGGGGCACACTCACAGATTGTCT 1826.630967 506.133567 10.686139 9.161084 1887.4867 1974.283 1618.1232 508.87518 541.7963 467.72922 10.753241 10.657326 10.64785 8.907665 9.30213 9.2734585

A_32_P12104 0.040963464 0.187605199 2.6430727 Up NM_022662 chr2:112582737-112582584 ANAPC1 Homo sapiens anaphase promoting complex subunit 1 (ANAPC1), mRNA [NM_022662] GO:0007094|GO:0007067|GO:0070979|GO:0005680|GO:0051437|GO:0005654|GO:0051436|GO:0000278|GO:0031145|GO:0051439|GO:0005829 NM_022662 Hs.436527 64682 hs|2q13 ENST00000341068 anaphase promoting complex subunit 1 THC2461098 GAAGTTGCAAGCAGAACAAGTGGAAAACAGGTTTAGTTTCAGGCATTCTACGTCTGTTTC 21.07681 7.492516 4.287854 2.885638 16.077513 25.821438 21.33148 9.502292 7.6294703 5.3457847 3.9414575 4.485482 4.436622 3.1116786 2.9045951 2.6406395

A_33_P3403048 0.00219487 0.073238378 2.1117934 Up AK294208 chr2:85770672-85770731 Homo sapiens cDNA FLJ52225 complete cds, moderately similar to S-adenosylmethionine synthetase isoform type-2 (EC 2.5.1.6). [AK294208] Hs.516157 hs|2p11.2 THC2580478 TTTTTTCCTAGCATATCCCAGAGAACTCATTTGCCAGAGCTCTTGAAAATGAGTCTTGCT 721.26206 278.920217 9.31106 8.232592 829.3778 741.57733 592.83105 398.1928 232.26465 206.3032 9.556188 9.213211 9.163782 8.574019 8.0596 8.064156

A_23_P87580 0.008032421 0.102335029 2.1471422 Up NM_012404 chr12:48866669-48866728 ANP32D Homo sapiens acidic (leucine-rich) nuclear phosphoprotein 32 family, member D (ANP32D), mRNA [NM_012404] NM_012404 Hs.532658 23519 hs|12q13.11 ENST00000266594 acidic (leucine-rich) nuclear phosphoprotein 32 family, member D THC2542447 CAGAGCCTCAGTGGGCCTAGAAGTATTGGCAGAAAAGTGTCCAAACCTCATACATCTAAA 58.394887 23.644016 5.740807 4.638389 63.945786 59.02638 52.212494 27.729116 24.786121 18.416811 5.8874993 5.640671 5.694251 4.7280045 4.731714 4.4554496

A_24_P341187 0.018538317 0.138526884 2.0622463 Up NM_020944 chr9:35738622-35738563 GBA2 Homo sapiens glucosidase, beta (bile acid) 2 (GBA2), mRNA [NM_020944] GO:0006665|GO:0008219|GO:0005886|GO:0006687|GO:0021954|GO:0004348|GO:0016139|GO:0044281|GO:0005790|GO:0006680|GO:0000139|GO:0005789|GO:0008206|GO:0016021|GO:0008422 NM_020944 Hs.443134 57704 hs|9p13.3 ENST00000488292 glucosidase, beta (bile acid) 2 THC2522104 TGGAATCTGAAATGAAGTTTGACAAGGACCATGATGGACTCATTGAAAATGGAGGCTATG 70.54099 28.984975 5.998923 4.954706 80.74873 72.34473 58.52951 30.90527 31.73485 24.314804 6.2127776 5.92752 5.856471 4.8955464 5.1002355 4.8683367

A_33_P3388855 0.000687627 0.055581241 2.0633671 Up NM_133259 chr2:44190787-44190728 LRPPRC Homo sapiens leucine-rich pentatricopeptide repeat containing (LRPPRC), mRNA [NM_133259] GO:0042645|GO:0008017|GO:0000961|GO:0005515|GO:0048471|GO:0006355|GO:0000794|GO:0070129|GO:0003723|GO:0005874|GO:0048487|GO:0005637|GO:0005634|GO:0006351|GO:0005640|GO:0005739|GO:0051015|GO:0047497|GO:0003697|GO:0030529|G
O:0005654|GO:0051028|GO:0005856

NM_133259 Hs.368084 10128 hs|2p21 ENST00000467058 leucine-rich pentatricopeptide repeat containing THC2609740 ATATACAGATTATGTGATTCCATGCTTTGATAGTGTAAACTCAGCACGAGCCATTTTGCA 612.0938 234.38079 9.080007 8.035006 588.8485 691.042 556.3909 272.95038 235.21912 194.97287 9.050193 9.11288 9.076947 8.044849 8.080847 7.9793224

A_23_P3849 0.022068301 0.147455741 2.0812931 Up NM_016292 chr16:3721731-3716069 TRAP1 Homo sapiens TNF receptor-associated protein 1 (TRAP1), transcript variant 1, mRNA [NM_016292] GO:0005739|GO:0005515|GO:0005164|GO:0006457|GO:0005759|GO:0006950|GO:0005743|GO:0005730|GO:0005634|GO:0051082|GO:0005524|GO:0070062 NM_016292 Hs.30345 10131 hs|16p13.3 ENST00000573872 TNF receptor-associated protein 1 THC2571491 ACTCATCAGGAAACTCCGGGACGTTTTACAGCAGAGGCTGATCAAATTCTTCATTGACCA 673.709467 254.045277 9.217183 8.159703 658.5067 755.2483 607.3734 236.6122 278.9381 246.58553 9.202562 9.248075 9.200913 7.8269925 8.323681 8.328436

A_23_P10518 0.004142173 0.08362668 2.2133874 Up NM_016521 chrX:132351715-132351656 TFDP3 Homo sapiens transcription factor Dp family, member 3 (TFDP3), mRNA [NM_016521] GO:0005667|GO:0006355|GO:0005737|GO:0000082|GO:0003700|GO:0046982|GO:0005634|GO:0003677|GO:0006974|GO:0006351 NM_016521 Hs.142908 51270 hs|Xq26.2 ENST00000310125 transcription factor Dp family, member 3 THC2483011 CAACTCGGCTCAGAACTGTCAGAACTTACGGGTGGAAAGACAGAAGAGACTTGAAAGAAT 17.767145 7.593482 4.077386 2.93113 16.536606 19.726688 17.03814 7.3010235 8.572221 6.9072022 3.9827201 4.1104016 4.1390376 2.6978328 3.078353 3.0172055

A_23_P50678 0.022577054 0.148416646 2.3865536 Up NM_139355 chr19:3778522-3778377 MATK Homo sapiens megakaryocyte-associated tyrosine kinase (MATK), transcript variant 1, mRNA [NM_139355] GO:0005515|GO:0008284|GO:0016020|GO:0008283|GO:0018108|GO:0007498|GO:0006468|GO:0004713|GO:0005524|GO:0004715|GO:0005829 NM_139355 Hs.631845 4145 hs|19p13.3 ENST00000395045 megakaryocyte-associated tyrosine kinase THC2782586 TCCGTACCCTAAAATGTCACTGAAAGAGGTGTCGGAGGCCGTGGAGAAGGGGTACCGCAT 45.462815 16.586592 5.362559 4.107631 57.62105 42.810997 35.956398 18.500168 18.064741 13.194868 5.7300005 5.188772 5.1689053 4.123634 4.242825 3.9564326

A_33_P3324890 0.006058287 0.093548218 2.1870793 Up chr4:013339392-013339451 hs|4p15.33 AGGCATTCTCTAAAAATCTCAAGCTTGGAATCCACAAGGACTCCACTAACTGATGCCACC 7419.8692 3062.768533 12.758398 11.629392 8402.45 7559.995 6297.1626 4431.3457 2508.3508 2248.6091 12.967986 12.6493 12.6579075 12.015384 11.425749 11.447044

A_24_P301547 0.035584618 0.176405164 2.4964031 Up NM_017941 chr17:71232691-71232750 C17orf80 Homo sapiens chromosome 17 open reading frame 80 (C17orf80), transcript variant 1, mRNA [NM_017941] GO:0008150|GO:0003674|GO:0016021|GO:0070062 NM_017941 Hs.12929 55028 hs|17q25.1 ENST00000426147 chromosome 17 open reading frame 80 THC2482630 TTCCGAGGGAGACGACTTACCAGTTTCATTCTGTATCGCAGTCAAGTAGTCAAAGTCTTG 31.103186 11.600181 4.855345 3.535494 31.799002 33.998203 27.512354 14.43135 8.333414 12.03578 4.913335 4.858233 4.7944655 3.7485926 3.0385234 3.8193648

A_23_P106887 0.008420663 0.104492061 2.1421468 Up NM_004960 chr16:31201099-31201403 FUS Homo sapiens FUS RNA binding protein (FUS), transcript variant 1, mRNA [NM_004960] GO:0005515|GO:0008380|GO:0008219|GO:0010467|GO:0003723|GO:0005730|GO:0005634|GO:0003677|GO:0042802|GO:0005737|GO:0000166|GO:0000398|GO:0005654|GO:0008270 NM_004960 Hs.46894 2521 hs|16p11.2 ENST00000568901 FUS RNA binding protein NP849989 TATTGACTGGTTTGATGGTAAAGAATTCTCCGGAAATCCTATCAAGGTCTCATTTGCTAC 1119.237947 415.633047 9.960109 8.861051 1288.376 1149.115 920.22284 507.00262 393.56122 346.3353 10.204359 9.859742 9.816225 8.903697 8.840966 8.838491

A_23_P256948 0.026759786 0.158034095 2.6431598 Up NM_005098 chr8:72754906-72754847 MSC Homo sapiens musculin (MSC), mRNA [NM_005098] GO:0006355|GO:0003700|GO:0006366|GO:0003714|GO:0060539|GO:0046983|GO:0060021|GO:0005634|GO:0014707|GO:0003677 NM_005098 Hs.442619 9242 hs|8q13.3 ENST00000325509 musculin THC2702578 CCACCGCTTAAATCGGACTGGAACTCACTTGATGGGATTATTCGTTAAATGCGAGTGTTT 16.213736 5.62166 3.952781 2.550517 16.900312 16.96751 14.773387 4.9999995 4.9999995 6.8649807 4.0149927 3.89719 3.94616 2.3219874 2.3224466 3.0071177

A_24_P58187 0.015998085 0.130391143 2.4822474 Up chr11:110659013-110658954 hs|11q23.1 TGGCAGCCATGGTGGCAGTGCAGACGGCTATAATGGATTTGGTAATGATGGAAAGAATTT 108.288593 38.875129 6.59265 5.281003 127.277214 109.85612 87.732445 59.85352 32.631157 24.140709 6.844134 6.506526 6.4272885 5.8475833 5.1379814 4.857443

A_33_P3372090 0.049705129 0.204458046 2.2007235 Up chr5:180412991-180413050 hs|5q35.3 GACAGAGGAGGAGGATCATGAGATTTCATCACTACATGGCTTGTGATTTATTTTATTATT 36.868199 15.83435 5.097059 3.959081 37.47977 37.739 35.385826 23.814922 13.19122 10.496909 5.140875 5.0099316 5.14037 4.505213 3.7596378 3.6123922

A_23_P93009 0.048942518 0.20294517 2.7465521 Up NM_001204199 chr5:112227745-112227804 SRP19 Homo sapiens signal recognition particle 19kDa (SRP19), transcript variant 6, mRNA [NM_001204199] GO:0005786|GO:0010467|GO:0006614|GO:0042493|GO:0006613|GO:0008312|GO:0005730|GO:0005634|GO:0006412|GO:0005829|GO:0005739|GO:0005737|GO:0044267 NM_001204199 Hs.637001 6728 hs|5q22.2 ENST00000506997 signal recognition particle 19kDa THC2595221 AAAGAGGAAGCTGTGCAGAAGATGCTGGATCAGGCTGAAAATGATTTAGAAAATAGTACC 33.762993 11.723214 4.962785 3.505163 30.281221 38.818005 32.189754 17.295048 10.63822 7.236373 4.833972 5.0473146 5.0070686 4.024088 3.4134026 3.0779996

A_32_P133670 0.015212688 0.12816173 2.7437347 Up NM_006305 chr15:69079782-69076906 ANP32A Homo sapiens acidic (leucine-rich) nuclear phosphoprotein 32 family, member A (ANP32A), mRNA [NM_006305] GO:0005515|GO:0010467|GO:0006355|GO:0048471|GO:0016070|GO:0005783|GO:0016071|GO:0005634|GO:0006351|GO:0006913|GO:0035556|GO:0005737|GO:0005654 NM_006305 Hs.458747 8125 hs|15q23 ENST00000560832 acidic (leucine-rich) nuclear phosphoprotein 32 family, member A NP175117 AATTAAAGACCTCAGCACAACAGAGCCACTGAAAAACTTAGAAAACCTCAAGAGCTTAGA 53.341109 16.966525 5.610798 4.154657 58.848564 55.760876 45.413887 16.89858 16.80411 17.196886 5.764243 5.562432 5.505719 3.985111 4.123634 4.355226

A_23_P6836 0.002175531 0.073238378 2.0536948 Up NM_016291 chr3:48728903-48728844 IP6K2 Homo sapiens inositol hexakisphosphate kinase 2 (IP6K2), transcript variant 1, mRNA [NM_016291] GO:0008440|GO:0030308|GO:0043065|GO:0043647|GO:0019221|GO:0052724|GO:0052723|GO:0005634|GO:0044281|GO:0000832|GO:0005524|GO:0046854|GO:0060337|GO:0006817|GO:0005654|GO:0045111 NM_016291 Hs.595983 51447 hs|3p21.31 ENST00000491686 inositol hexakisphosphate kinase 2 THC2555276 AGAAGAATTTGAGTGGCTAAAGAAATCTGAAGTCTTGTACTACACTGTAGAGAAGAAGGG 349.0824 136.597312 8.274782 7.23656 348.3913 376.92984 321.92606 164.39677 133.23369 112.161476 8.285037 8.250503 8.288806 7.3126945 7.24101 7.155976

A_24_P101391 0.005106735 0.087176865 2.4574343 Up NM_004559 chr1:43162388-43162450 YBX1 Homo sapiens Y box binding protein 1 (YBX1), mRNA [NM_004559] GO:0005515|GO:0008380|GO:0010467|GO:0003700|GO:0006366|GO:0010494|GO:0003723|GO:0005634|GO:0043231|GO:0005737|GO:0003690|GO:0003697|GO:0051781|GO:0051154|GO:0070062|GO:0006355|GO:0031965|GO:0070934|GO:0000122|GO:0003677|G
O:0001701|GO:0000398|GO:0030529|GO:0005654|GO:0071204|GO:0005689|GO:0070937

NM_004559 Hs.473583 4904 hs|1p34.2 ENST00000467957 Y box binding protein 1 THC2537971 CATTATAGACGCTATCCACGTCGTGGTCCTCCACGCAATTACCAGCAAAATTACCAGAAT 29134.57267 10622.07933 14.727991 13.430838 30588.414 31466.65 25348.654 13340.592 9978.049 8547.597 14.791552 14.719212 14.673208 13.680277 13.321136 13.2911005

A_24_P517901 0.002133331 0.072960163 3.0090749 Up NM_002136 chr12:54675934-54675993 HNRNPA1 Homo sapiens heterogeneous nuclear ribonucleoprotein A1 (HNRNPA1), transcript variant 1, mRNA [NM_002136] GO:0005515|GO:0008380|GO:0008219|GO:0010467|GO:0003727|GO:0051170|GO:0003723|GO:0005634|GO:0071013|GO:0006405|GO:0005737|GO:0003697|GO:0000166|GO:0000380|GO:0016032|GO:0005681|GO:0045111|GO:0051168|GO:0070062|GO:0006397|G
O:0005730|GO:0000398|GO:0030529|GO:0005654|GO:0051028

NM_002136 Hs.546261 3178 hs|12q13.13 ENST00000547870 heterogeneous nuclear ribonucleoprotein A1 NP1190980 GAAGACACTGAAGAACATCACCTAAGAGATTATTTTGAGCAGTGTAGAAAAATTGAAGTG 2017.119733 562.3472 10.840826 9.251506 2162.962 2144.8994 1743.4978 792.91766 480.60526 413.51868 10.974829 10.784018 10.763631 9.532167 9.130666 9.091685

A_33_P3301297 0.003368285 0.080439364 3.1402323 Up chr9:109879516-109879575 hs|9q31.2 CCCATCAAGAGATGATCAAAGGAATAAAGAAATGTACTTCTGGAGGGTATTATAGATATG 22.54627 6.756677 4.374706 2.723835 28.981665 22.378614 16.27853 8.909406 6.107195 5.2534304 4.7761784 4.2717443 4.0761952 3.00001 2.5574074 2.6140866

A_24_P1255 0.031764116 0.168956455 3.5500072 Up NM_078469 chr10:127530380-127530439 BCCIP Homo sapiens BRCA2 and CDKN1A interacting protein (BCCIP), transcript variant C, mRNA [NM_078469] GO:0005515|GO:0007049|GO:0019908|GO:0006281|GO:0061101|GO:0005634|GO:0000079|GO:0019207 NM_078469 Hs.715543 56647 hs|10q26.2 ENST00000429863 BRCA2 and CDKN1A interacting protein THC2623897 TTCGAGAGTTGTGGATCAAGAGGAAACTCTGACATGATGATTCCAAATTCAGAAAGATTT 46.105277 11.91088 5.385898 3.558076 57.05468 43.64064 37.62051 12.220978 16.0256 7.4860606 5.713592 5.2170496 5.227052 3.4984674 4.05373 3.1220303

A_33_P3271800 0.009481886 0.10779417 2.8150205 Up NM_012237 chr19:39370332-39370273 SIRT2 Homo sapiens sirtuin 2 (SIRT2), transcript variant 1, mRNA [NM_012237] GO:0005515|GO:0043130|GO:0061433|GO:0045599|GO:0003950|GO:0034979|GO:0051781|GO:0035035|GO:0005813|GO:0017136|GO:0034983|GO:0044224|GO:0005694|GO:0005814|GO:0005819|GO:0030496|GO:0000122|GO:0061428|GO:0014065|GO:0010801|
GO:0033558|GO:0045843|GO:0045836|GO:0005720|GO:0043388|GO:0043491|GO:0010507|GO:0008270|GO:0045892|GO:0008134|GO:0048471|GO:0006342|GO:0008285|GO:0006348|GO:0042826|GO:0044242|GO:0022011|GO:0007096|GO:0032436|GO:0046970|
GO:0005634|GO:0016458|GO:0005829|GO:0006471|GO:0005737|GO:0033010|GO:0000183|GO:0045944|GO:0043209|GO:0035729|GO:0051726|GO:0043204|GO:0031641|GO:0004407|GO:0006476|GO:0043220|GO:0016575|GO:0048012|GO:0051987|GO:0042177|G
O:0005874|GO:0033270|GO:0042325|GO:0007067|GO:0021762|GO:0003682|GO:0042903|GO:0043219|GO:0051775|GO:0043161|GO:0034599|GO:0005677

NM_012237 Hs.466693 22933 hs|19q13.2 ENST00000496069 sirtuin 2 NP1186746 TCCTGGGGATGATTATGGGCCTCGGAGGAGGCATGGACTTTGACTCCAAGAAGGCCTACA 56.981482 17.821996 5.695865 4.20272 51.571423 66.17319 53.199833 17.268139 22.57003 13.627818 5.565812 5.800016 5.7217674 4.0227556 4.5817547 4.0036488

A_33_P3352562 0.018179702 0.137291745 2.1162354 Up NM_174983 chr19:3546158-3546099 MFSD12 Homo sapiens major facilitator superfamily domain containing 12 (MFSD12), transcript variant 3, mRNA [NM_174983] GO:0006810|GO:0016021|GO:0005765 NM_174983 Hs.656901 126321 hs|19p13.3 ENST00000588918 major facilitator superfamily domain containing 12 THC2506222 AGCGTTCGTGTACGGCTCCATGAGCTTCTTGGATAAGGTGGCCAATGGGCTGGCAGTCAT 99.52906 40.229926 6.488597 5.407096 95.59445 113.48549 89.50724 51.910267 38.88497 29.89454 6.450271 6.5549297 6.460589 5.6546917 5.395745 5.1708527

A_24_P298174 0.001415847 0.06396968 3.6464433 Up NM_006807 chr17:46153462-46153403 CBX1 Homo sapiens chromobox homolog 1 (CBX1), transcript variant 1, mRNA [NM_006807] GO:0005515|GO:0010369|GO:0005819|GO:0042802|GO:0005720|GO:0001939|GO:0005721|GO:0003682|GO:0005654|GO:0001940|GO:0019899|GO:0045892|GO:0000785|GO:0000775 NM_006807 Hs.77254 10951 hs|17q21.32 ENST00000444685 chromobox homolog 1 THC2613633 AGCACATGAGATAGACAAATCAGAGGGAGGCAAGCACAAAGCTGATTCTGATTCTGAAGA 27.372541 7.431887 4.645443 2.778953 31.915995 31.471687 18.72994 10.08428 7.211381 4.9999995 4.9200063 4.7479672 4.2683563 3.194081 2.8080032 2.3347757

A_23_P161125 0.00470216 0.086084955 2.1455214 Up NM_020963 chr1:113241083-113241378 MOV10 Homo sapiens Mov10, Moloney leukemia virus 10, homolog (mouse) (MOV10), transcript variant 1, mRNA [NM_020963] GO:0005515|GO:0048011|GO:0006355|GO:0048015|GO:0004386|GO:0005524|GO:0005615|GO:0035279|GO:0006351|GO:0005829|GO:0007173|GO:0007219|GO:0000932|GO:0008543|GO:0045087|GO:0038095 NM_020963 Hs.514941 4343 hs|1p13.2 ENST00000471160 Mov10, Moloney leukemia virus 10, homolog (mouse) THC2549547 TCCCCGTACCGGAAACAGGTGGAGAAAATCCGTTACTGCATCACCAAACTTGACAGGGAG 185.830633 70.523744 7.361616 6.260288 217.93976 188.8851 150.66704 85.531395 67.8401 58.199738 7.6203465 7.266792 7.19771 6.3675222 6.2369394 6.176402

A_23_P112103 0.004186437 0.083757654 3.0058136 Up NM_024736 chr8:144644181-144644240 GSDMD Homo sapiens gasdermin D (GSDMD), transcript variant 1, mRNA [NM_024736] GO:0031668 NM_024736 Hs.118983 79792 hs|8q24.3 ENST00000534602 gasdermin D THC2534038 AGAGGTGGAGACCATCTCCAAGGAACTGGAGCTTTTGGACAGAGAGCTGTGCCAGCTGCT 48.184065 14.079456 5.448144 3.860388 52.842564 53.992382 37.71725 15.151439 15.4091 11.67783 5.602881 5.5113053 5.230245 3.8113437 3.9986768 3.7711442

A_23_P82249 0.008039715 0.102335029 2.2778689 Up NM_007188 chr7:150742296-150742355 ABCB8 Homo sapiens ATP-binding cassette, sub-family B (MDR/TAP), member 8 (ABCB8), transcript variant 2, mRNA 
[NM_007188]

GO:0005215|GO:0006200|GO:0005730|GO:0005743|GO:0042626|GO:0005634|GO:0005740|GO:0055085|GO:0005524|GO:0005739|GO:0016020|GO:0006810|GO:0016021|GO:0043190 NM_007188 Hs.647118 11194 hs|7q36.1 ENST00000482309 ATP-binding cassette, sub-family B (MDR/TAP), member 8 THC2481609 GCTGGGACACATGAAGAGCTCCTGAAGAAAGGCGGGCTATACGCCGAGCTCATCCGGAGG 18.422739 7.535576 4.107091 2.919406 16.859987 23.303139 15.105092 7.233829 8.538537 6.834363 4.0097575 4.336687 3.9748273 2.68515 3.0747185 2.9983492

A_23_P47077 0.002244361 0.073695415 2.2386565 Up NM_004281 chr10:121436388-121436447 BAG3 Homo sapiens BCL2-associated athanogene 3 (BAG3), mRNA [NM_004281] GO:0005515|GO:0008625|GO:0043005|GO:0030018|GO:0043066|GO:0005886|GO:0021510|GO:0051087|GO:0050821|GO:0032403|GO:0097192|GO:0005829|GO:0005737|GO:0006457|GO:0007420|GO:0071260|GO:0010664 NM_004281 Hs.523309 9531 hs|10q26.11 ENST00000369085 BCL2-associated athanogene 3 THC2467801 ACTTTGAAGGCAAGAAGACTGACAAAAAGTACCTGATGATCGAAGAGTATTTGACCAAAG 226.612313 83.765006 7.640701 6.478068 264.05853 224.69197 191.08644 113.98881 75.83708 61.469128 7.8888655 7.5055327 7.5277042 6.7813964 6.39808 6.2547264

A_24_P341731 0.011872103 0.116624545 2.6701022 Up chr22:031552562-031552503 hs|22q12.2 GGCACAATCTTCTTTGGCATCTTTAAGGCGTTTGACAAGCATGTGAATTTGATCCTCTGC 71.855224 22.961493 6.027163 4.610268 75.25316 77.430954 62.881557 21.847809 25.71496 21.32171 6.104921 6.018815 5.957753 4.3783703 4.7864428 4.665991

A_33_P3424339 0.037998701 0.181758638 2.4099557 Up chr1:120005154-120005095 1203217A dehydrogenase,glyceraldehydephosphate. {Homo sapiens} (exp=-1; wgp=0; cg=0) , partial (57%) [THC2554230] hs|1p12 THC2554230 TTCATGACAACTTTGGAATAGTGGAATGACCCATGACCACAGTCAGCGCTATCACTGCTA 23.103665 8.603745 4.374477 3.105471 13.94771 28.463936 26.89935 8.328043 10.517861 6.965332 3.7477808 4.6173644 4.7582865 2.8971224 3.3908489 3.0284405

A_33_P3368375 0.042124436 0.1896756 2.2387426 Up NM_007322 chr19:5923265-5923206 RANBP3 Homo sapiens RAN binding protein 3 (RANBP3), transcript variant RANBP3-d, mRNA [NM_007322] GO:0005515|GO:0005737|GO:0008536|GO:0005730|GO:0070412|GO:0046907|GO:0005634|GO:0015031 NM_007322 Hs.531752 8498 hs|19p13.3 ENST00000592197 RAN binding protein 3 NP1454850 GTGTTTGTTGGAAAAAGTGGAAGTCATCACCGGGGAGGAGGCGGAGAGCAATGTGTTACA 35.942414 14.883395 5.052934 3.890245 33.443996 41.760155 32.62309 20.7084 14.150378 9.791407 4.982196 5.1529627 5.0236435 4.2944865 3.8670988 3.509151

A_23_P123256 0.008005402 0.102332087 2.3078631 Up NM_014891 chr7:98995635-98995576 PDAP1 Homo sapiens PDGFA associated protein 1 (PDAP1), mRNA [NM_014891] GO:0007165|GO:0008283 NM_014891 Hs.632296 11333 hs|7q22.1 ENST00000426447 PDGFA associated protein 1 THC2584305 GAAGAGATTGAGAAGCAGAAGGCAAAAGAGCGTTACATGAAAATGCACTTGGCCGGGAAG 144.183677 51.042549 7.008927 5.802369 136.3622 163.01973 133.1691 47.432495 56.868523 48.82663 6.9465694 7.0559916 7.024219 5.52367 5.974454 5.908983

A_33_P3272117 0.030165978 0.165461435 2.7040695 Up NM_024083 chr17:79967005-79967064 ASPSCR1 Homo sapiens alveolar soft part sarcoma chromosome region, candidate 1 (ASPSCR1), transcript variant 1, mRNA 
[NM_024083]

GO:0005515|GO:0012506|GO:0048471|GO:0005634|GO:0005575|GO:0042593|GO:0006886|GO:0005829|GO:0012505|GO:0003674|GO:0008150|GO:0046324|GO:0061024|GO:0009898|GO:0019898 NM_024083 Hs.298351 79058 hs|17q25.3 ENST00000583503 alveolar soft part sarcoma chromosome region, candidate 1 NP1206735 TGAGTTCTTTGAGCTGACGGTGGACGACGTGAGAAGACGCTTGGCCCAGCTCAAGAGTGA 95.804723 30.104994 6.429514 4.994381 99.36409 104.31708 83.733 24.869068 37.379627 28.066286 6.4979224 6.4329357 6.357683 4.5638084 5.33916 5.080176

A_24_P64329 0.001153148 0.061155729 2.5117662 Up NM_173575 chr10:134022595-134021654 STK32C Homo sapiens serine/threonine kinase 32C (STK32C), mRNA [NM_173575] GO:0004674|GO:0006468|GO:0005524|GO:0046872 NM_173575 Hs.469002 282974 hs|10q26.3 ENST00000368625 serine/threonine kinase 32C NP1154106 ATCTTCAAGACTGCCTCGATGCCATCCAGCAAGACTTCGTGATTTTTAACAGAGAAAAGC 84.844557 28.406138 6.253946 4.925243 75.90168 98.06779 80.5642 28.445786 31.74041 25.032219 6.1189375 6.341435 6.3014646 4.764886 5.1004815 4.910363

A_33_P3221253 0.00920364 0.106633764 2.0892546 Up NM_005578 chr3:188597359-188597418 LPP Homo sapiens LIM domain containing preferred translocation partner in lipoma (LPP), transcript variant 1, mRNA 
[NM_005578]

GO:0005515|GO:0008150|GO:0005737|GO:0005886|GO:0008270|GO:0005634|GO:0007155|GO:0005925 NM_005578 Hs.720220 4026 hs|3q28 ENST00000312675 LIM domain containing preferred translocation partner in lipoma THC2648677 GTGACTGATCTAGTTTTCTCAGCTGTATGCAAAGTAATCTTTCAAAGACTAGGTTAAGAT 32.255711 13.914805 4.904581 3.841593 30.479647 32.891727 33.39576 16.785658 12.80098 12.157778 4.845589 4.8132386 5.0549164 3.9757504 3.71413 3.8348987

A_33_P3251144 0.004940572 0.086465776 3.3062814 Up NM_001127370 chr7:21947808-21947749 CDCA7L Homo sapiens cell division cycle associated 7-like (CDCA7L), transcript variant 2, mRNA [NM_001127370] GO:0005515|GO:0008284|GO:0006355|GO:0005737|GO:0005730|GO:0005634|GO:0006351 NM_001127370 Hs.744069 55536 hs|7p15.3 ENST00000465490 cell division cycle associated 7-like THC2606040 CCAGGAGAGTTCAGATGCTTTGCTGAAAAGGACCATGAACATCAAGGAGAACAAAGCCAT 76.479123 19.749271 6.110452 4.385242 84.73392 81.881325 62.822124 21.055126 20.562826 17.629862 6.285553 6.089027 5.956775 4.3217764 4.4411726 4.3927774

A_23_P319874 0.021983811 0.147158847 3.0330426 Up NM_001029840 chr3:44400419-44400478 TCAIM Homo sapiens T cell activation inhibitor, mitochondrial (TCAIM), transcript variant 3, mRNA [NM_001029840] GO:0005739 NM_001029840 Hs.55131 285343 hs|3p21.31 ENST00000396078 T cell activation inhibitor, mitochondrial THC2472256 GCTACTCAAAGTCAGAACTTTTCAAAGTAATCAGTAAATTGAATCAACAGAAAAATATTC 67.145173 20.183639 5.936612 4.335846 68.27611 71.87055 61.28886 30.016956 15.5998 14.93416 5.969902 5.91943 5.920503 4.8457317 4.01418 4.147626

A_32_P71788 0.005629628 0.090585092 2.1518539 Up NM_002014 chr12:2909056-2909213 FKBP4 Homo sapiens FK506 binding protein 4, 59kDa (FKBP4), mRNA [NM_002014] GO:0051219|GO:0005515|GO:0000413|GO:0048471|GO:0046661|GO:0031503|GO:0005634|GO:0035259|GO:0005829|GO:0005739|GO:0005737|GO:0006457|GO:0031072|GO:0043025|GO:0030850|GO:0030674|GO:0070062|GO:0031115|GO:0032767|GO:0007566|G
O:0031111|GO:0005874|GO:0048156|GO:0005730|GO:0003755|GO:0005528|GO:0044295|GO:0005525|GO:0005524|GO:0061077|GO:0005789|GO:0010977|GO:0006463|GO:0006825|GO:0030521

NM_002014 Hs.524183 2288 hs|12p13.33 ENST00000543037 FK506 binding protein 4, 59kDa THC2564663 CCACCAAATGCTGAGCTGAAATATGAATTACACCTCAAGAGTTTTGAAAAGGCCAAGGAG 163.26116 61.472068 7.182094 6.076514 161.95824 180.21461 147.61063 62.477768 64.4457 57.492737 7.1797743 7.1958413 7.1706657 5.9079843 6.1633787 6.158178

A_24_P823684 0.002798082 0.076309552 2.4985724 Up NM_007355 chr6:44219211-44219270 HSP90AB1 Homo sapiens heat shock protein 90kDa alpha (cytosolic), class B member 1 (HSP90AB1), transcript variant 2, mRNA 
[NM_007355]

GO:0006986|GO:0005515|GO:0003725|GO:0033160|GO:0009651|GO:0071902|GO:0032435|GO:0031526|GO:0035872|GO:0045429|GO:0032092|GO:0005829|GO:0060334|GO:0005739|GO:0016323|GO:0043524|GO:0005737|GO:0016324|GO:0060338|GO:0008180|
GO:0007411|GO:0006457|GO:0071353|GO:0030235|GO:0017098|GO:0070062|GO:0042470|GO:0030911|GO:0009986|GO:0019901|GO:0016234|GO:0032564|GO:0001890|GO:0005525|GO:0005524|GO:0002135|GO:0044325|GO:0002134|GO:0045793|GO:0071407|
GO:0045087|GO:0023026|GO:0051082|GO:0038096

NM_007355 Hs.509736 3326 hs|6p21.1 ENST00000371554 heat shock protein 90kDa alpha (cytosolic), class B member 1 NP1202704 ATGCTCCAGCAGAGCAAAATCTTGAAAGTCATTCGCAAAAACATTGGTAAGAAGTGCCTT 7190.572833 2588.379233 12.706641 11.385537 8298.9 7303.651 5969.1675 3778.943 2120.74 1865.4547 12.947084 12.594959 12.57788 11.765753 11.196225 11.194633

A_33_P3272773 0.049654305 0.204343327 3.1380612 Up NM_006526 chr20:52185714-52185655 ZNF217 Homo sapiens zinc finger protein 217 (ZNF217), mRNA [NM_006526] GO:0005515|GO:0006355|GO:0003700|GO:0000118|GO:0044212|GO:0005654|GO:0045892|GO:0046872|GO:0006351 NM_006526 Hs.155040 7764 hs|20q13.2 ENST00000302342 zinc finger protein 217 THC2716403 TGTGATTGTACTGTACATAAAACATATGAGGAATCTGCAAGGAACACTACAGTTGTGTAA 69.436523 21.678993 5.966661 4.316787 75.71714 78.00715 54.58528 38.48237 14.436339 12.11827 6.1151557 6.0281806 5.7566457 5.2205434 3.9006383 3.8291798

A_24_P193592 0.009699799 0.107937524 3.1518302 Up NM_001761 chr16:2507886-2507945 CCNF Homo sapiens cyclin F (CCNF), mRNA [NM_001761] GO:0005515|GO:0007067|GO:0016567|GO:0005814|GO:0010826|GO:0005634|GO:0001890|GO:0031146|GO:0000320|GO:0019005 NM_001761 Hs.1973 899 hs|16p13.3 ENST00000293968 cyclin F THC2463529 AAAGAATTTTCCCAGATAGGCTAGCCAGAAAAAACTTCAAGTCCTCTGTAACATCTGAGG 58.427524 17.284078 5.730004 4.073814 70.350136 55.39285 49.539585 26.993845 12.69748 12.160909 6.0145345 5.55392 5.621558 4.6846843 3.701064 3.8356948

A_23_P39131 0.000227393 0.05239639 2.3068695 Up NM_015710 chr19:48254779-48254838 GLTSCR2 Homo sapiens glioma tumor suppressor candidate region gene 2 (GLTSCR2), mRNA [NM_015710] GO:0005622|GO:0008150|GO:0005730|GO:0043231 NM_015710 Hs.421907 29997 hs|19q13.33 ENST00000599582 glioma tumor suppressor candidate region gene 2 THC2588652 CCCCTGGACAGGCCGTTGGTTGGCCAGGATGAGTTTTTCCTGGAGCAGACCAAGAAGAAA 81.05936 30.040335 6.181926 4.97599 92.89862 88.72942 61.55004 38.31079 30.215637 21.594578 6.412429 6.207169 5.926181 5.2141314 5.0282135 4.685625

A_33_P3408137 0.003985282 0.08259937 2.1816616 Up AK124216 chr2:127437803-127437862 Homo sapiens cDNA FLJ42222 fis, clone THYMU2039411. [AK124216] hs|2q14.3 THC2479957 CCAATGATGTGAATAAGGATGAAGAGGTTGAAGATGGTCACAGGAATTGTCAGAGGAGGA 14.666525 6.738844 3.757473 2.632046 20.70244 13.97489 9.322245 10.020051 5.196482 4.9999995 4.308054 3.6261444 3.3382206 3.185466 2.3758953 2.3347757

A_23_P134542 0.020823685 0.1438605 2.7810805 Up NM_148900 chr7:114299675-114302125 FOXP2 Homo sapiens forkhead box P2 (FOXP2), transcript variant 4, mRNA [NM_148900] GO:0007389|GO:0003700|GO:0021987|GO:0005634|GO:0009790|GO:0009791|GO:0042803|GO:0046872|GO:0005737|GO:0060501|GO:0048745|GO:0043010|GO:0046982|GO:0048286|GO:0008301|GO:0021549|GO:0002053|GO:0003677|GO:0006351|GO:0043565|G
O:0007519|GO:0003682|GO:0042297|GO:0040007|GO:0045892|GO:0060013|GO:0021757|GO:0021758

NM_148900 Hs.282787 93986 hs|7q31.1 ENST00000393491 forkhead box P2 THC2620856 AGCTGGTTTACACGGACATTTGCTTACTTCAGGCGTAATGCAGCAACTTGGAAGAATGCA 38.415148 12.890815 5.14544 3.669795 38.16817 43.546135 33.53114 16.918728 14.039199 7.7145166 5.1636357 5.2122693 5.0604153 3.987439 3.857363 3.1645818

A_33_P3232544 0.043557854 0.191580041 2.1591452 Up TCAGACCGCTGTTTAACGACTTTGGACCGCCTACCATCGGCTGTGTGCAGGCCATGAAAC 194.534383 72.790027 7.435377 6.324917 209.55435 205.4466 168.6022 65.31454 81.96012 71.09542 7.5639434 7.382197 7.3599906 5.97426 6.5197153 6.480775

A_24_P781757 0.018836078 0.139354513 2.7284164 Up NR_015434 chr1:1336593-1336652 LOC148413 Homo sapiens uncharacterized LOC148413 (LOC148413), long non-coding RNA [NR_015434] NR_015434 Hs.741357 148413 hs|1p36.33 ENST00000447725 uncharacterized LOC148413 THC2493925 GGCCTGAAGCCATCTCTAGCAAGTGGTCAGGACACTGATTGTTCTGCGCAGGTTGGAGGT 28.472084 9.664827 4.732967 3.284903 31.032541 28.839842 25.54387 9.550764 11.712979 7.730739 4.8750863 4.6359277 4.6878858 3.11912 3.5672536 3.1683347

A_24_P333326 0.038501816 0.182596708 2.1729682 Up NM_203355 chr14:39762553-39763230 CTAGE5 Homo sapiens CTAGE family, member 5 (CTAGE5), transcript variant 3, mRNA [NM_203355] GO:0043085|GO:0008047 NM_203355 Hs.540038 4253 hs|14q21.1 ENST00000556990 CTAGE family, member 5 NP1133469 GAGAAATCCAAACATTCTGAACAAGATGAATTGATGGCGGATATTTCAAAAAGGATACAG 78.999847 31.830792 6.158458 5.038791 74.83369 89.52733 72.63852 42.801403 31.596645 21.094328 6.0961375 6.2179494 6.161287 5.3703327 5.094411 4.651629

A_23_P325080 0.01273144 0.119727917 2.1181991 Up NM_017432 chr19:50358243-50358302 PTOV1 Homo sapiens prostate tumor overexpressed 1 (PTOV1), mRNA [NM_017432] GO:0048471|GO:0006355|GO:0005886|GO:0005634|GO:0006351 NM_017432 Hs.587979 53635 hs|19q13.33 ENST00000594640 prostate tumor overexpressed 1 NP1193880 TGTTCCGGAACTCCCAGTTGGCACAGTTCCACTTCACCAACAGAGACTGCGACTCGCTCA 201.951057 76.916705 7.489002 6.406164 211.41692 217.77435 176.6619 78.85414 82.74763 69.148346 7.577108 7.465297 7.4246016 6.2496643 6.532698 6.4361296

A_33_P3350913 0.013391942 0.122126656 2.9843244 Up NM_001145395 chr3:12572240-12572299 TSEN2 Homo sapiens TSEN2 tRNA splicing endonuclease subunit (TSEN2), transcript variant 5, mRNA [NM_001145395] GO:0006397|GO:0006388|GO:0005813|GO:0005737|GO:0005730|GO:0005634|GO:0003676|GO:0000214|GO:0000213|GO:0016829 NM_001145395 Hs.335550 80746 hs|3p25.2 ENST00000444864 TSEN2 tRNA splicing endonuclease subunit THC2502965 GGGGACTTGTAGCATATACTTAATATGTCCTCACTTAACATTGTTGATATGTTCTTGGAA 21.975744 7.40448 4.360453 2.783048 21.556889 26.810163 17.56018 9.680714 7.5327272 4.9999995 4.359218 4.5450525 4.177088 3.1364794 2.8778903 2.3347757

A_24_P131589 0.000660623 0.055581241 112.5148567 Up NM_006889 chr3:121839246-121839305 CD86 Homo sapiens CD86 molecule (CD86), transcript variant 2, mRNA [NM_006889] GO:0005515|GO:0008284|GO:0005886|GO:0045404|GO:0031295|GO:0007267|GO:0001878|GO:0043231|GO:0042104|GO:0051607|GO:0006955|GO:0002309|GO:0007173|GO:0016032|GO:0004872|GO:0043011|GO:0034341|GO:0045630|GO:0070062|GO:0048011|G
O:0043017|GO:0048015|GO:0042493|GO:0007568|GO:0005102|GO:0002224|GO:0015026|GO:0045086|GO:0042113|GO:0071248|GO:0042110|GO:0071222|GO:0071345|GO:0008543|GO:0045087|GO:0002668|GO:0016021|GO:0045893|GO:0009897|GO:0038095

NM_006889 Hs.171182 942 hs|3q13.33 ENST00000264468 CD86 molecule THC2471177 GAGAGAGAGAGAAAAAAGAGAGATCTTGATCCACAGAAATACATGAAATGTCTGGTCTGT 1330.7953 10.438841 10.220643 3.406672 1301.1697 1526.9044 1164.3118 9.204473 12.309092 9.802957 10.222439 10.28004 10.159451 3.0581675 3.650019 3.5118284

A_32_P148710 0.000418316 0.055027037 2.2729485 Up NM_005507 chr11:65623161-65622908 CFL1 Homo sapiens cofilin 1 (non-muscle) (CFL1), mRNA [NM_005507] GO:0005515|GO:0030036|GO:0001755|GO:0005634|GO:0030010|GO:0007266|GO:0006606|GO:0005615|GO:0016363|GO:0005737|GO:0007411|GO:0030836|GO:0007010|GO:0022604|GO:0030042|GO:0043200|GO:0070062|GO:0043066|GO:0031258|GO:0030168|G
O:0003779|GO:0032587|GO:0009615|GO:0001842|GO:0045792|GO:0007596|GO:0045087|GO:0002576|GO:0006468|GO:0030864|GO:0038096

NM_005507 Hs.170622 1072 hs|11q13.1 ENST00000308162 cofilin 1 (non-muscle) THC2511193 GCCAGCTCCAAGGACGCCATCAAGAAGAAGCTGACAGGGATCAAGCATGCATTACAAGCA 5615.650067 2128.951467 12.352685 11.16812 5570.9087 6269.335 5006.7065 2423.8071 2121.97 1841.0773 12.35711 12.37719 12.323755 11.128083 11.198141 11.178136

A_33_P3273309 0.035794218 0.176860907 2.6315276 Up NM_001040185 chr19:53911268-53911327 ZNF765 Homo sapiens zinc finger protein 765 (ZNF765), mRNA [NM_001040185] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001040185 Hs.685640 91661 hs|19q13.42 ENST00000396408 zinc finger protein 765 THC2496700 TTTCACACTGAAGAGAAAATTGATAATCAAGTTGTGAAGTCTATCCACGATGCTTCCTTG 26.798246 9.320683 4.620812 3.224912 34.76801 22.239292 23.387436 10.453349 10.506539 7.0021625 5.0369563 4.2638426 4.5616374 3.2503178 3.3896968 3.0347202

A_24_P18802 0.024340009 0.152898729 2.6993084 Up NM_020857 chr15:41195886-41195945 VPS18 Homo sapiens vacuolar protein sorting 18 homolog (S. cerevisiae) (VPS18), mRNA [NM_020857] GO:0005515|GO:0030897|GO:0005884|GO:0031902|GO:0007032|GO:0003779|GO:0016192|GO:0005765|GO:0007040|GO:0006886|GO:0046872|GO:0005769 NM_020857 Hs.23876 57617 hs|15q15.1 ENST00000220509 vacuolar protein sorting 18 homolog (S. cerevisiae) NP840252 AGAGAGAGAGAGCACCTTTCTTCCGTCTGTTCACTCTGCGGCCTCTGGAATCCCAGCTCT 2987.0267 865.657783 11.343496 9.910907 1732.5764 4068.3435 3160.1602 866.9246 910.6635 819.38525 10.628555 11.746146 11.655788 9.64552 10.0260105 10.061189

A_23_P106737 0.004290885 0.08426971 2.258568 Up NM_201412 chr16:256079-256020 LUC7L Homo sapiens LUC7-like (S. cerevisiae) (LUC7L), transcript variant 2, mRNA [NM_201412] GO:0005515|GO:0006376|GO:0050733|GO:0003729|GO:0005685|GO:0045843|GO:0042802 NM_201412 Hs.16803 55692 hs|16p13.3 ENST00000418978 LUC7-like (S. cerevisiae) THC2499713 CTGAAGGTAATGTGGATGAATCCCAGAAGATTCTTATGGAAGTGGAAAAAGTTCGTGCGA 102.868465 38.579086 6.532885 5.357476 105.31032 112.58835 90.706726 48.341457 36.7482 30.6476 6.57714 6.540739 6.480775 5.5543284 5.3099 5.2082005

A_24_P295806 0.016985631 0.1337287 2.0313936 Up NM_023947 chr11:900087-900028 CHID1 Homo sapiens chitinase domain containing 1 (CHID1), transcript variant 3, mRNA [NM_023947] GO:0005515|GO:0005802|GO:0006032|GO:0005770|GO:0005975|GO:0005634|GO:0005615|GO:0005764|GO:0070492|GO:0045087|GO:1900016|GO:0004568|GO:0070062 NM_023947 Hs.144468 66005 hs|11p15.5 ENST00000528426 chitinase domain containing 1 THC2628254 TGGACTTACGATGATTTCCGGAACGTCTTAGACAGTGAGGATGAGATAGAGGAGCTGAGC 273.047737 106.790817 7.915931 6.893461 273.41504 296.68842 249.03975 103.77926 112.977 103.61619 7.9369793 7.898076 7.9127374 6.6449313 6.997865 7.037587

A_33_P3252499 0.010664365 0.11209116 2.3215394 Up NM_001164496 chr3:113013644-113013585 WDR52 Homo sapiens WD repeat domain 52 (WDR52), transcript variant 1, mRNA [NM_001164496] NM_001164496 Hs.584936 55779 hs|3q13.2 ENST00000393845 WD repeat domain 52 THC2630611 GAACTGATGATGAAGACAAAAGAACACACCAGAAAGCTTTATCAGATGAATGATTTGTGT 19.504991 8.33684 4.152684 2.937602 26.769503 19.42169 12.323779 11.14674 8.863781 4.9999995 4.6702404 4.0903683 3.697443 3.3510027 3.127028 2.3347757

A_33_P3388835 0.009771981 0.108289918 2.1808376 Up NM_001272034 chr19:7708071-7708130 STXBP2 Homo sapiens syntaxin binding protein 2 (STXBP2), transcript variant 3, mRNA [NM_001272034] GO:0005515|GO:0043304|GO:0005886|GO:0043312|GO:0042581|GO:0031201|GO:0042582|GO:0015031|GO:0005829|GO:0006904|GO:0030348|GO:0001909|GO:0016324|GO:0044194|GO:0070820|GO:0017075|GO:0070062 NM_001272034 Hs.515104 6813 hs|19p13.2 ENST00000595861 syntaxin binding protein 2 THC2554423 AGCAGATGATTGTATGAAGCACTTCAAGGGCTCGGTGGAGAAGCTGTGTAGTGTGGAGCA 222.046987 81.292579 7.616823 6.491941 226.19191 249.31409 190.63496 82.72258 89.25327 71.901886 7.6738896 7.6504526 7.526128 6.3253546 6.648832 6.5016365

A_23_P46369 0.016734817 0.133239815 2.6595517 Up NM_002870 chr1:153955751-153955282 RAB13 Homo sapiens RAB13, member RAS oncogene family (RAB13), transcript variant 1, mRNA [NM_002870] GO:0005802|GO:0005515|GO:0034236|GO:0043005|GO:0035767|GO:0005886|GO:0007264|GO:0032456|GO:0003924|GO:0030139|GO:0010737|GO:0015031|GO:0031175|GO:0005737|GO:0070830|GO:0016197|GO:0061024|GO:0030659|GO:0070062|GO:0030658|G
O:0032869|GO:0005794|GO:0031410|GO:0005525|GO:0016328|GO:0030027|GO:0006184|GO:0030866|GO:0032593|GO:0005923|GO:0055037|GO:0090002|GO:0055038

NM_002870 Hs.151536 5872 hs|1q21.3 ENST00000484297 RAB13, member RAS oncogene family THC2683743 ATCACGGATGAGAAATCTTTCGAGAATATTCAGAACTGGATGAAAAGCATCAAGGAGAAT 152.482243 48.460281 7.088912 5.677729 141.83969 169.95825 145.64879 64.59211 42.26409 38.524643 6.9985113 7.1179647 7.1502604 5.957092 5.5233064 5.5527887

A_24_P626850 0.020607673 0.143516423 2.1459177 Up NM_004285 chr1:9330351-9330410 H6PD Homo sapiens hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase) (H6PD), transcript variant 2, mRNA 
[NM_004285]

GO:0050661|GO:0005739|GO:0047936|GO:0004345|GO:0030246|GO:0005788|GO:0017057|GO:0097305|GO:0006098 NM_004285 Hs.463511 9563 hs|1p36.22 ENST00000377403 hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase) THC2531319 TATGGAGTATATTTGAACAGCTAGTAGTTAGCTTTGAAAGTGGAAGTGTGAACAGACACT 57.069421 22.44759 5.611994 4.5104 88.15528 47.271152 35.78183 32.3435 18.05719 16.94208 6.3450813 5.330264 5.160638 4.9588504 4.2419753 4.3303733

A_23_P98057 0.032709821 0.170623479 2.010563 Up NM_001005368 chr10:44140152-44140093 ZNF32 Homo sapiens zinc finger protein 32 (ZNF32), transcript variant 2, mRNA [NM_001005368] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001005368 Hs.522885 7580 hs|10q11.21 ENST00000395797 zinc finger protein 32 THC2642896 ACAAAAATCCCCAGATTCGAAGACACTACAGGAAGATTCACCTGGAGTGAGACAAAGGGT 153.710713 65.452634 7.096164 6.088565 157.69597 168.39436 135.04181 94.77874 55.773556 45.805607 7.144541 7.102493 7.041459 6.5081563 5.946524 5.811014

A_23_P16166 0.014874202 0.126990693 2.303371 Up NM_006702 chr19:7625582-7625641 PNPLA6 Homo sapiens patatin-like phospholipase domain containing 6 (PNPLA6), transcript variant 2, mRNA [NM_006702] GO:0016042|GO:0008219|GO:0004622|GO:0005789|GO:0009887|GO:0046470|GO:0016021|GO:0001525 NM_006702 Hs.631863 10908 hs|19p13.2 ENST00000414982 patatin-like phospholipase domain containing 6 THC2788790 GGCAACGTCATTGAGAAAATGCTCACAGACCGGCGGTCTACAGACCTTAATGAGAGCCGC 83.1297 30.584746 6.23218 5.028433 78.46587 92.76622 78.15701 26.904888 35.93809 28.911259 6.1679626 6.2666593 6.261918 4.679593 5.278522 5.1271844

A_33_P3419165 0.039713498 0.18543971 2.1791851 Up NM_013342 chr19:54618723-54618664 TFPT Homo sapiens TCF3 (E2A) fusion partner (in childhood Leukemia) (TFPT), mRNA [NM_013342] GO:0005515|GO:0006355|GO:0043065|GO:0046982|GO:0019901|GO:0005884|GO:0005730|GO:0005634|GO:0006310|GO:0097190|GO:0003677|GO:0006351|GO:0031011|GO:0005737|GO:0006281 NM_013342 Hs.590939 29844 hs|19q13.42 ENST00000391759 TCF3 (E2A) fusion partner (in childhood Leukemia) THC2564838 TTTTGCGAACGGCTTAACCTACAGATTGAAGAGGTCGGAAGCTCTGAGGCCCGGGGCTTC 19.848073 8.627577 4.231451 3.107662 22.211708 19.52376 17.80875 8.461676 10.633711 6.7873454 4.3964696 4.0993814 4.1985016 2.924003 3.4121203 2.986863

A_23_P129209 0.015049429 0.12786274 2.2603455 Up NM_002168 chr15:90630706-90630472 IDH2 Homo sapiens isocitrate dehydrogenase 2 (NADP+), mitochondrial (IDH2), transcript variant 1, mRNA [NM_002168] GO:0000287|GO:0006099|GO:0005975|GO:0005743|GO:0044281|GO:0006097|GO:0004450|GO:0005739|GO:0006102|GO:0051287|GO:0005759|GO:0006103|GO:0044237 NM_002168 Hs.596461 3418 hs|15q26.1 ENST00000539790 isocitrate dehydrogenase 2 (NADP+), mitochondrial THC2535304 GCGTTTCAAGGACATCTTCCAGGAGATCTTTGACAAGCACTATAAGACCGACTTCGACAA 1595.2142 563.571817 10.48738 9.310837 1691.6636 1707.1819 1386.7971 597.5081 587.0533 506.15405 10.598193 10.440563 10.423385 9.129815 9.417732 9.384964

A_33_P3314531 0.008512044 0.104555038 2.0801724 Up chr15:077570938-077570997 hs|15q24.3 CCCTGCAAAGAACGGAGAGAAGGTACTCAAAGGAGAAATGGGAAAAGCTGACACTGGCAA 37.926844 16.124116 5.123819 4.067116 42.593193 39.59672 31.59062 17.89783 17.314058 13.1604595 5.312869 5.0735846 4.9850035 4.0754137 4.173431 3.9525032

A_23_P106761 0.034618209 0.174553877 2.2404787 Up NM_007074 chr16:30199317-30199376 CORO1A Homo sapiens coronin, actin binding protein, 1A (CORO1A), transcript variant 2, mRNA [NM_007074] GO:0006909|GO:0005515|GO:0008092|GO:0030036|GO:0005886|GO:0005884|GO:0008360|GO:0006928|GO:0005634|GO:0042803|GO:0005737|GO:0051015|GO:0048873|GO:0030833|GO:0042102|GO:0030670|GO:0071353|GO:0007015|GO:0006816|GO:0043029|G
O:0070062|GO:0001772|GO:0030335|GO:0030595|GO:0031589|GO:0001891|GO:0001845|GO:0008022|GO:0030027|GO:0050918|GO:0045335|GO:0043234|GO:0032796|GO:0045087|GO:0051126|GO:0030864|GO:0043548

NM_007074 Hs.415067 11151 hs|16p11.2 ENST00000570045 coronin, actin binding protein, 1A THC2547815 TATCTCTCCATGTTCAGTTCCAAGGAGTCCCAGCGGGGCATGGGCTACATGCCCAAACGT 1243.607333 439.457847 10.119144 8.955337 1199.529 1410.7177 1120.5753 374.7334 506.36658 437.27356 10.099297 10.154484 10.10365 8.491025 9.200242 9.174743

A_23_P82296 0.008988034 0.106293098 2.074604 Up NM_005273 chr7:100275726-100275785 GNB2 Homo sapiens guanine nucleotide binding protein (G protein), beta polypeptide 2 (GNB2), mRNA [NM_005273] GO:0005515|GO:0048471|GO:0005886|GO:0005246|GO:0003924|GO:0007268|GO:0044281|GO:0005765|GO:0005615|GO:0032403|GO:0044297|GO:0006184|GO:0043234|GO:0051020|GO:0006112|GO:0007186|GO:0071377|GO:0004871|GO:0070062 NM_005273 Hs.185172 2783 hs|7q22.1 ENST00000431068 guanine nucleotide binding protein (G protein), beta polypeptide 2 NP1177422 TGTGGGACATTGAGACAGGCCAGCAGACAGTGGGTTTTGCTGGACACAGTGGGGATGTGA 280.227683 107.275473 7.948447 6.895611 286.2413 309.22668 245.21507 111.160706114.86240495.80331 7.998583 7.9586163 7.8881416 6.746189 7.026272 6.914372

A_33_P3362891 0.016895727 0.133374453 2.6252 Up NM_002137 chr7:26240281-26240222 HNRNPA2B1 Homo sapiens heterogeneous nuclear ribonucleoprotein A2/B1 (HNRNPA2B1), transcript variant A2, mRNA 
[NM_002137]

GO:0005515|GO:0006397|GO:0008380|GO:0010467|GO:0048025|GO:0003723|GO:0050658|GO:0005634|GO:0071013|GO:0005737|GO:0000166|GO:0000398|GO:0030529|GO:0005654|GO:0005681|GO:0097157|GO:0043047 NM_002137 Hs.487774 3181 hs|7p15.2 ENST00000356674 heterogeneous nuclear ribonucleoprotein A2/B1 THC2507299 ACGAGTCCGGTTCGTGTTCGTCCGCGGAGATCTCTCTCATCTCGCTCGGCTGCGGGAAAT 2303.609167 719.854067 11.038195 9.645767 2281.902 2534.0981 2094.8274 669.7341 791.4352 698.3929 11.044371 11.035721 11.034492 9.285301 9.824922 9.827079

A_33_P3383189 0.025087138 0.154465313 2.1452887 Up NM_001145250 chr2:175202002-175202061 SP9 Homo sapiens Sp9 transcription factor (SP9), mRNA [NM_001145250] GO:0006355|GO:0005634|GO:0030326|GO:0003677|GO:0046872|GO:0006351 NM_001145250 Hs.516603 100131390 hs|2q31.1 ENST00000394967 Sp9 transcription factor TGCAACAAGCGCTTCATGCGCAGCGACCACCTGAGCAAACACATTAAGACGCACAACGGG 36.898276 15.966249 5.086386 3.985214 42.371048 36.05874 32.26504 23.186789 11.250518 13.461439 5.3053184 4.9449773 5.0088625 4.4637218 3.5035927 3.9883282

A_33_P3567512 0.042768731 0.190486169 2.7708621 Up BC125059 chr13:32526757-32526816 eukaryotic translation elongation factor 1 delta pseudogene 3 [Source:HGNC Symbol;Acc:30486] [ENST00000490410] Hs.507667 hs|13q13.1 ENST00000490410 THC2608555 ACAAGTTCAAATATGGCGATGTAGAAAGGAGATTCTACGAACAGATGAACGGGCCTGTGG 564.606923 159.757113 8.954456 7.484121 615.875 592.4891 485.45667 133.19485 187.1596 158.91689 9.111439 8.883868 8.86806 7.013211 7.7512035 7.6879478

A_33_P3241989 0.031751373 0.168956455 3.1848696 Up NM_001130715 chr4:84015366-84015307 PLAC8 Homo sapiens placenta-specific 8 (PLAC8), transcript variant 3, mRNA [NM_001130715] GO:0043066|GO:0008284|GO:0040015|GO:0050873|GO:0045944|GO:0003682|GO:0009409|GO:0042742 NM_001130715 Hs.546392 51316 hs|4q21.22 ENST00000426923 placenta-specific 8 CTGTTGGAGAAGCTGAACTTTGAAAGAGGTGAACATAGAATTTAGAATGTTTGGAAATGT 23.644889 7.650677 4.472471 2.801237 23.99477 23.749453 23.190445 11.15147 6.8005605 4.9999995 4.5081205 4.3622565 4.5470366 3.351826 2.717109 2.3347757

A_23_P20894 0.00468546 0.085955835 2.3401918 Up NM_024757 chr9:140712526-140712585 EHMT1 Homo sapiens euchromatic histone-lysine N-methyltransferase 1 (EHMT1), transcript variant 1, mRNA [NM_024757] GO:0005515|GO:0005886|GO:0005694|GO:0016571|GO:0008168|GO:0005730|GO:0018027|GO:0005634|GO:0000122|GO:0009790|GO:0018026|GO:0016279|GO:0018024|GO:0006306|GO:0002039|GO:0005737|GO:0046974|GO:0005654|GO:0008270|GO:0045892|G
O:0046976|GO:0070734|GO:0051567|GO:0016568

NM_024757 Hs.495511 79813 hs|9q34.3 ENST00000494249 euchromatic histone-lysine N-methyltransferase 1 THC2483801 TGATTTCAGACTCAGAAGCCGACGTTCGAGAGGAAGATTCTTACCTCTTTGATCTCGACA 52.223651 19.548204 5.573353 4.346726 58.467987 56.371986 41.83098 24.261276 17.68959 16.693747 5.757212 5.5803447 5.382501 4.529235 4.208456 4.3024864

A_33_P3234571 0.021020686 0.144388972 2.17631 Up NM_145109 chr17:21205459-21205518 MAP2K3 Homo sapiens mitogen-activated protein kinase kinase 3 (MAP2K3), transcript variant B, mRNA [NM_145109] GO:0005515|GO:0034142|GO:0060048|GO:0051403|GO:0005829|GO:0002756|GO:0000187|GO:0005737|GO:0006954|GO:0004702|GO:0002755|GO:0045860|GO:0034138|GO:0004708|GO:0038124|GO:0019901|GO:0038123|GO:0034134|GO:0018108|GO:0002224|G
O:0005524|GO:0042035|GO:0007165|GO:0045087|GO:0005654|GO:0034166|GO:0035666|GO:0004713|GO:0045893|GO:0034146|GO:0034162

NM_145109 Hs.514012 5606 hs|17p11.2 ENST00000526076 mitogen-activated protein kinase kinase 3 THC2488446 ATGTGTGGATCTGCATGGAGCTCATGGACACATCCTTGGACAAGTTCTACCGGAAGGTGC 30.408235 12.746441 4.817337 3.695453 26.516657 35.602985 29.105064 15.485449 13.05867 9.695203 4.6561522 4.9268017 4.8690567 3.8459642 3.74436 3.4960341

A_23_P19084 0.012185364 0.117728848 2.0090461 Up NM_004499 chr5:177634122-177634181 HNRNPAB Homo sapiens heterogeneous nuclear ribonucleoprotein A/B (HNRNPAB), transcript variant 2, mRNA [NM_004499] GO:0043565|GO:0005737|GO:0003700|GO:0000166|GO:0030529|GO:0003723|GO:0005634|GO:0001837|GO:0045893|GO:0003729 NM_004499 Hs.591731 3182 hs|5q35.3 ENST00000355836 heterogeneous nuclear ribonucleoprotein A/B NP1195738 CCAAAGTTGAACAAAAGACGAGGTTTTGTGTTTATCACCTTTAAAGAAGAAGAACCCGTG 1149.7632 473.21407 10.006906 9.000396 1184.257 1238.7388 1026.2938 672.17786 401.89288 345.57147 10.076796 9.967008 9.976915 9.292831 8.873241 8.835115

A_33_P3399208 0.027272751 0.159551392 2.781217 Up XM_005275377 HLA-B major histocompatibility complex, class I, B [Source:HGNC Symbol;Acc:4932] [ENST00000466304] GO:0002474|GO:0005886|GO:0005783|GO:0019221|GO:0051087|GO:0006955|GO:0060337|GO:0042605|GO:0030670|GO:0071556|GO:0016032|GO:0070062|GO:0060333|GO:0042270|GO:0012507|GO:2001198|GO:0002480|GO:0005794|GO:0002486|GO:0009986|G
O:0042612|GO:0042590|GO:0005102|GO:0006952|GO:0002667|GO:0000139|GO:0016020|GO:0005887|GO:0045087|GO:0001916|GO:0031901|GO:0050776|GO:0032655|GO:0002479|GO:0032675|GO:0016021|GO:0016045|GO:0046977

XM_005275377 Hs.77961 3106 ENST00000466304 major histocompatibility complex, class I, B THC2587029 AACACACAGATCTCCAAGACCAACACACAGACTTACCGAGAGAGCCTGCGGAACCTGCGC 1897.014967 546.12755 10.740624 9.264908 2191.1958 1920.3507 1579.4984 553.82635 579.28143 505.27487 10.991319 10.619046 10.611508 9.017969 9.395733 9.381022

A_32_P228775 0.032378904 0.170113146 2.3162524 Up NM_174907 chr3:73047288-73096374 PPP4R2 Homo sapiens protein phosphatase 4, regulatory subunit 2 (PPP4R2), mRNA [NM_174907] GO:0008380|GO:0006397|GO:0005515|GO:0030289|GO:0050790|GO:0005813|GO:0005737|GO:0030362|GO:0005634|GO:0030674|GO:0010569|GO:0006464 NM_174907 Hs.431092 151987 hs|3p13 ENST00000470976 protein phosphatase 4, regulatory subunit 2 THC2593361 TAGCCAAGACTGGAGAAACAATGATTCAGTGGTCCCAATTTAAAGGCTATTTTATTTTCA 157.039157 57.461458 7.126149 5.914357 146.55237 181.9409 142.6242 80.085106 49.115707 43.18356 7.0430455 7.2131033 7.1222987 6.276657 5.745587 5.720826

A_24_P93720 0.019182011 0.139918778 2.0078754 Up AK095436 chr10:31217943-31217884 LOC645984 Homo sapiens cDNA FLJ38117 fis, clone D3OST2003797. [AK095436] Hs.679038 645984 hs|10p11.23 uncharacterized LOC645984 THC2484081 CCTTAAACCATAAAATCTGAAACAGAAAGCATATGATACAGTAACTTAGTACCAGAAGGG 14.803701 7.547295 3.791717 2.786047 20.064262 12.80325 11.543591 10.901969 6.739918 4.9999995 4.2600355 3.5049722 3.6101432 3.31596 2.707406 2.3347757

A_32_P173298 0.005166894 0.087522131 2.4088893 Up NM_012426 chr16:70562923-70562982 SF3B3 Homo sapiens splicing factor 3b, subunit 3, 130kDa (SF3B3), mRNA [NM_012426] GO:0008380|GO:0006397|GO:0010467|GO:0006461|GO:0000398|GO:0000375|GO:0030532|GO:0005681|GO:0005654|GO:0071013|GO:0003676|GO:0005689 NM_012426 Hs.514435 23450 hs|16q22.1 ENST00000302516 splicing factor 3b, subunit 3, 130kDa NP370741 GCACCAAAGACTACATTGTAGTTGGCAGTGACTCTGGTCGAATTGTTATTTTGGAATACC 23.528009 9.146821 4.456829 3.188461 22.645807 27.945637 19.992584 11.06859 9.632497 6.7393746 4.4249263 4.5936327 4.3519273 3.3384628 3.2520463 2.974873

A_32_P514599 0.048625485 0.202258105 2.0921157 Up chr3:036809424-036809365 HUMHSP60A chaperonin (HSP60) {Homo sapiens} (exp=-1; wgp=0; cg=0), partial (46%) [THC2537477] hs|3p22.2 THC2537477 AGTCAAGGCTCCAGGGTTTTGTGACAAAGAACCAGCTCAAAGATATGGCTGTTACTACTG 2001.2071 849.27078 10.83041 9.765447 2041.5741 2164.528 1797.5192 1378.5037 613.28064 556.028 10.878992 10.798311 10.813927 10.301564 9.480765 9.514013

A_23_P119448 0.002458475 0.074533775 13.5060918 Up NM_014931 chr19:55741657-55741598 PPP6R1 Homo sapiens protein phosphatase 6, regulatory subunit 1 (PPP6R1), mRNA [NM_014931] GO:0005515|GO:0005737|GO:0019903|GO:0043666 NM_014931 Hs.515610 22870 hs|19q13.42 ENST00000412770 protein phosphatase 6, regulatory subunit 1 THC2667685 AGAGAGAATGGAGAGAGAGAAACATATATTATATATTATATAGAGAGAGGGAGGAGAGCG 102.985913 6.796706 6.520354 2.764815 79.749985 125.56047 103.647285 4.9999995 9.946668 5.4434505 6.193154 6.695133 6.6727743 2.3219874 3.3046236 2.6678352

A_23_P155463 0.008334411 0.103758951 6.6527209 Up NM_024512 chr3:46557445-46557386 LRRC2 Homo sapiens leucine rich repeat containing 2 (LRRC2), mRNA [NM_024512] NM_024512 Hs.657345 79442 hs|3p21.31 ENST00000395905 leucine rich repeat containing 2 AAAGAGAGAGAGATGAAAAGAGTAGGAAAATGAGAAATCACCTTCGTTGAATCTTAAATA 63.689737 8.772062 5.830682 3.096738 48.73998 79.66718 62.662052 5.2296677 13.228861 7.857658 5.4876785 6.051627 5.952741 2.3327265 3.765489 3.1919975

A_24_P276628 0.012857148 0.120225868 2.3649483 Up NM_000310 chr1:40555149-40555090 PPT1 Homo sapiens palmitoyl-protein thioesterase 1 (PPT1), transcript variant 1, mRNA [NM_000310] GO:0031579|GO:0030424|GO:0008344|GO:0030308|GO:0006907|GO:0005634|GO:0015031|GO:0005764|GO:0005615|GO:0030425|GO:0007269|GO:0005829|GO:0002084|GO:0030163|GO:0043524|GO:0048666|GO:0043025|GO:0007625|GO:0044257|GO:0051186|
GO:0070062|GO:0008306|GO:0043066|GO:0032429|GO:0005794|GO:0008474|GO:0016290|GO:0051181|GO:0030149|GO:0050803|GO:0048549|GO:0005576|GO:0006898|GO:0007399|GO:0008021|GO:0016042|GO:0006309|GO:0007420|GO:0048260|GO:0045121|
GO:0007042|GO:0007601

NM_000310 Hs.3873 5538 hs|1p34.2 ENST00000449045 palmitoyl-protein thioesterase 1 THC2561306 TCTCACATCTGTGACTTCATCCGAAAAACACTGAATGCTGGGGCGTACTCCAAAGTTGTT 13330.845 5192.610533 13.604905 12.363096 15593.463 13640.799 10758.273 7967.5366 4085.608 3524.687 13.853649 13.511135 13.449931 12.895182 12.106779 12.087328

A_24_P6903 0.001600927 0.066144964 2.2378722 Up NM_001017992 chr5:56778051-56777992 ACTBL2 Homo sapiens actin, beta-like 2 (ACTBL2), mRNA [NM_001017992] GO:0008150|GO:0003674|GO:0005737|GO:0005856|GO:0005615|GO:0005524|GO:0070062 NM_001017992 Hs.482167 345651 hs|5q11.2 ENST00000423391 actin, beta-like 2 THC2619711 CACATCGTGCCCATCTATGAAGGTTATGCCCTGCCTCATGCCATTCTACGCCTGGATCTG 3535.055733 1349.764833 11.678008 10.51588 3689.237 3815.876 3100.0542 1788.7217 1197.8928 1062.68 11.757446 11.649015 11.627563 10.685793 10.422605 10.439243

A_33_P3381410 0.028397741 0.162050219 2.7394142 Up NM_006190 chr2:201822244-201822185 ORC2 Homo sapiens origin recognition complex, subunit 2 (ORC2), transcript variant 1, mRNA [NM_006190] GO:0000792|GO:0005515|GO:0000808|GO:0005886|GO:0005634|GO:0000122|GO:0003688|GO:0006260|GO:0000082|GO:0006270|GO:0005654|GO:0005664|GO:0000278|GO:0000939 NM_006190 Hs.444870 4999 hs|2q33.1 ENST00000410039 origin recognition complex, subunit 2 THC2663218 GCGCAGCTTTTGGTCAACCCCAAAAAAATAATAAAGAAGCCAGAATATGATTTGGAGGAA 18.768397 6.519185 4.158659 2.704792 20.004541 19.008049 17.2926 5.657593 8.383168 5.5167947 4.2572217 4.0578732 4.1608825 2.3813784 3.048445 2.6845517

A_23_P79927 0.006928994 0.098828758 2.3434292 Up NM_006392 chr20:2636023-2636082 NOP56 Homo sapiens NOP56 ribonucleoprotein (NOP56), transcript variant 1, mRNA [NM_006392] GO:0005515|GO:0008219|GO:0005737|GO:0030515|GO:0031428|GO:0006364|GO:0003723|GO:0070761|GO:0005730|GO:0005732|GO:0005654 NM_006392 Hs.376064 10528 hs|20p13 ENST00000469588 NOP56 ribonucleoprotein THC2507906 GCCACATACTGCCGTCTTGCCCAGTTTATTGGAAACCGAAGGGAACTGAATGAGGACAAG 612.79149 204.62853 9.074688 7.846067 657.1999 653.27527 527.8993 226.67328 206.95468 180.25763 9.19932 9.031202 8.993542 7.765235 7.8985443 7.874421

A_32_P41496 0.023316484 0.150767204 2.4517051 Up chrX:40691339-40691280 LOC100132831 Homo sapiens A20-binding inhibitor of NF-kappaB activation 2 pseudogene (LOC100132831), non-coding RNA [NR_027761] NR_027761 Hs.729923 100132831 hs|Xp11.4 A20-binding inhibitor of NF-kappaB activation 2 pseudogene THC2648638 GCTGGATTCACGCTGGGAGCAAAACTGCCAAGTACTTGGCCACCGATGCAGTGGAGCTTA 40.028177 14.557559 5.208415 3.91463 42.058437 40.334003 37.69209 13.536999 17.155699 12.9799795 5.2958193 5.0998535 5.229572 3.6553037 4.155918 3.9326668

A_23_P46673 0.029111761 0.163676977 3.213553 Up DM107643 chr1:176585564-176585505 METHODS FOR GENERATING NEW HAIR FOLLICLES, TREATING BALDNESS, AND HAIR REMOVAL. [DM107643] hs|1q25.2 THC2753863 AAGGTGGAATGAAACATGAAGATGCAGTACAATTCATAGGACAAAAGCGGAGTGGAGCTT 45.80805 13.591169 5.388357 3.704188 46.33471 52.34314 38.7463 20.902428 12.00251 7.8685694 5.4197826 5.4697638 5.275524 4.3092213 3.6092603 3.194081

A_23_P49842 0.001348542 0.06396968 2.1169091 Up NM_005148 chr17:26874864-26874805 UNC119 Homo sapiens unc-119 homolog (C. elegans) (UNC119), transcript variant 1, mRNA [NM_005148] GO:0005515|GO:0005813|GO:0061098|GO:1900186|GO:0007268|GO:0051233|GO:0007109|GO:0005829|GO:0008289|GO:0045171|GO:2001287|GO:0000922|GO:0042953|GO:0007602|GO:0007601 NM_005148 Hs.410455 9094 hs|17q11.2 ENST00000487844 unc-119 homolog (C. elegans) THC2594488 GGAGTTCACAGTGGGAGACAAGCCTGTCAACAACTTCCGCATGATCGAGAGGCACTACTT 191.485487 73.237503 7.405764 6.323805 184.62534 220.53822 169.2929 77.63401 79.73768 62.34082 7.370409 7.480324 7.3665586 6.226507 6.472555 6.2723517

A_24_P83922 0.015446381 0.128940133 2.0183262 Up NM_003093 chr6:34730394-34730453 SNRPC Homo sapiens small nuclear ribonucleoprotein polypeptide C (SNRPC), transcript variant 1, mRNA [NM_003093] GO:0071004|GO:0005515|GO:0030619|GO:0003727|GO:0015030|GO:0005730|GO:0005634|GO:0000387|GO:0003729|GO:0042803|GO:0000395|GO:0000398|GO:0008270|GO:0000243|GO:0005685 NM_003093 Hs.1063 6631 hs|6p21.31 ENST00000474635 small nuclear ribonucleoprotein polypeptide C THC2547519 GCAGTGGTAGGAAACACAAAGAGAATGTGAAAGACTACTATCAGAAATGGATGAAAGAGC 68.536942 28.880264 5.953072 4.939913 72.81975 76.6619 56.129177 29.260191 33.57764 23.80296 6.0627737 6.0018644 5.7945786 4.8071456 5.177753 4.83484

A_33_P3416767 0.011718788 0.116247548 2.226671 Up NM_032711 chr17:79880543-79880484 MAFG Homo sapiens v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog G (MAFG), transcript variant 2, 
mRNA [NM_032711]

GO:0043565|GO:0006355|GO:0003700|GO:0046982|GO:0007596|GO:0042127|GO:0030641|GO:0030534|GO:0005654|GO:0045604|GO:0001701|GO:0006351 NM_032711 Hs.744113 4097 hs|17q25.3 ENST00000392366 v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog G THC2509559 GGCAAGGTGGCCGCCACCAGCGTCATCACAATAGTAAAGTCCAAGACGGATGCCCGATCG 119.643402 44.533996 6.740315 5.585427 104.05221 140.17159 114.706406 52.14201 43.846043 37.613934 6.5622473 6.8490295 6.8096685 5.659403 5.5772324 5.5196447

A_33_P3224800 0.004077371 0.082845996 2.1154964 Up chr7:074580977-074580918 hs|7q11.23 AAGCCAGAGACATACTTGATGCCCAAAGATGGCAAGAGTACCGCGACAGGTGAGAGGACG 468.714247 173.429323 8.69027 7.609273 456.6644 532.46906 417.00928 183.24919 178.24377 158.79501 8.672482 8.732536 8.665791 7.458727 7.683815 7.6852784

A_23_P91657 0.003703897 0.081836273 2.79292 Up NM_013986 chr22:29688522-29688581 EWSR1 Homo sapiens EWS RNA-binding protein 1 (EWSR1), transcript variant 1, mRNA [NM_013986] GO:0005515|GO:0005516|GO:0006355|GO:0005737|GO:0005886|GO:0000166|GO:0003723|GO:0008270|GO:0005634|GO:0006351|GO:0042802 NM_013986 Hs.374477 2130 hs|22q12.2 ENST00000414183 EWS RNA-binding protein 1 THC2579113 ATGTACAAGGATTAAATGACAGTGTGACTCTAGATGATCTGGCAGACTTCTTTAAGCAGT 209.08562 61.897379 7.535275 6.0535 211.73714 230.27808 185.24164 80.19858 56.398804 49.094753 7.5794477 7.542186 7.48419 6.278383 5.963599 5.918519

A_33_P3236416 0.010194842 0.110382565 3.6379927 Up NM_001004334 chr17:36481658-36481599 GPR179 Homo sapiens G protein-coupled receptor 179 (GPR179), mRNA [NM_001004334] GO:0007186|GO:0005886|GO:0004930|GO:0044292|GO:0016021|GO:0072659|GO:0007601 NM_001004334 Hs.462915 440435 hs|17q12 ENST00000342292 G protein-coupled receptor 179 THC2483049 TCAGCATCTGGCATCCAAAGCAACATCAGAGAGAGAGAACACAGAAGAAAAGCAATTGCC 22.644888 5.993833 4.408884 2.545742 19.830688 25.877432 22.226543 4.9999995 7.9815006 4.9999995 4.2457094 4.4891825 4.4917607 2.3219874 2.9804616 2.3347757

A_33_P3287529 0.002705888 0.076235835 2.0208446 Up NM_016176 chr1:1153928-1153869 SDF4 Homo sapiens stromal cell derived factor 4 (SDF4), transcript variant 2, mRNA [NM_016176] GO:0005515|GO:0009650|GO:0005794|GO:0005886|GO:0005770|GO:0005796|GO:0070625|GO:0045471|GO:0005509|GO:0021549|GO:0042802|GO:0005737|GO:0032059|GO:0017156|GO:0045444|GO:0070062 NM_016176 Hs.42806 51150 hs|1p36.33 ENST00000478938 stromal cell derived factor 4 THC2557161 TGACGACAACTGGGTGAAAGACAGAAAAAAGGAGTTTGAGGAGCTCATTGACTCCAACCA 425.760267 165.746937 8.555831 7.540872 390.2169 487.15173 399.91217 168.2729 178.73514 150.23277 8.451241 8.6157055 8.600545 7.340784 7.6879478 7.5938845

A_24_P39454 0.034367573 0.174144236 2.3563961 Up NM_017553 chr15:41271933-41271874 INO80 Homo sapiens INO80 complex subunit (INO80), transcript variant 1, mRNA [NM_017553] GO:0005515|GO:0006200|GO:0043014|GO:0030307|GO:0005874|GO:0003779|GO:0005634|GO:0051225|GO:0003677|GO:0005524|GO:2000045|GO:0071479|GO:0003678|GO:0006302|GO:0031011|GO:0034644|GO:0000070|GO:0000724|GO:0045944|GO:0010571|G
O:0070914|GO:0006338|GO:0032508|GO:0016887

NM_017553 Hs.292949 54617 hs|15q15.1 ENST00000558357 INO80 complex subunit THC2588840 AGGTCTCTGAACCCCAGAGTGTCGTCATTGGAGAGAGCAGTGACTGCGAGAGATGGTGGA 48.536853 17.930406 5.471804 4.235222 54.375484 50.060665 41.17441 16.361761 20.432356 16.9971 5.647022 5.410302 5.3580875 3.9403162 4.429089 4.33626

A_33_P3347417 0.00975028 0.108183994 34.1942696 Up NM_015001 chr1:16255108-16255167 SPEN Homo sapiens spen family transcriptional repressor (SPEN), mRNA [NM_015001] GO:0001191|GO:0005515|GO:0003700|GO:0003714|GO:0005730|GO:0005634|GO:0000122|GO:0006351|GO:0000166|GO:0003697|GO:0007219|GO:0050769|GO:0017053|GO:0001085|GO:0016032|GO:0045893|GO:0045892|GO:0070062 NM_015001 Hs.744843 23013 hs|1p36.13 ENST00000375759 spen family transcriptional repressor THC2468314 AGATAAAGAACGAACTTTTGATCCGGAGAGAGTGGAGAGAGAGAGACGCTTAATACGGAA 238.341288 5.758678 7.552694 2.457011 100.797585 345.2954 268.93088 5.9697495 6.3062835 4.9999995 6.5182934 8.118574 8.021214 2.431457 2.6048007 2.3347757

A_24_P382401 0.028822418 0.163024177 4.389124 Up NM_153358 chr19:12739507-12739566 ZNF791 Homo sapiens zinc finger protein 791 (ZNF791), mRNA [NM_153358] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_153358 Hs.720677 163049 hs|19p13.2 ENST00000540038 zinc finger protein 791 THC2463129 ATGTGGGAAAACTTTCAATTATCCTCTAGATTTGAAAATCCACAAGAGAAATCACACTGG 47.460739 10.386825 5.442373 3.30844 40.673637 57.044273 44.664307 15.352169 9.714755 6.0935516 5.2482696 5.5948615 5.483989 3.8309522 3.264767 2.8296018

A_23_P336015 0.008611396 0.104555038 2.0685816 Up NM_015658 chr1:880965-880906 NOC2L Homo sapiens nucleolar complex associated 2 homolog (S. cerevisiae) (NOC2L), mRNA [NM_015658] GO:0005515|GO:0003714|GO:0005730|GO:0006915|GO:0031491|GO:0005634|GO:2001243|GO:0000122|GO:0035067|GO:0006351|GO:0032066|GO:0042393|GO:0034644|GO:0031497|GO:0002903|GO:0003682|GO:0070491|GO:0005654 NM_015658 Hs.405987 26155 hs|1p36.33 ENST00000327044 nucleolar complex associated 2 homolog (S. cerevisiae) THC2506960 GCAATTTAAAGACCTCTTTGACCTGAACAGCTCTGAAGAGGACGACACTGAGGGATTCTC 95.518662 38.924492 6.429975 5.381333 89.87991 109.276085 87.39999 46.753525 36.378647 33.641304 6.3696156 6.499917 6.420393 5.502755 5.297167 5.344078

A_23_P428999 0.000575491 0.055027037 2.6551323 Up NM_006540 chr8:71024424-71024365 NCOA2 Homo sapiens nuclear receptor coactivator 2 (NCOA2), mRNA [NM_006540] GO:0005515|GO:0016922|GO:0006355|GO:0016573|GO:0003713|GO:0035257|GO:0044281|GO:0000122|GO:2000273|GO:0006351|GO:0030375|GO:0005737|GO:0030374|GO:0045944|GO:0003682|GO:0046983|GO:0005654|GO:0004871|GO:0044255|GO:0030521|
GO:0004402

NM_006540 Hs.446678 10499 hs|8q13.3 ENST00000518287 nuclear receptor coactivator 2 THC2464515 CTAAACCTTGTGATTCTGCTTATAAGTCATTTATCTAATCTATATGATATGCAGCCGCTG 79.664362 25.523846 6.172479 4.763695 82.89605 86.79324 69.303795 29.19235 24.847542 22.531645 6.2519975 6.1723995 6.0930395 4.8034754 4.7361026 4.7515073

A_33_P3369565 0.007582298 0.101115748 2.2200409 Up NM_001195252 chr9:32989828-32989769 APTX Homo sapiens aprataxin (APTX), transcript variant 11, mRNA [NM_001195252] GO:0051219|GO:0005515|GO:0003725|GO:0000012|GO:0008219|GO:0042542|GO:0000790|GO:0005634|GO:0046872|GO:0006302|GO:0005737|GO:0003690|GO:0031647|GO:0000785|GO:0008967|GO:0033699|GO:0005730|GO:0006974|GO:0003684|GO:0047485|G
O:0003682|GO:0016311|GO:0046403|GO:0005654|GO:0000738|GO:0006266

NM_001195252 Hs.20158 54840 hs|9p21.1 ENST00000397172 aprataxin THC2520690 ATTTGGAAGCAGTTGTGATTGGGCGTGGCCCAGAGACCAAGATCACTGATAAGAAATGTT 71.599438 28.194916 6.01945 4.868863 78.19952 76.250534 60.34826 36.550343 28.372057 19.662348 6.1630545 5.9964867 5.8988075 5.135023 4.923168 4.548399

A_33_P3306146 0.008964752 0.106261139 2.3885155 Up NM_001145031 chr10:75674614-75674673 PLAU Homo sapiens plasminogen activator, urokinase (PLAU), transcript variant 2, mRNA [NM_001145031] GO:0005515|GO:0033628|GO:0001666|GO:0010469|GO:0004252|GO:0005886|GO:0009986|GO:0014910|GO:0014909|GO:0005576|GO:2000097|GO:0005615|GO:0061041|GO:0007165|GO:0006935|GO:0007596|GO:0042127|GO:0006508|GO:0042730|GO:0070062 NM_001145031 Hs.77274 5328 hs|10q22.2 ENST00000446342 plasminogen activator, urokinase THC2781113 TATAACGATCCCCAGTTTGGCACAAGCTGTGAGATCACTGGCTTTGGAAAAGAGAATTCT 69.869213 24.965795 5.974679 4.718564 85.57887 69.78246 54.24631 29.503973 26.157309 19.236103 6.298575 5.877615 5.747846 4.82254 4.8135467 4.5196066

A_33_P3349325 0.045757063 0.196503943 2.5122414 Up NM_001017979 chr4:13476001-13475942 RAB28 Homo sapiens RAB28, member RAS oncogene family (RAB28), transcript variant 1, mRNA [NM_001017979] GO:0006184|GO:0005737|GO:0005886|GO:0007264|GO:0035253|GO:0003924|GO:0019003|GO:0005525|GO:0036064 NM_001017979 Hs.656060 9364 hs|4p15.33 ENST00000508274 RAB28, member RAS oncogene family THC2762853 GATATAGGAGGGCAGACAATAGGAGGCAAAATGTTGGATAAATATATCTATGGAGCACAG 162.78017 53.898374 7.174389 5.845414 143.6984 191.94928 152.69283 36.853912 58.52891 66.3123 7.0162425 7.2922974 7.2146277 5.1500516 6.0228577 6.363333

A_33_P3324909 0.007592091 0.101161021 2.1649105 Up NM_001286968 chr19:18391430-18391371 JUND Homo sapiens jun D proto-oncogene (JUND), transcript variant 1, mRNA [NM_001286968] GO:0005515|GO:0016922|GO:0014070|GO:0003700|GO:0044212|GO:0006357|GO:0006366|GO:0007568|GO:0005730|GO:0043434|GO:0005634|GO:0009612|GO:0045669|GO:0043565|GO:0043234|GO:0003690|GO:0002076|GO:0045944|GO:0071277|GO:0032496|G
O:0007623|GO:0009416|GO:0019899|GO:0000785

NM_001286968 Hs.2780 3727 hs|19p13.11 ENST00000252818 jun D proto-oncogene THC2480324 AAGCTGGAGCGCATCTCGCGCCTGGAAGAGAAAGTGAAGACCCTCAAGAGTCAGAACACG 70.899407 28.052872 6.000992 4.886685 85.564026 69.4 57.734196 33.763077 28.424337 21.971203 6.298033 5.868694 5.836249 5.0190964 4.927691 4.7132664

A_32_P743407 0.025616798 0.155651603 2.0744725 Up NM_032569 chr16:4853203-4853189 GLYR1 Homo sapiens glyoxylate reductase 1 homolog (Arabidopsis) (GLYR1), mRNA [NM_032569] GO:0004616|GO:0005737|GO:0051287|GO:0005794|GO:0005730|GO:0005634|GO:0035064|GO:0006098|GO:0003677 NM_032569 Hs.387255 84656 hs|16p13.3 ENST00000381983 glyoxylate reductase 1 homolog (Arabidopsis) THC2468636 TCTGTTTCCGTTAGGCCACAGACTCTTCACCTGGCTCTGAAGAGCACTCTTACCTCGGTC 172.993183 67.154218 7.257387 6.204642 202.59766 175.43329 140.9486 71.771324 68.65488 61.03645 7.5092506 7.1590996 7.103811 6.1140165 6.253414 6.246497

A_23_P104607 0.031269985 0.167500463 2.141879 Up NM_002804 chr11:47444493-47444434 PSMC3 Homo sapiens proteasome (prosome, macropain) 26S subunit, ATPase, 3 (PSMC3), mRNA [NM_002804] GO:0005515|GO:0002474|GO:0010467|GO:0048471|GO:0006200|GO:0005634|GO:0044281|GO:0031145|GO:0005829|GO:0034641|GO:0000082|GO:0000932|GO:0016032|GO:2001141|GO:0016887|GO:0006977|GO:0000209|GO:0043066|GO:0000502|GO:0016070|G
O:0016071|GO:0003714|GO:0006521|GO:0003713|GO:0001824|GO:0051437|GO:0042590|GO:0006915|GO:0042981|GO:0051436|GO:0005524|GO:0051439|GO:0002479|GO:0005654|GO:0022624|GO:0000278

NM_002804 Hs.250758 5702 hs|11p11.2 ENST00000530887 proteasome (prosome, macropain) 26S subunit, ATPase, 3 NP1210688 ACAAGGAGAAGTTTGAGAACTTGGGGATCCAACCTCCAAAAGGGGTGCTGATGTATGGGC 1300.223467 481.47676 10.186418 9.087541 1311.5157 1444.3077 1144.847 449.07303 543.6443 451.71295 10.232472 10.190056 10.136725 8.736068 9.307305 9.219249

A_24_P181055 0.001964595 0.071823867 2.3763833 Up NM_006278 chr11:126283477-126283536 ST3GAL4 Homo sapiens ST3 beta-galactoside alpha-2,3-sialyltransferase 4 (ST3GAL4), transcript variant 1, mRNA [NM_006278] GO:0005975|GO:0016266|GO:0047288|GO:0044281|GO:0003836|GO:0042339|GO:0030173|GO:0050890|GO:0000139|GO:0018146|GO:0032580|GO:0030203|GO:0044267|GO:0070062|GO:0018279|GO:0043687 NM_006278 Hs.591947 6484 hs|11q24.2 ENST00000530591 ST3 beta-galactoside alpha-2,3-sialyltransferase 4 THC2707649 CCCAGACGCCTACAACAAGAAGCAGACCATTCACTACTATGAGCAGATCACGCTCAAGTC 195.773577 66.290142 7.432905 6.184137 170.62134 227.72986 188.96953 62.35601 70.752655 65.76176 7.2567406 7.529761 7.512212 5.903942 6.2998247 6.3486443

A_23_P153084 0.040652319 0.187156153 2.2714452 Up NM_006788 chr18:9525728-9525787 RALBP1 Homo sapiens ralA binding protein 1 (RALBP1), mRNA [NM_006788] GO:0005515|GO:0051056|GO:0006200|GO:0007264|GO:0032855|GO:0043087|GO:0005829|GO:0048365|GO:0007165|GO:0006935|GO:0016020|GO:0043089|GO:0006810|GO:0016887|GO:0017160|GO:0030675|GO:0043492|GO:0005096 NM_006788 Hs.528993 10928 hs|18p11.22 ENST00000019317 ralA binding protein 1 THC2491007 TGAATTGTTTACATCGAGATCTGCAGGGTGGGATAAAGGATTTGTCTAAAGAAGAAAGAT 27.607509 11.670417 4.676115 3.492504 27.85206 32.229675 22.740793 17.389486 10.577911 7.043855 4.725577 4.7819095 4.5208583 4.0309696 3.4040356 3.0425081

A_33_P3226610 0.02915036 0.163690844 2.3206182 Up NM_021144 chr9:15474127-15474068 PSIP1 Homo sapiens PC4 and SFRS1 interacting protein 1 (PSIP1), transcript variant 1, mRNA [NM_021144] GO:0005515|GO:0001105|GO:0006355|GO:0009408|GO:0005730|GO:0035327|GO:0005634|GO:0006351|GO:0005829|GO:0000395|GO:0005720|GO:0097100|GO:0034399|GO:0045944|GO:0003682|GO:0016032|GO:0005654|GO:0033613|GO:0006979 NM_021144 Hs.658434 11168 hs|9p22.3 ENST00000495873 PC4 and SFRS1 interacting protein 1 THC2574163 AGAGCCGGATAAAAAAGAGGGGAAGAAAGAAGTTGAATCAAAAAGGAAAAATTTAGCTAA 46.712725 18.324094 5.426668 4.212158 45.91017 50.43099 43.797016 25.687922 15.90396 13.380401 5.4084272 5.4207993 5.450776 4.614345 4.04395 3.97818

A_33_P3374758 0.030068624 0.165248549 2.5910114 Up NM_006141 chr16:66776401-66776342 DYNC1LI2 Homo sapiens dynein, cytoplasmic 1, light intermediate chain 2 (DYNC1LI2), transcript variant 1, mRNA [NM_006141] GO:0019886|GO:0051642|GO:0005813|GO:0008152|GO:0005874|GO:0006810|GO:0000226|GO:0005868|GO:0003777|GO:0005524|GO:0007018|GO:0005829 NM_006141 Hs.369068 1783 hs|16q22.1 ENST00000379482 dynein, cytoplasmic 1, light intermediate chain 2 THC2549859 CGTGAGCACATTGATAAAATGAAAATTCCACCAGAAAAAATGAGGGAGCTGGAACGGAAG 40.351199 13.959936 5.2119 3.838384 32.619423 48.87447 39.559704 17.53187 12.334789 12.01315 4.951004 5.3770733 5.307622 4.0459805 3.6528683 3.8163044

A_24_P824592 0.023082452 0.150288775 3.241079 Up NM_002139 chrX:135957662-135957516 RBMX Homo sapiens RNA binding motif protein, X-linked (RBMX), transcript variant 1, mRNA [NM_002139] GO:0005515|GO:0008380|GO:0048026|GO:0010467|GO:0003727|GO:0048025|GO:0006366|GO:0003723|GO:0005634|GO:0071013|GO:0003729|GO:0005615|GO:0000166|GO:0044530|GO:0000381|GO:0045944|GO:0051260|GO:0006509|GO:0070062|GO:0005719|G
O:0006376|GO:0001047|GO:0001649|GO:0016020|GO:0000398|GO:0003682|GO:0030529|GO:0071347|GO:0005654

NM_002139 Hs.380118 27316 hs|Xq26.3 ENST00000320676 RNA binding motif protein, X-linked THC2595640 CCCAAGAGATGATGTGTATTCTACTAAAGACAGCTATTCCAGCAAAGATTACCCAAGTTC 145.061283 37.371307 7.016576 5.320102 147.01324 158.1825 129.98811 29.577396 43.268665 39.26786 7.0465746 7.0143986 6.988755 4.826098 5.558 5.5762076

A_23_P101699 0.043008938 0.190842883 2.1410702 Up NM_032631 chr19:4498020-4498353 HDGFRP2 Homo sapiens hepatoma-derived growth factor-related protein 2 (HDGFRP2), transcript variant 2, mRNA [NM_032631] GO:0003682|GO:0005634|GO:0003677|GO:0006351 NM_032631 Hs.43071 84717 hs|19p13.3 ENST00000590872 hepatoma-derived growth factor-related protein 2 NP1473796 AGAAGAAAGAGCCCTCCGTGGAGGAGAAGCTGCAGAAGCTGCACAGTGAGATCAAGTTTG 60.974671 24.348179 5.79307 4.694738 65.75743 67.102806 50.063778 21.62461 27.44599 23.973938 5.921233 5.8204412 5.637537 4.360214 4.8776903 4.8463106

A_24_P203502 0.025047412 0.154367598 2.2242804 Up chr18:055505867-055505926 Q9BS42_HUMAN (Q9BS42) C15orf15 protein, partial (74%) [THC2591331] hs|18q21.31 THC2591331 CCATTCCAGAAAGCAGCTGGTAAAGAGCTTACAGTAGATAATTCATTTGAATTTGACAAA 555.006453 195.86374 8.927857 7.774518 494.4626 637.5003 533.05646 157.63672 231.9847 197.9698 8.784283 8.990617 9.008671 7.261118 8.057683 8.004754

A_33_P3228023 0.03713288 0.179971041 2.1458975 Up NM_021626 chr17:55065591-55065650 SCPEP1 Homo sapiens serine carboxypeptidase 1 (SCPEP1), mRNA [NM_021626] GO:0004185|GO:0045909|GO:0042573|GO:0006508|GO:0045776|GO:0070062|GO:0005829 NM_021626 Hs.514950 59342 hs|17q22 ENST00000571345 serine carboxypeptidase 1 THC2787320 CATTTTCTCAGAGTCCTATGGAGGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAA 82.024112 34.222581 6.21055 5.108969 86.60435 91.25582 68.212166 51.719296 28.481544 22.466904 6.3136597 6.2455106 6.0724797 5.648836 4.9312673 4.7468033

A_23_P82975 0.025595381 0.15559221 2.522756 Up NM_181661 chr8:100128083-100133444 VPS13B Homo sapiens vacuolar protein sorting 13 homolog B (yeast) (VPS13B), transcript variant 4, mRNA [NM_181661] GO:0015031 NM_181661 Hs.191540 157680 hs|8q22.2 ENST00000441350 vacuolar protein sorting 13 homolog B (yeast) THC2482987 TATGCTAGGAAACATTACAGGTTCTGAAGATGAAACAAGAATAGATATGCAATATCCTGC 13.914979 5.489455 3.72545 2.390449 10.9128 17.467909 13.364229 6.468365 4.9999995 4.9999995 3.4204662 3.938697 3.8171856 2.5141244 2.3224466 2.3347757

A_23_P321377 0.025733482 0.155872282 2.0877202 Up NM_152374 chr1:36180163-36180104 C1orf216 Homo sapiens chromosome 1 open reading frame 216 (C1orf216), mRNA [NM_152374] NM_152374 Hs.112023 127703 hs|1p34.3 ENST00000270815 chromosome 1 open reading frame 216 NP1207254 AAGCTTCTGATGAAAAGCAATGTATGTTTATAAGCTTGCAAGTAACAGACAAGATGTTCC 135.312465 55.664738 6.916955 5.855026 140.69632 148.1187 117.122375 79.881386 46.88892 40.223907 6.988012 6.9230146 6.8398376 6.2733736 5.678488 5.6132174

A_23_P200073 0.048996774 0.203006708 2.0385615 Up NM_020362 chr1:24112839-24112898 PITHD1 Homo sapiens PITH (C-terminal proteasome-interacting domain of thioredoxin-like) domain containing 1 (PITHD1), 
mRNA [NM_020362]

GO:0005634 NM_020362 Hs.31819 57095 hs|1p36.11 ENST00000246151 PITH (C-terminal proteasome-interacting domain of thioredoxin-like) 
domain containing 1

THC2534622 ATTCATATTTCAAAAAACTTCGGAGCAGATACGACAAAGGTCTTTTATATTGGCCTGAGA 313.75991 132.245523 8.108303 7.080752 331.36234 336.05917 273.85822 208.37277 103.28400485.079796 8.196945 8.080847 8.047117 7.639154 6.861953 6.7411475

A_24_P318593 0.002349704 0.073931938 2.2867825 Up NM_138355 chr17:45916046-45915987 SCRN2 Homo sapiens secernin 2 (SCRN2), transcript variant 1, mRNA [NM_138355] GO:0008150|GO:0003674|GO:0006508|GO:0016805|GO:0070062 NM_138355 Hs.239718 90507 hs|17q21.32 ENST00000579856 secernin 2 THC2498248 GGTGATGATGGGCATCCTCAGAGACAAGGAGAGTGGTATCTGTATGGACTCGGGAGGCTT 33.844131 13.405913 4.974225 3.780906 34.85051 34.31761 32.364273 16.256067 11.683901 12.27777 5.040029 4.869692 5.0129538 3.9269533 3.563834 3.8519301

A_23_P3502 0.041402599 0.188449725 2.3545342 Up NM_144604 chr16:88694508-88695205 ZC3H18 Homo sapiens zinc finger CCCH-type containing 18 (ZC3H18), mRNA [NM_144604] GO:0005730|GO:0005634|GO:0046872 NM_144604 Hs.93670 124245 hs|16q24.2 ENST00000565583 zinc finger CCCH-type containing 18 THC2575776 AGTTGACACTGTTGAATAAGGCGGCTGATAAAGGAAGCAGGAAGCGCTATGAACCATCAG 152.5121 52.68197 7.084531 5.84909 169.9641 154.8856 132.6866 46.556885 59.19097 52.298054 7.250186 6.9838333 7.0195746 5.497068 6.0395994 6.0106015

A_23_P8139 0.012545872 0.119083314 2.95962 Up NM_003427 chr6:35262286-35262345 ZNF76 Homo sapiens zinc finger protein 76 (ZNF76), transcript variant 1, mRNA [NM_003427] GO:0006357|GO:0006359|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_003427 Hs.388024 7629 hs|6p21.31 ENST00000440666 zinc finger protein 76 THC2694191 TCTTCGTCATCAACAGGTGGCACTGTTGGCCACAGCCAACGGAACGCACATTGCAGTGCA 105.830999 29.861899 6.562384 4.996972 119.89968 109.59192 88.001396 29.87142 33.392647 26.321629 6.7518535 6.5019774 6.43332 4.83934 5.1704245 4.9811506

A_33_P3255647 0.000922815 0.058048491 2.3825277 Up NM_001199973 chrX:100667226-100667285 RPL36A-
HNRNPH2

Homo sapiens RPL36A-HNRNPH2 readthrough (RPL36A-HNRNPH2), transcript variant 1, mRNA [NM_001199973] NM_001199973 Hs.432485 100529097 hs|Xq22.1 ENST00000316594 RPL36A-HNRNPH2 readthrough THC2513003 GAAGTATTCAAGTCTAACAGTGTTGAAATGGATTGGGTGTTGAAGCATACAGGTCCGAAT 174.906023 60.884585 7.271592 6.019099 212.29745 171.6421 140.77852 80.93521 55.919434 45.79911 7.5832453 7.1284623 7.103069 6.294387 5.952093 5.8108177

A_33_P3345414 0.037792003 0.181477738 2.0098417 Up chrX:71494164-71494105 RPS4X ribosomal protein S4, X-linked [Source:HGNC Symbol;Acc:10424] [ENST00000373626] GO:0010467|GO:0008284|GO:0015935|GO:0019058|GO:0019843|GO:0006412|GO:0006413|GO:0006414|GO:0005829|GO:0000184|GO:0016032|GO:0070062|GO:0003735|GO:0016070|GO:0016071|GO:0006614|GO:0019083|GO:0007275|GO:0045727|GO:0006415|GO:0022627|GO:0030529|GO:00
05840|GO:0005844|GO:0044267

6191 hs|Xq13.1 ENST00000373626 ribosomal protein S4, X-linked THC2584584 ATGAACTGGTAATGTAATTGCTGTTTGTGAGACAAAACTCAGTCGTGATGTACAGGGAGC 66.181654 29.531524 5.906471 4.899389 72.81325 71.847275 53.884438 44.31427 22.56798 21.712322 6.062045 5.9180126 5.7393556 5.4207993 4.581474 4.6958942

A_24_P36847 0.000541053 0.055027037 2.1124514 Up NM_001357 chr1:182856256-182856315 DHX9 Homo sapiens DEAH (Asp-Glu-Ala-His) box helicase 9 (DHX9), transcript variant 1, mRNA [NM_001357] GO:0005515|GO:0008380|GO:0003724|GO:0010467|GO:0006200|GO:0005634|GO:0005829|GO:0004004|GO:0034605|GO:0005737|GO:0004003|GO:0001085|GO:0032481|GO:0032508|GO:0005813|GO:0070934|GO:0005730|GO:0005524|GO:0003677|GO:0001649|G
O:0016020|GO:0000398|GO:0030529|GO:0045087|GO:0007623|GO:0005654|GO:0070937

NM_001357 Hs.191518 1660 hs|1q25.3 ENST00000485081 DEAH (Asp-Glu-Ala-His) box helicase 9 THC2508412 ACGACAATGGAAGCGGATATAGAAGGGGAGGTTCTAGTTACAGTGGTGGAGGCTATGGCG 646.7339 246.13655 9.153874 8.074956 732.6775 663.8335 543.6907 330.40192 223.22862 184.77911 9.36933 9.05389 9.038402 8.31019 8.005053 7.9096246

A_23_P203773 0.027468196 0.160060479 2.022335 Up NM_080654 chr11:27371039-27370980 CCDC34 Homo sapiens coiled-coil domain containing 34 (CCDC34), transcript variant 2, mRNA [NM_080654] NM_080654 Hs.143733 91057 hs|11p14.1 ENST00000317945 coiled-coil domain containing 34 THC2478982 CTTTTTATCTTTATTGTTGAATCTAATGCCTAATGGTATTAATAAGAGTACTAAGTAAAT 12.244204 5.995697 3.562403 2.546381 11.344079 14.250782 11.137751 4.9999995 7.9870925 4.9999995 3.4674149 3.6577566 3.5620384 2.3219874 2.9823809 2.3347757

A_24_P327815 0.0027262 0.076235835 2.3327743 Up NM_006819 chr11:63967732-63970373 STIP1 Homo sapiens stress-induced phosphoprotein 1 (STIP1), transcript variant 2, mRNA [NM_006819] GO:0005515|GO:0005794|GO:0006950|GO:0005634 NM_006819 Hs.337295 10963 hs|11q13.1 ENST00000305218 stress-induced phosphoprotein 1 THC2582832 CACCAAACTCCTGGAGTTCCAGCTGGCACTCAAGGACTGTGAGGAATGTATCCAGCTGGA 375.43305 127.75915 8.37206 7.150014 391.29193 410.6158 324.39142 142.099 132.44868 108.72977 8.456415 8.360089 8.299677 7.1120605 7.231517 7.1064634

A_24_P391574 0.033430484 0.172103893 2.2468192 Up NM_174902 chr11:36252397-36252456 LDLRAD3 Homo sapiens low density lipoprotein receptor class A domain containing 3 (LDLRAD3), mRNA [NM_174902] GO:0030054|GO:0001540|GO:0005886|GO:0070613|GO:0016021|GO:0006898 NM_174902 Hs.745134 143458 hs|11p13 ENST00000315571 low density lipoprotein receptor class A domain containing 3 THC2470993 TTGTGCATTGTTGCACTTTGAGGTTATTATTTATCAAGTTCTTGAAGGAAGCAGAAAGAG 17.013439 8.07458 3.962895 2.795011 23.710997 16.15493 11.174389 14.223741 4.9999995 4.9999995 4.488107 3.8333232 3.5672536 3.7278094 2.3224466 2.3347757

A_33_P3531828 0.006934482 0.098842977 2.3782425 Up NM_020117 chr5:145557170-145557111 LARS Homo sapiens leucyl-tRNA synthetase (LARS), mRNA [NM_020117] GO:0005515|GO:0010467|GO:0005737|GO:0002161|GO:0005634|GO:0006450|GO:0004823|GO:0006429|GO:0005524|GO:0006418|GO:0005829 NM_020117 Hs.432674 51520 hs|5q32 ENST00000506436 leucyl-tRNA synthetase THC2533268 AGAAATGGGATACTGAGAGAGTGTTTGAGGTCAATGCATCTAATTTAGAGAAACAGACCA 131.165513 45.550367 6.867386 5.61749 118.950615 150.82204 123.723885 53.089138 46.327984 37.23398 6.742571 6.945595 6.9139905 5.6889167 5.660492 5.5030603

A_24_P349466 0.039361939 0.18445043 3.07007 Up NM_001005354 chr12:53837468-53837527 PRR13 Homo sapiens proline rich 13 (PRR13), transcript variant 3, mRNA [NM_001005354] GO:0006355|GO:0005634|GO:0006351 NM_001005354 Hs.744894 54458 hs|12q13.13 ENST00000549924 proline rich 13 THC2600562 GTGGACAAGAAGATGCAGAAGAAAATGAAGAAAGCTCATAAAAAGATGCACAAGCACCAA 666.59107 164.92983 9.144214 7.525943 958.27057 576.5294 464.97324 188.12201 165.924 140.74348 9.778264 8.848942 8.805437 7.4982557 7.5709314 7.5086412

A_23_P140373 0.014615377 0.126671339 2.4487482 Up NM_017791 chr14:76113756-76113815 FLVCR2 Homo sapiens feline leukemia virus subgroup C cellular receptor family, member 2 (FLVCR2), transcript variant 1, 
mRNA [NM_017791]

GO:0015886|GO:0015232|GO:0005886|GO:0016021|GO:0055085|GO:0020037 NM_017791 Hs.509966 55640 hs|14q24.3 ENST00000238667 feline leukemia virus subgroup C cellular receptor family, member 2 THC2461845 ACTAATCTTGATTCATTCTACTCTGAAAATCCAAAGGTGCTTCTGAGAGATAAGAGGGAA 12.843412 5 3.618448 2.326403 14.911528 11.19112 12.427588 4.9999995 4.9999995 4.9999995 3.83524 3.3086114 3.7114916 2.3219874 2.3224466 2.3347757

A_33_P3380346 0.008311824 0.103655896 2.4350798 Up NM_133330 chr4:1980499-1980558 WHSC1 Homo sapiens Wolf-Hirschhorn syndrome candidate 1 (WHSC1), transcript variant 1, mRNA [NM_133330] GO:0005515|GO:0031965|GO:0003289|GO:0005694|GO:0005730|GO:0034968|GO:0005634|GO:0000122|GO:0009653|GO:0003677|GO:0003290|GO:0006351|GO:0018024|GO:0060348|GO:0005737|GO:0003149|GO:0003682|GO:0008270 NM_133330 Hs.113876 7468 hs|4p16.3 ENST00000382888 Wolf-Hirschhorn syndrome candidate 1 THC2496496 TCCTACTGCTGTGAGCATGACTTAGGGGCGGCATCGGTCAGAAGCACCAAGACTGAGAAG 54.325718 19.392178 5.632996 4.349027 52.087994 61.679665 49.209496 17.92092 22.948965 17.30665 5.5811186 5.70588 5.611989 4.077797 4.606016 4.3632674

A_33_P3399778 0.023551694 0.151179928 2.1780926 Up chr2:192107768-192107709 hs|2q32.3 CCTCGCATAGTGAGGACAATTAAGACTTTCTCCATGATTTTAGCAAGTTCAAAAAAGAAA 13.593193 5.71225 3.693934 2.570869 10.90246 16.90428 12.972838 4.9999995 5.603143 6.5336084 3.417739 3.8916922 3.772372 2.3219874 2.4519749 2.9386451

A_24_P932736 0.00974457 0.108165531 4.8134942 Up XM_005273639 chr8:28910462-28910521 HMBOX1 homeobox containing 1 [Source:HGNC Symbol;Acc:26137] [ENST00000397358] GO:0043565|GO:0005515|GO:0005737|GO:0003700|GO:0005634|GO:0045893|GO:0045892|GO:0006351 XM_005273639 79618 hs|8p12 ENST00000397358 homeobox containing 1 THC2609820 CTCCACCAAATGTATTCAACTTAAAACTGTGAGAGAGAGAGACTGAATGACCTTCCTCAG 177.563723 31.900836 7.306887 5.039802 171.96805 193.80695 166.91617 45.035297 27.493692 23.17352 7.266792 7.309355 7.3445125 5.4451785 4.8798957 4.7943316

A_23_P6223 0.007150386 0.099543051 6.2879592 Up NM_020706 chr21:33044126-33044067 SCAF4 Homo sapiens SR-related CTD-associated factor 4 (SCAF4), transcript variant 1, mRNA [NM_020706] GO:0000166|GO:0005730|GO:0005634 NM_020706 Hs.17255 57466 hs|21q22.11 ENST00000434667 SR-related CTD-associated factor 4 THC2737810 AAATGACCGGGAACGGTATGGGAACCGTAATGATGATAGAGATAATAGTAACCGTGACAG 70.588141 10.162732 5.916306 3.263714 39.251343 95.84385 76.66923 4.9999995 16.678432 8.809764 5.2009172 6.3143826 6.2336187 2.3219874 4.1128182 3.3563373

A_24_P106953 0.001865328 0.070421398 2.009529 Up NM_025072 chr9:130886066-130886007 PTGES2 Homo sapiens prostaglandin E synthase 2 (PTGES2), transcript variant 1, mRNA [NM_025072] GO:0048471|GO:0015035|GO:0009055|GO:0005634|GO:0003677|GO:0046903|GO:0016829|GO:0005829|GO:0005739|GO:0050220|GO:0043295|GO:0000139|GO:0001516|GO:0045454|GO:0016021|GO:0045893|GO:0055114|GO:0020037 NM_025072 Hs.495219 80142 hs|9q34.11 ENST00000497109 prostaglandin E synthase 2 THC2611054 GAGGTGACCGAGTTCGGCAATAAGTACTGGCTCATGCTCAACGAGAAGGAGGCCCAGCAA 85.024177 35.385646 6.257918 5.251061 76.463615 98.997826 79.61109 34.160175 38.649876 33.346886 6.129121 6.3564277 6.288205 5.0352426 5.390013 5.327926

A_33_P3235701 0.021326236 0.145156341 2.0475767 Up XM_005270685 chr1:52929446-52929387 ZCCHC11 zinc finger, CCHC domain containing 11 [Source:HGNC Symbol;Acc:28981] [ENST00000371541] GO:0032755|GO:0005515|GO:0005730|GO:0031123|GO:0032088|GO:0001816|GO:0005615|GO:0050265|GO:0010587|GO:0010586|GO:0005737|GO:0019827|GO:0031054|GO:0071044|GO:0008270|GO:0031664|GO:0070102|GO:0070062 XM_005270685 23318 hs|1p32.3 ENST00000371541 zinc finger, CCHC domain containing 11 THC2539990 TTAATAGTGGGAAGGAGATTGTCCAAGCTCCAGGGAAGAAAAAGACTGATTGGACAGGGA 15.453537 7.161216 3.881157 2.847239 13.239232 17.157337 15.964041 5.5058875 8.801304 7.176457 3.6808538 3.912393 4.0502234 2.3597667 3.115838 3.066113

A_33_P3342953 0.022737004 0.148991761 2.4739471 Up chr17:033826346-033826405 hs|17q12 GAATTCCTGCACATGCCTAACCTAAGGTGTAAAAACAATTTTTAGCAACGTAACTTAACA 15.006093 6.1299 3.847737 2.540922 14.634007 15.582651 14.801622 5.990494 7.399205 4.9999995 3.8132823 3.7813401 3.9485886 2.4365854 2.851406 2.3347757

A_23_P315589 0.005438928 0.088970931 2.0300245 Up NM_015264 chr22:45592618-45592559 KIAA0930 Homo sapiens KIAA0930 (KIAA0930), transcript variant 1, mRNA [NM_015264] NM_015264 Hs.592207 23313 hs|22q13.31 ENST00000488038 KIAA0930 THC2466227 GTGGAAGATTCTGGAATGCCGTGCGGATGAACTTCAGCACCCGAGTCAGTCCCAGCTCAT 1603.7166 631.170487 10.489837 9.468339 1518.1123 1843.3484 1449.6891 656.5751 670.3918 566.54456 10.433341 10.555015 10.4811535 9.260821 9.601293 9.542904

A_33_P3243554 0.04410984 0.192617531 2.260861 Up NM_145802 chrX:118783960-118783901 SEPT6 Homo sapiens septin 6 (SEPT6), transcript variant V, mRNA [NM_145802] GO:0031105|GO:0005515|GO:0000910|GO:0005819|GO:0000777|GO:0030496|GO:0016032|GO:0043679|GO:0005525|GO:0032154|GO:0008021 NM_145802 Hs.496666 23157 hs|Xq24 ENST00000394617 septin 6 NP391544 CCAGATCTATCAGTTTCCTACAGATGATGAGTCGGTGGCAGAGATCAATGGAACCATGAA 88.723359 35.016488 6.324052 5.14718 87.696 101.181816 77.29226 52.190807 30.590754 22.267904 6.3358736 6.38933 6.2469525 5.6610055 5.0460453 4.7344885

A_24_P852601 0.019769817 0.141406499 2.72117 Up NM_004133 chr8:76477998-76478057 HNF4G Homo sapiens hepatocyte nuclear factor 4, gamma (HNF4G), mRNA [NM_004133] GO:0010467|GO:0003700|GO:0006367|GO:0006357|GO:0003707|GO:0043565|GO:0031018|GO:0043401|GO:0005654|GO:0008270|GO:0004879|GO:0045893|GO:0030522 NM_004133 Hs.241529 3174 hs|8q21.11 ENST00000396423 hepatocyte nuclear factor 4, gamma THC2608484 AAGTAAAAAGGTTAATATCAAGTAACTTATTAGCTCTTAAAGTAAAATTGAACTTATTAA 15.953247 5.880265 3.924051 2.479824 13.716231 18.05208 16.09143 7.2247934 5.416002 4.9999995 3.725824 3.9862685 4.0600605 2.683334 2.421362 2.3347757

A_24_P135391 0.000803079 0.056348952 2.6324236 Up chr8:082720524-082720585 hs|8q21.13 ACAACTGTGAAGTTAGGAAGCTGTCAAAGCAAGAGATGGCTAGTGCTTCATCCAGGCAAA 3606.106633 1162.7475 11.703999 10.307607 3912.469 3813.5535 3092.2974 1441.6779 1098.4028 948.1618 11.840673 11.647987 11.623337 10.365101 10.292333 10.265388

A_33_P3266255 0.029381849 0.164092652 2.2269868 Up NM_018590 chr10:43655983-43656042 CSGALNACT2 Homo sapiens chondroitin sulfate N-acetylgalactosaminyltransferase 2 (CSGALNACT2), mRNA [NM_018590] GO:0050652|GO:0050653|GO:0050650|GO:0050651|GO:0005975|GO:0044281|GO:0046872|GO:0008376|GO:0030166|GO:0030173|GO:0030206|GO:0000139|GO:0032580|GO:0030204|GO:0030203|GO:0047237 NM_018590 Hs.657569 55454 hs|10q11.21 ENST00000374464 chondroitin sulfate N-acetylgalactosaminyltransferase 2 NP843902 TGGTGTATTTTGGTAAAGAAGGACTGTCTAAAGTCAAGTCTATCCTAGAATCTGTCACCA 73.793692 29.922485 6.062862 4.907769 81.59922 77.763855 62.018 45.60092 25.173416 18.99312 6.227755 6.0241885 5.9366426 5.4656086 4.757452 4.5002465

A_23_P328766 0.029826082 0.164966823 2.1872081 Up NM_145287 chr18:14105476-14105417 ZNF519 Homo sapiens zinc finger protein 519 (ZNF519), transcript variant 1, mRNA [NM_145287] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_145287 Hs.352635 162655 hs|18p11.21 ENST00000590202 zinc finger protein 519 THC2483519 AAAGCCTTTAACAGGGGGTCATACCTTACTCAACACCAGAGAATCCATACCGGAGAGAAA 68.967979 26.724636 5.961335 4.832245 81.52481 70.56757 54.811558 27.297522 29.790354 23.086031 6.227034 5.8945923 5.7623787 4.7019577 5.0057034 4.7890725

A_24_P358619 0.016608396 0.13271521 2.7032236 Up NM_001080409 chr19:22940739-22940680 ZNF99 Homo sapiens zinc finger protein 99 (ZNF99), mRNA [NM_001080409] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001080409 Hs.568380 7652 hs|19p12 ENST00000397104 zinc finger protein 99 TTTAAGTGGTCCTCACACCTTACTAGACATAAAGTAATTCATACTGAAGAGAAACCCTAC 192.81972 57.729858 7.420102 5.985421 190.22125 212.4049 175.83301 49.814095 65.43372 57.94176 7.412015 7.4282265 7.420063 5.602881 6.183411 6.16997

A_23_P390032 0.046796948 0.198671477 2.2808055 Up NM_153226 chr10:95661583-95661642 SLC35G1 Homo sapiens solute carrier family 35, member G1 (SLC35G1), transcript variant 2, mRNA [NM_153226] GO:0016021 NM_153226 Hs.744369 159371 hs|10q23.33 ENST00000427197 solute carrier family 35, member G1 THC2479011 TGGGATATGGGTGGGGAGGCTATTTTAGATATTCTTTTAGCAGTGTAGAGCCTAAGAAAC 25.951164 11.373095 4.590184 3.400641 28.909739 28.915674 20.02808 18.415947 9.509418 6.1939187 4.774153 4.641174 4.355226 4.1157084 3.2305126 2.8557017

A_33_P3218768 0.041492228 0.188581154 2.8229952 Up NM_080599 chr10:12041965-12041906 UPF2 Homo sapiens UPF2 regulator of nonsense transcripts homolog (yeast) (UPF2), transcript variant 1, mRNA 
[NM_080599]

GO:0005515|GO:0010467|GO:0048471|GO:0016070|GO:0016071|GO:0003723|GO:0031100|GO:0005634|GO:0005829|GO:0001889|GO:0005737|GO:0006406|GO:0000184|GO:0035145 NM_080599 Hs.370689 26019 hs|10p14 ENST00000397053 UPF2 regulator of nonsense transcripts homolog (yeast) THC2490552 CATAGTAGATGCTTTCCTACAGCAGTTACCCAACTGTGTCAACCGAGATCTGATAGACAA 60.182593 20.511393 5.783728 4.286501 64.78773 62.32805 53.432 33.79264 15.801161 11.940378 5.9023695 5.7205167 5.728297 5.0199513 4.0338936 3.8056583

A_23_P77437 0.031459922 0.167932499 2.504252 Up NM_019023 chr16:68381576-68382298 PRMT7 Homo sapiens protein arginine methyltransferase 7 (PRMT7), transcript variant 1, mRNA [NM_019023] GO:0019918|GO:0019919|GO:0005886|GO:0005634|GO:0008469|GO:0030154|GO:0005829|GO:0042393|GO:0043046|GO:0006355|GO:0016571|GO:0005730|GO:0034969|GO:0035241|GO:0043393|GO:0018216|GO:0008757|GO:0016277|GO:0000387|GO:0006351|G
O:0035243|GO:0035242|GO:0044020|GO:0043985|GO:0006349|GO:0043021

NM_019023 Hs.653193 54496 hs|16q22.1 ENST00000566687 protein arginine methyltransferase 7 THC2640519 AGAAAAATCTTCAAGGCTAACCACTTGGAAGATAAAATTAACATCATAGAGAAACGGCCG 22.386442 8.138067 4.354916 3.030536 31.118828 19.905897 16.1346 9.509995 7.4062934 7.497912 4.8798957 4.122152 4.0627 3.1138847 2.8530142 3.1247096

A_32_P39003 0.027174493 0.159216797 3.1674035 Up NR_027503 chr5:99717080-99717021 LOC100133050 Homo sapiens glucuronidase, beta pseudogene (LOC100133050), non-coding RNA [NR_027503] NR_027503 Hs.534796 100133050 hs|5q21.1 ENST00000479900 glucuronidase, beta pseudogene NP1145845 CGTCAAGTGCAGTAACCAGTTCAAGTTGGAAGTGTGTCTTTTGAATGCAGAAAACAAGGT 784.27039 195.683217 9.435688 7.772387 787.6315 872.24347 692.9362 156.41527 233.01328 197.6211 9.474495 9.447604 9.384964 7.25134 8.065178 8.000643

A_24_P384200 0.043968715 0.192235703 3.262209 Up chr4:174555262-174555201 hs|4q34.1 AATGTTTGATGTAACATCAAGAGTTACTTACATGTGCCTATGGCATAGAGATCAGGTGAG 94.967192 25.658032 6.427238 4.721389 92.57703 102.969505 89.35504 16.67071 32.681248 27.622139 6.408147 6.4163265 6.457241 3.9657638 5.140875 5.057528

A_33_P3409447 0.027306275 0.159673908 2.9827901 Up NM_016248 chr13:42877096-42877155 AKAP11 Homo sapiens A kinase (PRKA) anchor protein 11 (AKAP11), mRNA [NM_016248] GO:0035556|GO:0005737|GO:0005815|GO:0008157|GO:0051018 NM_016248 Hs.105105 11215 hs|13q14.11 ENST00000025301 A kinase (PRKA) anchor protein 11 THC2600940 CAAACAAGGAACTGTTAATGTTTTCAAACAAAGAGCACCACCAAGAAGCAGACAAAAAGA 21.600989 6.894163 4.344119 2.767457 19.56406 25.095161 20.143747 4.9999995 10.511581 5.1709094 4.22675 4.440387 4.3652205 2.3219874 3.3904827 2.5899

A_24_P283928 0.002633475 0.076235835 2.0842619 Up NM_024068 chr12:56619283-56619454 NABP2 Homo sapiens nucleic acid binding protein 2 (NABP2), mRNA [NM_024068] GO:0005515|GO:0007093|GO:0006281|GO:0003697|GO:0000724|GO:0010212|GO:0005730|GO:0070876|GO:0005634|GO:0006974 NM_024068 Hs.240170 79035 hs|12q13.3 ENST00000447747 nucleic acid binding protein 2 THC2677201 GGCTCACCAAAGGGTACGCTTCAGTTTTCAAAGGTTGTCTGACACTATATACTGGCCGTG 185.879537 71.864863 7.364076 6.30454 171.95004 214.08101 171.60756 70.92519 78.11238 66.55702 7.266579 7.4412727 7.3843775 6.09849 6.444173 6.3709564

A_24_P179489 0.046700191 0.198402121 2.5607865 Up NM_006642 chr1:243456514-243468066 SDCCAG8 Homo sapiens serologically defined colon cancer antigen 8 (SDCCAG8), mRNA [NM_006642] GO:0005515|GO:0005813|GO:0005911|GO:0005814|GO:0035148|GO:0000086|GO:0030010|GO:0000278|GO:0005829 NM_006642 Hs.591530 10806 hs|1q43 ENST00000482234 serologically defined colon cancer antigen 8 THC2532157 TAGAACTGGAGAAGCTAAAACTTACTTATGAGGAAAAGTGTGAAATTGAGGAATCCCAAT 156.70947 50.84057 7.121761 5.765174 151.47153 176.536 142.12088 36.179874 62.977253 53.364582 7.0829463 7.1671443 7.1151934 5.1190314 6.135456 6.0410357

A_23_P137896 0.022529062 0.148320022 2.153224 Up NM_022120 chr1:40236107-40236048 OXCT2 Homo sapiens 3-oxoacid CoA transferase 2 (OXCT2), mRNA [NM_022120] GO:0005739|GO:0046952|GO:0031514|GO:0008260 NM_022120 Hs.472491 64064 hs|1p34.2 ENST00000327582 3-oxoacid CoA transferase 2 THC2471584 AATACGAGAAACGAATTGAGCGCTTAACGATCCTGAAAGAGGAAGATGGAGACGCTGGAA 126.762995 48.856353 6.821916 5.715418 105.748405 142.70998 131.8306 36.690468 55.73622 54.14237 6.585241 6.870365 7.0101433 5.1411605 5.9453545 6.059739

A_23_P27822 0.034526814 0.174356169 2.6773561 Up NM_018025 chr19:33603510-33604722 GPATCH1 Homo sapiens G patch domain containing 1 (GPATCH1), mRNA [NM_018025] GO:0000398|GO:0071013|GO:0003676 NM_018025 Hs.466436 55094 hs|19q13.11 ENST00000170564 G patch domain containing 1 THC2470473 CTTATCCAGATTCAACTTTAGTTGGCTTACCAAGAGTGAAGCGTGACAAGTACTCAGTCT 55.426698 18.082717 5.65926 4.238451 57.164917 62.608723 46.506454 14.605558 20.977196 18.665398 5.71656 5.7260575 5.535163 3.7657974 4.471181 4.478375

A_33_P3403044 0.003276605 0.080221212 2.1608052 Up NM_005911 chr2:85771178-85771237 MAT2A Homo sapiens methionine adenosyltransferase II, alpha (MAT2A), mRNA [NM_005911] GO:0005515|GO:0006805|GO:0044281|GO:0004478|GO:0005524|GO:0032259|GO:0046872|GO:0005829|GO:0034641|GO:0000096|GO:0006556|GO:0006730|GO:0048269 NM_005911 Hs.516157 4144 hs|2p11.2 ENST00000306434 methionine adenosyltransferase II, alpha THC2548841 AAATTGAACCTTTGTGCCCTATCACCCAACGCTCCAAAGTCATAATTGCATTGACTTTCC 4317.098867 1701.856833 11.959953 10.848384 4676.2593 4681.465 3593.5723 2042.9282 1658.1505 1404.4918 12.101506 11.936125 11.842228 10.864745 10.865921 10.814486

A_23_P407614 0.045479552 0.195902139 2.1518993 Up NM_152901 chr16:31228335-31228276 PYDC1 Homo sapiens PYD (pyrin domain) containing 1 (PYDC1), mRNA [NM_152901] GO:0005515|GO:0050718|GO:0045087|GO:0008385|GO:0032088|GO:0005634|GO:0006469|GO:0033209|GO:0005829 NM_152901 Hs.58314 260434 hs|16p11.2 ENST00000302964 PYD (pyrin domain) containing 1 THC2627298 CGAGGCCATCCTGAAGGTGCTGGAGAACCTGACACCGGAGGAGCTCAAGAAGTTCAAGAT 219.491373 82.659293 7.598221 6.49261 202.28645 251.0412 205.14647 62.76623 97.89993 87.31172 7.5066433 7.6578884 7.630131 5.9129086 6.7825813 6.782341

A_33_P3209346 0.01761031 0.135622463 2.2601017 Up NM_013417 chr9:95043166-95043107 IARS Homo sapiens isoleucyl-tRNA synthetase (IARS), transcript variant 2, mRNA [NM_013417] GO:0005515|GO:0010467|GO:0002161|GO:0006428|GO:0004822|GO:0005524|GO:0001649|GO:0005829|GO:0006418|GO:0005737|GO:0016020|GO:0006450|GO:0070062 NM_013417 Hs.445403 3376 hs|9q22.31 ENST00000395554 isoleucyl-tRNA synthetase THC2719007 GATCCTTCAGTATTTGTAACTTTCCCTTTGGAAGAAGATGAAACTGTATCTTTAGTTGCT 91.776443 34.15362 6.366083 5.189695 79.32113 108.57502 87.43318 41.326565 32.155888 28.978407 6.18532 6.491866 6.421063 5.32169 5.1175456 5.1298504

A_33_P3284925 0.003667076 0.081836273 2.7074989 Up NM_001018056 chr9:2643220-2643279 VLDLR Homo sapiens very low density lipoprotein receptor (VLDLR), transcript variant 2, mRNA [NM_001018056] GO:0005515|GO:0005886|GO:0021517|GO:0005041|GO:0034361|GO:0001948|GO:0030229|GO:0045860|GO:0007613|GO:0034447|GO:1900006|GO:0008203|GO:0005509|GO:0000122|GO:0006898|GO:0038026|GO:0007399|GO:0038025|GO:0043235|GO:0007165|G
O:0005905|GO:0016020|GO:0006869|GO:0016021|GO:0034185|GO:0034436|GO:0034437|GO:0048306|GO:0034189

NM_001018056 Hs.370422 7436 hs|9p24.2 ENST00000382100 very low density lipoprotein receptor THC2660471 ACTTTGTATGCAATGGCCAGGATGACTGCAGCGATGGCAGTGATGAGCTGGACTGTGCCC 43.146431 14.31275 5.297611 3.86065 47.97072 47.052254 34.41632 16.967588 16.025118 9.945543 5.4669905 5.3244395 5.101403 3.9934192 4.053555 3.5349765

A_24_P307854 0.045810667 0.19659501 2.3911125 Up NM_024963 chr7:5520556-5520497 FBXL18 Homo sapiens F-box and leucine-rich repeat protein 18 (FBXL18), mRNA [NM_024963] NM_024963 Hs.623974 80028 hs|7p22.1 ENST00000382368 F-box and leucine-rich repeat protein 18 NP1167977 AGGCTGGAGTAGCAATCACATGACCCCATTTCAAATGACTTCATTTAAGACTTTAAAAAT 184.482987 64.783384 7.307406 6.049724 123.9887 236.60556 192.8547 33.061012 85.49609 75.79305 6.8041787 7.57553 7.54251 4.9888954 6.5865912 6.573686

A_33_P3402056 0.04618173 0.197148902 2.183945 Up NM_001242480 chr7_gl000195_
random:44806-44747

LOC389831 Homo sapiens uncharacterized LOC389831 (LOC389831), mRNA [NM_001242480] NM_001242480 Hs.743984 389831 ENST00000400890 uncharacterized LOC389831 THC2523094 TATTATTCTTGGGCACTCTACTCCAAGTAGGAAAAGGCCAGGAGGTCCTGTTAAAGGATG 23.408732 10.241362 4.447851 3.320915 25.769464 26.789461 17.66727 14.75848 7.7011294 8.264476 4.6137834 4.5442095 4.185561 3.7802079 2.917903 3.2646334

A_24_P407323 0.02309786 0.150309772 3.1338165 Up NM_177951 chr14:60750198-60752343 PPM1A Homo sapiens protein phosphatase, Mg2+/Mn2+ dependent, 1A (PPM1A), transcript variant 2, mRNA [NM_177951] GO:0005515|GO:0008286|GO:0043005|GO:0010467|GO:0042347|GO:0006367|GO:0010991|GO:0030177|GO:0005634|GO:0005829|GO:0035970|GO:0006470|GO:0007050|GO:0007179|GO:0004871|GO:0004722|GO:0043123|GO:0016055|GO:0006499|GO:0030512|G
O:0043124|GO:0033192|GO:0000287|GO:0030145|GO:0070412|GO:0000122|GO:0008022|GO:0005891|GO:0006351|GO:0016020|GO:0016311|GO:0005654|GO:0045893

NM_177951 Hs.130036 5494 hs|14q23.1 ENST00000529574 protein phosphatase, Mg2+/Mn2+ dependent, 1A THC2479085 AGTCACTGATGACCTTGAGAAAGTTTGCAATGAAGTAGTCGACACCTGTTTGTATAAGGG 66.938183 18.414868 5.905296 4.257376 52.47928 81.46847 66.8668 22.745447 16.43065 16.068508 5.5892825 6.08045 6.046157 4.438879 4.087539 4.2457094

A_24_P65616 0.000911186 0.058048491 2.092265 Up NM_006505 chr19:45166078-45166137 PVR Homo sapiens poliovirus receptor (PVR), transcript variant 1, mRNA [NM_006505] GO:0005515|GO:0005886|GO:0009986|GO:0034329|GO:0009615|GO:0005615|GO:0045216|GO:0060370|GO:0005737|GO:0016337|GO:0016477|GO:0001618|GO:0050776|GO:0045954|GO:0042271|GO:0002860|GO:0016032|GO:0004872|GO:0016021|GO:0050839|G
O:0070062|GO:0034332

NM_006505 Hs.171844 5817 hs|19q13.31 ENST00000425690 poliovirus receptor THC2466069 GCCTTGAGCTTCTAAATCTCTGTATCCGTCAGATCTCTGTGGTTACAAGAAACAGCCACT 181.414043 70.512619 7.333461 6.268396 195.53879 191.27519 157.42815 82.6672 68.33415 60.536507 7.453416 7.2878017 7.2591662 6.324616 6.2469525 6.2336187

A_24_P85511 0.03618732 0.177640199 2.493756 Up NM_001256053 chr10:27294208-27294149 ANKRD26 Homo sapiens ankyrin repeat domain 26 (ANKRD26), transcript variant 2, mRNA [NM_001256053] GO:0046621|GO:0060259|GO:0005813|GO:0040015|GO:0045599|GO:0046627|GO:0005884|GO:0070373|GO:0042593|GO:0019217 NM_001256053 Hs.361041 22852 hs|10p12.1 ENST00000376087 ankyrin repeat domain 26 THC2603041 TTATCACTATATGTAGTGGTAGATGTCTAATTGGACTTAGACATCATTTTGTTGTGCAGG 61.00146 21.822753 5.786486 4.468165 49.367077 71.27379 62.363514 14.265511530.117147 21.0856 5.506402 5.9065313 5.946524 3.7306614 5.023104 4.650731

A_33_P3405966 0.008742027 0.105061096 2.3445414 Up NM_174963 chr1:44395815-44395874 ST3GAL3 Homo sapiens ST3 beta-galactoside alpha-2,3-sialyltransferase 3 (ST3GAL3), transcript variant 1, mRNA [NM_174963] GO:0005975|GO:0016266|GO:0005576|GO:0044281|GO:0003836|GO:0042339|GO:0030173|GO:0000139|GO:0008118|GO:0018146|GO:0032580|GO:0030203|GO:0044267|GO:0043687 NM_174963 Hs.597915 6487 hs|1p34.1 ENST00000372362 ST3 beta-galactoside alpha-2,3-sialyltransferase 3 NP1247895 CAATATCCAGCGAGAGAAAGAGTTTCTGCGGAAGCTGGTGAAAGCTCGCGTCATCACTGA 132.281427 46.405508 6.884387 5.655081 125.79795 149.4041 121.64223 42.674316 51.862488 44.67972 6.827908 6.9347105 6.890543 5.3674145 5.829523 5.7683067

A_24_P96780 0.041030384 0.187723527 3.4223285 Up NM_016343 chr1:214826239-214826298 CENPF Homo sapiens centromere protein F, 350/400kDa (CENPF), mRNA [NM_016343] GO:0005515|GO:0007094|GO:0048471|GO:0008283|GO:0005634|GO:0005635|GO:0015031|GO:0042803|GO:0030154|GO:0016363|GO:0005829|GO:0000085|GO:0005737|GO:0051382|GO:0007059|GO:0000086|GO:0000087|GO:0051726|GO:0016202|GO:0000785|G
O:0051310|GO:0042493|GO:0010389|GO:0005730|GO:0005819|GO:0030496|GO:0008022|GO:0006260|GO:0000940|GO:0000922|GO:0007067|GO:0045502|GO:0007517|GO:0003682|GO:0000776|GO:0045120|GO:0000278|GO:0045892|GO:0000775|GO:0008134

NM_016343 Hs.497741 1063 hs|1q41 ENST00000467765 centromere protein F, 350/400kDa THC2485218 GCTGGAGATAGACCTTTTAAAGTCTAGTAAAGAAGAGCTCAATAATTCATTGAAAGCTAC 366.87824 88.272676 8.329482 6.554503 339.77072 420.0295 340.8345 54.26071 112.51160498.045715 8.23651 8.390142 8.361793 5.7194633 6.9932094 6.9508376

A_24_P11307 0.014047781 0.124789159 2.3715776 Up NM_006621 chr1:110562186-110562245 AHCYL1 Homo sapiens adenosylhomocysteinase-like 1 (AHCYL1), transcript variant 1, mRNA [NM_006621] GO:0005515|GO:0004013|GO:0008150|GO:0006378|GO:0044070|GO:0010765|GO:0005783|GO:0006611|GO:0031440|GO:0006730|GO:0032412|GO:0070062 NM_006621 Hs.743973 10768 hs|1p13.3 ENST00000393614 adenosylhomocysteinase-like 1 THC2566689 AACTCTATAATGCACCCGAGGGGCGATACAAGCAGGATGTGTACTTGCTTCCTAAGAAAA 546.55565 180.263193 8.899935 7.654088 456.29745 657.491 525.8785 143.67409 214.08984 183.02565 8.67102 9.041591 8.987194 7.1267204 7.9416 7.8939433

A_33_P3256738 0.017350581 0.135042123 2.0100197 Up NM_032818 chr9:35663057-35662998 ARHGEF39 Homo sapiens Rho guanine nucleotide exchange factor (GEF) 39 (ARHGEF39), mRNA [NM_032818] GO:0030335|GO:0005886|GO:0032319|GO:0005089 NM_032818 Hs.534579 84904 hs|9p13.3 ENST00000468876 Rho guanine nucleotide exchange factor (GEF) 39 THC2658207 ATAAGTGAGACTGCCCAGAGAGTCCATACTATTGGTCAGAAACAGAAGAATGACCAGCAC 117.174067 48.427336 6.714351 5.707142 101.23192 135.743 114.54728 56.673527 47.77949 40.82899 6.5229044 6.812316 6.8078337 5.7814274 5.7076154 5.6323824

A_24_P169148 0.004326182 0.084528148 2.7056246 Up NM_002128 chr13:31037696-31037459 HMGB1 Homo sapiens high mobility group box 1 (HMGB1), mRNA [NM_002128] GO:0005515|GO:0002437|GO:0000793|GO:0003700|GO:0005634|GO:0005615|GO:0031175|GO:0006921|GO:0003690|GO:0050786|GO:0003697|GO:0045944|GO:0017053|GO:0070491|GO:0017055|GO:0001773|GO:0043065|GO:0033151|GO:2000426|GO:0006357|G
O:0009986|GO:0008301|GO:0002407|GO:0006915|GO:0005576|GO:0006310|GO:0000122|GO:0042056|GO:0005125|GO:0050918|GO:0043280|GO:0003684|GO:0051103|GO:0006309|GO:0045087|GO:0043388|GO:0005654|GO:0006288|GO:0006265|GO:0008134

NM_002128 Hs.434102 3146 hs|13q12.3 ENST00000399494 high mobility group box 1 THC2569900 TTTCTAACAAGTGCTCAGAGAGGTGGAAGACCATGTCTGCTAAAGAGAAAGGAAAATTTG 6476.079133 2047.853933 12.547332 11.11137 5432.6494 7694.84 6300.748 1790.7921 2360.9014 1991.8683 12.312125 12.670556 12.659315 10.688731 11.352561 11.292819

A_33_P3404531 0.002697361 0.076235835 3.1584659 Up NM_001258008 chr7:100001861-100001802 ZCWPW1 Homo sapiens zinc finger, CW type with PWWP domain 1 (ZCWPW1), transcript variant 2, mRNA [NM_001258008] GO:0008270 NM_001258008 Hs.105191 55063 hs|7q22.1 ENST00000324725 zinc finger, CW type with PWWP domain 1 THC2480292 GTTAACTTGTTTGGTTTCTGGAGCCGATTCAACGGATCTAACAGTAATGGGGAAAGAAAA 16.927838 5.233244 4.007555 2.348331 15.354229 19.435167 15.994118 5.699732 4.9999995 4.9999995 3.8768003 4.092135 4.05373 2.387771 2.3224466 2.3347757

A_33_P3356216 0.009686627 0.107937524 3.5856444 Up NM_001655 chr11:118454003-118454062 ARCN1 Homo sapiens archain 1 (ARCN1), transcript variant 1, mRNA [NM_001655] GO:0008344|GO:0030126|GO:0030131|GO:0005794|GO:0005783|GO:0006890|GO:0006886|GO:0048205|GO:0005829|GO:0043231|GO:0005737|GO:0043473|GO:0061024|GO:0021691 NM_001655 Hs.33642 372 hs|11q23.3 ENST00000392859 archain 1 NP922729 ACTTGGCACAGATCAGAACCTTCACAGAAATGGATTCTCATGAGGAGAAGGTGTTCAGAG 37.159148 9.956713 5.09502 3.252788 42.82021 37.32565 31.331585 15.08196 7.3814096 7.4067698 5.3207293 4.9918356 4.972496 3.8056583 2.8453107 3.1073947

A_24_P76666 0.018956851 0.139789911 2.0656641 Up NM_177559 chr20:469405-469346 CSNK2A1 Homo sapiens casein kinase 2, alpha 1 polypeptide (CSNK2A1), transcript variant 1, mRNA [NM_177559] GO:0005515|GO:0008284|GO:0045732|GO:0005886|GO:0030307|GO:0051879|GO:0030177|GO:0005634|GO:0005829|GO:0016581|GO:0007411|GO:0016580|GO:0071174|GO:0016055|GO:0043154|GO:0031519|GO:0006355|GO:0005524|GO:0006351|GO:0007165|G
O:0047485|GO:0061077|GO:0004674|GO:0006468|GO:0048511|GO:0000278

NM_177559 Hs.644056 1457 hs|20p13 ENST00000400227 casein kinase 2, alpha 1 polypeptide THC2488957 GGTTCTGGGGACAGAAGATTTATATGGCTATATTGACAAATACAACATTGAATTAGATCC 22.303097 10.079168 4.388647 3.342041 20.29926 25.035322 21.574709 11.802319 10.936843 7.498343 4.276618 4.4361267 4.4531956 3.4392173 3.4618006 3.1251054

A_23_P158997 0.012303021 0.118044745 2.2227318 Up chr1:247353404-247353345 XLOC_014512 BROAD Institute lincRNA (XLOC_014512), lincRNA [TCONS_l2_00001912] hs|1q44 THC2516708 CTTGTTCAAGCCTTTCAAACCATAAGAGAATTCATACAAGAGAGAAATGCTACAAATCTG 56.843848 23.115846 5.699683 4.54735 65.2277 55.01587 50.287975 33.728268 18.38651 17.23276 5.911616 5.5420113 5.645423 5.017167 4.2679214 4.3569603

A_23_P22614 0.001340248 0.06396968 2.6076267 Up NM_145802 chrX:118763459-118763400 SEPT6 Homo sapiens septin 6 (SEPT6), transcript variant V, mRNA [NM_145802] GO:0031105|GO:0005515|GO:0000910|GO:0005819|GO:0000777|GO:0030496|GO:0016032|GO:0043679|GO:0005525|GO:0032154|GO:0008021 NM_145802 Hs.496666 23157 hs|Xq24 ENST00000354228 septin 6 NP391544 TTTGACCGTCTGAAGAAACTGCACCAGGACGAGAAGAAGAAACTGGAGGATAAGAAGAAA 158.672017 49.58738 7.137642 5.754905 141.7566 188.31087 145.94858 53.447792 50.44259 44.871758 6.998076 7.261649 7.153201 5.699922 5.788275 5.776517

A_24_P142269 0.014875523 0.126990693 2.0363132 Up NM_003609 chr16:30005325-30005266 HIRIP3 Homo sapiens HIRA interacting protein 3 (HIRIP3), transcript variant 1, mRNA [NM_003609] GO:0005515|GO:0005634|GO:0006333 NM_003609 Hs.567370 8479 hs|16p11.2 ENST00000279392 HIRA interacting protein 3 THC2584009 GAGAGGAAGAACCGCTCTTCCAAGAAGAGCTCCAGGAAAGGCAGGACACGAAGCTCCTCT 40.564955 17.431403 5.209921 4.183961 46.449726 42.275757 32.969383 18.940361 19.260908 14.09294 5.423336 5.168114 5.038313 4.1614575 4.339484 4.050943

A_24_P202717 0.032201732 0.169767275 2.1262258 Up NM_018049 chr19:2234154-2234007 PLEKHJ1 Homo sapiens pleckstrin homology domain containing, family J member 1 (PLEKHJ1), mRNA [NM_018049] NM_018049 Hs.501353 55111 hs|19p13.3 ENST00000586497 pleckstrin homology domain containing, family J member 1 THC2537221 GGCCAGCTACGAGTTCATGCGGAGAAGCCTCATCTTCTACAGGAACGAAATCCGGAAGGT 418.51239 153.199413 8.518894 7.4306 467.73416 434.60825 353.19476 153.13678 162.16248 144.29898 8.705789 8.440416 8.410478 7.2175336 7.537427 7.536838

A_24_P136161 0.003510043 0.080930773 2.4915805 Up NM_001013631 chr1:12908069-12908010 HNRNPCL1 Homo sapiens heterogeneous nuclear ribonucleoprotein C-like 1 (HNRNPCL1), mRNA [NM_001013631] GO:0000166|GO:0030529|GO:0005634 NM_001013631 Hs.502617 343069 hs|1p36.21 ENST00000317869 heterogeneous nuclear ribonucleoprotein C-like 1 THC2493506 CTCTTGTTGTCAAGAAATCGGATGTGGAGGCGATCTTTTCCAAGTATGGCAAAATTGCGG 249.523043 80.221208 7.786754 6.469693 250.04028 272.06323 226.46562 84.59904 85.578735 70.48585 7.8139696 7.775602 7.770691 6.355909 6.587795 6.465375

A_33_P3277198 0.003301258 0.08033729 2.608504 Up NM_004854 chr2:101009766-101009707 CHST10 Homo sapiens carbohydrate sulfotransferase 10 (CHST10), mRNA [NM_004854] GO:0016051|GO:0016232|GO:0005794|GO:0016020|GO:0007616|GO:0000139|GO:0008146|GO:0016021|GO:0007612|GO:0007155 NM_004854 Hs.516370 9486 hs|2q11.2 ENST00000409701 carbohydrate sulfotransferase 10 THC2461804 CGTTTCGAAGGGGACTTTAAGCTCTTTGGGTACCAGAAACCAGACTTTTTGCTAAACTAA 37.190542 13.017907 5.098751 3.715528 40.460636 39.529316 31.581673 17.214464 12.0262 9.813056 5.2422733 5.0698104 4.984168 4.0182133 3.6136117 3.5147588

A_23_P4885 0.025270997 0.154923963 2.2390846 Up NM_014203 chr19:50309154-50309390 AP2A1 Homo sapiens adaptor-related protein complex 2, alpha 1 subunit (AP2A1), transcript variant 1, mRNA [NM_014203] GO:0005515|GO:0048011|GO:0019901|GO:0005886|GO:0030122|GO:0042059|GO:0007268|GO:0008022|GO:0006886|GO:0006895|GO:0050690|GO:0005829|GO:0006897|GO:1900126|GO:0030666|GO:0019886|GO:0016323|GO:0016324|GO:0007173|GO:0007411|G
O:0008565|GO:0016032|GO:0030130|GO:0030669

NM_014203 Hs.467125 160 hs|19q13.33 ENST00000597774 adaptor-related protein complex 2, alpha 1 subunit THC2480864 TTCAAAGCCAACCACCCCATGGACGCAGAAGTTACTAAGGCCAAGCTTCTGGGGTTTGGC 538.94016 188.371457 8.883023 7.720114 491.05023 622.59955 503.1707 155.29312 216.4526 193.36865 8.7777815 8.953623 8.917664 7.2391124 7.953076 7.968153

A_33_P3297003 0.00312481 0.079697574 4.9438219 Up NR_027451 chr20:34635261-34635202 LINC00657 Homo sapiens long intergenic non-protein coding RNA 657 (LINC00657), long non-coding RNA [NR_027451] NR_027451 Hs.743232 647979 hs|20q11.23 ENST00000565493 long intergenic non-protein coding RNA 657 THC2539263 TGAAACATCTAGTCTTTCTAGGTGTTTAAAAGTGTACAACGGCCTGTCGCAGTGGCGCAT 29.769825 5.824176 4.781244 2.475617 24.576912 35.114944 29.61762 5.912655 6.559874 4.9999995 4.546281 4.906822 4.8906293 2.4215183 2.670558 2.3347757

A_23_P67913 0.033824714 0.172825489 2.377287 Up NM_013335 chr2:220367157-220368857 GMPPA Homo sapiens GDP-mannose pyrophosphorylase A (GMPPA), transcript variant 1, mRNA [NM_013335] GO:0005737|GO:0016779|GO:0009298|GO:0006488|GO:0044267|GO:0070062|GO:0043687|GO:0018279 NM_013335 Hs.27059 29926 hs|2q35 ENST00000443704 GDP-mannose pyrophosphorylase A THC2620038 ACACGAGGTATTGCACTATGTGGAGAAACCCAGCACATTTATCAGTGACATCATCAACTG 51.585468 18.727959 5.555982 4.306666 60.488987 51.933846 42.333572 18.01169 20.191193 17.980993 5.8047256 5.4604797 5.4027395 4.0855713 4.4109683 4.423457

A_24_P73389 0.019975808 0.141835431 2.2448822 Up NM_001032296 chr13:99114112-99114053 STK24 Homo sapiens serine/threonine kinase 24 (STK24), transcript variant 2, mRNA [NM_001032296] GO:0023014|GO:0005515|GO:0030336|GO:0008631|GO:0005730|GO:0097194|GO:0006915|GO:0005634|GO:0005524|GO:0048679|GO:0046872|GO:0006921|GO:0005829|GO:0007165|GO:0005737|GO:0046777|GO:0004672|GO:0016020|GO:0004702|GO:0004674|G
O:0005654|GO:0006468|GO:0070062

NM_001032296 Hs.508514 8428 hs|13q32.2 ENST00000539966 serine/threonine kinase 24 THC2583057 GGACTGGATCTTCACAATCCGAGAAAAAGATCCCAAGAATCTCGAGAATGGAGCTCTTCA 163.467567 59.781692 7.179058 6.012418 138.8495 196.48232 155.07088 73.08571 58.230835 48.02853 6.972807 7.325255 7.2391124 6.1400146 6.0136986 5.883542

A_33_P3268334 0.00319243 0.080088872 2.4065933 Up NM_002629 chr10:99190177-99190236 PGAM1 Homo sapiens phosphoglycerate mutase 1 (brain) (PGAM1), mRNA [NM_002629] GO:0045730|GO:0005515|GO:0004082|GO:0019901|GO:0004083|GO:0005975|GO:0006094|GO:0044281|GO:0043456|GO:0006096|GO:0005829|GO:0006110|GO:0005737|GO:0016311|GO:0006006|GO:0004619|GO:0070062 NM_002629 Hs.632918 5223 hs|10q24.1 ENST00000467867 phosphoglycerate mutase 1 (brain) NP1202408 AAGAGAGCGATCCGGACCCTCTGGACAGTGCTAGATGCCATTGATCAGATGTGGCTGCCA 2794.796067 955.787883 11.317699 10.050706 2584.0474 3270.2998 2530.041 976.01495 1025.0193 866.3294 11.226579 11.414982 11.311535 9.819227 10.192238 10.140654

A_33_P3346193 0.001588381 0.066027729 3.6620497 Up NM_001043351 chr1:154143185-154143126 TPM3 Homo sapiens tropomyosin 3 (TPM3), transcript variant 4, mRNA [NM_001043351] GO:0001725|GO:0005862|GO:0030049|GO:0002102|GO:0006928|GO:0003779|GO:0032154|GO:0005829|GO:0030426|GO:0003674|GO:0006936|GO:0031941|GO:0030863|GO:0005856|GO:0070062 NM_001043351 Hs.644306 7170 hs|1q21.3 ENST00000368530 tropomyosin 3 THC2513468 CTCTCAAAAAGAAGATAAATATGAGGAAGAAATCAAGATTCTTACTGATAAACTCAAGGA 198.070357 44.736925 7.457817 5.585166 196.92194 219.0886 178.20053 55.068317 41.99228 37.150177 7.465573 7.472037 7.4358425 5.741764 5.513351 5.5003834

A_23_P65022 0.012032751 0.116914254 2.039565 Up NM_000017 chr12:121176685-121176968 ACADS Homo sapiens acyl-CoA dehydrogenase, C-2 to C-3 short chain (ACADS), mRNA [NM_000017] GO:0006635|GO:0031966|GO:0050660|GO:0004085|GO:0051384|GO:0005634|GO:0044281|GO:0033539|GO:0005739|GO:0042594|GO:0051289|GO:0005759|GO:0003995|GO:0000062|GO:0046359|GO:0044255 NM_000017 Hs.507076 35 hs|12q24.31 ENST00000242592 acyl-CoA dehydrogenase, C-2 to C-3 short chain NP1199290 CATGCTGAAGGATAACAAGAAGCCTTTCATCAAGGAGGCAGCCATGGCCAAGCTGGCCGC 18.857558 8.767412 4.146511 3.11825 17.568151 22.830482 16.174042 10.25235 9.967264 6.082621 4.0713367 4.302267 4.06593 3.2217813 3.3067822 2.8261857

A_23_P55998 0.000114157 0.050276072 2.2860759 Up NM_005628 chr19:47278958-47278899 SLC1A5 Homo sapiens solute carrier family 1 (neutral amino acid transporter), member 5 (SLC1A5), transcript variant 1, mRNA 
[NM_005628]

GO:0042470|GO:0005794|GO:0005886|GO:0006865|GO:0009615|GO:0055085|GO:0003333|GO:0006860|GO:0015804|GO:0015194|GO:0016020|GO:0001618|GO:0005887|GO:0015825|GO:0006868|GO:0015175|GO:0006835|GO:0015186|GO:0004872|GO:0017153|G
O:0070062|GO:0006811

NM_005628 Hs.631582 6510 hs|19q13.32 ENST00000412532 solute carrier family 1 (neutral amino acid transporter), member 5 THC2469952 GCAGGACTCCTCCAAAATTATGTGGACCGTACGGAGTCGAGAAGCACAGAGCCTGAGTTG 451.138407 155.771073 8.637802 7.444929 430.36966 509.76434 413.28122 175.37009 153.84071 138.10242 8.584985 8.6749525 8.65347 7.393478 7.4593506 7.481959

A_24_P31235 0.001835807 0.069799822 3.0732227 Up NM_001970 chr17:7213037-7213096 EIF5A Homo sapiens eukaryotic translation initiation factor 5A (EIF5A), transcript variant B, mRNA [NM_001970] GO:0005515|GO:0008284|GO:0008612|GO:0003723|GO:0006915|GO:0005634|GO:0003746|GO:0005829|GO:0006913|GO:0045905|GO:0005737|GO:0006452|GO:0047485|GO:0006406|GO:0005643|GO:0005642|GO:0006611|GO:0005789|GO:0043022|GO:0017070|G
O:0044267|GO:0045901|GO:0070062|GO:0043687

NM_001970 Hs.534314 1984 hs|17p13.1 ENST00000573714 eukaryotic translation initiation factor 5A THC2506022 ATGGCTTTGTGGTGCTCAAAGGCCGGCCATGTAAGATCGTCGAGATGTCTACTTCGAAGA 23.56275 7.101064 4.452311 2.832559 19.519945 28.613422 22.554884 7.15012 7.465931 6.68714 4.2221093 4.624519 4.510306 2.6653855 2.8659692 2.9663227

A_33_P3248252 0.023086749 0.150288775 2.3673296 Up NR_024497 chr10:38739874-38739933 LINC00999 Homo sapiens long intergenic non-protein coding RNA 999 (LINC00999), long non-coding RNA [NR_024497] NR_024497 Hs.497951 399744 hs|10p11.1 ENST00000609761 long intergenic non-protein coding RNA 999 THC2515253 TGCAGAAACTTCGGGGTGTACAAAGGCTGGCGGGAGCTGAGCCGAAAGAGCTTGTTTGCT 17.860397 7.754054 4.075144 2.831883 21.48722 17.116669 14.977301 10.856858 7.405305 4.9999995 4.354037 3.908912 3.9624817 3.3086114 2.8522618 2.3347757

A_33_P3349827 0.004871553 0.08636732 2.6351596 Up NM_006743 chrX:48433995-48434054 RBM3 Homo sapiens RNA binding motif (RNP1, RRM) protein 3 (RBM3), mRNA [NM_006743] GO:0005515|GO:0006396|GO:0003723|GO:0009409|GO:0015934|GO:0045727|GO:0005634|GO:0006412|GO:0006417|GO:0030425|GO:0005737|GO:0000166|GO:0035196|GO:0043023 NM_006743 Hs.301404 5935 hs|Xp11.23 ENST00000490127 RNA binding motif (RNP1, RRM) protein 3 THC2529476 TTTCATCACCTTCACCAACCCAGAGCATGCTTCAGTTGCCATGAGAGCCATGAACGGAGA 1932.020967 613.045863 10.772368 9.374477 1965.5232 2154.8118 1675.7279 852.02765 542.25604 444.8539 10.82185 10.792496 10.702757 9.619642 9.303824 9.199966

A_32_P176018 0.049098057 0.203114358 2.0599945 Up NM_030812 chr1:18153390-18153449 ACTL8 Homo sapiens actin-like 8 (ACTL8), mRNA [NM_030812] GO:0005737|GO:0030855|GO:0005856 NM_030812 Hs.2149 81569 hs|1p36.13 ENST00000375406 actin-like 8 THC2475997 TAGGAGTCCCAATTATTTTTGACTAGGGGATGGGGGACAGTTGACATTTCTGGTCCTACA 41.046731 17.627452 5.246749 4.204109 42.24563 37.478916 43.415646 15.130498 19.11292 18.638937 5.3015494 5.0007 5.437999 3.8090136 4.327693 4.4756203

A_33_P3329153 0.005804287 0.091574534 2.8016747 Up NM_031267 chr7:40102633-40102692 CDK13 Homo sapiens cyclin-dependent kinase 13 (CDK13), transcript variant 2, mRNA [NM_031267] GO:0070816|GO:0030097|GO:0005515|GO:0007088|GO:0008284|GO:0019908|GO:0030332|GO:0007275|GO:0005524|GO:0005615|GO:0008353|GO:0007049|GO:0004672|GO:0016607|GO:0000380|GO:0016032|GO:0004693 NM_031267 Hs.233552 8621 hs|7p14.1 ENST00000484589 cyclin-dependent kinase 13 THC2467759 GCGAACTCTTCACTAAAAAACCTATATTTCAAGCAAATCAGGAACTTGCACAACTAGAAT 55.592082 17.56318 5.663572 4.177282 57.049004 62.742046 46.985195 22.67686 16.09916 13.913521 5.7131863 5.729058 5.5484705 4.435583 4.0600605 4.036203

A_33_P3245539 0.001465213 0.064045825 2.0251295 Up NM_006029 chr14:74179568-74179509 PNMA1 Homo sapiens paraneoplastic Ma antigen 1 (PNMA1), mRNA [NM_006029] GO:0005515|GO:0002437|GO:0005737|GO:0043065|GO:0005730|GO:0005925 NM_006029 Hs.194709 9240 hs|14q24.3 ENST00000316836 paraneoplastic Ma antigen 1 THC2666562 GAAAAATTGTCTGCTTATGTCATTCGTCTGGAGCCTCTGCTACAGAAGGTGGTAGAGAAG 70.229867 29.409521 5.996835 4.978821 68.06697 77.27372 65.34891 31.511366 31.121553 25.595644 5.963599 6.015537 6.011369 4.9217515 5.073778 4.940933

A_33_P3406030 0.023467562 0.151075257 2.4310739 Up NM_032270 chr1:90152110-90152169 LRRC8C Homo sapiens leucine rich repeat containing 8 family, member C (LRRC8C), mRNA [NM_032270] GO:0005515|GO:0005789|GO:0016021 NM_032270 Hs.412836 84230 hs|1p22.2 ENST00000370453 leucine rich repeat containing 8 family, member C THC2474475 GTTTACCGATTACCTCTCAGTAGCCATGCTCATGATCGGCGTGTTTGGATGTACTTTACA 78.326315 28.002979 6.145346 4.863752 74.274086 89.39436 71.3105 38.13932 24.43789 21.431726 6.0880194 6.215665 6.132354 5.2051992 4.7107754 4.6752825

A_24_P612446 0.004092018 0.08290267 2.689224 Up NM_152734 chr6:36895870-36895929 C6orf89 Homo sapiens chromosome 6 open reading frame 89 (C6orf89), transcript variant 1, mRNA [NM_152734] GO:0005737|GO:0005886|GO:0000139|GO:0042060|GO:0005730|GO:0030496|GO:0016021|GO:0045787|GO:0050673 NM_152734 Hs.433381 221477 hs|6p21.2 ENST00000480824 chromosome 6 open reading frame 89 THC2685526 GCGAAATGTCCAGACTTTTTCAGACTAGTGGAGGGAAGGAATGTTACATAACTAAGTGGA 54.974327 17.773576 5.65065 4.22346 61.401043 58.142426 45.379513 19.593336 18.345852 15.38154 5.828156 5.618908 5.504885 4.2190313 4.2644134 4.1869345

A_23_P130689 0.000680045 0.055581241 2.3906376 Up NM_032377 chr19:11664827-11664568 ELOF1 Homo sapiens elongation factor 1 homolog (S. cerevisiae) (ELOF1), mRNA [NM_032377] GO:0006355|GO:0005634|GO:0046872|GO:0006351 NM_032377 Hs.631633 84337 hs|19p13.2 ENST00000590700 elongation factor 1 homolog (S. cerevisiae) THC2701918 GTATCTGTCAGAACCCGTGGATGTGTACAGTGATTGGATAGACGCCTGCGAGGCGGCCAA 186.683837 63.856948 7.372481 6.115086 189.18681 207.87633 162.98837 76.81738 61.1623 53.591164 7.4056454 7.4015455 7.310253 6.208453 6.0914536 6.045351

A_24_P277747 0.0005873 0.055027037 2.1712212 Up NM_006586 chr6:42902318-42903352 CNPY3 Homo sapiens canopy FGF signaling regulator 3 (CNPY3), mRNA [NM_006586] GO:0045087|GO:0005102|GO:0005788|GO:0002224 NM_006586 Hs.414099 10695 hs|6p21.1 ENST00000372836 canopy FGF signaling regulator 3 THC2510464 GAGTCAAATACACCAAGTCGGACTTGCGGTTAATCGAAGTCACTGAGACCATTTGCAAGA 308.310123 113.150925 8.083804 6.965297 302.602 348.10333 274.22504 132.63148 112.60279 94.218506 8.073288 8.129481 8.048642 7.0077944 6.9943867 6.8937097

A_24_P357536 0.045059457 0.194570959 2.0047208 Up NM_001190274 chr2:48066061-48066002 FBXO11 Homo sapiens F-box protein 11 (FBXO11), transcript variant 4, mRNA [NM_001190274] GO:0005515|GO:0006511|GO:0004842|GO:0016567|GO:0005694|GO:0007605|GO:0005730|GO:0016274|GO:0000151|GO:0005634|GO:0035246|GO:0005737|GO:0008270|GO:0006464 NM_001190274 Hs.352677 80204 hs|2p16.3 ENST00000378314 F-box protein 11 THC2600458 ATCTTTGTAGAGCAGCTTGTGTATGTAAACGCTTCAGTGAACTTGCTAATGATCCAATTT 79.636881 34.220971 6.16377 5.160369 71.472534 95.355354 72.082756 45.77756 32.123074 24.762278 6.0358386 6.3065176 6.1489534 5.471904 5.115565 4.8936367

A_33_P3300893 0.034442283 0.174266393 2.1570776 Up NM_130475 chr11:47345326-47345385 MADD Homo sapiens MAP-kinase activating death domain (MADD), transcript variant 7, mRNA [NM_130475] GO:2001236|GO:0005515|GO:0017112|GO:0005886|GO:2001234|GO:0097194|GO:0042981|GO:0005123|GO:0030295|GO:0000187|GO:0005737|GO:0032313|GO:0032483|GO:0051726|GO:0016021|GO:0007166 NM_130475 Hs.82548 8567 hs|11p11.2 ENST00000395344 MAP-kinase activating death domain THC2685712 GTTGTGCTTGTGGCGTAGAAATGGCTCTGAGACCCAGCTCAACAAGTTCTATACTAAAAA 93.670455 36.213509 6.391816 5.282738 102.804985 101.1223 77.08408 33.628418 40.962345 34.049763 6.54388 6.3880076 6.2435613 5.0126824 5.4715405 5.3639917

A_33_P3389689 0.000541399 0.055027037 2.1045579 Up NM_022356 chr1:43225059-43225000 LEPRE1 Homo sapiens leucine proline-enriched proteoglycan (leprecan) 1 (LEPRE1), transcript variant 1, mRNA [NM_022356] GO:0008285|GO:0005783|GO:0005518|GO:0005634|GO:0019511|GO:0032403|GO:0003674|GO:0030278|GO:0006457|GO:0030198|GO:0030199|GO:0032991|GO:0070062|GO:0031418|GO:0005506|GO:0005578|GO:0050821|GO:0060348|GO:0061077|GO:0019797|G
O:0018126|GO:0032963|GO:0016049|GO:0005788|GO:0050708|GO:0055114

NM_022356 Hs.720014 64175 hs|1p34.2 ENST00000397054 leucine proline-enriched proteoglycan (leprecan) 1 THC2746486 AGAATTTCGACTGGGAGTGCGACTCTACTCAGAGGAACAGCCACAGGAAGCTGTGCCCCA 99.015637 39.031102 6.475811 5.402293 83.831 116.96009 96.25582 38.787647 42.65246 35.6532 6.2693367 6.5965786 6.5615163 5.23129 5.535817 5.439773

A_24_P11965 0.000864453 0.057620835 2.0858178 Up NM_033296 chr4:6642733-6642792 MRFAP1 Homo sapiens Morf4 family associated protein 1 (MRFAP1), transcript variant 1, mRNA [NM_033296] GO:0005515|GO:0048471|GO:0005634 NM_033296 Hs.406590 93621 hs|4p16.1 ENST00000507420 Morf4 family associated protein 1 THC2544430 GGCGTACCTGCGGAACCGGAGCAAGCTGTGGGAGATGGACAATATGCTCATCCAGATCAA 893.980923 342.251993 9.626678 8.566065 997.4601 949.02277 735.4599 438.98666 317.38477 270.38455 9.833121 9.570063 9.4768505 8.713189 8.522316 8.46269

A_33_P3258988 0.019297569 0.140202428 2.6335756 Up AK309360 chr10:5853911-5853852 GDI2 GDP dissociation inhibitor 2 [Source:HGNC Symbol;Acc:4227] [ENST00000380132] GO:0005515|GO:0051056|GO:0005794|GO:0007264|GO:0032851|GO:0015031|GO:0005829|GO:0007165|GO:0005737|GO:0016020|GO:0005093|GO:0005097|GO:0070062 Hs.299055 2665 hs|10p15.1 ENST00000380132 GDP dissociation inhibitor 2 THC2517287 CCAAAATAACACTTTTAGATGTCTCTAGGCAAGAGAAAACCTTCGAACTTTTATTTGGCT 19.792931 7.042848 4.204872 2.807849 15.357569 23.010874 21.01035 8.135118 7.1859593 5.807468 3.8775697 4.317923 4.419122 2.8654854 2.8006191 2.7574415

A_23_P28090 0.008028437 0.102335029 2.3124018 Up NM_003765 chr19:13259883-13256191 STX10 Homo sapiens syntaxin 10 (STX10), transcript variant 1, mRNA [NM_003765] GO:0005484|GO:0000139|GO:0042147|GO:0031201|GO:0048193|GO:0016021|GO:0006906|GO:0006886 NM_003765 Hs.43812 8677 hs|19p13.2 ENST00000440593 syntaxin 10 THC2630522 GCCCAACAGCCGTAGCATTTTTGGAGAGGAATAACAGAGAGATACTCGCAGGCAAGCCAG 112.876027 40.710365 6.669957 5.460565 106.2757 127.2956 105.05678 37.49408 46.5395 38.097515 6.5939937 6.7207456 6.695133 5.1748896 5.6679044 5.538902

A_23_P126266 0.01605254 0.130391143 2.116856 Up NM_021958 chr1:221055600-221055659 HLX Homo sapiens H2.0-like homeobox (HLX), mRNA [NM_021958] GO:0005515|GO:0000976|GO:0006355|GO:0008284|GO:0046622|GO:0003700|GO:0005634|GO:0007275|GO:0006351|GO:0030154|GO:0048484|GO:0001889|GO:0043565|GO:0048557|GO:0045629|GO:0007519|GO:0045627 NM_021958 Hs.74870 3142 hs|1q41 ENST00000366903 H2.0-like homeobox THC2755767 AGGCCTGGAGAAAAGGTTTGAGATTCAGAAGTACGTGACCAAGCCGGACCGAAAGCAGCT 37.139014 15.397949 5.088322 4.006399 30.238895 44.681923 36.496223 17.205437 15.05107 13.93734 4.831356 5.246037 5.1875734 4.01655 3.9654047 4.0372424

A_24_P370156 0.047973335 0.200606896 2.0328927 Up NM_000528 chr19:12760201-12760018 MAN2B1 Homo sapiens mannosidase, alpha, class 2B, member 1 (MAN2B1), transcript variant 1, mRNA [NM_000528] GO:0006517|GO:0030246|GO:0008270|GO:0005764|GO:0006464|GO:0004559|GO:0070062|GO:0006013 NM_000528 Hs.356769 4125 hs|19p13.2 ENST00000466794 mannosidase, alpha, class 2B, member 1 THC2465425 CCGTGGCAGGAAACTACTATCCAGTCAACACCCGGATTTACATCACGGATGGAAACATGC 600.319137 232.53755 9.047204 8.02367 619.81665 657.67926 523.4615 207.52463 268.3715 221.71652 9.120712 9.043004 8.977896 7.6323547 8.269662 8.168993

A_33_P3365810 7.64174E-05 0.044520761 2.1833604 Up NM_002949 chr17:79673989-79674048 MRPL12 Homo sapiens mitochondrial ribosomal protein L12 (MRPL12), mRNA [NM_002949] GO:0005739|GO:0005515|GO:0003735|GO:0003723|GO:0006390|GO:0045893|GO:0006412|GO:0005762 NM_002949 Hs.109059 6182 hs|17q25.3 ENST00000333676 mitochondrial ribosomal protein L12 THC2466035 CCTGACCGAGGCGAAGCCCGTGGACAAAGTGAAGCTGATCAAGGAAATCAAGAACTACAT 488.14417 174.170447 8.739094 7.612543 428.348 569.90485 466.17966 184.13269 181.89647 156.48218 8.57947 8.8298855 8.807925 7.4646587 7.7111635 7.6618075

A_23_P501547 0.004979793 0.086696685 2.5162972 Up NM_015270 chr12:49160628-49160569 ADCY6 Homo sapiens adenylate cyclase 6 (ADCY6), transcript variant 1, mRNA [NM_015270] GO:0005515|GO:0005886|GO:0007268|GO:0007202|GO:0044281|GO:0071380|GO:0007193|GO:0046872|GO:0035556|GO:0007173|GO:0071377|GO:0006171|GO:0006833|GO:0034199|GO:0048011|GO:0019901|GO:0007212|GO:0055085|GO:0005524|GO:0007165|G
O:0005929|GO:0006112|GO:0004016|GO:0016020|GO:0008543|GO:0071870|GO:0045087|GO:0010977|GO:0007189|GO:0016021

NM_015270 Hs.525401 112 hs|12q13.12 ENST00000307885 adenylate cyclase 6 NP518580 CACTAGCCTGAATTTTGCTTGAAGATCACTTTGTCTTGGAAATGACTAGAGAGGCAGAGG 24.961184 9.364779 4.548856 3.217554 26.638699 27.36548 20.879374 11.18239 10.50297 6.4089756 4.662799 4.5715365 4.412234 3.3567576 3.3894634 2.9064415

A_23_P204052 0.044907039 0.19411833 2.2199036 Up NM_031989 chr12:53849761-53853090 PCBP2 Homo sapiens poly(rC) binding protein 2 (PCBP2), transcript variant 2, mRNA [NM_031989] GO:0005515|GO:0008380|GO:0050687|GO:0010467|GO:0016071|GO:0003723|GO:0005730|GO:0005634|GO:0003677|GO:0005829|GO:0051607|GO:0005737|GO:0000398|GO:0045087|GO:0030529|GO:0043161|GO:0005654|GO:0019899|GO:0032480|GO:0031625|
GO:0070062

NM_031989 Hs.546271 5094 hs|12q13.13 ENST00000551104 poly(rC) binding protein 2 THC2584504 TATGATCATTGACAAACTGGAAGAGGACATAAGCAGCTCTATGACCAATAGCACAGCTGC 1132.052683 415.866113 9.96759 8.817093 909.28125 1387.6866 1099.1902 569.7591 367.4719 310.36734 9.697258 10.131452 10.074059 9.051382 8.739357 8.660539

A_24_P4705 0.007182638 0.099732325 2.4552383 Up NM_016147 chr11:73941958-73942017 PPME1 Homo sapiens protein phosphatase methylesterase 1 (PPME1), transcript variant 1, mRNA [NM_016147] GO:0050790|GO:0019903|GO:0008601|GO:0006482|GO:0004864|GO:0051722|GO:0051721|GO:0043086 NM_016147 Hs.503251 51400 hs|11q13.4 ENST00000328257 protein phosphatase methylesterase 1 THC2785864 TACAGCTATGGATGCACTTAATAGCATGCAGAATTTCTTACGGGGTCGTCCTAAAACCTT 87.742037 30.988961 6.306103 5.01024 95.37291 93.78698 74.06622 42.631966 26.567907 23.76701 6.446951 6.281968 6.1893897 5.365251 4.8323455 4.833123

A_33_P3268005 0.003045533 0.078825804 2.1126337 Up XM_005251736 chr9:96213430-96213371 FAM120AOS family with sequence similarity 120A opposite strand [Source:HGNC Symbol;Acc:23389] [ENST00000476484] XM_005251736 Hs.350364 158293 hs|9q22.31 ENST00000476484 family with sequence similarity 120A opposite strand THC2552358 CGGCCGCGCCTGGCTTCTTGGAAAGAGCAGGAAGGAGCGCGAGAATGCAGTTCCGCGGCA 84.264332 33.436759 6.243083 5.16404 82.48344 99.503235 70.80632 36.536343 34.121315 29.652618 6.242927 6.364093 6.1222286 5.133862 5.2000074 5.1582513

A_23_P39185 0.01228123 0.11803847 2.2193153 Up NM_138412 chr19:55556622-55556563 RDH13 Homo sapiens retinol dehydrogenase 13 (all-trans/9-cis) (RDH13), transcript variant 2, mRNA [NM_138412] GO:0005739|GO:0016491|GO:0055114 NM_138412 Hs.327631 112724 hs|19q13.42 ENST00000587185 retinol dehydrogenase 13 (all-trans/9-cis) THC2575922 ATACCTGGCCGTGGCGGAGGAACTGGCGGATGTTTCCGGAAAGTACTTCGATGGACTCAA 57.027566 22.413731 5.70046 4.550345 53.432266 65.43504 52.215393 27.66275 22.149542 17.428902 5.6214685 5.7852907 5.694621 4.7237315 4.5523157 4.374989

A_23_P254888 0.014677614 0.126672201 2.0213647 Up NM_003461 chr7:143087000-143087059 ZYX Homo sapiens zyxin (ZYX), transcript variant 1, mRNA [NM_003461] GO:0005515|GO:0001725|GO:0005886|GO:0050727|GO:0007267|GO:0005634|GO:0007165|GO:0005737|GO:0005913|GO:0005887|GO:0016032|GO:0008270|GO:0007155|GO:0005925 NM_003461 Hs.490415 7791 hs|7q34 ENST00000449423 zyxin THC2568976 CTGGCCGAGATGAGACTGTGCGAGTGGTCGCCCTGGACAAGAACTTCCACATGAAGTGTT 2929.6688 1201.7921 11.393932 10.378602 2741.1592 3356.8616 2690.9856 1144.1503 1332.5839 1128.6421 11.313199 11.45535 11.413247 10.049127 10.567214 10.519466

A_23_P256526 0.008003583 0.102332087 2.4568368 Up NM_007136 chr3:113954999-113954940 ZNF80 Homo sapiens zinc finger protein 80 (ZNF80), mRNA [NM_007136] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_007136 Hs.724900 7634 hs|3q13.31 ENST00000308095 zinc finger protein 80 THC2480630 GAAAGCTGTGACCTGCAGCTCATCCTCACTTGGCATTGAAGAATTCCTTCCAGAGATAAA 24.788914 9.391768 4.515739 3.218937 31.504982 24.213827 18.647934 11.688579 10.012462 6.474263 4.8961473 4.3898377 4.2612333 3.4213986 3.3128524 2.9225612

A_33_P3387145 0.01469035 0.126672201 2.2971507 Up NM_031892 chrX:19702001-19701942 SH3KBP1 Homo sapiens SH3-domain kinase binding protein 1 (SH3KBP1), transcript variant 1, mRNA [NM_031892] GO:0005515|GO:0043005|GO:0017124|GO:0005886|GO:0008360|GO:0042059|GO:0007267|GO:0045202|GO:0006915|GO:0005829|GO:0006897|GO:0007173|GO:0016477|GO:0007010|GO:0005856|GO:0005925|GO:0030659 NM_031892 Hs.726365 30011 hs|Xp22.12 ENST00000431164 SH3-domain kinase binding protein 1 NP1251004 GCCAATCAAACTAAGACCAAGGTCAATTGAAGTAGAAAATGACTTTCTGCCGGTAGAAAA 82.43303 30.464431 6.214844 5.014998 70.30432 95.41122 81.58355 33.879906 33.63699 23.876396 6.013509 6.308209 6.322814 5.0249925 5.1798344 4.8401685

A_24_P255845 0.000616956 0.055027037 2.6496608 Up chr12:016552865-016552804 hs|12p12.3 TTGTGGTGACATTGGATGAAGTAGAGCTGATTTACTTTGAGCGGCAGTTTCACCTGAAGA 138.308238 43.000091 6.946382 5.540574 144.01382 150.93019 119.980705 49.45394 41.53431 38.012024 7.0198984 6.9462533 6.872993 5.5911117 5.494793 5.535817

A_23_P152605 0.021228222 0.144920909 3.2796286 Up NM_178171 chr17:38133487-38133546 GSDMA Homo sapiens gasdermin A (GSDMA), mRNA [NM_178171] GO:0048471|GO:0006915 NM_178171 Hs.448873 284110 hs|17q21.1 ENST00000301659 gasdermin A THC2480124 AGCTCCGCAACCCACTAAGCCCATCTGCTGATGCTTAAATTTTCTTTACTTTTCTTTTCT 26.740793 7.381274 4.600435 2.886902 36.96325 20.48621 22.772919 8.336816 6.8378835 6.9691215 5.120385 4.157585 4.5233345 2.9008176 2.7296934 3.0301962

A_33_P3389704 0.015458251 0.128972345 2.1690094 Up NM_001266 chr16:55860139-55860080 CES1 Homo sapiens carboxylesterase 1 (CES1), transcript variant 3, mRNA [NM_001266] GO:0052689|GO:0030855|GO:0008152|GO:0009636|GO:0005788|GO:0047374 NM_001266 Hs.558865 1066 hs|16q12.2 ENST00000566555 carboxylesterase 1 NP435809 CTCTCAAGCTTTCTGAAGACTGTCTTTACCTCAATATTTACACTCCTGCTGACTTGACCA 213.991293 79.542352 7.562012 6.444976 252.4901 213.53136 175.95242 89.725685 80.65209 68.24928 7.828124 7.4370785 7.420833 6.432264 6.489917 6.4127455

A_24_P297078 6.73693E-05 0.044520761 2.2661624 Up NM_020531 chr20:24949557-24944629 APMAP Homo sapiens adipocyte plasma membrane associated protein (APMAP), mRNA [NM_020531] GO:0008150|GO:0016844|GO:0016020|GO:0009986|GO:0009058|GO:0016021|GO:0004064|GO:0070062 NM_020531 Hs.472330 57136 hs|20p11.21 ENST00000217456 adipocyte plasma membrane associated protein THC2470267 AGACCCTGGATTAAAAGGATGATTTTTAAGCTCTTTAGTCAAGAGACGGTGATGAAGTTT 158.242677 57.671319 7.135748 5.955497 172.33904 167.76782 134.62117 71.55595 54.775898 46.68211 7.2717204 7.0979376 7.037587 6.108975 5.9161253 5.841391

A_33_P3224135 0.027418671 0.159905223 2.2227977 Up XM_005273971 chr11:82909624-82909683 ANKRD42 ankyrin repeat domain 42 [Source:HGNC Symbol;Acc:26752] [ENST00000393389] GO:1900017|GO:0051092|GO:0051059|GO:0005634 XM_005273971 Hs.503438 338699 hs|11q14.1 ENST00000393389 ankyrin repeat domain 42 THC2552721 ACTTGATGTTCTCCATAAGTTTACCCCTTTACATTGGGCAGCACATTCTGGAAGTTTGGA 54.316938 21.549951 5.633307 4.480931 49.42185 59.949207 53.579758 27.331964 21.142881 16.175009 5.50818 5.659403 5.732339 4.704352 4.483688 4.254752

A_33_P3317392 0.005074556 0.087176865 2.0433449 Up NM_133638 chr5:129074234-129074293 ADAMTS19 Homo sapiens ADAM metallopeptidase with thrombospondin type 1 motif, 19 (ADAMTS19), mRNA [NM_133638] GO:0006508|GO:0005578|GO:0008270|GO:0004222 NM_133638 Hs.23751 171019 hs|5q23.3 ENST00000274487 ADAM metallopeptidase with thrombospondin type 1 motif, 19 THC2601060 AGACAATCCAATGTATGTTCTGAGGTCACCTGGCTCTCTTCATGTCACCCTTTGGGAAAT 146.231341 59.749006 7.017013 5.986081 175.86359 140.74571 122.084724 79.21107 56.143276 43.892673 7.3023386 6.854759 6.8939424 6.2586517 5.957412 5.742178

A_23_P410408 0.026389434 0.157297064 2.1552379 Up NM_175883 chr19:9299233-9299292 OR7D2 Homo sapiens olfactory receptor, family 7, subfamily D, member 2 (OR7D2), mRNA [NM_175883] GO:0050911|GO:0006355|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_175883 Hs.531755 162998 hs|19p13.2 ENST00000344248 olfactory receptor, family 7, subfamily D, member 2 THC2483157 GTGCTATTCAAAAATTGTGTCCTTGATCATCGTTCTTAATTCTCCATTAGTGAGTTCTGA 22.532377 9.767831 4.397089 3.289241 18.982891 26.99554 21.6187 11.71556 10.30875 7.2791824 4.1804495 4.5556607 4.4551554 3.4265716 3.3555682 3.0855844

A_33_P3378962 0.004154313 0.08362668 4.3871131 Up XR_426083 chr6:136391426-136391367 LOC644135 PREDICTED: Homo sapiens uncharacterized LOC644135 (RP13-143G15.3), transcript variant X2, misc_RNA [XR_426083] XR_426083 Hs.126980 644135 hs|6q23.3 uncharacterized LOC644135 THC2612750 GTTCAATTGGAATTCAAGGACTTAATCCACTTTTAATTACACTGTTCCTGTTGTTGCATC 24.172094 5.330852 4.498338 2.365066 23.119738 22.820478 26.576067 5.9925566 4.9999995 4.9999995 4.450101 4.3016653 4.7432485 2.4379768 2.3224466 2.3347757

A_33_P3805819 0.002247064 0.073695415 2.1638952 Up NR_104028 chr10:106424428-106424369 SORCS3-AS1 Homo sapiens SORCS3 antisense RNA 1 (SORCS3-AS1), long non-coding RNA [NR_104028] NR_104028 Hs.348526 100505890 hs|10q25.1 SORCS3 antisense RNA 1 THC2611879 GCGCTGCAAATCTTCACTGCCAACTTCAACTACTCCAAAATAAAGTCAAAATTTTAAAAG 25.731426 10.938574 4.594636 3.481005 26.223696 27.512163 23.45842 11.876239 11.683951 9.255532 4.641174 4.5770206 4.5657134 3.4492319 3.5641005 3.4296837

A_33_P3325477 0.015465133 0.128973082 3.1880432 Up XM_006710328 chr1:54413593-54413652 LRRC42 leucine rich repeat containing 42 [Source:HGNC Symbol;Acc:28792] [ENST00000371368] XM_006710328 115353 hs|1p32.3 ENST00000371368 leucine rich repeat containing 42 THC2607607 TTTGGAGTAATGCGGCCCTGAGATTGAATTCTGGCTCTGCCACTTATTAGCTCTGTTCTA 27.713508 8.12815 4.667337 2.994666 36.247055 26.174156 20.719313 9.512236 9.553455 5.31876 5.095563 4.5065246 4.3999233 3.1142054 3.236018 2.633774

A_33_P3228132 0.003486557 0.080930773 2.8899306 Up NM_001291006 chr22:21418380-21418439 LOC400891 Homo sapiens leucine-rich repeat-containing protein LOC400891 (LOC400891), transcript variant 1, mRNA [NM_001291006] NM_001291006 Hs.291198 400891 hs|22q11.21 ENST00000342608 leucine-rich repeat-containing protein LOC400891 GCATTTTGTTCCTGACTAGCTTAACCCATTATCTTCCTGTTTCTGGAATTTATGATACAA 48.669862 14.995324 5.484705 3.95367 47.418655 51.886765 46.704166 18.142462 14.327348 12.516161 5.453083 5.4588394 5.5421925 4.094815 3.888968 3.8772273

A_33_P3253528 0.017329555 0.135042123 4.6931836 Up NM_004275 chr6:41877159-41877100 MED20 Homo sapiens mediator complex subunit 20 (MED20), mRNA [NM_004275] GO:0005515|GO:0010467|GO:0006367|GO:0001104|GO:0006366|GO:0006357|GO:0003899|GO:0016592|GO:0005654|GO:0006351 NM_004275 Hs.278434 9477 hs|6p21.1 ENST00000409312 mediator complex subunit 20 THC2611201 TTTGATGTGCTTATGGTGAAGCTCAAGGGCTTTTTCCAGAGTGCTAAGGCCAGCAAGATT 34.631298 7.33504 5.009566 2.778999 35.138824 33.523026 35.232044 8.69217 8.312951 4.9999995 5.0535884 4.8379703 5.1371403 2.9663227 3.0358999 2.3347757

A_23_P334870 0.035396336 0.176180609 2.0433115 Up NM_145316 chr6:37180121-37180062 TMEM217 Homo sapiens transmembrane protein 217 (TMEM217), transcript variant 1, mRNA [NM_145316] GO:0016021 NM_145316 Hs.520101 221468 hs|6p21.2 ENST00000336655 transmembrane protein 217 NP814340 CTGTCTTCTGTTGATGCTGCTTGGTTTGTCAGGGCTTTTGAGTTTTACGCACTGAGGAAT 50.966753 21.364853 5.527566 4.496657 65.61883 43.280525 44.000904 23.590794 19.923492 20.580273 5.918519 5.205051 5.4591274 4.4893823 4.387532 4.6130557

A_24_P247902 0.042643842 0.190225203 2.2375346 Up NM_014510 chr7:82450678-82450619 PCLO Homo sapiens piccolo presynaptic cytomatrix protein (PCLO), transcript variant 2, mRNA [NM_014510] GO:0005215|GO:0030054|GO:0005509|GO:0045202|GO:0016079|GO:0008021|GO:0005544|GO:0016020|GO:0007010|GO:0017157|GO:0019933|GO:0005856|GO:0005522|GO:0030073 NM_014510 Hs.12376 27445 hs|7q21.11 ENST00000423517 piccolo presynaptic cytomatrix protein THC2601437 ATAACATTTAAGCTGGTTCCATCTGAGGATACATACTCTGGGTTTCCATTTCACCCACAC 62.105623 25.778128 5.815539 4.653629 70.01455 66.21754 50.084778 41.567764 18.915619 16.851 6.006024 5.801736 5.6388564 5.329898 4.310716 4.3202724

A_24_P346725 0.031940659 0.169225348 2.4733673 Up AK001094 chr9:130728544-130728485 Homo sapiens cDNA FLJ10232 fis, clone HEMBB1000244. [AK001094] Hs.551150 hs|9q34.11 THC2485916 ATTCAGACCTAGATGTGTCTGACTCTGGGATCCTTTCACCTAACCCTGACGCTTTCCCAG 47.855298 16.800871 5.445833 4.139356 55.971375 48.580578 39.01394 16.478662 16.48527 17.43868 5.6837463 5.3692126 5.284539 3.9489374 4.092135 4.376996

A_23_P210538 0.008603777 0.104555038 2.0778038 Up NM_182764 chr20:44997578-44996189 ELMO2 Homo sapiens engulfment and cell motility 2 (ELMO2), transcript variant 2, mRNA [NM_182764] GO:0005515|GO:0030971|GO:0017124|GO:0016020|GO:0060326|GO:0045087|GO:0006915|GO:0005856|GO:0038096|GO:0005829 NM_182764 Hs.210469 63916 hs|20q13.12 ENST00000352077 engulfment and cell motility 2 THC2630982 GTATGACCCTGATGAGACCTTAAACTTCATCGCACCTAATAAATATGAGTACTGCATCTG 76.61273 31.040658 6.115583 5.060524 78.05352 84.12825 67.65642 32.824425 29.823612 30.473936 6.1604548 6.1277614 6.0585337 4.9765916 5.008014 5.196966

A_33_P3346543 0.000354548 0.055027037 2.0957841 Up chr20:006747381-006747440 hs|20p12.3 THC2674526 TTGTCCTGTATGCTTGGTTCACACAGTGCGTTATTTTACCTTCCTCTGAGCTGCTAATCG 68.956888 28.408496 5.96955 4.90206 78.81633 67.10223 60.952103 36.789715 24.64612 23.789652 6.176245 5.820301 5.912104 5.1475625 4.7242866 4.8343306

A_33_P3636315 0.012595362 0.119221571 2.0303769 Up AK091675 chr8:2149929-2149988 LOC286087 Homo sapiens cDNA FLJ34356 fis, clone FEBRA2012195. [AK091675] Hs.202475 286087 hs|8p23.3 uncharacterized LOC286087 THC2627551 TATATTCACTCACACCATCCCCTCTGTTGGTTCTGAAATAAACTATTCAAAGGAGTGCAG 126.063988 51.34053 6.801909 5.780161 158.64256 117.176 102.373405 62.873287 49.51022 41.638084 7.152364 6.599286 6.6540766 5.915097 5.7585716 5.6668153

A_33_P3218783 0.009521591 0.107855467 2.9520234 Up NM_001204404 chr10:61842434-61842375 ANK3 Homo sapiens ankyrin 3, node of Ranvier (ankyrin G) (ANK3), transcript variant 4, mRNA [NM_001204404] GO:0008092|GO:0005515|GO:0030018|GO:0031594|GO:2000651|GO:0007409|GO:0043266|GO:0005764|GO:0019228|GO:0009925|GO:0010765|GO:0007411|GO:0045211|GO:0030674|GO:0005794|GO:0045296|GO:0009986|GO:0000281|GO:0090314|GO:0030507|
GO:0044325|GO:0045838|GO:0043034|GO:0005923|GO:0010650|GO:0007009|GO:0072660|GO:0005886|GO:0005783|GO:0043001|GO:0072661|GO:0030425|GO:0045184|GO:0016323|GO:0043194|GO:0014704|GO:0007528|GO:0007016|GO:0071709|GO:0030315|
GO:0033270|GO:0014731|GO:0034112|GO:0016328|GO:0072659|GO:0010628|GO:0042383|GO:0007165|GO:0016529|GO:0033268|GO:0005200

NM_001204404 Hs.499725 288 hs|10q21.2 ENST00000508449 ankyrin 3, node of Ranvier (ankyrin G) NP091152 CAAAAGGACTGCCTCAAACAGCGGTTTGCAACTTAAATATCACTCTGCCAGCACATAAAA 17.558001 5.968603 4.059574 2.49787 15.808581 18.96886 17.896563 6.3724203 6.533388 4.9999995 3.9205627 4.055158 4.2030025 2.4977012 2.6611338 2.3347757

A_33_P3850216 0.014423939 0.125920524 2.8066317 Up NM_033058 chr8:67087190-67087249 TRIM55 Homo sapiens tripartite motif containing 55 (TRIM55), transcript variant 2, mRNA [NM_033058] GO:0007165|GO:0005737|GO:0005874|GO:0008270|GO:0005634|GO:0004871|GO:0042802 NM_033058 Hs.85524 84675 hs|8q13.1 ENST00000315962 tripartite motif containing 55 THC2752527 GTTATTATATTATGGTAGCTTTCATTTCCTTTACTCTTTAACAGTGCAGGTGGTCAGTGA 18.123543 6.534584 4.107758 2.618918 17.792189 19.837688 16.740751 6.7136807 7.890073 4.9999995 4.088141 4.1194253 4.1157084 2.5608337 2.961146 2.3347757

A_32_P198923 0.046337957 0.197507136 2.3488697 Up NM_145690 chr8:101960895-101960836 YWHAZ Homo sapiens tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta (YWHAZ), transcript 
variant 2, mRNA [NM_145690]

GO:0005515|GO:0010467|GO:0048471|GO:0006626|GO:0072562|GO:0005634|GO:0005615|GO:0032403|GO:0042629|GO:0042802|GO:0005829|GO:0005739|GO:0005737|GO:1900740|GO:0061024|GO:0031252|GO:0030659|GO:0070062|GO:0042470|GO:0043066|G
O:0016070|GO:0019901|GO:0016071|GO:0042493|GO:0019904|GO:0006915|GO:0014069|GO:0030168|GO:0097193|GO:0043234|GO:0007165|GO:0002553|GO:0007596|GO:0005654|GO:0008134

NM_145690 Hs.492407 7534 hs|8q22.3 ENST00000418997 tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation 
protein, zeta

THC2591136 AAACAGCAGATGGCTCGCGAATACAGAGAGAAAATTGAGACGGAGCTAAGAGATATCTGC 1437.1744 514.591717 10.332223 9.100257 1241.2249 1671.0886 1399.2097 761.74585 417.4994 364.5299 10.1496525 10.4113865 10.435631 9.466978 8.922731 8.911061

A_23_P432056 0.005140506 0.087460586 2.0267608 Up NM_178568 chr17:1840616-1840557 RTN4RL1 Homo sapiens reticulon 4 receptor-like 1 (RTN4RL1), mRNA [NM_178568] GO:0031103|GO:0009986|GO:0045121|GO:0004872|GO:0046658|GO:0009897 NM_178568 Hs.22917 146760 hs|17p13.3 ENST00000331238 reticulon 4 receptor-like 1 THC2602362 ACATCTTCGTGGACCTGGTCAACCTCAGCCACCTGTTTCTCCACGGCAACAAGCTGTGGA 121.529287 51.213598 6.770843 5.751667 137.08247 122.45271 105.05268 69.96005 44.215397 39.465347 6.954654 6.6630564 6.6948185 6.08045 5.590898 5.5836535

A_23_P35883 0.032464113 0.170165898 2.6312128 Up NM_017547 chr11:126145322-126145746 FOXRED1 Homo sapiens FAD-dependent oxidoreductase domain containing 1 (FOXRED1), transcript variant 1, mRNA 
[NM_017547]

GO:0005739|GO:0008150|GO:0016491|GO:0016021|GO:0055114 NM_017547 Hs.317190 55572 hs|11q24.2 ENST00000532101 FAD-dependent oxidoreductase domain containing 1 THC2496115 ACGTTTTGTCTCTTCATCTCAACGCATGTTGACCACAGATGACAAAGCGGTGGTCTTGAA 95.84585 31.330715 6.435706 5.039978 89.4554 109.7841 88.29805 23.092342 39.940247 30.959557 6.362691 6.505737 6.438691 4.4584417 5.437999 5.2234945

A_33_P3300864 0.00514962 0.087504252 4.7189084 Up NM_001005200 chr11:55873240-55873299 OR8H2 Homo sapiens olfactory receptor, family 8, subfamily H, member 2 (OR8H2), mRNA [NM_001005200] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_001005200 Hs.553744 390151 hs|11q12.1 ENST00000313503 olfactory receptor, family 8, subfamily H, member 2 GCGTCTCTCATCTCTTGGGAGTCACCATCTTTTATAGCACTCTGATTTTTACTTATTTAA 30.836528 5.8757 4.844085 2.605632 30.9273 32.464596 29.117687 4.9999995 6.40364 6.2234607 4.8700485 4.792515 4.869692 2.3219874 2.6306453 2.8642633

A_33_P3233749 0.013823589 0.123990171 3.5908705 Up AY194294 chr1:167639829-167639888 LOC100128751 Homo sapiens INM04 mRNA, complete cds. [AY194294] Hs.655565 100128751 hs|1q24.2 INM04 THC2478856 TTGTAATTTGAGCCAAGATTCACCCTCAGGTTTGTCTGACTCCACAAATCCCAAGCAGGT 25.166995 7.01013 4.550426 2.706093 29.280748 22.440098 23.78014 8.975246 7.055143 4.9999995 4.7890725 4.2749624 4.587244 3.010549 2.7729533 2.3347757

A_33_P3238579 0.007833291 0.101836599 2.4191219 Up KF751595 T cell receptor beta variable 11-3 [Source:HGNC Symbol;Acc:12182] [ENST00000565202] Hs.382212 ENST00000565202 NP092371 TTTTGGTGCAATCCTATTTCTGGCCACAATACCCTTTACTGGTACCTGCAGAACTTGGGA 12.563331 5 3.600887 2.326403 12.85372 11.751722 13.08455 4.9999995 4.9999995 4.9999995 3.6363478 3.383519 3.7827933 2.3219874 2.3224466 2.3347757

A_23_P31739 0.020941786 0.144170825 2.2219621 Up NM_030795 chr8:27094248-27094189 STMN4 Homo sapiens stathmin-like 4 (STMN4), transcript variant 1, mRNA [NM_030795] GO:0030424|GO:0005794|GO:0031110|GO:0030426 NM_030795 Hs.201058 81551 hs|8p21.2 ENST00000265770 stathmin-like 4 THC2461269 TGGCCAAGGGGCGTTTCCTCTGCTTTTGGTGTTTGTACATGTTAAGAATTGACCAGTGAA 49.885376 21.028235 5.50281 4.350975 62.255863 45.773685 41.62658 33.905365 14.316071 14.86327 5.8516836 5.2810416 5.375704 5.026251 3.8876379 4.1390376

A_33_P3285992 0.015883472 0.130287604 2.4010191 Up AK125618 chr16:31106822-31106763 VKORC1 Homo sapiens cDNA FLJ43630 fis, clone SPLEN2030479. [AK125618] GO:0060348|GO:0017187|GO:0048038|GO:0017144|GO:0007596|GO:0005789|GO:0016021|GO:0047057|GO:0044267|GO:0042373|GO:0055114|GO:0043687 79001 hs|16p11.2 vitamin K epoxide reductase complex, subunit 1 THC2484274 TTTCAGGGGAAATGCTTGGTTCCCGAATCGGATCGCCGTATTCGCTGGATCCCCTGATCC 16.015687 6.365893 3.918948 2.655301 12.399008 18.480947 17.167105 6.8637724 7.033785 5.2001204 3.5891767 4.018033 4.1496344 2.5971186 2.7689912 2.5997937

A_23_P13493 0.048766464 0.202560812 2.7557991 Up NM_152430 chr11:4674697-4674756 OR51E1 Homo sapiens olfactory receptor, family 51, subfamily E, member 1 (OR51E1), mRNA [NM_152430] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_152430 Hs.470038 143503 hs|11p15.4 ENST00000396952 olfactory receptor, family 51, subfamily E, member 1 THC2479456 ACGCTTCAGAGCCCTAGGTGTCAGTGATCAAACTTCTTTTCCATTCAGAGTCCTCTGATT 24.858943 8.557275 4.545275 3.082804 24.873564 26.978476 22.72479 5.9475927 10.817491 8.90674 4.5613565 4.554861 4.5196066 2.4284234 3.4431813 3.3768072

A_33_P3215517 0.005445959 0.089030605 2.2083773 Up NM_018715 chr1:17735354-17735295 RCC2 Homo sapiens regulator of chromosome condensation 2 (RCC2), transcript variant 1, mRNA [NM_018715] GO:0005515|GO:0008017|GO:0030334|GO:0051987|GO:0005874|GO:0005730|GO:0030496|GO:0034506|GO:0051895|GO:0005829|GO:0048365|GO:0072356|GO:0007067|GO:0010971|GO:0007229|GO:0048041|GO:1900025|GO:0007032|GO:0000278|GO:0034260 NM_018715 Hs.380857 55920 hs|1p36.13 ENST00000375433 regulator of chromosome condensation 2 THC2469318 CTCATAGTTGATTTACCATTCCTACAAAAGAGGCAGAAACTTTGAGCAATCTAGGTTTTT 133.412787 49.719143 6.89875 5.755763 139.47417 143.64859 117.1156 52.760365 53.234325 43.16274 6.9776287 6.8792796 6.839342 5.677478 5.8695955 5.7202168

A_23_P42282 0.002713352 0.076235835 2.7316377 Up NM_001002029 chr6:32002329-32002650 C4B Homo sapiens complement component 4B (Chido blood group) (C4B), mRNA [NM_001002029] GO:0044216|GO:0030449|GO:0001848|GO:0004866|GO:0005886|GO:2000427|GO:0072562|GO:0005576|GO:0005615|GO:0010951|GO:0006956|GO:0006954|GO:0045087|GO:0006958|GO:0030246|GO:0008228|GO:0032490|GO:0070062 NM_001002029 Hs.720022 721 hs|6p21.33 ENST00000463249 complement component 4B (Chido blood group) THC2501809 GCTTTCCGCCTCTTTGAGACCAAGATCACCCAAGTCCTGCACTTCACCAAGGATGTCAAG 144.50063 43.432894 7.009711 5.559945 143.1257 161.89299 128.4832 44.329693 44.819626 41.149364 7.0093164 7.0443325 6.975484 5.421766 5.6092324 5.648836

A_23_P29079 0.002639735 0.076235835 2.0811861 Up NM_001002021 chr21:45744490-45744749 PFKL Homo sapiens phosphofructokinase, liver (PFKL), transcript variant 1, mRNA [NM_001002021] GO:0005515|GO:0005975|GO:0070095|GO:0044281|GO:0051259|GO:0005524|GO:0046872|GO:0006096|GO:0005829|GO:0009749|GO:0042802|GO:0030388|GO:0051289|GO:0046835|GO:0006006|GO:0019900|GO:0046676|GO:0006002|GO:0070061|GO:0070062|G
O:0003872|GO:0005945

NM_001002021 Hs.255093 5211 hs|21q22.3 ENST00000495274 phosphofructokinase, liver NP1150810 CGACGCCGCCTACGTCTTCGAGGACCCTTTCAACATCCACGACTTAAAGGTCAACGTGGA 124.664358 49.548827 6.808803 5.751397 131.5033 132.7245 109.765274 55.320415 47.910046 45.41602 6.891102 6.782341 6.752965 5.7469306 5.7113657 5.7958937

A_33_P3265855 0.019264254 0.139998438 2.2521266 Up NM_181334 chr22:45258579-45258638 PRR5-
ARHGAP8

Homo sapiens PRR5-ARHGAP8 readthrough (PRR5-ARHGAP8), mRNA [NM_181334] NM_181334 Hs.102336 553158 hs|22q13.31 ENST00000389773 PRR5-ARHGAP8 readthrough THC2730215 ATTCAGAACCTTCTAATGAAAACTCCATGCCTCTGGTCCTTGGACTCTTGTCCATGGTTC 80.612283 29.982333 6.173873 5.002585 101.41608 73.13534 67.28543 33.945217 29.509258 26.492523 6.5245485 5.9444466 6.0526247 5.0292177 4.9888954 4.989643

A_33_P3319834 0.02240936 0.148145888 2.3967246 Up NM_001005522 chr1:248084877-248084936 OR2T8 Homo sapiens olfactory receptor, family 2, subfamily T, member 8 (OR2T8), mRNA [NM_001005522] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_001005522 Hs.521114 343172 hs|1q44 ENST00000319968 olfactory receptor, family 2, subfamily T, member 8 THC2760235 TTGTGCTGACACTTCAGTCTTCGAAAACGCCATGTACATCTGCTGTGTGTTAATGCTCCT 13.651241 5.773404 3.713868 2.452804 13.02817 13.111572 14.81398 7.3202124 4.9999995 4.9999995 3.6560166 3.535931 3.949657 2.7011898 2.3224466 2.3347757

A_33_P3420810 0.018439606 0.138199097 2.0144933 Up chr2:047274016-047273957 hs|2p21 TGGAACTCAGGAGACCCAAGTTCAAGTCCCAGCACTACCACTTACCAGGCGAGTGATTCT 30.070543 13.292187 4.774892 3.764475 40.42996 25.99068 23.790989 16.509491 12.218799 11.14827 5.241255 4.4957566 4.5876637 3.9530778 3.6389074 3.7014391

A_23_P61551 0.01741697 0.135146501 2.4472793 Up NM_006110 chr16:30365059-30365000 CD2BP2 Homo sapiens CD2 (cytoplasmic tail) binding protein 2 (CD2BP2), transcript variant 1, mRNA [NM_006110] GO:0000244|GO:0005515|GO:0008380|GO:0010467|GO:0005730|GO:0005634|GO:0005737|GO:0016607|GO:0000398|GO:0010923|GO:0043021|GO:0005654|GO:0005682|GO:0046540 NM_006110 Hs.202677 10421 hs|16p11.2 ENST00000569466 CD2 (cytoplasmic tail) binding protein 2 THC2466412 CTTGGGCCAGACCTCAATGAGTGCCCAAGCCCTCTTGGAGGGACTTTTGGAGCTCCTATT 32.792537 11.9538 4.909653 3.618474 39.72461 32.783615 25.869385 12.924909 13.086531 9.849959 5.215126 4.807342 4.7064915 3.5861306 3.7471156 3.522177

A_33_P3421243 0.044497863 0.193332798 4.3886727 Up NM_001134 chr4:74321349-74321408 AFP Homo sapiens alpha-fetoprotein (AFP), mRNA [NM_001134] GO:0005737|GO:0042448|GO:0006810|GO:0001542|GO:0060395|GO:0005615|GO:0046872 NM_001134 Hs.518808 174 hs|4q13.3 ENST00000508838 alpha-fetoprotein THC2646891 GGAAGAGAAGACAAAACGAGTCTTTCATTCGGTGTGAACTTTTCTCTTTAATTTTAACTG 33.435075 7.887566 4.946921 2.813137 28.395876 38.93235 32.977 12.533409 6.129288 4.9999995 4.7510347 5.050044 5.0396852 3.540214 2.5644202 2.3347757

A_23_P49924 0.012535909 0.119059294 2.5865433 Up NM_052935 chr17:39992127-39991482 NT5C3B Homo sapiens 5'-nucleotidase, cytosolic IIIB (NT5C3B), transcript variant 1, mRNA [NM_052935] GO:0005515|GO:0005737|GO:0000287|GO:0000166|GO:0016311|GO:0008253|GO:0009117 NM_052935 Hs.237536 115024 hs|17q21.2 ENST00000445655 5'-nucleotidase, cytosolic IIIB NP1208414 GCGGAGACCGGTTACAGGTGATTTCTGATTTTGACATGACCTTGAGCAGGTTTGCATATA 56.343403 19.072782 5.682485 4.31146 49.742905 63.751133 55.53617 18.586033 23.667463 14.964851 5.5157075 5.749731 5.7820168 4.131094 4.6536508 4.1496344

A_33_P3302354 0.033564551 0.172385749 2.0567734 Up NM_001199281 chr22:24574105-24574164 CABIN1 Homo sapiens calcineurin binding protein 1 (CABIN1), transcript variant 1, mRNA [NM_001199281] GO:0005737|GO:0016235|GO:0004864|GO:0005730|GO:0006336|GO:0005654|GO:0005634|GO:0043086|GO:0007166|GO:0016568 NM_001199281 Hs.517478 23523 hs|22q11.23 ENST00000398319 calcineurin binding protein 1 THC2467256 AGCCAGGAGTCCTCGCTGGAGAGCGAGACAGACGAGGACGACGACTACATGGACATTTGA 67.167388 28.162523 5.935832 4.895449 63.519753 75.9218 62.06061 23.131248 34.78555 26.57077 5.877615 5.9913573 5.9385223 4.460447 5.230245 4.995654

A_33_P3849600 0.029863935 0.16497519 2.1769441 Up M30627 chr11:27911711-27911652 HSP90AA2 Human heat shock protein 86 mRNA, 5'end. [M30627] GO:0008150|GO:0003674|GO:0005737|GO:0006457|GO:0006950|GO:0051082|GO:0005575|GO:0005524 Hs.523560 3324 hs|11p14.1 heat shock protein 90kDa alpha (cytosolic), class A member 2 CAAAACAAAGCCCATCTGGACCAGAAATCCCGACGATATTACTAATGAGGAGATCGGAGA 9380.944333 3990.0727 13.09739 11.975086 10410.211 9754.344 7978.278 6210.002 3065.6917 2694.5244 13.258763 13.021944 13.011464 12.533263 11.696679 11.695316

A_33_P3284077 0.004509458 0.085242781 2.1565963 Up NM_018230 chr1:229635491-229635432 NUP133 Homo sapiens nucleoporin 133kDa (NUP133), mRNA [NM_018230] GO:0005515|GO:0007077|GO:0048339|GO:0005975|GO:0019221|GO:0044281|GO:0005635|GO:0015031|GO:0055085|GO:0010827|GO:0005829|GO:0008645|GO:0000940|GO:0006406|GO:0015758|GO:0005487|GO:0005643|GO:0031080|GO:0000777|GO:0016032|G
O:0006999|GO:0000278

NM_018230 Hs.12457 55746 hs|1q42.13 ENST00000366678 nucleoporin 133kDa THC2556203 CACAGAGGCTTTTGTAGATTCGGGAGGTGATAAGACTTACAGTTTCCTAACAGCAGTGCA 65.797125 26.521901 5.906672 4.797916 69.363396 69.55493 58.47305 34.053173 24.271399 21.24113 5.991671 5.87363 5.8547144 5.031874 4.70052 4.661353

A_33_P3398917 0.000631439 0.055430507 2.541259 Up NM_001039614 chr15:74032245-74032186 C15orf59 Homo sapiens chromosome 15 open reading frame 59 (C15orf59), mRNA [NM_001039614] NM_001039614 Hs.40794 388135 hs|15q24.1 ENST00000379822 chromosome 15 open reading frame 59 THC2474627 GGGCCGGGGGCGGTGGGCACATAGAGCTATAAATAAATATATATATATATATATATATAT 19.907312 7.449506 4.237953 2.89241 20.25725 20.794044 18.670643 8.878363 7.19196 6.278195 4.273495 4.176765 4.2635994 2.9953675 2.8024335 2.8794281

A_23_P4007 0.035801339 0.176860907 2.050882 Up NM_004860 chr17:7496046-7495893 FXR2 Homo sapiens fragile X mental retardation, autosomal homolog 2 (FXR2), mRNA [NM_004860] GO:0005515|GO:0005737|GO:0003723|GO:0022625|GO:0070062|GO:0042802 NM_004860 Hs.52788 9513 hs|17p13.1 ENST00000250113 fragile X mental retardation, autosomal homolog 2 THC2561495 ATCAGATGGGCCCAACATGACAGAGAATGGCCTGGAAGATGAATCAAGACCTCAACGTCG 19.894325 9.145101 4.237986 3.201742 20.809618 20.218807 18.654549 8.360979 10.690601 8.383722 4.313367 4.1389146 4.2616777 2.9035435 3.4204662 3.2812161

A_33_P3357979 0.002781133 0.076235835 2.1412605 Up NM_001012614 chr4:1206087-1206028 CTBP1 Homo sapiens C-terminal binding protein 1 (CTBP1), transcript variant 2, mRNA [NM_001012614] GO:0005515|GO:0090241|GO:0003700|GO:0008285|GO:0034401|GO:0005634|GO:0035067|GO:0019079|GO:0042803|GO:0005829|GO:0051287|GO:0017053|GO:0070491|GO:0051726|GO:0007030|GO:0005667|GO:0001106|GO:0019904|GO:0005730|GO:0000122|G
O:0008022|GO:0006351|GO:0016616|GO:0031065|GO:0050872|GO:0006468|GO:0045892|GO:0055114|GO:0008134

NM_001012614 Hs.208597 1487 hs|4p16.3 ENST00000514596 C-terminal binding protein 1 NP1078166 TCTCCTGGCCAAACCGTCAAGCCCGAGGCGGATAGAGACCACGCCAGTGACCAGTTGTAG 148.871237 57.187757 7.053459 5.954999 142.59569 166.68567 137.33235 64.19741 60.277294 47.088566 7.004367 7.0896826 7.0663285 5.9447265 6.066571 5.8536997

A_24_P17302 0.006646546 0.097125206 3.0686693 Up NM_194458 chr1:1190050-1189991 UBE2J2 Homo sapiens ubiquitin-conjugating enzyme E2, J2 (UBE2J2), transcript variant 3, mRNA [NM_194458] GO:0006986|GO:0016567|GO:0016881|GO:0005789|GO:0016021|GO:0005524 NM_194458 Hs.191987 118424 hs|1p36.33 ENST00000349431 ubiquitin-conjugating enzyme E2, J2 THC2567897 TCTCAGCATTTACAAATGTGTTTACAGTCAGAATGAAACACATTCCTTCTAGAAAGTGCT 29.921258 9.031595 4.800667 3.183054 29.1604 31.680332 28.923042 9.00615 10.576559 7.512076 4.7837634 4.7567997 4.861438 3.018468 3.4036655 3.127028

A_23_P252764 0.002832388 0.076394439 2.3405838 Up NM_139045 chr9:2161718-2161777 SMARCA2 Homo sapiens SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2 
(SMARCA2), transcript variant 2, mRNA [NM_139045]

GO:0005515|GO:0071565|GO:0000790|GO:0030308|GO:0008285|GO:0006200|GO:0044212|GO:0005634|GO:0035887|GO:0071564|GO:0043231|GO:0042393|GO:0016514|GO:0045944|GO:0006338|GO:0045111|GO:0008094|GO:0001105|GO:0006355|GO:0006357|G
O:0003713|GO:0005730|GO:0004386|GO:0000122|GO:0005524|GO:0006351|GO:0007399|GO:0005654|GO:0045893|GO:0045892

NM_139045 Hs.298990 6595 hs|9p24.3 ENST00000423555 SWI/SNF related, matrix associated, actin dependent regulator of 
chromatin, subfamily a, member 2

NP095106 AGAGGAAGTACGGCTTAAGAAGCGAAAAAGACGAAGAAATGTGGATAAAGATCCTGCAAA 347.020937 119.37473 8.262497 7.035629 344.70087 377.59344 318.7685 147.23363 112.96568 97.92488 8.2623 8.253997 8.271194 7.16063 6.9975224 6.9487333

A_33_P3422170 0.019170867 0.139918778 4.205798 Up NM_194247 chr2:178080329-178080388 HNRNPA3 Homo sapiens heterogeneous nuclear ribonucleoprotein A3 (HNRNPA3), mRNA [NM_194247] GO:0008380|GO:0005515|GO:0010467|GO:0000166|GO:0000398|GO:0030529|GO:0003723|GO:0005654|GO:0005634|GO:0071013 NM_194247 Hs.516539 220988 hs|2q31.2 ENST00000435711 heterogeneous nuclear ribonucleoprotein A3 THC2589542 AACTACAGATGATGGTTTAAGAGAACATTTTGAGAAATGGGTCACACTCACAGATTGTGT 121.335713 24.430711 6.763452 4.691073 140.85028 119.493065 103.663795 21.716736 29.595907 21.97949 6.989476 6.6276765 6.673204 4.3658338 4.993328 4.714056

A_23_P28878 0.000301251 0.055027037 2.0850276 Up NM_001039140 chr20:3736127-3735119 C20orf27 Homo sapiens chromosome 20 open reading frame 27 (C20orf27), transcript variant 1, mRNA [NM_001039140] GO:0008150|GO:0003674|GO:0005575 NM_001039140 Hs.274422 54976 hs|20p13 ENST00000379772 chromosome 20 open reading frame 27 THC2606641 CCGTCCCTGAAGGTTATAGTGTCAAGTGTGAGTACTCGGCGCACAAAGAGGGCGTCCTCA 152.864437 59.304988 7.083639 6.023573 132.24716 182.97092 143.37523 57.68729 65.539024 54.68865 6.8997717 7.2212534 7.1298933 5.804165 6.1872463 6.0793076

A_23_P53557 0.047614069 0.199980587 2.1453201 Up NM_002342 chr12:6500070-6500129 LTBR Homo sapiens lymphotoxin beta receptor (TNFR superfamily, member 3) (LTBR), transcript variant 1, mRNA 
[NM_002342]

GO:0005515|GO:0007165|GO:2001238|GO:0046330|GO:0016032|GO:0006915|GO:0016021|GO:0071260|GO:0043123|GO:0031625|GO:0042802 NM_002342 Hs.1116 4055 hs|12p13.31 ENST00000228918 lymphotoxin beta receptor (TNFR superfamily, member 3) THC2468834 GGGCCCAAGGAACCAATTTATCACCCATGACTGACGGAGTCTGAGAAAAGGCAGAAGAAG 160.529957 60.742443 7.155546 6.054353 168.55428 175.37549 137.6601 51.449863 68.98517 61.792297 7.2387257 7.158684 7.069229 5.641684 6.260463 6.260913

A_24_P322395 0.029621807 0.164384642 2.0222803 Up NM_080732 chr19:41313434-41313750 EGLN2 Homo sapiens egl-9 family hypoxia-inducible factor 2 (EGLN2), transcript variant 3, mRNA [NM_080732] GO:0031545|GO:0005515|GO:0001666|GO:0045732|GO:0031418|GO:0005730|GO:0071456|GO:0061418|GO:0005634|GO:0001558|GO:0008198|GO:0005829|GO:0043523|GO:0018401|GO:0019826|GO:0016706|GO:0045454|GO:0005654|GO:0055114|GO:0030520 NM_080732 Hs.515417 112398 hs|19q13.2 ENST00000602166 egl-9 family hypoxia-inducible factor 2 THC2573489 AGCCAAAGACAAGTATCAGCTAGCATCAGGACAGAAAGGTGTCCAAGTACCTGTATCACA 322.77798 126.498377 8.154154 7.138171 307.3368 365.32114 295.676 109.657 144.25201 125.58612 8.09842 8.200951 8.163092 6.724719 7.364116 7.325679

A_33_P3414851 0.001510171 0.064697431 2.1234539 Up NM_018150 chr1:45111090-45111149 RNF220 Homo sapiens ring finger protein 220 (RNF220), mRNA [NM_018150] GO:0005737|GO:0004842|GO:0016567|GO:0016874|GO:0008270|GO:0051865 NM_018150 Hs.456557 55182 hs|1p34.1 ENST00000372247 ring finger protein 220 THC2495171 TCCACCAGCAATGGTGAAAGCAGCAAGCAGGAGGCCATGCAGAAGACCTGCAAGAACAGC 79.370713 31.464464 6.162954 5.076541 77.357254 90.41958 70.335304 32.735886 33.98061 27.676897 6.1436176 6.232344 6.1129007 4.973326 5.196966 5.059332

A_33_P3233978 0.000416836 0.055027037 2.4688933 Up NM_032807 chr10:5958359-5958418 FBXO18 Homo sapiens F-box protein, helicase, 18 (FBXO18), transcript variant 1, mRNA [NM_032807] GO:0005515|GO:0004003|GO:0005634|GO:0032508|GO:0005524|GO:0003677 NM_032807 Hs.498543 84893 hs|10p15.1 ENST00000379999 F-box protein, helicase, 18 THC2558951 GCCTATTTGGTGTAAGAACAGCCAAGGACAGAGAGTCATGGTTGAGCAGAGTGAAAAACT 52.081741 18.513566 5.567771 4.263906 58.065052 56.795788 41.384384 22.23364 19.241648 14.065409 5.745674 5.5905614 5.3670764 4.4049473 4.338417 4.048354

A_32_P186226 0.023529376 0.151134274 2.6043479 Up NM_006391 chr11:9459671-9459730 IPO7 Homo sapiens importin 7 (IPO7), mRNA [NM_006391] GO:0005515|GO:0042393|GO:0007165|GO:0005215|GO:0050790|GO:0005737|GO:0005083|GO:0005643|GO:0008536|GO:0016032|GO:0006606 NM_006391 Hs.744911 10527 hs|11p15.4 ENST00000379719 importin 7 THC2585344 TTGATATGGAACAGATACCCCAAGGTTTAAATCAGGTTTCTGGACAGATTTTGCCAGCTT 106.753512 36.622451 6.579469 5.198547 118.63788 111.731606 89.89105 56.945713 28.56137 24.36027 6.7381477 6.531775 6.468485 5.7885213 4.9355674 4.8715525

A_32_P56392 0.000604842 0.055027037 2.665516 Up NM_002139 chrX:135961540-135961481 RBMX Homo sapiens RNA binding motif protein, X-linked (RBMX), transcript variant 1, mRNA [NM_002139] GO:0005515|GO:0008380|GO:0048026|GO:0010467|GO:0003727|GO:0048025|GO:0006366|GO:0003723|GO:0005634|GO:0071013|GO:0003729|GO:0005615|GO:0000166|GO:0044530|GO:0000381|GO:0045944|GO:0051260|GO:0006509|GO:0070062|GO:0005719|G
O:0006376|GO:0001047|GO:0001649|GO:0016020|GO:0000398|GO:0003682|GO:0030529|GO:0071347|GO:0005654

NM_002139 Hs.380118 27316 hs|Xq26.3 ENST00000567262 RNA binding motif protein, X-linked THC2549608 ATACGGAAACAAATAAGAAAGCTCTTGAAGCAGTATTTGGCTAATATGGACGAATAGTGG 173.33208 53.437775 7.26868 5.854265 176.5881 187.27272 156.13542 61.72751 50.209385 48.37643 7.307478 7.2518616 7.246699 5.8874993 5.780144 5.8951507

A_23_P77066 0.013356914 0.122024454 2.0542541 Up NM_022807 chr15:25220523-25220582 SNRPN Homo sapiens small nuclear ribonucleoprotein polypeptide N (SNRPN), transcript variant 4, mRNA [NM_022807] GO:0008380|GO:0005515|GO:0003723|GO:0030532|GO:0005681|GO:0009725|GO:0005685|GO:0005686 NM_022807 Hs.564847 6638 hs|15q11.2 ENST00000584968 small nuclear ribonucleoprotein polypeptide N THC2500777 AAGATGCTGCAGCACATTGACTATAGAATGAGATGTATCCTGCAAGATGGCCGAATCTTC 351.373343 135.333187 8.276345 7.23773 391.4487 367.72873 294.9426 148.66704 138.91731 118.41521 8.457099 8.213157 8.158779 7.176012 7.299274 7.237905

A_24_P289043 0.004460696 0.085095399 2.9712359 Up chr9:004945132-004945071 hs|9p24.1 AACGGTGACTCCATGGATAAGACTGTCATTCAGAAAGCATACTTGAATGGCCACAGCTGT 19.308104 6.606603 4.176377 2.605314 24.339151 17.466322 16.11884 9.819811 4.9999995 4.9999995 4.529235 3.938217 4.0616803 3.1587205 2.3224466 2.3347757

A_33_P3243957 0.023931339 0.152006432 2.7045587 Up AK097870 chr1:153616802-153616861 CHTOP chromatin target of PRMT1 [Source:HGNC Symbol;Acc:24511] [ENST00000368686] GO:0005515|GO:0006355|GO:0006406|GO:0016607|GO:0000346|GO:0051096|GO:0005730|GO:0032781|GO:0006351 26097 hs|1q21.3 ENST00000368686 chromatin target of PRMT1 THC2505202 GGATCCTGAGAGACATCACGAGGGTGGGAGAGACTAAAATAGCTTTTCAAAAAGCTGAGT 17.107075 6.462768 4.019219 2.583826 18.019957 19.573057 13.728211 9.388306 4.9999995 4.9999995 4.103732 4.1025248 3.8514006 3.0942554 2.3224466 2.3347757

A_23_P356101 0.048417605 0.201801681 2.1738259 Up NM_001190274 chr2:48047585-48047526 FBXO11 Homo sapiens F-box protein 11 (FBXO11), transcript variant 4, mRNA [NM_001190274] GO:0005515|GO:0006511|GO:0004842|GO:0016567|GO:0005694|GO:0007605|GO:0005730|GO:0016274|GO:0000151|GO:0005634|GO:0035246|GO:0005737|GO:0008270|GO:0006464 NM_001190274 Hs.352677 80204 hs|2p16.3 ENST00000492225 F-box protein 11 THC2479416 AGCAGGAATTCAAATTAGGACAAACAGTTGTCCAATTGTTCGGCATAACAAAATTCATGA 110.297933 44.826102 6.63645 5.516213 108.38202 119.14987 103.36191 65.73001 38.97325 29.775047 6.618842 6.622784 6.6677237 5.9843082 5.399338 5.1649942

A_24_P237778 0.000394639 0.055027037 2.7262043 Up NM_020379 chr1:26098204-26098263 MAN1C1 Homo sapiens mannosidase, alpha, class 1C, member 1 (MAN1C1), transcript variant 1, mRNA [NM_020379] GO:0030173|GO:0000139|GO:0005509|GO:0004571|GO:0006487|GO:0044267|GO:0043687|GO:0018279 NM_020379 Hs.197043 57134 hs|1p36.11 ENST00000263979 mannosidase, alpha, class 1C, member 1 THC2463347 TGGTTGATGTCGGGCAAGACAGATATGGAGGCTAAAAATATGTACTACGAAGCCTTGGAG 14.469497 5.053617 3.789114 2.34222 14.156602 16.616459 12.63543 4.9999995 5.160852 4.9999995 3.7668304 3.8675833 3.7329268 2.3219874 2.3698964 2.3347757

A_24_P59220 0.005106596 0.087176865 2.9369045 Up NM_001099771 chr2:130832768-130832709 POTEF Homo sapiens POTE ankyrin domain family, member F (POTEF), mRNA [NM_001099771] GO:0001895|GO:0072562|GO:0005938|GO:0005615 NM_001099771 Hs.580547 728378 hs|2q21.1 ENST00000409914 POTE ankyrin domain family, member F THC2504378 GAGCAAAAGAGGCATCCTGACCCTGAAGTACCCCATGGAACACGGCATCATCACCAACTG 10401.72767 3127.145433 13.262849 11.708553 10669.956 11246.404 9288.823 3189.4153 3312.309 2879.712 13.301196 13.241699 13.245652 11.524165 11.808124 11.793369

A_23_P125977 0.030651503 0.166511784 2.0102176 Up NM_172369 chr1:22974089-22974148 C1QC Homo sapiens complement component 1, q subcomponent, C chain (C1QC), transcript variant 2, mRNA [NM_172369] GO:0006956|GO:0006955|GO:0005581|GO:0045087|GO:0006958|GO:0030853|GO:0072562|GO:0005576|GO:0045650|GO:0005615|GO:0070062 NM_172369 Hs.467753 714 hs|1p36.12 ENST00000374637 complement component 1, q subcomponent, C chain THC2677730 GCAGCGGCGTCAAAGTGGTCACCTTCTGTGGCCACACGTCCAAAACCAATCAGGTCAACT 64.294176 28.352532 5.873971 4.866619 65.87261 69.88642 57.123497 39.63294 25.730177 19.694479 5.923546 5.8797765 5.81859 5.2626204 4.787392 4.549845

A_33_P3418165 0.011462305 0.115053668 2.3895368 Up chr19:012458664-012458723 hs|19p13.2 CCTTAATCTTTCTATCCCAACACAAATAAGAGAGCATAAATACTAACAAGGAACTCGAAG 15.855037 6.428864 3.922526 2.665795 16.1147 15.527811 15.922601 8.612594 4.9999995 5.6739984 3.945409 3.775352 4.0468183 2.9492297 2.3224466 2.72571

A_24_P224776 0.009367738 0.107371472 2.1866659 Up NM_012321 chr19:18423452-18420651 LSM4 Homo sapiens LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae) (LSM4), transcript variant 1, mRNA 
[NM_012321]

GO:0008380|GO:0006397|GO:0005515|GO:0010467|GO:0016070|GO:0016071|GO:0030532|GO:0043928|GO:0005681|GO:0005688|GO:0005829|GO:0000288 NM_012321 Hs.515255 25804 hs|19p13.11 ENST00000593829 LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae) THC2709411 ATGAACATTAACCTGCGAGAAGTCATCTGCACGTCCAGGGACGGGGACAAGTTCTGGCGG 882.5004 319.040733 9.613784 8.485051 935.3626 946.8659 765.2727 352.27933 329.66867 275.1742 9.740374 9.565836 9.535141 8.393863 8.57326 8.4880295

A_24_P151582 0.007744794 0.101605187 2.316717 Up NM_003216 chr22:41794580-41794639 TEF Homo sapiens thyrotrophic embryonic factor (TEF), transcript variant 1, mRNA [NM_003216] GO:0043565|GO:0003700|GO:0003690|GO:0046982|GO:0006357|GO:0045944|GO:0005634|GO:0048511|GO:0042803|GO:0006351 NM_003216 Hs.181159 7008 hs|22q13.2 ENST00000266304 thyrotrophic embryonic factor THC2604147 AACGTGTGCATTTAGAGAGAGGGAGAGTTTTCAAGGTTTATGGCAACTTTGTGGAGGACC 35.492327 13.703684 5.034851 3.822769 32.592083 41.240097 32.644802 15.85237 12.756771 12.501912 4.9500327 5.1295285 5.0249925 3.8841798 3.7083244 3.875804

A_33_P3297399 0.027815157 0.160865543 2.2556355 Up NM_017634 chr8:25296831-25293979 KCTD9 Homo sapiens potassium channel tetramerization domain containing 9 (KCTD9), mRNA [NM_017634] GO:0051260 NM_017634 Hs.72071 54793 hs|8p21.2 ENST00000522493 potassium channel tetramerization domain containing 9 THC2661121 GGACAGCTCATTGTAAATGATGGCATTAATTTATTGGGTGTGTTAGAAGAAGCAAGATTT 98.910659 38.250057 6.481505 5.307971 98.57151 108.63432 89.526146 54.0483 33.23727 27.464602 6.490375 6.492649 6.4614916 5.713592 5.1636357 5.046686

A_23_P88817 0.003033601 0.078647071 2.4300014 Up NM_012213 chr16:83948633-83948692 MLYCD Homo sapiens malonyl-CoA decarboxylase (MLYCD), mRNA [NM_012213] GO:0005782|GO:0050080|GO:0005102|GO:0046321|GO:0044281|GO:0006085|GO:2001294|GO:0010906|GO:0005739|GO:0005737|GO:0002931|GO:0005759|GO:0006633|GO:0044255|GO:0005777 NM_012213 Hs.644610 23417 hs|16q23.3 ENST00000569024 malonyl-CoA decarboxylase THC2713666 CTTCTGAACTCGCAAACGAAGGAGCATGGGAGGAATGAACTCTTTACAGATTCGGAATGT 30.777156 11.512865 4.825503 3.544546 29.69171 37.149467 25.490292 13.59939 12.432609 8.506596 4.806444 4.9858913 4.684174 3.6629016 3.6651955 3.3055408

A_24_P221485 0.024250114 0.152728864 2.0244542 Up chr1:79520790-79520731 XLOC_014512 BROAD Institute lincRNA (XLOC_014512), lincRNA [TCONS_l2_00001295] hs|1p31.1 AAAGACTTTTTGATAAAGCTCTTGAACTTAATATGTTGCCCTTGAAAGGGTATAGGTCTG 172.623813 71.732257 7.264085 6.246552 172.9376 185.59673 159.33711 99.69492 61.143402 54.35845 7.278403 7.238408 7.275444 6.5818067 6.090486 6.0673633

A_23_P250035 0.011931279 0.116624545 2.081536 Up NM_004168 chr5:235411-236558 SDHA Homo sapiens succinate dehydrogenase complex, subunit A, flavoprotein (Fp) (SDHA), mRNA [NM_004168] GO:0005515|GO:0006099|GO:0050660|GO:0005743|GO:0008177|GO:0044281|GO:0007399|GO:0005739|GO:0022904|GO:0005749|GO:0006105|GO:0000104|GO:0044237|GO:0055114 NM_004168 Hs.440475 6389 hs|5p15.33 ENST00000505555 succinate dehydrogenase complex, subunit A, flavoprotein (Fp) THC2545930 TGCATTATAACATGGGCGGCATTCCCACCAACTACAAGGGGCAGGTCCTGAGGCACGTGA 1291.810967 492.926913 10.176844 9.119195 1290.6451 1443.8428 1140.945 513.0336 526.8513 438.89584 10.2085495 10.189081 10.132901 8.918154 9.259617 9.179815

A_33_P3412349 0.042120724 0.1896756 3.3207019 Up NM_152943 chr12:133779282-133779341 ZNF268 Homo sapiens zinc finger protein 268 (ZNF268), transcript variant 3, mRNA [NM_152943] GO:0005515|GO:0046022|GO:0043497|GO:0071157|GO:0008284|GO:0045732|GO:0008285|GO:0003700|GO:0045597|GO:0005634|GO:0030154|GO:0046872|GO:0005737|GO:0045944|GO:0071356|GO:0006355|GO:0043066|GO:0090073|GO:0030335|GO:0043065|G
O:0000122|GO:0003677|GO:0006351|GO:0007346|GO:0008588|GO:0001934

NM_152943 Hs.124047 10795 hs|12q24.33 ENST00000228289 zinc finger protein 268 NP1150991 GCAGGAAAACATTCAGTTTCCATTCACAGCTTGTTATACATCAGAGAATTCACACAGGTG 53.446118 15.74011 5.615084 3.883596 54.57801 57.15887 48.601475 26.020601 10.24028 10.959448 5.65302 5.598421 5.5938125 4.6305957 3.3477318 3.6724613

A_33_P3332860 0.031819764 0.168956455 2.1770223 Up NM_001001433 chr20:57246274-57246333 STX16 Homo sapiens syntaxin 16 (STX16), transcript variant 1, mRNA [NM_001001433] GO:0005515|GO:0005484|GO:0005737|GO:0005794|GO:0000139|GO:0005730|GO:0042147|GO:0031201|GO:0006891|GO:0016021|GO:0006886|GO:0043231 NM_001001433 Hs.307913 8675 hs|20q13.32 ENST00000359617 syntaxin 16 THC2486243 GAGAGATTCGCCAGATTGTACAGTCCATTTCTGACCTGAATGAAATATTCAGGGACTTAG 65.527353 25.844155 5.892655 4.770299 57.919376 77.242744 61.41994 30.484776 21.168928 25.87876 5.7402954 6.014268 5.923402 4.8718343 4.4858685 4.953194

A_23_P21063 0.005538504 0.089720409 2.6313787 Up NM_198056 chr3:38590486-38590427 SCN5A Homo sapiens sodium channel, voltage-gated, type V, alpha subunit (SCN5A), transcript variant 1, mRNA [NM_198056] GO:0005515|GO:0005516|GO:0086010|GO:0086070|GO:0060307|GO:0060048|GO:0019228|GO:0060371|GO:0086067|GO:0060373|GO:0086069|GO:0060372|GO:0010765|GO:0086002|GO:0001518|GO:0045760|GO:0086006|GO:0031625|GO:0086004|GO:0086005|
GO:0050679|GO:0003360|GO:0009986|GO:0017134|GO:0030506|GO:0021549|GO:0014894|GO:0044325|GO:0002027|GO:0086012|GO:0019899|GO:0003231|GO:0050998|GO:0051899|GO:0005886|GO:0005783|GO:0086091|GO:0021537|GO:0014704|GO:0097110|
GO:0071277|GO:0042475|GO:0035725|GO:0006814|GO:0086046|GO:0005248|GO:0030315|GO:0016328|GO:0042383|GO:0005901|GO:0016021

NM_198056 Hs.517898 6331 hs|3p22.2 ENST00000333535 sodium channel, voltage-gated, type V, alpha subunit THC2477561 GATCCAGGTGGTCCCATAGGTCTTGTGAAAAGGCTTTTTCAGGGAAAAATATTTTACTAG 34.693654 11.912415 5.000021 3.604202 39.348293 34.792492 29.940176 13.805389 12.70653 9.225327 5.2034683 4.891878 4.9047174 3.6832473 3.7032988 3.426061

A_33_P3394021 0.001739089 0.068258613 2.0034842 Up NM_021633 chr1:202878233-202878174 KLHL12 Homo sapiens kelch-like family member 12 (KLHL12), mRNA [NM_021633] GO:0006888|GO:0005515|GO:0030134|GO:0006513|GO:0000139|GO:0031463|GO:0048208|GO:0016055 NM_021633 Hs.706793 59349 hs|1q32.1 ENST00000367258 kelch-like family member 12 THC2602269 TACAATGCAGGGATCTGGTTGATGAAGCAAAGAAGTTTCATCTGAGGCCTGAACTTCGGA 51.825272 22.407576 5.557514 4.555003 55.79806 58.143635 41.53412 27.241676 21.912903 18.06815 5.6805706 5.6190453 5.372926 4.6995792 4.5357037 4.4297256

A_33_P3300232 0.038808466 0.183302965 3.1099235 Up NM_001270974 chr16:71007306-71007247 HYDIN Homo sapiens HYDIN, axonemal central pair apparatus protein (HYDIN), transcript variant 1, mRNA [NM_001270974] GO:0005929 NM_001270974 Hs.461229 54768 hs|16q22.2 ENST00000543521 HYDIN, axonemal central pair apparatus protein THC2482433 TGGAGTCTTGGATCCTGGTGAGAAGTCCAACGTGCAAGTGAAATTCATGCCAAAAGAAGA 23.319782 7.668168 4.451009 2.81413 21.661007 25.01958 23.278759 10.7887 7.2158046 4.9999995 4.3652205 4.4352856 4.552521 3.2981303 2.8094838 2.3347757

A_24_P24002 0.017533508 0.135418448 2.564956 Up chr4:076958140-076958081 hs|4q21.1 CAGCCACTGTGGGCGCCTGACCAAACTCACTAAATTTGTGTGGGACATGATCCCAGAGGT 31.50176 11.101638 4.858356 3.499422 39.10299 29.386477 26.015812 12.442561 12.11451 8.747843 5.197266 4.66324 4.7145615 3.5291739 3.6264238 3.3426676

A_23_P203488 0.031464176 0.167932499 2.0102839 Up NM_000543 chr11:6415436-6415495 SMPD1 Homo sapiens sphingomyelin phosphodiesterase 1, acid lysosomal (SMPD1), transcript variant 1, mRNA [NM_000543] GO:0005515|GO:0006665|GO:0008219|GO:0006685|GO:0043065|GO:0006684|GO:0006687|GO:0042493|GO:0035307|GO:0004767|GO:0044281|GO:0042220|GO:0005615|GO:0007399|GO:0007165|GO:0043407|GO:0042599|GO:0016798|GO:0046513|GO:0023021|G
O:0070062|GO:0043202

NM_000543 Hs.498173 6609 hs|11p15.4 ENST00000531336 sphingomyelin phosphodiesterase 1, acid lysosomal THC2570647 GTGTACCAAATAGATGGAAACTACTCCGGGAGCTCTCACGTGGTCCTGGACCATGAGACC 43.925179 18.90502 5.323957 4.316557 51.533512 43.9736 36.268425 19.32034 20.647991 16.746729 5.565046 5.2260156 5.1808085 4.1958213 4.4477463 4.3061047

A_23_P164035 0.000433249 0.055027037 2.0757339 Up NM_002805 chr17:61907288-61907530 PSMC5 Homo sapiens proteasome (prosome, macropain) 26S subunit, ATPase, 5 (PSMC5), transcript variant 1, mRNA 
[NM_002805]

GO:0031597|GO:0005515|GO:0002474|GO:0010467|GO:0031595|GO:0006200|GO:0006366|GO:0090261|GO:0072562|GO:0005634|GO:0044281|GO:0031145|GO:0005829|GO:0043069|GO:0034641|GO:0005737|GO:0000082|GO:0016032|GO:0016887|GO:0070062|
GO:0006977|GO:0003712|GO:0000209|GO:0043066|GO:0000502|GO:0031531|GO:0016070|GO:0016071|GO:0016234|GO:0006521|GO:0051437|GO:0042590|GO:0006915|GO:0042981|GO:0051436|GO:0031410|GO:0005524|GO:0051439|GO:0017025|GO:0002479|
GO:0043161|GO:0022624|GO:0005654|GO:0045893|GO:0000278|GO:0045892|GO:0008134

NM_002805 Hs.79387 5705 hs|17q23.3 ENST00000581842 proteasome (prosome, macropain) 26S subunit, ATPase, 5 THC2617005 TAAGAAGAAAGTGTTGGTCAAGGTACATCCTGAAGGTAAATTTGTTGTAGACGTGGACAA 2005.923367 794.957567 10.834474 9.780852 1941.4968 2199.8225 1876.4508 909.9673 782.1753 692.7301 10.8024645 10.822566 10.878391 9.714977 9.810036 9.817544

A_33_P3387566 7.79177E-05 0.044520761 2.2774901 Up NR_026770 chr17:41995131-41995190 FAM215A Homo sapiens family with sequence similarity 215, member A (non-protein coding) (FAM215A), long non-coding RNA 
[NR_026770]

GO:0008150|GO:0003674|GO:0006915|GO:0005575 NR_026770 Hs.721804 23591 hs|17q21.31 ENST00000588043 family with sequence similarity 215, member A (non-protein coding) THC2487655 TTAAATAAGGAGCTTATTGAGCTATCATGTCGTAAGCCGGTGGAGAAGTCCAGGGCTAGT 24.946671 10.168363 4.549843 3.362398 26.205153 26.949656 21.685205 11.753241 10.446361 8.305487 4.6395617 4.5520587 4.4579077 3.4329467 3.3815484 3.2726986

A_24_P22488 0.006981763 0.098842977 2.0654243 Up NM_003502 chr16:339454-338204 AXIN1 Homo sapiens axin 1 (AXIN1), transcript variant 1, mRNA [NM_003502] GO:0005515|GO:0008219|GO:0008013|GO:0045599|GO:0007605|GO:0046330|GO:0030877|GO:0038032|GO:0046332|GO:0031122|GO:0043621|GO:0043623|GO:0042803|GO:0042802|GO:0030163|GO:0021797|GO:0031398|GO:0051443|GO:0051260|GO:0005938|
GO:0031625|GO:0000209|GO:0010800|GO:0030910|GO:0001743|GO:0005794|GO:0019901|GO:0014069|GO:0001701|GO:0051248|GO:0043547|GO:0060823|GO:0060272|GO:0045893|GO:0019899|GO:0070016|GO:0021881|GO:0005881|GO:0048471|GO:0045732|
GO:0007368|GO:0030178|GO:0032436|GO:0005634|GO:0009950|GO:0005829|GO:0035412|GO:0032147|GO:0005737|GO:0033138|GO:0004871|GO:0034244|GO:0060070|GO:0048048|GO:0030511|GO:0005102|GO:0006915|GO:0007257|GO:0031410|GO:0008022|G
O:0016328|GO:0006913|GO:0032947|GO:0001934|GO:0016023|GO:0055001|GO:0048320|GO:0005096

NM_003502 Hs.592082 8312 hs|16p13.3 ENST00000354866 axin 1 THC2690478 AAAGGGCAGCTACAGATACTACTTCAAGAAAGTGAGCGACGAGTTTGACTGTGGGGTGGT 76.61849 31.271878 6.117475 5.071037 72.72198 85.31233 71.82116 29.884237 33.297955 30.633442 6.0602756 6.1489534 6.143196 4.8400545 5.1664314 5.2066245

A_33_P3325131 0.000380907 0.055027037 2.7430872 Up NM_001746 chr5:179137006-179137065 CANX Homo sapiens calnexin (CANX), transcript variant 1, mRNA [NM_001746] GO:0072583|GO:0005515|GO:0002474|GO:0030424|GO:0009306|GO:0005783|GO:0032839|GO:0019886|GO:0001948|GO:0043197|GO:0006457|GO:0043025|GO:0071556|GO:0070062|GO:0018279|GO:0042470|GO:0007568|GO:0005509|GO:0048488|GO:0043234|G
O:0061077|GO:0035255|GO:0005789|GO:0005840|GO:0005788|GO:0034185|GO:0051082|GO:0044267|GO:0043687

NM_001746 Hs.567968 821 hs|5q35.3 ENST00000503126 calnexin NP852722 AGGCCAGATGCAGATCTGAAGACCTATTTTACTGATAAGAAAACACATCTTTACACACTA 568.719333 164.460813 8.971369 7.515569 565.2256 614.7841 526.1483 199.19922 155.02962 139.1536 8.985591 8.939256 8.98926 7.5841722 7.470589 7.4919443

A_23_P409626 0.036084183 0.177394544 2.290804 Up NM_001079559 chr11:62483033-62482974 HNRNPUL2 Homo sapiens heterogeneous nuclear ribonucleoprotein U-like 2 (HNRNPUL2), mRNA [NM_001079559] GO:0008150|GO:0005634 NM_001079559 Hs.657058 221092 hs|11q12.3 ENST00000403734 heterogeneous nuclear ribonucleoprotein U-like 2 THC2462368 TTTACGGGCGAGATTATGAGTACAACAGATACAGAGACTATTACAGACAATACAATCGGG 74.755047 27.754207 6.075978 4.880123 72.20205 88.27377 63.78932 22.146284 32.56145 28.554886 6.0492616 6.1996136 5.9790573 4.3995914 5.135023 5.105756

A_23_P60286 0.000482172 0.055027037 2.2211986 Up NM_001417 chr12:53427598-53427657 EIF4B Homo sapiens eukaryotic translation initiation factor 4B (EIF4B), mRNA [NM_001417] GO:0005515|GO:0008286|GO:0010467|GO:0016281|GO:0016070|GO:0016071|GO:0003723|GO:0003743|GO:0006412|GO:0006413|GO:0005829|GO:0000166|GO:0006446|GO:0044267|GO:0000289|GO:0000288 NM_001417 Hs.648394 1975 hs|12q13.13 ENST00000550704 eukaryotic translation initiation factor 4B THC2509371 CAAAGACCCAAACTGAATCTAAAGCCTCGGAGTACTCCTGAAGAAGATGATTCCTCTGCT 186.867627 68.190816 7.376747 6.225409 181.73932 205.41379 173.44977 73.803795 69.62711 61.141544 7.3489046 7.381272 7.4000654 6.1540174 6.27399 6.2482195

A_33_P3342076 0.032979813 0.171218889 2.4176832 Up NM_015866 chr1:14109169-14109228 PRDM2 Homo sapiens PR domain containing 2, with ZNF domain (PRDM2), transcript variant 2, mRNA [NM_015866] GO:0006355|GO:0003700|GO:0034968|GO:0008270|GO:0005634|GO:0003677|GO:0006351|GO:0018024 NM_015866 Hs.371823 7799 hs|1p36.21 ENST00000343137 PR domain containing 2, with ZNF domain THC2461102 ACCTTGGCGAGTAAGAAAAGAACAGACCGGTTCAATATAAAATCTAGAGAGCGGAGTGGG 48.740431 18.121704 5.470605 4.19698 59.9435 44.571503 41.70629 22.716545 20.214598 11.4339695 5.7911468 5.2426167 5.378051 4.437343 4.4140177 3.7395782

A_33_P3236778 0.000191061 0.050320167 2.0102932 Up chr15:042302490-042302549 hs|15q15.1 TCCTGTCATTCGTCCATGCCTAAAATTCTCCGATAAAGCCCATTAAATAAAAACTCAGTA 103.790011 43.052901 6.548857 5.541451 105.939064 110.41489 95.01608 49.43915 41.168873 38.55068 6.5872316 6.5151405 6.5442 5.5902863 5.480148 5.55392

A_24_P219156 0.020549005 0.143403276 2.4580533 Up NM_001077351 chr14:23374100-23373493 RBM23 Homo sapiens RNA binding motif protein 23 (RBM23), transcript variant 1, mRNA [NM_001077351] GO:0006397|GO:0005515|GO:0000166|GO:0003723|GO:0005634 NM_001077351 Hs.4997 55147 hs|14q11.2 ENST00000556186 RNA binding motif protein 23 THC2510149 TTGAGCCCTTTGGTAAAATTGATAATATTGTCCTGATGAAGGACTCAGATACAGGCCGCT 59.113247 21.110294 5.752789 4.455272 61.324886 65.984245 50.03061 26.004774 16.888308 20.4378 5.826727 5.7958937 5.635745 4.6303434 4.1325274 4.6029463

A_23_P2942 0.026727394 0.158034095 2.0419569 Up NM_022123 chr14:34270706-34270765 NPAS3 Homo sapiens neuronal PAS domain protein 3 (NPAS3), transcript variant 2, mRNA [NM_022123] GO:0001964|GO:0042711|GO:0007165|GO:0005737|GO:0046983|GO:0005730|GO:0007626|GO:0005634|GO:0004871|GO:0045893|GO:0003677|GO:0006351 NM_022123 Hs.657892 64067 hs|14q13.1 ENST00000346562 neuronal PAS domain protein 3 THC2476625 TCAAGATGGAAAGAGACAAGCATAAACAATGTGCCCTGTTTGACTAAGTCAAATGAAATA 24.186354 11.058777 4.505538 3.475586 25.613602 26.141077 20.804384 11.641842 13.667902 7.866588 4.605336 4.5042987 4.4069805 3.415237 3.8177786 3.1937423

A_33_P3254634 0.005777536 0.091574534 2.4939517 Up NM_006810 chr3:122821281-122821340 PDIA5 Homo sapiens protein disulfide isomerase family A, member 5 (PDIA5), transcript variant 1, mRNA [NM_006810] GO:0034976|GO:0006457|GO:0005783|GO:0016491|GO:0005789|GO:0005788|GO:0003756|GO:0045454|GO:0006987|GO:0044267|GO:0055114|GO:0030968 NM_006810 Hs.477352 10954 hs|3q21.1 ENST00000495004 protein disulfide isomerase family A, member 5 THC2667196 GCAAGAAGATGAAAGTTGACCTGAGCCCGAAGGACAAAAAGGTTGAATTATTCCATTACC 77.444183 26.49483 6.135969 4.817535 81.39529 79.4368 71.50046 28.164787 28.314724 23.00498 6.223309 6.0482936 6.136303 4.7503414 4.9188466 4.783417

A_24_P5305 0.016810031 0.133301704 2.5105557 Up NM_003119 chr16:89616903-89616962 SPG7 Homo sapiens spastic paraplegia 7 (pure and complicated autosomal recessive) (SPG7), transcript variant 1, mRNA 
[NM_003119]

GO:0005515|GO:0008219|GO:0017111|GO:0031966|GO:0005524|GO:0007399|GO:0005739|GO:0006508|GO:0008233|GO:0008270|GO:0051082|GO:0007005|GO:0008089|GO:0016021|GO:0004222 NM_003119 Hs.185597 6687 hs|16q24.3 ENST00000566221 spastic paraplegia 7 (pure and complicated autosomal recessive) THC2579024 GACTGCCAAAAAGAGCAAGATCCTGTCCAAGGAAGAACAGAAAGTGGTTGCGTTTCATGA 100.334957 33.401139 6.493616 5.16561 109.14329 106.021095 85.840485 32.20991 37.47375 30.519758 6.626831 6.4577637 6.3962545 4.953194 5.343036 5.200599

A_33_P3379046 0.004822993 0.08636732 2.1517702 Up XR_112442 chr2:222439103-222439162 LOC729770 PREDICTED: Homo sapiens uncharacterized LOC729770 (LOC729770), misc_RNA [XR_112442] XR_112442 Hs.591612 729770 hs|2q36.1 uncharacterized LOC729770 THC2608026 GGGGATATATGTATGTGTGTGTGCGTGCATAAATTATTTAAAATAACTGCACTAAATCCC 142.165197 55.003611 6.990924 5.8854 139.8482 154.83652 131.81087 66.89958 53.33362 44.777634 6.9802732 6.9827003 7.009797 6.0106015 5.872263 5.773334

A_33_P3247858 0.000727038 0.056164713 2.4358217 Up NM_001166461 chrX:154019318-154019259 MPP1 Homo sapiens membrane protein, palmitoylated 1, 55kDa (MPP1), transcript variant 3, mRNA [NM_001166461] GO:0005622|GO:0005515|GO:0007165|GO:0016020|GO:0005887|GO:0090022|GO:0046939|GO:0032420|GO:0004385|GO:0030863 NM_001166461 Hs.496984 4354 hs|Xq28 ENST00000488694 membrane protein, palmitoylated 1, 55kDa NP1465354 CCTAGAAATCAATGGCACAAATGTGACAAATCATTCAGTGGATCAGCTGCAGAAGGCGAT 88.614928 30.879961 6.325796 5.041387 89.24932 96.21205 80.383415 35.991035 31.003252 25.645597 6.359721 6.3190913 6.298575 5.11049 5.068805 4.9448667

A_24_P157156 0.00350009 0.080930773 2.4617548 Up NM_001080539 chr2:197590735-197590794 CCDC150 Homo sapiens coiled-coil domain containing 150 (CCDC150), mRNA [NM_001080539] NM_001080539 Hs.132519 284992 hs|2q33.1 ENST00000494389 coiled-coil domain containing 150 NP1158507 TGCATGCTGAACGCATAGAAGCTCTAAGAAAGCAGTTTCAAACCGAGAGAGAAACTACAA 39.445693 14.36375 5.190396 3.890709 41.28217 38.64105 38.41386 16.904078 14.13576 12.051412 5.269918 5.0402217 5.2610493 3.9853582 3.8658576 3.820912

A_23_P97123 0.016621344 0.132752911 4.2733604 Up NR_026844 chr1:168215109-168215050 ANKRD36BP1 Homo sapiens ankyrin repeat domain 36B pseudogene 1 (ANKRD36BP1), non-coding RNA [NR_026844] NR_026844 Hs.537067 84832 hs|1q24.2 ENST00000358576 ankyrin repeat domain 36B pseudogene 1 THC2477644 GTGTTAAGAAATACAATTAAAAAGCAAGATGGCCAAATTGAGCAGCTTCAGAAAATCCTG 35.051485 7.608873 5.009305 2.913934 31.297222 29.460064 44.39717 9.6876545 7.0086017 6.130363 4.8881264 4.665022 5.4747663 3.138044 2.7645605 2.8391972

A_33_P3349840 0.001461161 0.064025214 2.0399479 Up chr2:024553470-024553529 hs|2p23.3 ATAACCTTGCAGAAAATGGAGATGCTAAAACAGACGGGGCACAGAAAGCTGAAAGTGCTG 4111.980667 1729.5761 11.893961 10.865429 4000.7769 4549.764 3785.4011 2134.7263 1621.4327 1432.5693 11.872418 11.900063 11.909402 10.922559 10.834487 10.83924

A_33_P3763846 0.000384802 0.055027037 2.0665335 Up NM_002969 chr22:50695576-50695517 MAPK12 Homo sapiens mitogen-activated protein kinase 12 (MAPK12), mRNA [NM_002969] GO:0005515|GO:0048011|GO:0006355|GO:0000287|GO:0005730|GO:0007265|GO:0005634|GO:0005524|GO:0006351|GO:0006975|GO:0005829|GO:0042692|GO:0005739|GO:0007165|GO:0005737|GO:0051149|GO:0007517|GO:0018105|GO:0000165|GO:0004674|G
O:0045445|GO:0007050|GO:0005654|GO:0004707

NM_002969 Hs.432642 6300 hs|22q13.33 ENST00000215659 mitogen-activated protein kinase 12 NP091337 AAACATGAGAAGCTAGGCGAGGACCGGATCCAGTTCCTCGTGTACCAGATGCTGAAGGGG 28.153985 12.538597 4.715277 3.668064 31.964334 28.404419 24.093203 16.01267 11.395069 10.208051 4.921218 4.6145916 4.6100206 3.9025335 3.527496 3.5741625

A_24_P83787 0.03104958 0.167391963 2.1833881 Up NM_001012959 chr1:231931006-231935876 DISC1 Homo sapiens disrupted in schizophrenia 1 (DISC1), transcript variant S, mRNA [NM_001012959] GO:0031929|GO:0005515|GO:0021846|GO:0005813|GO:0090128|GO:0030054|GO:0005874|GO:0030177|GO:0000226|GO:0002052|GO:0014069|GO:0005739|GO:2000060|GO:0008104|GO:0051560|GO:0045211|GO:0010975|GO:0021799|GO:0001764|GO:0060070 NM_001012959 Hs.13318 27185 hs|1q42.2 ENST00000366636 disrupted in schizophrenia 1 THC2601343 ATCCCTCAACTTGTCACTTAAAGAAATCACTACTAAGGTGTGTATGAGTGAGAAATTCTG 20.196172 8.900748 4.249252 3.122684 18.878283 23.45417 18.256063 11.138319 9.931525 5.6324 4.1730013 4.3450956 4.2296596 3.3489177 3.3025305 2.7166026

A_33_P3231262 0.040437046 0.186932167 2.110817 Up NR_034107 chr5:52410057-52410116 LOC257396 Homo sapiens uncharacterized LOC257396 (LOC257396), transcript variant 1, long non-coding RNA [NR_034107] NR_034107 Hs.12326 257396 hs|5q11.2 uncharacterized LOC257396 THC2620722 ATGCTACAGTGCTCTTTTAGCTCTACCATCCGTAGGTGGCTTAAGTGTAAACAGCTCAGT 27.268304 11.659394 4.660076 3.582274 33.383797 26.156677 22.264439 11.98502 12.915471 10.077691 4.9801183 4.5059423 4.4941664 3.4650288 3.7276506 3.554143

A_23_P124927 0.023049652 0.150156994 2.3150431 Up NM_006480 chr5:176798914-176798973 RGS14 Homo sapiens regulator of G-protein signaling 14 (RGS14), mRNA [NM_006480] GO:0008017|GO:0030054|GO:0005886|GO:0038032|GO:0030159|GO:0060291|GO:0005634|GO:0043620|GO:0030425|GO:0035556|GO:0001965|GO:0031914|GO:0005737|GO:0007059|GO:0043197|GO:0050769|GO:0045211|GO:0043407|GO:0070373|GO:0007051|
GO:0007612|GO:0006979|GO:0005813|GO:0019901|GO:0007616|GO:0005874|GO:0005819|GO:0014069|GO:0010070|GO:0006913|GO:0043547|GO:0032794|GO:0016604|GO:0000922|GO:0007067|GO:0008277|GO:0008542|GO:0016605|GO:0048008|GO:0005092|
GO:0005057|GO:0051301|GO:0005096

NM_006480 Hs.9347 10636 hs|5q35.3 ENST00000503044 regulator of G-protein signaling 14 THC2785493 CCACGACCAGAGGGGCCTTCTGAGGAAAGAGGACCTGGTACTTCCAGAATTTCTGCAGCT 86.662238 31.79196 6.28988 5.078841 83.074135 98.47997 78.43261 26.841639 38.233006 30.301235 6.2556553 6.3466344 6.2673492 4.674847 5.3703327 5.191342

A_24_P231057 0.006440981 0.096127209 2.5675597 Up NM_148894 chr4:13584292-13583892 BOD1L1 Homo sapiens biorientation of chromosomes in cell division 1-like 1 (BOD1L1), mRNA [NM_148894] GO:0005730|GO:0005634|GO:0003677 NM_148894 Hs.744935 259282 hs|4p15.33 ENST00000511119 biorientation of chromosomes in cell division 1-like 1 THC2617740 GGTCATGGAAGAAAAAGATGAATATAGCAGCAGTGAAACTACTGGTGAAAAGCCAGAGCA 55.345921 19.04189 5.661224 4.300826 56.922527 59.680218 49.435017 24.0353 16.416878 16.673492 5.71089 5.6538725 5.618908 4.516129 4.086027 4.300321

A_23_P218412 0.007465009 0.100712146 2.2327426 Up NM_004890 chr17:4863798-4863599 SPAG7 Homo sapiens sperm associated antigen 7 (SPAG7), mRNA [NM_004890] GO:0005634|GO:0003676 NM_004890 Hs.90436 9552 hs|17p13.2 ENST00000572148 sperm associated antigen 7 THC2614383 CAAGAAAAAGTTTCAGCCAATGAACAAGATCGAGAGGAGCATACTACATGATGTGGTGGA 101.843607 38.282476 6.529223 5.370406 91.42431 108.02382 106.08269 35.871624 42.22899 36.746815 6.393036 6.4831758 6.7114577 5.1040974 5.5225163 5.484605

A_24_P70993 5.96894E-05 0.044520761 2.0826069 Up NM_002414 chrX:2638454-2640715 CD99 Homo sapiens CD99 molecule (CD99), transcript variant 1, mRNA [NM_002414] GO:0005737|GO:0005886|GO:0005887|GO:0007155 NM_002414 Hs.653349 4267 hs|Xp22.33 ENST00000497752 CD99 molecule NP088525 CTAGTTCCTCCGGTAGCTTTTCAGATGCTGACCTTGCGGATGGCGTTTCAGGTGGAGAAG 591.371513 221.329013 9.019083 7.960693 513.0133 696.4041 564.69714 227.02597 233.13644 203.82463 8.839475 9.123909 9.093866 7.7665863 8.066213 8.049279

A_32_P113436 0.042902397 0.190646412 2.2297841 Up NM_001011724 chr13:53216921-53216980 HNRNPA1L2 Homo sapiens heterogeneous nuclear ribonucleoprotein A1-like 2 (HNRNPA1L2), transcript variant 1, mRNA 
[NM_001011724]

GO:0008380|GO:0006397|GO:0005737|GO:0000166|GO:0003723|GO:0005681|GO:0051028 NM_001011724 Hs.447506 144983 hs|13q14.3 ENST00000562726 heterogeneous nuclear ribonucleoprotein A1-like 2 NP1190980 AGATGCCCACTTAACTGTGAAAAAGATATTTGTTGGTGGCATTAAAGAAGACACTGAAGA 5643.306 2286.173067 12.361445 11.204541 5394.2163 6302.6514 5233.0503 3450.4214 1824.2394 1583.8584 12.304701 12.384759 12.394874 11.642738 10.997592 10.973292

A_24_P392480 0.00489468 0.08636732 2.0517803 Up NM_001012643 chr19:46393942-46393883 MYPOP Homo sapiens Myb-related transcription factor, partner of profilin (MYPOP), mRNA [NM_001012643] GO:0003700|GO:0003682|GO:0005634|GO:0000122|GO:0003677|GO:0042803|GO:0006351 NM_001012643 Hs.515478 339344 hs|19q13.32 ENST00000322217 Myb-related transcription factor, partner of profilin THC2473467 CACACAAGCGGAGAAAAGGTTTCCCTACACGGAAAAGGCGCGGCCGATGGAAATCTCCGT 144.147387 56.986851 7.002389 5.965512 129.14307 169.81389 133.4852 59.34618 55.78709 55.827282 6.863926 7.116111 7.027129 5.838303 5.9478755 6.1103587

A_24_P363477 0.030424679 0.166133046 2.2421781 Up NM_013393 chr7:2274904-2274845 FTSJ2 Homo sapiens FtsJ RNA methyltransferase homolog 2 (E. coli) (FTSJ2), mRNA [NM_013393] GO:0005739|GO:0031167|GO:0008283|GO:0006364|GO:0008650|GO:0005730 NM_013393 Hs.279877 29960 hs|7p22.3 ENST00000440306 FtsJ RNA methyltransferase homolog 2 (E. coli) THC2636176 AAGTCAAAGCCGTCGGTTACAGAGGAGACTGACAGAGGAATTCCAGAATGTAAGGATCAT 263.740137 97.493823 7.864896 6.699996 247.95691 297.56442 245.69908 136.62228 85.17548 70.68371 7.80232 7.9017553 7.890614 7.049711 6.578256 6.4720197

A_23_P50399 0.007922751 0.102056493 2.2507088 Up NM_138353 chr19:14071142-14071201 DCAF15 Homo sapiens DDB1 and CUL4 associated factor 15 (DCAF15), mRNA [NM_138353] GO:0016567 NM_138353 Hs.443636 90379 hs|19p13.12 ENST00000591385 DDB1 and CUL4 associated factor 15 THC2754014 AACACAGGGATCTTCGAGACAGTCAGTGTAGGCGACCTGACTGAGGTCAAAGGGCAGACC 68.053782 25.587427 5.942201 4.771822 67.66406 78.85972 57.637566 25.315535 27.709976 23.73677 5.95459 6.0388727 5.8331413 4.5920115 4.8921833 4.831271

A_23_P67271 0.002258675 0.073831925 2.1359702 Up NM_002741 chr19:14580209-14580268 PKN1 Homo sapiens protein kinase N1 (PKN1), transcript variant 2, mRNA [NM_002741] GO:0005515|GO:0042826|GO:0005886|GO:2000145|GO:0005634|GO:0050681|GO:0032154|GO:0042393|GO:0005737|GO:0030374|GO:0005080|GO:0006357|GO:0030496|GO:0007257|GO:0035407|GO:0006972|GO:0005524|GO:0006351|GO:0035402|GO:0048365|G
O:0007165|GO:0004672|GO:0004674|GO:0003682|GO:0010631|GO:0016023|GO:0006468|GO:0004697|GO:0017049|GO:0005768

NM_002741 Hs.466044 5585 hs|19p13.12 ENST00000591461 protein kinase N1 NP1466502 TGGTGAACCTCTTCGGCTGTTTCCAGACACCGGAGCACGTGTGCTTCGTGATGGAGTACT 160.6681 60.950211 7.159265 6.064373 157.9874 180.54759 143.46931 64.53239 62.19988 56.118362 7.1467915 7.199426 7.131577 5.9551406 6.119316 6.1186633

A_33_P3309271 0.004658229 0.085778977 2.6049615 Up NM_001199323 chr6:8062828-8062769 BLOC1S5 Homo sapiens biogenesis of lysosomal organelles complex-1, subunit 5, muted (BLOC1S5), transcript variant 3, 
mRNA [NM_001199323]

GO:0030133|GO:0005515|GO:0050942|GO:0048490|GO:0031083|GO:0032438|GO:0035646|GO:0008089|GO:0032402|GO:0031175 NM_001199323 Hs.719272 63915 hs|6p24.3 ENST00000397456 biogenesis of lysosomal organelles complex-1, subunit 5, muted NP1243637 GGCTTTTGGATCACAGACCAGTTATTCAAGGTGAAACTCGTTATTTTGTAAAAGAATTTG 72.707327 24.180532 6.044454 4.663192 72.42435 79.66829 66.02934 30.340761 22.587568 19.613266 6.0545926 6.0518293 6.0269403 4.8623676 4.582999 4.5442095

A_24_P26177 0.006844886 0.098555533 2.0842348 Up NM_014703 chr3:51450745-51450471 VPRBP Homo sapiens Vpr (HIV-1) binding protein (VPRBP), transcript variant 1, mRNA [NM_014703] GO:0005515|GO:0005737|GO:0033151|GO:0016567|GO:0008180|GO:0030183|GO:0016032|GO:0035212|GO:0005634|GO:0000122|GO:0005524|GO:0006351 NM_014703 Hs.716623 9730 hs|3p21.2 ENST00000564971 Vpr (HIV-1) binding protein THC2683323 AAACCTATAGCAACCATTGATGTGAAACGGAACATCTTTGACCTGTGTACAGACACCAAA 107.699467 43.953149 6.594513 5.534995 116.08493 112.94653 94.06694 58.6785 38.48949 34.691456 6.7078524 6.5464363 6.529249 5.8234797 5.382501 5.3990035

A_33_P3421480 0.012347365 0.118333712 2.0122041 Up AK124561 chr17:77389443-77389384 LOC100133145 Homo sapiens cDNA FLJ42570 fis, clone BRACE3007767. [AK124561] Hs.661902 100133145 hs|17q25.3 uncharacterized LOC100133145 THC2632258 TGTATTGTAACCACGACTCTCCTGTCTTCTAACAAGCAAGTTAGGTGCAGGTGGAAGTGT 79.089638 33.500588 6.165616 5.156839 84.1673 82.057915 71.0437 37.051907 36.77871 26.671146 6.275712 6.0939717 6.127163 5.1591244 5.3114014 4.999991

A_32_P23624 0.028293245 0.161764737 2.0225621 Up NM_012089 chr1:229652984-229652925 ABCB10 Homo sapiens ATP-binding cassette, sub-family B (MDR/TAP), member 10 (ABCB10), mRNA [NM_012089] GO:0005215|GO:0006200|GO:0032592|GO:0006810|GO:0005743|GO:0042626|GO:0055085|GO:0005524|GO:0042803 NM_012089 Hs.17614 23456 hs|1q42.13 ENST00000344517 ATP-binding cassette, sub-family B (MDR/TAP), member 10 THC2463247 AGTTTGGAAGTCCTTGCTATTCAACAGAATAACAAGAAACCTTCAGAATGTATCACTCTC 1328.673 536.9561 10.21902 9.202836 1164.3657 1543.2651 1278.3882 717.2299 475.38324 418.25516 10.054523 10.296064 10.306474 9.387518 9.113667 9.107324

A_33_P3408054 0.005336362 0.088373992 2.095263 Up AY956763 chr4:13339014-13339073 heat shock protein 90kDa alpha (cytosolic), class B member 2, pseudogene [Source:HGNC Symbol;Acc:32537] [ENST00000602906] Hs.590925 hs|4p15.33 ENST00000602906 NP1455478 TATAAGAGCCTCACCAATGACTGGAAAGACCACTTGGCAGTCAGGTACTTTTCTGTAGAA 4820.1335 2013.8554 12.12728 11.060149 5137.266 5036.0825 4287.052 2774.2397 1747.9753 1519.3512 12.246924 12.040386 12.094531 11.330359 10.935052 10.915036

A_32_P232214 0.000989496 0.058773886 3.22561 Up NM_001194986 chr1:48231388-48231329 TRABD2B Homo sapiens TraB domain containing 2B (TRABD2B), mRNA [NM_001194986] GO:0005515|GO:0017147|GO:0031301|GO:0005887|GO:0018158|GO:0008152|GO:0030178|GO:0006508|GO:0016055|GO:0004222|GO:0046872|GO:0070062 NM_001194986 Hs.61504 388630 hs|1p33 ENST00000606738 TraB domain containing 2B THC2623365 TTTCCCATAGTGCTATGGGGCTCTTTTGTAAAATACGTGTCCATATTAAAAAAGAAAAAT 16.966193 5 4.015975 2.326403 16.72699 17.339882 16.831707 4.9999995 4.9999995 4.9999995 3.9984727 3.927139 4.122314 2.3219874 2.3224466 2.3347757

A_24_P290373 0.030734405 0.166624659 2.2903862 Up NM_022101 chrX:118672116-118672112 CXorf56 Homo sapiens chromosome X open reading frame 56 (CXorf56), transcript variant 1, mRNA [NM_022101] NM_022101 Hs.248572 63932 hs|Xq24 ENST00000320339 chromosome X open reading frame 56 NP868136 TGTAACACAGAAGACGAAGAGACTATGTATCTGCGGAGACCTGAAGGCATTGAACTACAG 37.075237 14.577045 5.096946 3.901355 33.353004 43.571186 34.30152 18.073107 11.976241 13.681788 4.9786787 5.213393 5.0987673 4.090116 3.6046073 4.009343

A_33_P3307660 0.01677085 0.133301704 2.2096571 Up NM_001184854 chr16:87744901-87744842 KLHDC4 Homo sapiens kelch domain containing 4 (KLHDC4), transcript variant 3, mRNA [NM_001184854] GO:0005515 NM_001184854 Hs.123450 54758 hs|16q24.2 ENST00000347925 kelch domain containing 4 NP163336 CTTCAACGATCTGTACTTCTACGACGCCACCAGGAACCGTTGGTTTGAGGGACAGCTGAA 28.666894 11.972077 4.737888 3.594065 27.886272 32.32626 25.788149 14.004771 13.688458 8.223001 4.7280045 4.78608 4.6995792 3.7048762 3.819805 3.257515

A_23_P109235 0.017353032 0.135042123 2.267367 Up NM_016732 chr20:32663841-32664561 RALY Homo sapiens RALY heterogeneous nuclear ribonucleoprotein (RALY), transcript variant 1, mRNA [NM_016732] GO:0005515|GO:0000166|GO:0000398|GO:0003723|GO:0005634|GO:0071013 NM_016732 Hs.136947 22913 hs|20q11.22 ENST00000493399 RALY heterogeneous nuclear ribonucleoprotein THC2499777 TCAAGTTAAAGAGCAGTGAGCTGCAGGCCATCAAGACGGAGCTGACACAGATCAAGTCCA 353.639583 123.211057 8.28733 7.106312 374.50607 383.30038 303.1123 122.49372 132.73508 114.40437 8.394635 8.26798 8.199374 6.8985405 7.234907 7.1854877

A_23_P257176 0.04112667 0.187796026 2.0282062 Up NM_031467 chr5:139750722-139751068 SLC4A9 Homo sapiens solute carrier family 4, sodium bicarbonate cotransporter, member 9 (SLC4A9), transcript variant 2, 
mRNA [NM_031467]

GO:0005886|GO:0005452|GO:0045177|GO:0015701|GO:0016021|GO:0055085|GO:0006811 NM_031467 Hs.550313 83697 hs|5q31.3 ENST00000432095 solute carrier family 4, sodium bicarbonate cotransporter, member 9 THC2487023 GGGGTGGCAGCGCTCAGCAGCATTCAGTTCACTAATAGGGTGAAGCTGTTGTTGATGCCA 22.970894 10.552972 4.416972 3.396768 28.839794 20.279839 19.793049 12.57204 7.618257 11.468618 4.7710533 4.1422887 4.337574 3.5447905 2.9011524 3.74436

A_24_P80532 0.024772855 0.153781639 2.298249 Up NM_004354 chr4:78082710-78082859 CCNG2 Homo sapiens cyclin G2 (CCNG2), mRNA [NM_004354] GO:0007067|GO:0005737|GO:0051726|GO:0000075 NM_004354 Hs.740456 901 hs|4q21.1 ENST00000354403 cyclin G2 NP082339 AACCATCTGTATTAGCCTTGTGCCTTCTCAATTTGGAAGTGGAAACTTTGAAATCTGTTG 112.374705 43.461697 6.654785 5.45425 125.779076 115.176605 96.168434 66.74273 34.94045 28.70191 6.827507 6.57769 6.559158 6.0072823 5.23947 5.1159973

A_23_P142205 0.006110632 0.093840518 2.303131 Up NM_006866 chr19:55086794-55086853 LILRA2 Homo sapiens leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 2 (LILRA2), transcript 
variant 2, mRNA [NM_006866]

GO:0007165|GO:0006952|GO:0004872|GO:0016021|GO:0003823|GO:0002376 NM_006866 Hs.655593 11027 hs|19q13.42 ENST00000439534 leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), 
member 2

NP322453 CAGTGTGTCTCTGATGTCGGCTACGACAGATTTGTTCTGTATAAGGAGGGAGAGCGTGAC 94.770373 34.455014 6.415514 5.211918 99.54422 101.257385 83.509514 36.25826 34.407997 32.698784 6.501772 6.3898997 6.3548717 5.1220984 5.2147646 5.298891

A_33_P3310198 0.048154697 0.200956579 3.1927979 Up chr11:077183550-077183609 hs|11q14.1 TGCTTGCTACTTGCCCGTTTTGGGGCATAAAACCAAACTTCTGGAGCTTTTAAGGCTGGA 80.10112 23.47971 6.182125 4.507304 76.53722 84.97792 78.78822 38.234585 15.37147 16.833076 6.1298056 6.143196 6.2733736 5.209778 3.9950085 4.317125

A_23_P121265 0.046677843 0.198386399 2.1580723 Up NM_007284 chr3:52264904-52264046 TWF2 Homo sapiens twinfilin actin-binding protein 2 (TWF2), mRNA [NM_007284] GO:0032532|GO:0048471|GO:0042989|GO:0071300|GO:0045773|GO:0032420|GO:0005546|GO:0030175|GO:0030016|GO:0005524|GO:0030027|GO:0030426|GO:0003785|GO:0010592|GO:0051016|GO:0005737|GO:0071363|GO:0032956|GO:0030837|GO:0005080|G
O:0010976|GO:0030030|GO:0005856|GO:0070062

NM_007284 Hs.436439 11344 hs|3p21.2 ENST00000305533 twinfilin actin-binding protein 2 THC2695624 GGTCAACTACATCCAGATGAAGCTGGACCTAGAGCGGGAAACCATTGAGCTGGTGCACAC 222.555447 83.43676 7.622611 6.512868 220.64066 246.61755 200.40813 67.81268 99.0773 83.4203 7.6346097 7.635618 7.5976057 6.0287285 6.800655 6.7092204

A_23_P51853 0.021366366 0.145281503 2.0361377 Up NM_032283 chr1:27181106-27181165 ZDHHC18 Homo sapiens zinc finger, DHHC-type containing 18 (ZDHHC18), mRNA [NM_032283] GO:0018345|GO:0005794|GO:0016409|GO:0008270|GO:0034613|GO:0016021|GO:0019706 NM_032283 Hs.523710 84243 hs|1p36.11 ENST00000374142 zinc finger, DHHC-type containing 18 THC2461425 GCATGGGTGGGTTATGCTCATGCTGGCAATACTTGAAACGGGTTTATTAATGCTGGGTAT 25.830803 11.773281 4.596919 3.571083 25.856684 28.141674 23.494051 13.805611 13.375258 8.138973 4.6198826 4.60238 4.568493 3.6836417 3.7840545 3.245554

A_33_P3419139 0.001789009 0.068803472 2.326897 Up NM_001127211 chr10:118645949-118645890 KIAA1598 Homo sapiens KIAA1598 (KIAA1598), transcript variant 1, mRNA [NM_001127211] GO:0030424|GO:0007411|GO:0019900 NM_001127211 Hs.501140 57698 hs|10q25.3 ENST00000392903 KIAA1598 THC2467694 CAACTCAACACAAGGAGGATGAAGGCGAAATTCAACCAGAAAACAAAGAAGACAGCATTG 110.116742 39.293891 6.625634 5.407226 115.37973 119.31365 95.656845 44.118057 38.293457 35.470158 6.7011704 6.625294 6.550437 5.414206 5.3743534 5.43312

A_24_P930926 0.005783785 0.091574534 2.1750725 Up NM_004874 chr8:38070565-38070624 BAG4 Homo sapiens BCL2-associated athanogene 4 (BAG4), transcript variant 1, mRNA [NM_004874] GO:0051897|GO:0043066|GO:0005886|GO:2001145|GO:0051087|GO:0005634|GO:0072659|GO:0051291|GO:0005829|GO:0045785|GO:0035556|GO:0033138|GO:0010763|GO:0030838|GO:0071364|GO:0006457|GO:0090367|GO:0071356|GO:0051496|GO:0097178|
GO:0005057

NM_004874 Hs.194726 9530 hs|8p11.23 ENST00000287322 BCL2-associated athanogene 4 THC2634302 ATTCCAAATACCAATATCAAAGAAAACTAAGTTGGTAATCTATCTCAGAAAATATATGAA 1743.0888 645.465257 10.61723 9.496167 1651.1426 1974.6066 1603.5172 660.75793 691.355 584.28284 10.5594635 10.658136 10.634092 9.268305 9.639392 9.580804

A_33_P3360426 0.008853558 0.105645868 2.0494098 Up NM_017491 chr4:10099497-10099438 WDR1 Homo sapiens WD repeat domain 1 (WDR1), transcript variant 1, mRNA [NM_017491] GO:0005737|GO:0030054|GO:0007596|GO:0007605|GO:0002576|GO:0002102|GO:0030168|GO:0005576|GO:0003779|GO:0042995|GO:0070062|GO:0005829 NM_017491 Hs.128548 9948 hs|4p16.1 ENST00000264785 WD repeat domain 1 THC2529789 CTGGGATAGTGGCTCTTCTGTGGGCGAGATTACAGGACACAACAAAGTCATCAACAGCGT 100.539005 40.671288 6.497428 5.46222 104.60759 110.8911 86.118324 41.836952 43.420322 36.75659 6.5675817 6.5214357 6.403267 5.337572 5.563986 5.485101

A_33_P3211633 0.014547192 0.126408288 3.1046129 Up NM_006784 chr1:118475952-118476011 WDR3 Homo sapiens WD repeat domain 3 (WDR3), mRNA [NM_006784] GO:0031965|GO:0005730|GO:0005634 NM_006784 Hs.310809 10885 hs|1p12 ENST00000369441 WD repeat domain 3 NP299068 ACCAAGCAGTACCTACGCTATGTTGCTAGTGCGGTCTTTGGCGTTATCGGCAGCCAAAAA 39.267971 11.525964 5.17768 3.543267 37.574234 45.5296 34.70008 13.919958 9.580975 11.07696 5.144085 5.2751064 5.1138496 3.697443 3.2422903 3.6900675

A_33_P3350728 0.039965907 0.185952264 3.4236849 Up NM_001282984 chr2:242403335-242403394 FARP2 Homo sapiens FERM, RhoGEF and pleckstrin domain protein 2 (FARP2), transcript variant 3, mRNA [NM_001282984] GO:0008092|GO:0071800|GO:0031532|GO:0030316|GO:0033623|GO:0005829|GO:0016322|GO:0005737|GO:0016601|GO:0032314|GO:0007411|GO:0071526|GO:0032319|GO:0005089|GO:0005856|GO:0007155|GO:0030676|GO:0019898 NM_001282984 Hs.726316 9855 hs|2q37.3 ENST00000373287 FERM, RhoGEF and pleckstrin domain protein 2 THC2676315 CACAAAAGGCAGTCATCAACGAATCGGGGACATCCTGCTCAGGAACATGCGCCAGTTAAA 25.306482 7.164533 4.557238 2.781688 22.497942 29.65111 23.770395 10.91890054.9999995 5.5746994 4.4128532 4.672037 4.586825 3.317739 2.3224466 2.7048798

A_32_P216548 0.016160172 0.130773607 2.0505859 Up NM_015627 chr1:25894399-25894458 LDLRAP1 Homo sapiens low density lipoprotein receptor adaptor protein 1 (LDLRAP1), mRNA [NM_015627] GO:0005515|GO:0030424|GO:0035615|GO:0035612|GO:0005883|GO:0030159|GO:0005829|GO:0090205|GO:0031623|GO:0009925|GO:0001540|GO:0030276|GO:0006810|GO:0008203|GO:0090118|GO:0042632|GO:0035591|GO:0030121|GO:0030122|GO:0043393|G
O:0005546|GO:0009967|GO:0042982|GO:0006898|GO:0048260|GO:0009898|GO:0001784|GO:0055037|GO:0090003|GO:0005769|GO:0050750

NM_015627 Hs.590911 26119 hs|1p36.11 ENST00000488127 low density lipoprotein receptor adaptor protein 1 THC2481690 GATGATGTGTGAAACCTGACACCTAGATTTATTTGGAAATATTCTATGACCACTTTACAG 51.124364 21.934724 5.550214 4.514178 51.769733 56.39487 45.20849 28.289833 18.84878 18.665558 5.5713587 5.581619 5.4976645 4.757297 4.3066416 4.478595

A_24_P130936 0.000654405 0.055581241 2.4043233 Up NM_004660 chrY:15027862-15027921 DDX3Y Homo sapiens DEAD (Asp-Glu-Ala-Asp) box helicase 3, Y-linked (DDX3Y), transcript variant 2, mRNA [NM_004660] GO:0008026|GO:0005737|GO:0006200|GO:0003723|GO:0005634|GO:0005524|GO:0003677 NM_004660 Hs.99120 8653 hs|Yq11.21 ENST00000360160 DEAD (Asp-Glu-Ala-Asp) box helicase 3, Y-linked THC2693468 AGAACATCACACAGAAAGTAGTTTGGGTGGAAGACTTAGATAAACGGTCATTTCTACTGG 108.098862 37.680291 6.604935 5.339304 108.320816 117.96722 98.00855 43.42061 35.972256 33.648006 6.6181707 6.6098285 6.586807 5.392614 5.280077 5.3452225

A_33_P3309231 0.002943979 0.077146692 2.0305966 Up NM_172002 chr22:29153434-29153493 HSCB Homo sapiens HscB mitochondrial iron-sulfur cluster co-chaperone (HSCB), mRNA [NM_172002] GO:0005739|GO:0005515|GO:0003674|GO:0005813|GO:0005737|GO:0016226|GO:0005886|GO:0006457|GO:0051087|GO:0051259|GO:0046872 NM_172002 Hs.632780 150274 hs|22q12.1 ENST00000216027 HscB mitochondrial iron-sulfur cluster co-chaperone CTGCACTCCAGCTTGGGCAACAGAGTGAGACTTAATCTTGAAAAATAAATAAATGAAAAA 27041.862 11742.897 14.619875 13.597971 29373.74 28708.926 23042.92 12732.429 11988.79 10507.472 14.730023 14.584154 14.545448 13.598449 13.601488 13.593977
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Figure S1 NC vs. CA 2.0 fold up regulated genes.
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A_32_P50123 0.02392967 0.152006432 2.4800066 Up NM_001271870 chr1:143916261-144013912 SRGAP2B Homo sapiens SLIT-ROBO Rho GTPase activating protein 2B (SRGAP2B), mRNA [NM_001271870] NM_001271870 Hs.497575 647135 hs|1q21.1 ENST00000467933 SLIT-ROBO Rho GTPase activating 
protein 2B

THC2518279 TCAAAAAGGATAAGGAGATCATAGCAGAGTACGATACTCAGGTCAAAGAGATCCGTGCTC 41.314368 15.472831 5.255203 3.944859 42.850548 42.82911 38.263447 22.504383 12.58281 11.331299 5.32169 5.1890182 5.254902 4.423932 3.6850853 3.7255611

A_33_P3281816 0.002710968 0.076235835 2.2573592 Up NM_006367 chr1:40529942-40530001 CAP1 Homo sapiens CAP, adenylate cyclase-associated protein 1 (yeast) (CAP1), transcript variant 1, mRNA [NM_006367] GO:0030036|GO:0005886|GO:0001667|GO:0030168|GO:0003779|GO:0006898|GO:0007165|GO:0007190|GO:0007163|GO:0007411|GO:0007596|GO:0002576|GO:0030864|GO:0070062 NM_006367 Hs.370581 10487 hs|1p34.2 ENST00000449311 CAP, adenylate cyclase-associated 
protein 1 (yeast)

THC2509677 AAGAAGTGATAACCTTTCGGGAGAAGAACCGAGGCAGCAAGTTGTTTAATCACCTGTCAG 5306.974667 2014.7198 12.262367 11.087731 5707.293 5566.142 4647.489 2376.2263 1969.1919 1698.7412 12.394127 12.192675 12.2003 11.097895 11.092184 11.073115

A_32_P169574 0.008230473 0.103317808 2.2618768 Up NM_017602 chrX:48783309-48783250 OTUD5 Homo sapiens OTU deubiquitinase 5 (OTUD5), transcript variant 1, mRNA [NM_017602] GO:0071108|GO:0004843|GO:0070536|GO:0045087|GO:0032496|GO:0006508|GO:0032480|GO:0005829 NM_017602 Hs.496098 55593 hs|Xp11.23 ENST00000484499 OTU deubiquitinase 5 THC2506638 GATGAAGAATGCCATAAAAACATCGGAGGAGTCATGGATTGAACAGCAGATGCTAGAAGA 31.913533 12.856767 4.89032 3.712799 31.540697 35.570805 28.629097 15.839459 11.492551 11.238291 4.8980937 4.9245605 4.848305 3.8825207 3.54362 3.7122574

A_23_P142022 0.005107523 0.087176865 2.8034707 Up NM_015629 chr19:54629959-54631473 PRPF31 Homo sapiens pre-mRNA processing factor 31 (PRPF31), mRNA [NM_015629] GO:0000244|GO:0005515|GO:0015030|GO:0005690|GO:0005634|GO:0016607|GO:0000398|GO:0071339|GO:0043021|GO:0005684|GO:0005687|GO:0046540|GO:0070990 NM_015629 Hs.515598 26121 hs|19q13.42 ENST00000498612 pre-mRNA processing factor 31 THC2579949 TGTGGACAGTTTCCACGAGAGCACAGAAGGGAAGGTGGGCTACGAACTGAAGGATGAGAT 151.630725 44.44741 7.060458 5.573244 122.347084186.6866 145.85849 35.5296 54.64003 43.1726 6.781719 7.2472906 7.152364 5.088348 5.910867 5.7205167

A_33_P3347055 0.036572304 0.178496442 2.6037062 Up chr18:044663478-044663537 hs|18q21.1 GCAGTTTAAGATTAAGAGGCATACACCACTTGGTAAACTAATGAAAGACTATTGTGAATG 552.641593 164.08037 8.916387 7.53582 639.31415 563.2909 455.31973 155.14157 178.74164 158.3579 9.16079 8.814381 8.77399 7.2375274 7.688271 7.6816626

A_24_P345846 0.049113909 0.203114358 3.0175948 Up NM_058172 chr4:80954642-80952804 ANTXR2 Homo sapiens anthrax toxin receptor 2 (ANTXR2), transcript variant 1, mRNA [NM_058172] GO:0005515|GO:0022414|GO:0005886|GO:0005789|GO:0005576|GO:0004872|GO:0016021|GO:0046872 NM_058172 Hs.162963 118429 hs|4q21.21 ENST00000295465 anthrax toxin receptor 2 THC2470953 TGAAACATATACAACGAGTGTAAAACCAGTAAGTGTACAGCTTAATTCTATGCTTTGTCC 20.327165 6.408747 4.242014 2.648615 15.643792 25.307312 20.03039 8.980961 4.9999995 5.2452803 3.9080434 4.4623456 4.355652 3.0116563 2.3224466 2.6117408

A_23_P201086 0.021918995 0.146945777 2.2155317 Up NM_001024227 chr1:228285947-228286006 ARF1 Homo sapiens ADP-ribosylation factor 1 (ARF1), transcript variant 1, mRNA [NM_001024227] GO:0005515|GO:0043005|GO:0048471|GO:0030054|GO:0005886|GO:0007264|GO:0034315|GO:0003924|GO:0060292|GO:0044281|GO:0015031|GO:0030017|GO:0048205|GO:0005829|GO:0019886|GO:0006878|GO:0045211|GO:0061024|GO:0016032|GO:0070062|GO:0006661|GO:0006
890|GO:0006892|GO:0014069|GO:0005525|GO:0050690|GO:0006184|GO:0000139|GO:0097061|GO:0002090|GO:0005057|GO:0006644

NM_001024227 Hs.286221 375 hs|1q42.13 ENST00000478424 ADP-ribosylation factor 1 THC2559545 TTTTTTATTGTAAAAAGAAAAATCAACTCACTGTTCAGTGCTGAGAGGGGATGTAGGCCC 1323.309533 473.906647 10.214664 9.067011 1368.8258 1419.8645 1181.2383 470.13342 509.20966 442.37686 10.292984 10.167165 10.183842 8.800401 9.209573 9.191058

A_23_P212458 0.038964587 0.183618556 2.0979874 Up NM_013336 chr3:127789960-127790019 SEC61A1 Homo sapiens Sec61 alpha 1 subunit (S. cerevisiae) (SEC61A1), mRNA [NM_013336] GO:0005515|GO:0005791|GO:0002474|GO:0006614|GO:0042590|GO:0030176|GO:0045047|GO:0016020|GO:0002479|GO:0016049|GO:0043022|GO:0006620|GO:0034341|GO:0007029 NM_013336 Hs.518236 29927 hs|3q21.3 ENST00000424880 Sec61 alpha 1 subunit (S. 
cerevisiae)

NP501083 CACACTCTGGAGACCTTGCTGGCAGTGCTAGCCAGGAAACAGAGTGACCAAGGGACAAGA 816.495967 305.946553 9.49911 8.430104 835.8089 894.8647 718.8143 277.13858 345.36594 295.33514 9.570063 9.486945 9.440322 8.066213 8.635234 8.588865

A_23_P138881 0.014829032 0.126836864 2.4001969 Up NM_001104 chr11:66329598-66329745 ACTN3 Homo sapiens actinin, alpha 3 (ACTN3), transcript variant 1, coding, mRNA [NM_001104] GO:0005515|GO:0030049|GO:0005884|GO:0005509|GO:0003779|GO:0042981|GO:0042803|GO:0005829|GO:0031143|GO:0005178|GO:0048041|GO:0008307|GO:0005925 NM_001104 Hs.654432 89 hs|11q13.2 ENST00000502692 actinin, alpha 3 THC2472718 CAGCTCAACGAGTTCCGAGCATCCTTCAACCACTTTGACAGGAAGCGGAATGGGATGATG 39.144408 14.696322 5.178956 3.915803 36.605835 43.839756 36.987633 18.38391 12.596009 13.109048 5.109329 5.22234 5.2051992 4.1128182 3.687054 3.9475377

A_24_P230176 0.007736626 0.101605187 2.5111827 Up NM_199287 chr17:79640236-79640295 CCDC137 Homo sapiens coiled-coil domain containing 137 (CCDC137), mRNA [NM_199287] NM_199287 Hs.744125 339230 hs|17q25.3 ENST00000329214 coiled-coil domain containing 137 THC2470626 AAGGTTTGGTTGGGGTGAAACATGATGACAACACATACACTTAAGAAGGTGGGAACCGGG 138.718837 45.380664 6.949993 5.621626 141.00069 156.8013 118.35452 44.532925 50.331657 41.27741 6.9909344 7.002849 6.8561945 5.42772 5.783513 5.653644

A_33_P3328609 3.91564E-05 0.044520761 2.1376352 Up NM_003628 chr2:159537064-159537124 PKP4 Homo sapiens plakophilin 4 (PKP4), transcript variant 1, mRNA [NM_003628] GO:0005515|GO:0030057|GO:0072686|GO:0048471|GO:0005886|GO:0032467|GO:0044291|GO:0007267|GO:0030496|GO:0051233|GO:0030155|GO:0010628|GO:0000922|GO:0005737|GO:0016337|GO:0032321|GO:0005911|GO:0007043|GO:0009898|GO:0005856 NM_003628 Hs.407580 8502 hs|2q24.1 ENST00000426248 plakophilin 4 THC2524613 GCTTCTACTGATTAGTCAACAAGTATGGACTGAAATCGACCACAAATTATGTAGACTTTT 890.76361 330.02067 9.631507 8.535492 842.7616 1004.84973 824.6795 378.09424 325.77963 286.18814 9.585591 9.659464 9.649467 8.503277 8.55716 8.546038

A_24_P135406 0.008533005 0.104555038 2.0210754 Up NM_017634 chr8:25290129-25290070 KCTD9 Homo sapiens potassium channel tetramerization domain containing 9 (KCTD9), mRNA [NM_017634] GO:0051260 NM_017634 Hs.72071 54793 hs|8p21.2 ENST00000519665 potassium channel tetramerization 
domain containing 9

THC2463016 TGGAAGGAAGTCAGATGACAGGAATTAACCTGAGAGTGGCTACCTTAAAAGATGCAAAGT 189.773563 77.658648 7.397792 6.382668 197.2962 205.48856 166.53593 102.01723 66.36688 64.591835 7.4682255 7.382842 7.342307 6.617652 6.2053614 6.3249917

A_24_P135193 0.040522389 0.187054517 2.0329665 Up NM_018314 chr11:18586542-18586483 UEVLD Homo sapiens UEV and lactate/malate dehyrogenase domains (UEVLD), transcript variant 2, mRNA [NM_018314] GO:0008150|GO:0003674|GO:0044262|GO:0015031|GO:0006464|GO:0070062|GO:0055114|GO:0016616 NM_018314 Hs.407991 55293 hs|11p15.1 ENST00000540917 UEV and lactate/malate 
dehyrogenase domains

THC2519668 ATTCAAAGAGCTGGGCAAATCATGAGAATAAAACAGTCAATAAAATTACTGTGGTTGGAG 27.747361 12.694252 4.690413 3.666827 25.278261 32.046646 25.917175 15.131541 14.6964 8.254815 4.586825 4.774808 4.709606 3.8094282 3.928285 3.2627664

A_33_P3246997 0.008994276 0.106293098 3.5719802 Up BC056409 chr17:48814662-48814721 LUC7L3 LUC7-like 3 (S. cerevisiae) [Source:HGNC Symbol;Acc:24309] [ENST00000311571] GO:0008380|GO:0005515|GO:0016607|GO:0005886|GO:0006376|GO:0005730|GO:0005634|GO:0003729|GO:0005925|GO:0003677|GO:0005685 Hs.130293 51747 hs|17q21.33 ENST00000311571 LUC7-like 3 (S. cerevisiae) THC2511800 GGAGATAACATTAGAGATGTCAGCAAATTTTTGGAAGATGACAAGTGGATGGAGGAGTAG 20.104876 5.180613 4.203088 2.366364 15.209749 27.925684 17.179195 4.9999995 5.541839 4.9999995 3.8658576 4.5926576 4.1507487 2.3219874 2.4423285 2.3347757

A_33_P3314031 0.020241896 0.14253046 2.5850885 Up NM_152680 chr4:153564302-153564243 TMEM154 Homo sapiens transmembrane protein 154 (TMEM154), mRNA [NM_152680] GO:0016021 NM_152680 Hs.518900 201799 hs|4q31.3 ENST00000304385 transmembrane protein 154 THC2628629 CCTCTGTTATGGAAATTGAAATGGAAGAGCTTGATAAATGGATGAACAGCATGAATAGAA 24.427126 9.127543 4.514659 3.144445 27.837603 24.617039 20.826736 12.01769 9.983919 5.3810205 4.7243624 4.410749 4.408865 3.472441 3.3086114 2.652283

A_24_P43092 0.000320261 0.055027037 2.4222291 Up NM_001008491 chr2:242282456-242283173 SEPT2 Homo sapiens septin 2 (SEPT2), transcript variant 1, mRNA [NM_001008491] GO:0005515|GO:0031105|GO:0060170|GO:0048471|GO:0045202|GO:0005634|GO:0015629|GO:0032154|GO:0031175|GO:0007224|GO:0032880|GO:0005737|GO:0000145|GO:0030234|GO:0005938|GO:0070062|GO:0009986|GO:0005819|GO:0005730|GO:0030496|GO:0002036|GO:0005
525|GO:0042384|GO:0007067|GO:0032947|GO:0050790|GO:0000777

NM_001008491 Hs.721234 4735 hs|2q37.3 ENST00000464128 septin 2 THC2586891 ATGCAGAATCAGATGAAGATGAAGATTTTAAAGAGCAGACTAGACTTCTCAAGGCTAGCA 236.698487 79.67795 7.707434 6.431099 261.06064 247.66852 201.3663 97.84032 76.22695 64.96658 7.8729744 7.6439357 7.605392 6.555319 6.4051538 6.3328233

A_33_P3371493 0.000319665 0.055027037 2.1108825 Up NM_003286 chr20:39742734-39742793 TOP1 Homo sapiens topoisomerase (DNA) I (TOP1), mRNA [NM_003286] GO:0005515|GO:0003917|GO:0003918|GO:0006200|GO:0042493|GO:0005730|GO:0005634|GO:0012501|GO:0000228|GO:0003677|GO:0005524|GO:0006260|GO:0016310|GO:0007059|GO:0040016|GO:0000932|GO:0003682|GO:0043204|GO:0016032|GO:0006338|GO:0005654|GO:0031
298|GO:0006265

NM_003286 Hs.472737 7150 hs|20q12 ENST00000361337 topoisomerase (DNA) I THC2787751 AGTTTGACTTCCTCGGGAAGGACTCCATCAGATACTATAACAAGGTCCCTGTTGAGAAAC 243.15684 92.443277 7.74835 6.670504 227.14899 273.72534 228.59619 102.70747 93.63698 80.98538 7.679279 7.7842546 7.781517 6.628012 6.7173014 6.6661983

A_33_P3251369 0.030214062 0.165461435 2.377439 Up NM_001081573 chrX:153904815-153904756 GAB3 Homo sapiens GRB2-associated binding protein 3 (GAB3), transcript variant 1, mRNA [NM_001081573] GO:0030225 NM_001081573 Hs.496982 139716 hs|Xq28 ENST00000369575 GRB2-associated binding protein 3 THC2606485 TTTCTAAGTATTTTAACTGAGTTCAGGGTCCTTAGTGAGCCTGGACAGAGCAAGGAGAGG 18.695912 8.390646 4.073034 2.823626 27.117886 17.791388 11.178462 15.17194 4.9999995 4.9999995 4.686596 3.964734 3.5677724 3.8136551 2.3224466 2.3347757

A_24_P269895 0.010876072 0.112557442 2.8779759 Up NM_194247 chr2:178080329-178080388 HNRNPA3 Homo sapiens heterogeneous nuclear ribonucleoprotein A3 (HNRNPA3), mRNA [NM_194247] GO:0008380|GO:0005515|GO:0010467|GO:0000166|GO:0000398|GO:0030529|GO:0003723|GO:0005654|GO:0005634|GO:0071013 NM_194247 Hs.516539 220988 hs|2q31.2 ENST00000435711 heterogeneous nuclear 
ribonucleoprotein A3

THC2589542 AACTACAGATGATAGTTTAAGAGAACATTTTGAGAAATGGGGCACACTCACAGATTGTCT 1826.630967 506.133567 10.686139 9.161084 1887.4867 1974.283 1618.1232 508.87518 541.7963 467.72922 10.753241 10.657326 10.64785 8.907665 9.30213 9.2734585

A_32_P12104 0.040963464 0.187605199 2.6430727 Up NM_022662 chr2:112582737-112582584 ANAPC1 Homo sapiens anaphase promoting complex subunit 1 (ANAPC1), mRNA [NM_022662] GO:0007094|GO:0007067|GO:0070979|GO:0005680|GO:0051437|GO:0005654|GO:0051436|GO:0000278|GO:0031145|GO:0051439|GO:0005829 NM_022662 Hs.436527 64682 hs|2q13 ENST00000341068 anaphase promoting complex 
subunit 1

THC2461098 GAAGTTGCAAGCAGAACAAGTGGAAAACAGGTTTAGTTTCAGGCATTCTACGTCTGTTTC 21.07681 7.492516 4.287854 2.885638 16.077513 25.821438 21.33148 9.502292 7.6294703 5.3457847 3.9414575 4.485482 4.436622 3.1116786 2.9045951 2.6406395

A_33_P3403048 0.00219487 0.073238378 2.1117934 Up AK294208 chr2:85770672-85770731 Homo sapiens cDNA FLJ52225 complete cds, moderately similar to S-adenosylmethionine synthetase isoform type-2 (EC 2.5.1.6). [AK294208] Hs.516157 hs|2p11.2 THC2580478 TTTTTTCCTAGCATATCCCAGAGAACTCATTTGCCAGAGCTCTTGAAAATGAGTCTTGCT 721.26206 278.920217 9.31106 8.232592 829.3778 741.57733 592.83105 398.1928 232.26465 206.3032 9.556188 9.213211 9.163782 8.574019 8.0596 8.064156

A_23_P87580 0.008032421 0.102335029 2.1471422 Up NM_012404 chr12:48866669-48866728 ANP32D Homo sapiens acidic (leucine-rich) nuclear phosphoprotein 32 family, member D (ANP32D), mRNA [NM_012404] NM_012404 Hs.532658 23519 hs|12q13.11 ENST00000266594 acidic (leucine-rich) nuclear 
phosphoprotein 32 family, member 
D

THC2542447 CAGAGCCTCAGTGGGCCTAGAAGTATTGGCAGAAAAGTGTCCAAACCTCATACATCTAAA 58.394887 23.644016 5.740807 4.638389 63.945786 59.02638 52.212494 27.729116 24.786121 18.416811 5.8874993 5.640671 5.694251 4.7280045 4.731714 4.4554496

A_24_P341187 0.018538317 0.138526884 2.0622463 Up NM_020944 chr9:35738622-35738563 GBA2 Homo sapiens glucosidase, beta (bile acid) 2 (GBA2), mRNA [NM_020944] GO:0006665|GO:0008219|GO:0005886|GO:0006687|GO:0021954|GO:0004348|GO:0016139|GO:0044281|GO:0005790|GO:0006680|GO:0000139|GO:0005789|GO:0008206|GO:0016021|GO:0008422 NM_020944 Hs.443134 57704 hs|9p13.3 ENST00000488292 glucosidase, beta (bile acid) 2 THC2522104 TGGAATCTGAAATGAAGTTTGACAAGGACCATGATGGACTCATTGAAAATGGAGGCTATG 70.54099 28.984975 5.998923 4.954706 80.74873 72.34473 58.52951 30.90527 31.73485 24.314804 6.2127776 5.92752 5.856471 4.8955464 5.1002355 4.8683367

A_33_P3388855 0.000687627 0.055581241 2.0633671 Up NM_133259 chr2:44190787-44190728 LRPPRC Homo sapiens leucine-rich pentatricopeptide repeat containing (LRPPRC), mRNA [NM_133259] GO:0042645|GO:0008017|GO:0000961|GO:0005515|GO:0048471|GO:0006355|GO:0000794|GO:0070129|GO:0003723|GO:0005874|GO:0048487|GO:0005637|GO:0005634|GO:0006351|GO:0005640|GO:0005739|GO:0051015|GO:0047497|GO:0003697|GO:0030529|GO:0005654|GO:0051
028|GO:0005856

NM_133259 Hs.368084 10128 hs|2p21 ENST00000467058 leucine-rich pentatricopeptide 
repeat containing

THC2609740 ATATACAGATTATGTGATTCCATGCTTTGATAGTGTAAACTCAGCACGAGCCATTTTGCA 612.0938 234.38079 9.080007 8.035006 588.8485 691.042 556.3909 272.95038 235.21912 194.97287 9.050193 9.11288 9.076947 8.044849 8.080847 7.9793224

A_23_P3849 0.022068301 0.147455741 2.0812931 Up NM_016292 chr16:3721731-3716069 TRAP1 Homo sapiens TNF receptor-associated protein 1 (TRAP1), transcript variant 1, mRNA [NM_016292] GO:0005739|GO:0005515|GO:0005164|GO:0006457|GO:0005759|GO:0006950|GO:0005743|GO:0005730|GO:0005634|GO:0051082|GO:0005524|GO:0070062 NM_016292 Hs.30345 10131 hs|16p13.3 ENST00000573872 TNF receptor-associated protein 1 THC2571491 ACTCATCAGGAAACTCCGGGACGTTTTACAGCAGAGGCTGATCAAATTCTTCATTGACCA 673.709467 254.045277 9.217183 8.159703 658.5067 755.2483 607.3734 236.6122 278.9381 246.58553 9.202562 9.248075 9.200913 7.8269925 8.323681 8.328436

A_23_P10518 0.004142173 0.08362668 2.2133874 Up NM_016521 chrX:132351715-132351656 TFDP3 Homo sapiens transcription factor Dp family, member 3 (TFDP3), mRNA [NM_016521] GO:0005667|GO:0006355|GO:0005737|GO:0000082|GO:0003700|GO:0046982|GO:0005634|GO:0003677|GO:0006974|GO:0006351 NM_016521 Hs.142908 51270 hs|Xq26.2 ENST00000310125 transcription factor Dp family, 
member 3

THC2483011 CAACTCGGCTCAGAACTGTCAGAACTTACGGGTGGAAAGACAGAAGAGACTTGAAAGAAT 17.767145 7.593482 4.077386 2.93113 16.536606 19.726688 17.03814 7.3010235 8.572221 6.9072022 3.9827201 4.1104016 4.1390376 2.6978328 3.078353 3.0172055

A_23_P50678 0.022577054 0.148416646 2.3865536 Up NM_139355 chr19:3778522-3778377 MATK Homo sapiens megakaryocyte-associated tyrosine kinase (MATK), transcript variant 1, mRNA [NM_139355] GO:0005515|GO:0008284|GO:0016020|GO:0008283|GO:0018108|GO:0007498|GO:0006468|GO:0004713|GO:0005524|GO:0004715|GO:0005829 NM_139355 Hs.631845 4145 hs|19p13.3 ENST00000395045 megakaryocyte-associated tyrosine 
kinase

THC2782586 TCCGTACCCTAAAATGTCACTGAAAGAGGTGTCGGAGGCCGTGGAGAAGGGGTACCGCAT 45.462815 16.586592 5.362559 4.107631 57.62105 42.810997 35.956398 18.500168 18.064741 13.194868 5.7300005 5.188772 5.1689053 4.123634 4.242825 3.9564326

A_33_P3324890 0.006058287 0.093548218 2.1870793 Up chr4:013339392-013339451 hs|4p15.33 AGGCATTCTCTAAAAATCTCAAGCTTGGAATCCACAAGGACTCCACTAACTGATGCCACC 7419.8692 3062.768533 12.758398 11.629392 8402.45 7559.995 6297.1626 4431.3457 2508.3508 2248.6091 12.967986 12.6493 12.6579075 12.015384 11.425749 11.447044

A_24_P301547 0.035584618 0.176405164 2.4964031 Up NM_017941 chr17:71232691-71232750 C17orf80 Homo sapiens chromosome 17 open reading frame 80 (C17orf80), transcript variant 1, mRNA [NM_017941] GO:0008150|GO:0003674|GO:0016021|GO:0070062 NM_017941 Hs.12929 55028 hs|17q25.1 ENST00000426147 chromosome 17 open reading 
frame 80

THC2482630 TTCCGAGGGAGACGACTTACCAGTTTCATTCTGTATCGCAGTCAAGTAGTCAAAGTCTTG 31.103186 11.600181 4.855345 3.535494 31.799002 33.998203 27.512354 14.43135 8.333414 12.03578 4.913335 4.858233 4.7944655 3.7485926 3.0385234 3.8193648

A_23_P106887 0.008420663 0.104492061 2.1421468 Up NM_004960 chr16:31201099-31201403 FUS Homo sapiens FUS RNA binding protein (FUS), transcript variant 1, mRNA [NM_004960] GO:0005515|GO:0008380|GO:0008219|GO:0010467|GO:0003723|GO:0005730|GO:0005634|GO:0003677|GO:0042802|GO:0005737|GO:0000166|GO:0000398|GO:0005654|GO:0008270 NM_004960 Hs.46894 2521 hs|16p11.2 ENST00000568901 FUS RNA binding protein NP849989 TATTGACTGGTTTGATGGTAAAGAATTCTCCGGAAATCCTATCAAGGTCTCATTTGCTAC 1119.237947 415.633047 9.960109 8.861051 1288.376 1149.115 920.22284 507.00262 393.56122 346.3353 10.204359 9.859742 9.816225 8.903697 8.840966 8.838491

A_23_P256948 0.026759786 0.158034095 2.6431598 Up NM_005098 chr8:72754906-72754847 MSC Homo sapiens musculin (MSC), mRNA [NM_005098] GO:0006355|GO:0003700|GO:0006366|GO:0003714|GO:0060539|GO:0046983|GO:0060021|GO:0005634|GO:0014707|GO:0003677 NM_005098 Hs.442619 9242 hs|8q13.3 ENST00000325509 musculin THC2702578 CCACCGCTTAAATCGGACTGGAACTCACTTGATGGGATTATTCGTTAAATGCGAGTGTTT 16.213736 5.62166 3.952781 2.550517 16.900312 16.96751 14.773387 4.9999995 4.9999995 6.8649807 4.0149927 3.89719 3.94616 2.3219874 2.3224466 3.0071177

A_24_P58187 0.015998085 0.130391143 2.4822474 Up chr11:110659013-110658954 hs|11q23.1 TGGCAGCCATGGTGGCAGTGCAGACGGCTATAATGGATTTGGTAATGATGGAAAGAATTT 108.288593 38.875129 6.59265 5.281003 127.277214109.85612 87.732445 59.85352 32.631157 24.140709 6.844134 6.506526 6.4272885 5.8475833 5.1379814 4.857443

A_33_P3372090 0.049705129 0.204458046 2.2007235 Up chr5:180412991-180413050 hs|5q35.3 GACAGAGGAGGAGGATCATGAGATTTCATCACTACATGGCTTGTGATTTATTTTATTATT 36.868199 15.83435 5.097059 3.959081 37.47977 37.739 35.385826 23.814922 13.19122 10.496909 5.140875 5.0099316 5.14037 4.505213 3.7596378 3.6123922

A_23_P93009 0.048942518 0.20294517 2.7465521 Up NM_001204199 chr5:112227745-112227804 SRP19 Homo sapiens signal recognition particle 19kDa (SRP19), transcript variant 6, mRNA [NM_001204199] GO:0005786|GO:0010467|GO:0006614|GO:0042493|GO:0006613|GO:0008312|GO:0005730|GO:0005634|GO:0006412|GO:0005829|GO:0005739|GO:0005737|GO:0044267 NM_001204199 Hs.637001 6728 hs|5q22.2 ENST00000506997 signal recognition particle 19kDa THC2595221 AAAGAGGAAGCTGTGCAGAAGATGCTGGATCAGGCTGAAAATGATTTAGAAAATAGTACC 33.762993 11.723214 4.962785 3.505163 30.281221 38.818005 32.189754 17.295048 10.63822 7.236373 4.833972 5.0473146 5.0070686 4.024088 3.4134026 3.0779996

A_32_P133670 0.015212688 0.12816173 2.7437347 Up NM_006305 chr15:69079782-69076906 ANP32A Homo sapiens acidic (leucine-rich) nuclear phosphoprotein 32 family, member A (ANP32A), mRNA [NM_006305] GO:0005515|GO:0010467|GO:0006355|GO:0048471|GO:0016070|GO:0005783|GO:0016071|GO:0005634|GO:0006351|GO:0006913|GO:0035556|GO:0005737|GO:0005654 NM_006305 Hs.458747 8125 hs|15q23 ENST00000560832 acidic (leucine-rich) nuclear 
phosphoprotein 32 family, member 
A

NP175117 AATTAAAGACCTCAGCACAACAGAGCCACTGAAAAACTTAGAAAACCTCAAGAGCTTAGA 53.341109 16.966525 5.610798 4.154657 58.848564 55.760876 45.413887 16.89858 16.80411 17.196886 5.764243 5.562432 5.505719 3.985111 4.123634 4.355226

A_23_P6836 0.002175531 0.073238378 2.0536948 Up NM_016291 chr3:48728903-48728844 IP6K2 Homo sapiens inositol hexakisphosphate kinase 2 (IP6K2), transcript variant 1, mRNA [NM_016291] GO:0008440|GO:0030308|GO:0043065|GO:0043647|GO:0019221|GO:0052724|GO:0052723|GO:0005634|GO:0044281|GO:0000832|GO:0005524|GO:0046854|GO:0060337|GO:0006817|GO:0005654|GO:0045111 NM_016291 Hs.595983 51447 hs|3p21.31 ENST00000491686 inositol hexakisphosphate kinase 2 THC2555276 AGAAGAATTTGAGTGGCTAAAGAAATCTGAAGTCTTGTACTACACTGTAGAGAAGAAGGG 349.0824 136.597312 8.274782 7.23656 348.3913 376.92984 321.92606 164.39677 133.23369 112.161476 8.285037 8.250503 8.288806 7.3126945 7.24101 7.155976

A_24_P101391 0.005106735 0.087176865 2.4574343 Up NM_004559 chr1:43162388-43162450 YBX1 Homo sapiens Y box binding protein 1 (YBX1), mRNA [NM_004559] GO:0005515|GO:0008380|GO:0010467|GO:0003700|GO:0006366|GO:0010494|GO:0003723|GO:0005634|GO:0043231|GO:0005737|GO:0003690|GO:0003697|GO:0051781|GO:0051154|GO:0070062|GO:0006355|GO:0031965|GO:0070934|GO:0000122|GO:0003677|GO:0001701|GO:0000
398|GO:0030529|GO:0005654|GO:0071204|GO:0005689|GO:0070937

NM_004559 Hs.473583 4904 hs|1p34.2 ENST00000467957 Y box binding protein 1 THC2537971 CATTATAGACGCTATCCACGTCGTGGTCCTCCACGCAATTACCAGCAAAATTACCAGAAT 29134.57267 10622.07933 14.727991 13.430838 30588.414 31466.65 25348.654 13340.592 9978.049 8547.597 14.791552 14.719212 14.673208 13.680277 13.321136 13.2911005

A_24_P517901 0.002133331 0.072960163 3.0090749 Up NM_002136 chr12:54675934-54675993 HNRNPA1 Homo sapiens heterogeneous nuclear ribonucleoprotein A1 (HNRNPA1), transcript variant 1, mRNA [NM_002136] GO:0005515|GO:0008380|GO:0008219|GO:0010467|GO:0003727|GO:0051170|GO:0003723|GO:0005634|GO:0071013|GO:0006405|GO:0005737|GO:0003697|GO:0000166|GO:0000380|GO:0016032|GO:0005681|GO:0045111|GO:0051168|GO:0070062|GO:0006397|GO:0005730|GO:0000
398|GO:0030529|GO:0005654|GO:0051028

NM_002136 Hs.546261 3178 hs|12q13.13 ENST00000547870 heterogeneous nuclear 
ribonucleoprotein A1

NP1190980 GAAGACACTGAAGAACATCACCTAAGAGATTATTTTGAGCAGTGTAGAAAAATTGAAGTG 2017.119733 562.3472 10.840826 9.251506 2162.962 2144.8994 1743.4978 792.91766 480.60526 413.51868 10.974829 10.784018 10.763631 9.532167 9.130666 9.091685

A_33_P3301297 0.003368285 0.080439364 3.1402323 Up chr9:109879516-109879575 hs|9q31.2 CCCATCAAGAGATGATCAAAGGAATAAAGAAATGTACTTCTGGAGGGTATTATAGATATG 22.54627 6.756677 4.374706 2.723835 28.981665 22.378614 16.27853 8.909406 6.107195 5.2534304 4.7761784 4.2717443 4.0761952 3.00001 2.5574074 2.6140866

A_24_P1255 0.031764116 0.168956455 3.5500072 Up NM_078469 chr10:127530380-127530439 BCCIP Homo sapiens BRCA2 and CDKN1A interacting protein (BCCIP), transcript variant C, mRNA [NM_078469] GO:0005515|GO:0007049|GO:0019908|GO:0006281|GO:0061101|GO:0005634|GO:0000079|GO:0019207 NM_078469 Hs.715543 56647 hs|10q26.2 ENST00000429863 BRCA2 and CDKN1A interacting 
protein

THC2623897 TTCGAGAGTTGTGGATCAAGAGGAAACTCTGACATGATGATTCCAAATTCAGAAAGATTT 46.105277 11.91088 5.385898 3.558076 57.05468 43.64064 37.62051 12.220978 16.0256 7.4860606 5.713592 5.2170496 5.227052 3.4984674 4.05373 3.1220303

A_33_P3271800 0.009481886 0.10779417 2.8150205 Up NM_012237 chr19:39370332-39370273 SIRT2 Homo sapiens sirtuin 2 (SIRT2), transcript variant 1, mRNA [NM_012237] GO:0005515|GO:0043130|GO:0061433|GO:0045599|GO:0003950|GO:0034979|GO:0051781|GO:0035035|GO:0005813|GO:0017136|GO:0034983|GO:0044224|GO:0005694|GO:0005814|GO:0005819|GO:0030496|GO:0000122|GO:0061428|GO:0014065|GO:0010801|GO:0033558|GO:0045
843|GO:0045836|GO:0005720|GO:0043388|GO:0043491|GO:0010507|GO:0008270|GO:0045892|GO:0008134|GO:0048471|GO:0006342|GO:0008285|GO:0006348|GO:0042826|GO:0044242|GO:0022011|GO:0007096|GO:0032436|GO:0046970|GO:0005634|GO:0016458|GO:0005829|GO:
0006471|GO:0005737|GO:0033010|GO:0000183|GO:0045944|GO:0043209|GO:0035729|GO:0051726|GO:0043204|GO:0031641|GO:0004407|GO:0006476|GO:0043220|GO:0016575|GO:0048012|GO:0051987|GO:0042177|GO:0005874|GO:0033270|GO:0042325|GO:0007067|GO:0021762
|GO:0003682|GO:0042903|GO:0043219|GO:0051775|GO:0043161|GO:0034599|GO:0005677

NM_012237 Hs.466693 22933 hs|19q13.2 ENST00000496069 sirtuin 2 NP1186746 TCCTGGGGATGATTATGGGCCTCGGAGGAGGCATGGACTTTGACTCCAAGAAGGCCTACA 56.981482 17.821996 5.695865 4.20272 51.571423 66.17319 53.199833 17.268139 22.57003 13.627818 5.565812 5.800016 5.7217674 4.0227556 4.5817547 4.0036488

A_33_P3352562 0.018179702 0.137291745 2.1162354 Up NM_174983 chr19:3546158-3546099 MFSD12 Homo sapiens major facilitator superfamily domain containing 12 (MFSD12), transcript variant 3, mRNA [NM_174983] GO:0006810|GO:0016021|GO:0005765 NM_174983 Hs.656901 126321 hs|19p13.3 ENST00000588918 major facilitator superfamily domain 
containing 12

THC2506222 AGCGTTCGTGTACGGCTCCATGAGCTTCTTGGATAAGGTGGCCAATGGGCTGGCAGTCAT 99.52906 40.229926 6.488597 5.407096 95.59445 113.48549 89.50724 51.910267 38.88497 29.89454 6.450271 6.5549297 6.460589 5.6546917 5.395745 5.1708527

A_24_P298174 0.001415847 0.06396968 3.6464433 Up NM_006807 chr17:46153462-46153403 CBX1 Homo sapiens chromobox homolog 1 (CBX1), transcript variant 1, mRNA [NM_006807] GO:0005515|GO:0010369|GO:0005819|GO:0042802|GO:0005720|GO:0001939|GO:0005721|GO:0003682|GO:0005654|GO:0001940|GO:0019899|GO:0045892|GO:0000785|GO:0000775 NM_006807 Hs.77254 10951 hs|17q21.32 ENST00000444685 chromobox homolog 1 THC2613633 AGCACATGAGATAGACAAATCAGAGGGAGGCAAGCACAAAGCTGATTCTGATTCTGAAGA 27.372541 7.431887 4.645443 2.778953 31.915995 31.471687 18.72994 10.08428 7.211381 4.9999995 4.9200063 4.7479672 4.2683563 3.194081 2.8080032 2.3347757

A_23_P161125 0.00470216 0.086084955 2.1455214 Up NM_020963 chr1:113241083-113241378 MOV10 Homo sapiens Mov10, Moloney leukemia virus 10, homolog (mouse) (MOV10), transcript variant 1, mRNA [NM_020963] GO:0005515|GO:0048011|GO:0006355|GO:0048015|GO:0004386|GO:0005524|GO:0005615|GO:0035279|GO:0006351|GO:0005829|GO:0007173|GO:0007219|GO:0000932|GO:0008543|GO:0045087|GO:0038095 NM_020963 Hs.514941 4343 hs|1p13.2 ENST00000471160 Mov10, Moloney leukemia virus 10, 
homolog (mouse)

THC2549547 TCCCCGTACCGGAAACAGGTGGAGAAAATCCGTTACTGCATCACCAAACTTGACAGGGAG 185.830633 70.523744 7.361616 6.260288 217.93976 188.8851 150.66704 85.531395 67.8401 58.199738 7.6203465 7.266792 7.19771 6.3675222 6.2369394 6.176402

A_23_P112103 0.004186437 0.083757654 3.0058136 Up NM_024736 chr8:144644181-144644240 GSDMD Homo sapiens gasdermin D (GSDMD), transcript variant 1, mRNA [NM_024736] GO:0031668 NM_024736 Hs.118983 79792 hs|8q24.3 ENST00000534602 gasdermin D THC2534038 AGAGGTGGAGACCATCTCCAAGGAACTGGAGCTTTTGGACAGAGAGCTGTGCCAGCTGCT 48.184065 14.079456 5.448144 3.860388 52.842564 53.992382 37.71725 15.151439 15.4091 11.67783 5.602881 5.5113053 5.230245 3.8113437 3.9986768 3.7711442

A_23_P82249 0.008039715 0.102335029 2.2778689 Up NM_007188 chr7:150742296-150742355 ABCB8 Homo sapiens ATP-binding cassette, sub-family B (MDR/TAP), member 8 (ABCB8), transcript variant 2, mRNA [NM_007188] GO:0005215|GO:0006200|GO:0005730|GO:0005743|GO:0042626|GO:0005634|GO:0005740|GO:0055085|GO:0005524|GO:0005739|GO:0016020|GO:0006810|GO:0016021|GO:0043190 NM_007188 Hs.647118 11194 hs|7q36.1 ENST00000482309 ATP-binding cassette, sub-family B 
(MDR/TAP), member 8

THC2481609 GCTGGGACACATGAAGAGCTCCTGAAGAAAGGCGGGCTATACGCCGAGCTCATCCGGAGG 18.422739 7.535576 4.107091 2.919406 16.859987 23.303139 15.105092 7.233829 8.538537 6.834363 4.0097575 4.336687 3.9748273 2.68515 3.0747185 2.9983492

A_23_P47077 0.002244361 0.073695415 2.2386565 Up NM_004281 chr10:121436388-121436447 BAG3 Homo sapiens BCL2-associated athanogene 3 (BAG3), mRNA [NM_004281] GO:0005515|GO:0008625|GO:0043005|GO:0030018|GO:0043066|GO:0005886|GO:0021510|GO:0051087|GO:0050821|GO:0032403|GO:0097192|GO:0005829|GO:0005737|GO:0006457|GO:0007420|GO:0071260|GO:0010664 NM_004281 Hs.523309 9531 hs|10q26.11 ENST00000369085 BCL2-associated athanogene 3 THC2467801 ACTTTGAAGGCAAGAAGACTGACAAAAAGTACCTGATGATCGAAGAGTATTTGACCAAAG 226.612313 83.765006 7.640701 6.478068 264.05853 224.69197 191.08644 113.98881 75.83708 61.469128 7.8888655 7.5055327 7.5277042 6.7813964 6.39808 6.2547264

A_24_P341731 0.011872103 0.116624545 2.6701022 Up chr22:031552562-031552503 hs|22q12.2 GGCACAATCTTCTTTGGCATCTTTAAGGCGTTTGACAAGCATGTGAATTTGATCCTCTGC 71.855224 22.961493 6.027163 4.610268 75.25316 77.430954 62.881557 21.847809 25.71496 21.32171 6.104921 6.018815 5.957753 4.3783703 4.7864428 4.665991

A_33_P3424339 0.037998701 0.181758638 2.4099557 Up chr1:120005154-120005095 1203217A dehydrogenase,glyceraldehydephosphate. {Homo sapiens} (exp=-1; wgp=0; cg=0) , partial (57%) [THC2554230] hs|1p12 THC2554230 TTCATGACAACTTTGGAATAGTGGAATGACCCATGACCACAGTCAGCGCTATCACTGCTA 23.103665 8.603745 4.374477 3.105471 13.94771 28.463936 26.89935 8.328043 10.517861 6.965332 3.7477808 4.6173644 4.7582865 2.8971224 3.3908489 3.0284405

A_33_P3368375 0.042124436 0.1896756 2.2387426 Up NM_007322 chr19:5923265-5923206 RANBP3 Homo sapiens RAN binding protein 3 (RANBP3), transcript variant RANBP3-d, mRNA [NM_007322] GO:0005515|GO:0005737|GO:0008536|GO:0005730|GO:0070412|GO:0046907|GO:0005634|GO:0015031 NM_007322 Hs.531752 8498 hs|19p13.3 ENST00000592197 RAN binding protein 3 NP1454850 GTGTTTGTTGGAAAAAGTGGAAGTCATCACCGGGGAGGAGGCGGAGAGCAATGTGTTACA 35.942414 14.883395 5.052934 3.890245 33.443996 41.760155 32.62309 20.7084 14.150378 9.791407 4.982196 5.1529627 5.0236435 4.2944865 3.8670988 3.509151

A_23_P123256 0.008005402 0.102332087 2.3078631 Up NM_014891 chr7:98995635-98995576 PDAP1 Homo sapiens PDGFA associated protein 1 (PDAP1), mRNA [NM_014891] GO:0007165|GO:0008283 NM_014891 Hs.632296 11333 hs|7q22.1 ENST00000426447 PDGFA associated protein 1 THC2584305 GAAGAGATTGAGAAGCAGAAGGCAAAAGAGCGTTACATGAAAATGCACTTGGCCGGGAAG 144.183677 51.042549 7.008927 5.802369 136.3622 163.01973 133.1691 47.432495 56.868523 48.82663 6.9465694 7.0559916 7.024219 5.52367 5.974454 5.908983

A_33_P3272117 0.030165978 0.165461435 2.7040695 Up NM_024083 chr17:79967005-79967064 ASPSCR1 Homo sapiens alveolar soft part sarcoma chromosome region, candidate 1 (ASPSCR1), transcript variant 1, mRNA [NM_024083] GO:0005515|GO:0012506|GO:0048471|GO:0005634|GO:0005575|GO:0042593|GO:0006886|GO:0005829|GO:0012505|GO:0003674|GO:0008150|GO:0046324|GO:0061024|GO:0009898|GO:0019898 NM_024083 Hs.298351 79058 hs|17q25.3 ENST00000583503 alveolar soft part sarcoma 
chromosome region, candidate 1

NP1206735 TGAGTTCTTTGAGCTGACGGTGGACGACGTGAGAAGACGCTTGGCCCAGCTCAAGAGTGA 95.804723 30.104994 6.429514 4.994381 99.36409 104.31708 83.733 24.869068 37.379627 28.066286 6.4979224 6.4329357 6.357683 4.5638084 5.33916 5.080176

A_24_P64329 0.001153148 0.061155729 2.5117662 Up NM_173575 chr10:134022595-134021654 STK32C Homo sapiens serine/threonine kinase 32C (STK32C), mRNA [NM_173575] GO:0004674|GO:0006468|GO:0005524|GO:0046872 NM_173575 Hs.469002 282974 hs|10q26.3 ENST00000368625 serine/threonine kinase 32C NP1154106 ATCTTCAAGACTGCCTCGATGCCATCCAGCAAGACTTCGTGATTTTTAACAGAGAAAAGC 84.844557 28.406138 6.253946 4.925243 75.90168 98.06779 80.5642 28.445786 31.74041 25.032219 6.1189375 6.341435 6.3014646 4.764886 5.1004815 4.910363

A_33_P3221253 0.00920364 0.106633764 2.0892546 Up NM_005578 chr3:188597359-188597418 LPP Homo sapiens LIM domain containing preferred translocation partner in lipoma (LPP), transcript variant 1, mRNA [NM_005578] GO:0005515|GO:0008150|GO:0005737|GO:0005886|GO:0008270|GO:0005634|GO:0007155|GO:0005925 NM_005578 Hs.720220 4026 hs|3q28 ENST00000312675 LIM domain containing preferred 
translocation partner in lipoma

THC2648677 GTGACTGATCTAGTTTTCTCAGCTGTATGCAAAGTAATCTTTCAAAGACTAGGTTAAGAT 32.255711 13.914805 4.904581 3.841593 30.479647 32.891727 33.39576 16.785658 12.80098 12.157778 4.845589 4.8132386 5.0549164 3.9757504 3.71413 3.8348987

A_33_P3251144 0.004940572 0.086465776 3.3062814 Up NM_001127370 chr7:21947808-21947749 CDCA7L Homo sapiens cell division cycle associated 7-like (CDCA7L), transcript variant 2, mRNA [NM_001127370] GO:0005515|GO:0008284|GO:0006355|GO:0005737|GO:0005730|GO:0005634|GO:0006351 NM_001127370 Hs.744069 55536 hs|7p15.3 ENST00000465490 cell division cycle associated 7-like THC2606040 CCAGGAGAGTTCAGATGCTTTGCTGAAAAGGACCATGAACATCAAGGAGAACAAAGCCAT 76.479123 19.749271 6.110452 4.385242 84.73392 81.881325 62.822124 21.055126 20.562826 17.629862 6.285553 6.089027 5.956775 4.3217764 4.4411726 4.3927774

A_23_P319874 0.021983811 0.147158847 3.0330426 Up NM_001029840 chr3:44400419-44400478 TCAIM Homo sapiens T cell activation inhibitor, mitochondrial (TCAIM), transcript variant 3, mRNA [NM_001029840] GO:0005739 NM_001029840 Hs.55131 285343 hs|3p21.31 ENST00000396078 T cell activation inhibitor, 
mitochondrial

THC2472256 GCTACTCAAAGTCAGAACTTTTCAAAGTAATCAGTAAATTGAATCAACAGAAAAATATTC 67.145173 20.183639 5.936612 4.335846 68.27611 71.87055 61.28886 30.016956 15.5998 14.93416 5.969902 5.91943 5.920503 4.8457317 4.01418 4.147626

A_32_P71788 0.005629628 0.090585092 2.1518539 Up NM_002014 chr12:2909056-2909213 FKBP4 Homo sapiens FK506 binding protein 4, 59kDa (FKBP4), mRNA [NM_002014] GO:0051219|GO:0005515|GO:0000413|GO:0048471|GO:0046661|GO:0031503|GO:0005634|GO:0035259|GO:0005829|GO:0005739|GO:0005737|GO:0006457|GO:0031072|GO:0043025|GO:0030850|GO:0030674|GO:0070062|GO:0031115|GO:0032767|GO:0007566|GO:0031111|GO:0005
874|GO:0048156|GO:0005730|GO:0003755|GO:0005528|GO:0044295|GO:0005525|GO:0005524|GO:0061077|GO:0005789|GO:0010977|GO:0006463|GO:0006825|GO:0030521

NM_002014 Hs.524183 2288 hs|12p13.33 ENST00000543037 FK506 binding protein 4, 59kDa THC2564663 CCACCAAATGCTGAGCTGAAATATGAATTACACCTCAAGAGTTTTGAAAAGGCCAAGGAG 163.26116 61.472068 7.182094 6.076514 161.95824 180.21461 147.61063 62.477768 64.4457 57.492737 7.1797743 7.1958413 7.1706657 5.9079843 6.1633787 6.158178

A_24_P823684 0.002798082 0.076309552 2.4985724 Up NM_007355 chr6:44219211-44219270 HSP90AB1 Homo sapiens heat shock protein 90kDa alpha (cytosolic), class B member 1 (HSP90AB1), transcript variant 2, mRNA [NM_007355] GO:0006986|GO:0005515|GO:0003725|GO:0033160|GO:0009651|GO:0071902|GO:0032435|GO:0031526|GO:0035872|GO:0045429|GO:0032092|GO:0005829|GO:0060334|GO:0005739|GO:0016323|GO:0043524|GO:0005737|GO:0016324|GO:0060338|GO:0008180|GO:0007411|GO:00
06457|GO:0071353|GO:0030235|GO:0017098|GO:0070062|GO:0042470|GO:0030911|GO:0009986|GO:0019901|GO:0016234|GO:0032564|GO:0001890|GO:0005525|GO:0005524|GO:0002135|GO:0044325|GO:0002134|GO:0045793|GO:0071407|GO:0045087|GO:0023026|GO:0051082|
GO:0038096

NM_007355 Hs.509736 3326 hs|6p21.1 ENST00000371554 heat shock protein 90kDa alpha 
(cytosolic), class B member 1

NP1202704 ATGCTCCAGCAGAGCAAAATCTTGAAAGTCATTCGCAAAAACATTGGTAAGAAGTGCCTT 7190.572833 2588.379233 12.706641 11.385537 8298.9 7303.651 5969.1675 3778.943 2120.74 1865.4547 12.947084 12.594959 12.57788 11.765753 11.196225 11.194633

A_33_P3272773 0.049654305 0.204343327 3.1380612 Up NM_006526 chr20:52185714-52185655 ZNF217 Homo sapiens zinc finger protein 217 (ZNF217), mRNA [NM_006526] GO:0005515|GO:0006355|GO:0003700|GO:0000118|GO:0044212|GO:0005654|GO:0045892|GO:0046872|GO:0006351 NM_006526 Hs.155040 7764 hs|20q13.2 ENST00000302342 zinc finger protein 217 THC2716403 TGTGATTGTACTGTACATAAAACATATGAGGAATCTGCAAGGAACACTACAGTTGTGTAA 69.436523 21.678993 5.966661 4.316787 75.71714 78.00715 54.58528 38.48237 14.436339 12.11827 6.1151557 6.0281806 5.7566457 5.2205434 3.9006383 3.8291798

A_24_P193592 0.009699799 0.107937524 3.1518302 Up NM_001761 chr16:2507886-2507945 CCNF Homo sapiens cyclin F (CCNF), mRNA [NM_001761] GO:0005515|GO:0007067|GO:0016567|GO:0005814|GO:0010826|GO:0005634|GO:0001890|GO:0031146|GO:0000320|GO:0019005 NM_001761 Hs.1973 899 hs|16p13.3 ENST00000293968 cyclin F THC2463529 AAAGAATTTTCCCAGATAGGCTAGCCAGAAAAAACTTCAAGTCCTCTGTAACATCTGAGG 58.427524 17.284078 5.730004 4.073814 70.350136 55.39285 49.539585 26.993845 12.69748 12.160909 6.0145345 5.55392 5.621558 4.6846843 3.701064 3.8356948

A_23_P39131 0.000227393 0.05239639 2.3068695 Up NM_015710 chr19:48254779-48254838 GLTSCR2 Homo sapiens glioma tumor suppressor candidate region gene 2 (GLTSCR2), mRNA [NM_015710] GO:0005622|GO:0008150|GO:0005730|GO:0043231 NM_015710 Hs.421907 29997 hs|19q13.33 ENST00000599582 glioma tumor suppressor candidate 
region gene 2

THC2588652 CCCCTGGACAGGCCGTTGGTTGGCCAGGATGAGTTTTTCCTGGAGCAGACCAAGAAGAAA 81.05936 30.040335 6.181926 4.97599 92.89862 88.72942 61.55004 38.31079 30.215637 21.594578 6.412429 6.207169 5.926181 5.2141314 5.0282135 4.685625

A_33_P3408137 0.003985282 0.08259937 2.1816616 Up AK124216 chr2:127437803-127437862 Homo sapiens cDNA FLJ42222 fis, clone THYMU2039411. [AK124216] hs|2q14.3 THC2479957 CCAATGATGTGAATAAGGATGAAGAGGTTGAAGATGGTCACAGGAATTGTCAGAGGAGGA 14.666525 6.738844 3.757473 2.632046 20.70244 13.97489 9.322245 10.020051 5.196482 4.9999995 4.308054 3.6261444 3.3382206 3.185466 2.3758953 2.3347757

A_23_P134542 0.020823685 0.1438605 2.7810805 Up NM_148900 chr7:114299675-114302125 FOXP2 Homo sapiens forkhead box P2 (FOXP2), transcript variant 4, mRNA [NM_148900] GO:0007389|GO:0003700|GO:0021987|GO:0005634|GO:0009790|GO:0009791|GO:0042803|GO:0046872|GO:0005737|GO:0060501|GO:0048745|GO:0043010|GO:0046982|GO:0048286|GO:0008301|GO:0021549|GO:0002053|GO:0003677|GO:0006351|GO:0043565|GO:0007519|GO:0003
682|GO:0042297|GO:0040007|GO:0045892|GO:0060013|GO:0021757|GO:0021758

NM_148900 Hs.282787 93986 hs|7q31.1 ENST00000393491 forkhead box P2 THC2620856 AGCTGGTTTACACGGACATTTGCTTACTTCAGGCGTAATGCAGCAACTTGGAAGAATGCA 38.415148 12.890815 5.14544 3.669795 38.16817 43.546135 33.53114 16.918728 14.039199 7.7145166 5.1636357 5.2122693 5.0604153 3.987439 3.857363 3.1645818

A_33_P3232544 0.043557854 0.191580041 2.1591452 Up TCAGACCGCTGTTTAACGACTTTGGACCGCCTACCATCGGCTGTGTGCAGGCCATGAAAC 194.534383 72.790027 7.435377 6.324917 209.55435 205.4466 168.6022 65.31454 81.96012 71.09542 7.5639434 7.382197 7.3599906 5.97426 6.5197153 6.480775

A_24_P781757 0.018836078 0.139354513 2.7284164 Up NR_015434 chr1:1336593-1336652 LOC148413 Homo sapiens uncharacterized LOC148413 (LOC148413), long non-coding RNA [NR_015434] NR_015434 Hs.741357 148413 hs|1p36.33 ENST00000447725 uncharacterized LOC148413 THC2493925 GGCCTGAAGCCATCTCTAGCAAGTGGTCAGGACACTGATTGTTCTGCGCAGGTTGGAGGT 28.472084 9.664827 4.732967 3.284903 31.032541 28.839842 25.54387 9.550764 11.712979 7.730739 4.8750863 4.6359277 4.6878858 3.11912 3.5672536 3.1683347

A_24_P333326 0.038501816 0.182596708 2.1729682 Up NM_203355 chr14:39762553-39763230 CTAGE5 Homo sapiens CTAGE family, member 5 (CTAGE5), transcript variant 3, mRNA [NM_203355] GO:0043085|GO:0008047 NM_203355 Hs.540038 4253 hs|14q21.1 ENST00000556990 CTAGE family, member 5 NP1133469 GAGAAATCCAAACATTCTGAACAAGATGAATTGATGGCGGATATTTCAAAAAGGATACAG 78.999847 31.830792 6.158458 5.038791 74.83369 89.52733 72.63852 42.801403 31.596645 21.094328 6.0961375 6.2179494 6.161287 5.3703327 5.094411 4.651629

A_23_P325080 0.01273144 0.119727917 2.1181991 Up NM_017432 chr19:50358243-50358302 PTOV1 Homo sapiens prostate tumor overexpressed 1 (PTOV1), mRNA [NM_017432] GO:0048471|GO:0006355|GO:0005886|GO:0005634|GO:0006351 NM_017432 Hs.587979 53635 hs|19q13.33 ENST00000594640 prostate tumor overexpressed 1 NP1193880 TGTTCCGGAACTCCCAGTTGGCACAGTTCCACTTCACCAACAGAGACTGCGACTCGCTCA 201.951057 76.916705 7.489002 6.406164 211.41692 217.77435 176.6619 78.85414 82.74763 69.148346 7.577108 7.465297 7.4246016 6.2496643 6.532698 6.4361296

A_33_P3350913 0.013391942 0.122126656 2.9843244 Up NM_001145395 chr3:12572240-12572299 TSEN2 Homo sapiens TSEN2 tRNA splicing endonuclease subunit (TSEN2), transcript variant 5, mRNA [NM_001145395] GO:0006397|GO:0006388|GO:0005813|GO:0005737|GO:0005730|GO:0005634|GO:0003676|GO:0000214|GO:0000213|GO:0016829 NM_001145395 Hs.335550 80746 hs|3p25.2 ENST00000444864 TSEN2 tRNA splicing endonuclease 
subunit

THC2502965 GGGGACTTGTAGCATATACTTAATATGTCCTCACTTAACATTGTTGATATGTTCTTGGAA 21.975744 7.40448 4.360453 2.783048 21.556889 26.810163 17.56018 9.680714 7.5327272 4.9999995 4.359218 4.5450525 4.177088 3.1364794 2.8778903 2.3347757

A_24_P131589 0.000660623 0.055581241 112.5148567 Up NM_006889 chr3:121839246-121839305 CD86 Homo sapiens CD86 molecule (CD86), transcript variant 2, mRNA [NM_006889] GO:0005515|GO:0008284|GO:0005886|GO:0045404|GO:0031295|GO:0007267|GO:0001878|GO:0043231|GO:0042104|GO:0051607|GO:0006955|GO:0002309|GO:0007173|GO:0016032|GO:0004872|GO:0043011|GO:0034341|GO:0045630|GO:0070062|GO:0048011|GO:0043017|GO:0048
015|GO:0042493|GO:0007568|GO:0005102|GO:0002224|GO:0015026|GO:0045086|GO:0042113|GO:0071248|GO:0042110|GO:0071222|GO:0071345|GO:0008543|GO:0045087|GO:0002668|GO:0016021|GO:0045893|GO:0009897|GO:0038095

NM_006889 Hs.171182 942 hs|3q13.33 ENST00000264468 CD86 molecule THC2471177 GAGAGAGAGAGAAAAAAGAGAGATCTTGATCCACAGAAATACATGAAATGTCTGGTCTGT 1330.7953 10.438841 10.220643 3.406672 1301.1697 1526.9044 1164.3118 9.204473 12.309092 9.802957 10.222439 10.28004 10.159451 3.0581675 3.650019 3.5118284

A_32_P148710 0.000418316 0.055027037 2.2729485 Up NM_005507 chr11:65623161-65622908 CFL1 Homo sapiens cofilin 1 (non-muscle) (CFL1), mRNA [NM_005507] GO:0005515|GO:0030036|GO:0001755|GO:0005634|GO:0030010|GO:0007266|GO:0006606|GO:0005615|GO:0016363|GO:0005737|GO:0007411|GO:0030836|GO:0007010|GO:0022604|GO:0030042|GO:0043200|GO:0070062|GO:0043066|GO:0031258|GO:0030168|GO:0003779|GO:0032
587|GO:0009615|GO:0001842|GO:0045792|GO:0007596|GO:0045087|GO:0002576|GO:0006468|GO:0030864|GO:0038096

NM_005507 Hs.170622 1072 hs|11q13.1 ENST00000308162 cofilin 1 (non-muscle) THC2511193 GCCAGCTCCAAGGACGCCATCAAGAAGAAGCTGACAGGGATCAAGCATGCATTACAAGCA 5615.650067 2128.951467 12.352685 11.16812 5570.9087 6269.335 5006.7065 2423.8071 2121.97 1841.0773 12.35711 12.37719 12.323755 11.128083 11.198141 11.178136

A_33_P3273309 0.035794218 0.176860907 2.6315276 Up NM_001040185 chr19:53911268-53911327 ZNF765 Homo sapiens zinc finger protein 765 (ZNF765), mRNA [NM_001040185] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001040185 Hs.685640 91661 hs|19q13.42 ENST00000396408 zinc finger protein 765 THC2496700 TTTCACACTGAAGAGAAAATTGATAATCAAGTTGTGAAGTCTATCCACGATGCTTCCTTG 26.798246 9.320683 4.620812 3.224912 34.76801 22.239292 23.387436 10.453349 10.506539 7.0021625 5.0369563 4.2638426 4.5616374 3.2503178 3.3896968 3.0347202

A_24_P18802 0.024340009 0.152898729 2.6993084 Up NM_020857 chr15:41195886-41195945 VPS18 Homo sapiens vacuolar protein sorting 18 homolog (S. cerevisiae) (VPS18), mRNA [NM_020857] GO:0005515|GO:0030897|GO:0005884|GO:0031902|GO:0007032|GO:0003779|GO:0016192|GO:0005765|GO:0007040|GO:0006886|GO:0046872|GO:0005769 NM_020857 Hs.23876 57617 hs|15q15.1 ENST00000220509 vacuolar protein sorting 18 
homolog (S. cerevisiae)

NP840252 AGAGAGAGAGAGCACCTTTCTTCCGTCTGTTCACTCTGCGGCCTCTGGAATCCCAGCTCT 2987.0267 865.657783 11.343496 9.910907 1732.5764 4068.3435 3160.1602 866.9246 910.6635 819.38525 10.628555 11.746146 11.655788 9.64552 10.0260105 10.061189

A_23_P106737 0.004290885 0.08426971 2.258568 Up NM_201412 chr16:256079-256020 LUC7L Homo sapiens LUC7-like (S. cerevisiae) (LUC7L), transcript variant 2, mRNA [NM_201412] GO:0005515|GO:0006376|GO:0050733|GO:0003729|GO:0005685|GO:0045843|GO:0042802 NM_201412 Hs.16803 55692 hs|16p13.3 ENST00000418978 LUC7-like (S. cerevisiae) THC2499713 CTGAAGGTAATGTGGATGAATCCCAGAAGATTCTTATGGAAGTGGAAAAAGTTCGTGCGA 102.868465 38.579086 6.532885 5.357476 105.31032 112.58835 90.706726 48.341457 36.7482 30.6476 6.57714 6.540739 6.480775 5.5543284 5.3099 5.2082005

A_24_P295806 0.016985631 0.1337287 2.0313936 Up NM_023947 chr11:900087-900028 CHID1 Homo sapiens chitinase domain containing 1 (CHID1), transcript variant 3, mRNA [NM_023947] GO:0005515|GO:0005802|GO:0006032|GO:0005770|GO:0005975|GO:0005634|GO:0005615|GO:0005764|GO:0070492|GO:0045087|GO:1900016|GO:0004568|GO:0070062 NM_023947 Hs.144468 66005 hs|11p15.5 ENST00000528426 chitinase domain containing 1 THC2628254 TGGACTTACGATGATTTCCGGAACGTCTTAGACAGTGAGGATGAGATAGAGGAGCTGAGC 273.047737 106.790817 7.915931 6.893461 273.41504 296.68842 249.03975 103.77926 112.977 103.61619 7.9369793 7.898076 7.9127374 6.6449313 6.997865 7.037587

A_33_P3252499 0.010664365 0.11209116 2.3215394 Up NM_001164496 chr3:113013644-113013585 WDR52 Homo sapiens WD repeat domain 52 (WDR52), transcript variant 1, mRNA [NM_001164496] NM_001164496 Hs.584936 55779 hs|3q13.2 ENST00000393845 WD repeat domain 52 THC2630611 GAACTGATGATGAAGACAAAAGAACACACCAGAAAGCTTTATCAGATGAATGATTTGTGT 19.504991 8.33684 4.152684 2.937602 26.769503 19.42169 12.323779 11.14674 8.863781 4.9999995 4.6702404 4.0903683 3.697443 3.3510027 3.127028 2.3347757

A_33_P3388835 0.009771981 0.108289918 2.1808376 Up NM_001272034 chr19:7708071-7708130 STXBP2 Homo sapiens syntaxin binding protein 2 (STXBP2), transcript variant 3, mRNA [NM_001272034] GO:0005515|GO:0043304|GO:0005886|GO:0043312|GO:0042581|GO:0031201|GO:0042582|GO:0015031|GO:0005829|GO:0006904|GO:0030348|GO:0001909|GO:0016324|GO:0044194|GO:0070820|GO:0017075|GO:0070062 NM_001272034 Hs.515104 6813 hs|19p13.2 ENST00000595861 syntaxin binding protein 2 THC2554423 AGCAGATGATTGTATGAAGCACTTCAAGGGCTCGGTGGAGAAGCTGTGTAGTGTGGAGCA 222.046987 81.292579 7.616823 6.491941 226.19191 249.31409 190.63496 82.72258 89.25327 71.901886 7.6738896 7.6504526 7.526128 6.3253546 6.648832 6.5016365

A_23_P46369 0.016734817 0.133239815 2.6595517 Up NM_002870 chr1:153955751-153955282 RAB13 Homo sapiens RAB13, member RAS oncogene family (RAB13), transcript variant 1, mRNA [NM_002870] GO:0005802|GO:0005515|GO:0034236|GO:0043005|GO:0035767|GO:0005886|GO:0007264|GO:0032456|GO:0003924|GO:0030139|GO:0010737|GO:0015031|GO:0031175|GO:0005737|GO:0070830|GO:0016197|GO:0061024|GO:0030659|GO:0070062|GO:0030658|GO:0032869|GO:0005
794|GO:0031410|GO:0005525|GO:0016328|GO:0030027|GO:0006184|GO:0030866|GO:0032593|GO:0005923|GO:0055037|GO:0090002|GO:0055038

NM_002870 Hs.151536 5872 hs|1q21.3 ENST00000484297 RAB13, member RAS oncogene 
family

THC2683743 ATCACGGATGAGAAATCTTTCGAGAATATTCAGAACTGGATGAAAAGCATCAAGGAGAAT 152.482243 48.460281 7.088912 5.677729 141.83969 169.95825 145.64879 64.59211 42.26409 38.524643 6.9985113 7.1179647 7.1502604 5.957092 5.5233064 5.5527887

A_24_P626850 0.020607673 0.143516423 2.1459177 Up NM_004285 chr1:9330351-9330410 H6PD Homo sapiens hexose-6-phosphate dehydrogenase (glucose 1-dehydrogenase) (H6PD), transcript variant 2, mRNA [NM_004285] GO:0050661|GO:0005739|GO:0047936|GO:0004345|GO:0030246|GO:0005788|GO:0017057|GO:0097305|GO:0006098 NM_004285 Hs.463511 9563 hs|1p36.22 ENST00000377403 hexose-6-phosphate 
dehydrogenase (glucose 
1-dehydrogenase)

THC2531319 TATGGAGTATATTTGAACAGCTAGTAGTTAGCTTTGAAAGTGGAAGTGTGAACAGACACT 57.069421 22.44759 5.611994 4.5104 88.15528 47.271152 35.78183 32.3435 18.05719 16.94208 6.3450813 5.330264 5.160638 4.9588504 4.2419753 4.3303733

A_23_P98057 0.032709821 0.170623479 2.010563 Up NM_001005368 chr10:44140152-44140093 ZNF32 Homo sapiens zinc finger protein 32 (ZNF32), transcript variant 2, mRNA [NM_001005368] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001005368 Hs.522885 7580 hs|10q11.21 ENST00000395797 zinc finger protein 32 THC2642896 ACAAAAATCCCCAGATTCGAAGACACTACAGGAAGATTCACCTGGAGTGAGACAAAGGGT 153.710713 65.452634 7.096164 6.088565 157.69597 168.39436 135.04181 94.77874 55.773556 45.805607 7.144541 7.102493 7.041459 6.5081563 5.946524 5.811014

A_23_P16166 0.014874202 0.126990693 2.303371 Up NM_006702 chr19:7625582-7625641 PNPLA6 Homo sapiens patatin-like phospholipase domain containing 6 (PNPLA6), transcript variant 2, mRNA [NM_006702] GO:0016042|GO:0008219|GO:0004622|GO:0005789|GO:0009887|GO:0046470|GO:0016021|GO:0001525 NM_006702 Hs.631863 10908 hs|19p13.2 ENST00000414982 patatin-like phospholipase domain 
containing 6

THC2788790 GGCAACGTCATTGAGAAAATGCTCACAGACCGGCGGTCTACAGACCTTAATGAGAGCCGC 83.1297 30.584746 6.23218 5.028433 78.46587 92.76622 78.15701 26.904888 35.93809 28.911259 6.1679626 6.2666593 6.261918 4.679593 5.278522 5.1271844

A_33_P3419165 0.039713498 0.18543971 2.1791851 Up NM_013342 chr19:54618723-54618664 TFPT Homo sapiens TCF3 (E2A) fusion partner (in childhood Leukemia) (TFPT), mRNA [NM_013342] GO:0005515|GO:0006355|GO:0043065|GO:0046982|GO:0019901|GO:0005884|GO:0005730|GO:0005634|GO:0006310|GO:0097190|GO:0003677|GO:0006351|GO:0031011|GO:0005737|GO:0006281 NM_013342 Hs.590939 29844 hs|19q13.42 ENST00000391759 TCF3 (E2A) fusion partner (in 
childhood Leukemia)

THC2564838 TTTTGCGAACGGCTTAACCTACAGATTGAAGAGGTCGGAAGCTCTGAGGCCCGGGGCTTC 19.848073 8.627577 4.231451 3.107662 22.211708 19.52376 17.80875 8.461676 10.633711 6.7873454 4.3964696 4.0993814 4.1985016 2.924003 3.4121203 2.986863

A_23_P129209 0.015049429 0.12786274 2.2603455 Up NM_002168 chr15:90630706-90630472 IDH2 Homo sapiens isocitrate dehydrogenase 2 (NADP+), mitochondrial (IDH2), transcript variant 1, mRNA [NM_002168] GO:0000287|GO:0006099|GO:0005975|GO:0005743|GO:0044281|GO:0006097|GO:0004450|GO:0005739|GO:0006102|GO:0051287|GO:0005759|GO:0006103|GO:0044237 NM_002168 Hs.596461 3418 hs|15q26.1 ENST00000539790 isocitrate dehydrogenase 2 
(NADP+), mitochondrial

THC2535304 GCGTTTCAAGGACATCTTCCAGGAGATCTTTGACAAGCACTATAAGACCGACTTCGACAA 1595.2142 563.571817 10.48738 9.310837 1691.6636 1707.1819 1386.7971 597.5081 587.0533 506.15405 10.598193 10.440563 10.423385 9.129815 9.417732 9.384964

A_33_P3314531 0.008512044 0.104555038 2.0801724 Up chr15:077570938-077570997 hs|15q24.3 CCCTGCAAAGAACGGAGAGAAGGTACTCAAAGGAGAAATGGGAAAAGCTGACACTGGCAA 37.926844 16.124116 5.123819 4.067116 42.593193 39.59672 31.59062 17.89783 17.314058 13.1604595 5.312869 5.0735846 4.9850035 4.0754137 4.173431 3.9525032

A_23_P106761 0.034618209 0.174553877 2.2404787 Up NM_007074 chr16:30199317-30199376 CORO1A Homo sapiens coronin, actin binding protein, 1A (CORO1A), transcript variant 2, mRNA [NM_007074] GO:0006909|GO:0005515|GO:0008092|GO:0030036|GO:0005886|GO:0005884|GO:0008360|GO:0006928|GO:0005634|GO:0042803|GO:0005737|GO:0051015|GO:0048873|GO:0030833|GO:0042102|GO:0030670|GO:0071353|GO:0007015|GO:0006816|GO:0043029|GO:0070062|GO:0001
772|GO:0030335|GO:0030595|GO:0031589|GO:0001891|GO:0001845|GO:0008022|GO:0030027|GO:0050918|GO:0045335|GO:0043234|GO:0032796|GO:0045087|GO:0051126|GO:0030864|GO:0043548

NM_007074 Hs.415067 11151 hs|16p11.2 ENST00000570045 coronin, actin binding protein, 1A THC2547815 TATCTCTCCATGTTCAGTTCCAAGGAGTCCCAGCGGGGCATGGGCTACATGCCCAAACGT 1243.607333 439.457847 10.119144 8.955337 1199.529 1410.7177 1120.5753 374.7334 506.36658 437.27356 10.099297 10.154484 10.10365 8.491025 9.200242 9.174743

A_23_P82296 0.008988034 0.106293098 2.074604 Up NM_005273 chr7:100275726-100275785 GNB2 Homo sapiens guanine nucleotide binding protein (G protein), beta polypeptide 2 (GNB2), mRNA [NM_005273] GO:0005515|GO:0048471|GO:0005886|GO:0005246|GO:0003924|GO:0007268|GO:0044281|GO:0005765|GO:0005615|GO:0032403|GO:0044297|GO:0006184|GO:0043234|GO:0051020|GO:0006112|GO:0007186|GO:0071377|GO:0004871|GO:0070062 NM_005273 Hs.185172 2783 hs|7q22.1 ENST00000431068 guanine nucleotide binding protein 
(G protein), beta polypeptide 2

NP1177422 TGTGGGACATTGAGACAGGCCAGCAGACAGTGGGTTTTGCTGGACACAGTGGGGATGTGA 280.227683 107.275473 7.948447 6.895611 286.2413 309.22668 245.21507 111.160706 114.862404 95.80331 7.998583 7.9586163 7.8881416 6.746189 7.026272 6.914372

A_33_P3362891 0.016895727 0.133374453 2.6252 Up NM_002137 chr7:26240281-26240222 HNRNPA2B1 Homo sapiens heterogeneous nuclear ribonucleoprotein A2/B1 (HNRNPA2B1), transcript variant A2, mRNA [NM_002137] GO:0005515|GO:0006397|GO:0008380|GO:0010467|GO:0048025|GO:0003723|GO:0050658|GO:0005634|GO:0071013|GO:0005737|GO:0000166|GO:0000398|GO:0030529|GO:0005654|GO:0005681|GO:0097157|GO:0043047 NM_002137 Hs.487774 3181 hs|7p15.2 ENST00000356674 heterogeneous nuclear 
ribonucleoprotein A2/B1

THC2507299 ACGAGTCCGGTTCGTGTTCGTCCGCGGAGATCTCTCTCATCTCGCTCGGCTGCGGGAAAT 2303.609167 719.854067 11.038195 9.645767 2281.902 2534.0981 2094.8274 669.7341 791.4352 698.3929 11.044371 11.035721 11.034492 9.285301 9.824922 9.827079

A_33_P3383189 0.025087138 0.154465313 2.1452887 Up NM_001145250 chr2:175202002-175202061 SP9 Homo sapiens Sp9 transcription factor (SP9), mRNA [NM_001145250] GO:0006355|GO:0005634|GO:0030326|GO:0003677|GO:0046872|GO:0006351 NM_001145250 Hs.516603 100131390 hs|2q31.1 ENST00000394967 Sp9 transcription factor TGCAACAAGCGCTTCATGCGCAGCGACCACCTGAGCAAACACATTAAGACGCACAACGGG 36.898276 15.966249 5.086386 3.985214 42.371048 36.05874 32.26504 23.186789 11.250518 13.461439 5.3053184 4.9449773 5.0088625 4.4637218 3.5035927 3.9883282

A_33_P3567512 0.042768731 0.190486169 2.7708621 Up BC125059 chr13:32526757-32526816 eukaryotic translation elongation factor 1 delta pseudogene 3 [Source:HGNC Symbol;Acc:30486] [ENST00000490410] Hs.507667 hs|13q13.1 ENST00000490410 THC2608555 ACAAGTTCAAATATGGCGATGTAGAAAGGAGATTCTACGAACAGATGAACGGGCCTGTGG 564.606923 159.757113 8.954456 7.484121 615.875 592.4891 485.45667 133.19485 187.1596 158.91689 9.111439 8.883868 8.86806 7.013211 7.7512035 7.6879478

A_33_P3241989 0.031751373 0.168956455 3.1848696 Up NM_001130715 chr4:84015366-84015307 PLAC8 Homo sapiens placenta-specific 8 (PLAC8), transcript variant 3, mRNA [NM_001130715] GO:0043066|GO:0008284|GO:0040015|GO:0050873|GO:0045944|GO:0003682|GO:0009409|GO:0042742 NM_001130715 Hs.546392 51316 hs|4q21.22 ENST00000426923 placenta-specific 8 CTGTTGGAGAAGCTGAACTTTGAAAGAGGTGAACATAGAATTTAGAATGTTTGGAAATGT 23.644889 7.650677 4.472471 2.801237 23.99477 23.749453 23.190445 11.15147 6.8005605 4.9999995 4.5081205 4.3622565 4.5470366 3.351826 2.717109 2.3347757

A_23_P20894 0.00468546 0.085955835 2.3401918 Up NM_024757 chr9:140712526-140712585 EHMT1 Homo sapiens euchromatic histone-lysine N-methyltransferase 1 (EHMT1), transcript variant 1, mRNA [NM_024757] GO:0005515|GO:0005886|GO:0005694|GO:0016571|GO:0008168|GO:0005730|GO:0018027|GO:0005634|GO:0000122|GO:0009790|GO:0018026|GO:0016279|GO:0018024|GO:0006306|GO:0002039|GO:0005737|GO:0046974|GO:0005654|GO:0008270|GO:0045892|GO:0046976|GO:0070
734|GO:0051567|GO:0016568

NM_024757 Hs.495511 79813 hs|9q34.3 ENST00000494249 euchromatic histone-lysine 
N-methyltransferase 1

THC2483801 TGATTTCAGACTCAGAAGCCGACGTTCGAGAGGAAGATTCTTACCTCTTTGATCTCGACA 52.223651 19.548204 5.573353 4.346726 58.467987 56.371986 41.83098 24.261276 17.68959 16.693747 5.757212 5.5803447 5.382501 4.529235 4.208456 4.3024864

A_33_P3234571 0.021020686 0.144388972 2.17631 Up NM_145109 chr17:21205459-21205518 MAP2K3 Homo sapiens mitogen-activated protein kinase kinase 3 (MAP2K3), transcript variant B, mRNA [NM_145109] GO:0005515|GO:0034142|GO:0060048|GO:0051403|GO:0005829|GO:0002756|GO:0000187|GO:0005737|GO:0006954|GO:0004702|GO:0002755|GO:0045860|GO:0034138|GO:0004708|GO:0038124|GO:0019901|GO:0038123|GO:0034134|GO:0018108|GO:0002224|GO:0005524|GO:0042
035|GO:0007165|GO:0045087|GO:0005654|GO:0034166|GO:0035666|GO:0004713|GO:0045893|GO:0034146|GO:0034162

NM_145109 Hs.514012 5606 hs|17p11.2 ENST00000526076 mitogen-activated protein kinase 
kinase 3

THC2488446 ATGTGTGGATCTGCATGGAGCTCATGGACACATCCTTGGACAAGTTCTACCGGAAGGTGC 30.408235 12.746441 4.817337 3.695453 26.516657 35.602985 29.105064 15.485449 13.05867 9.695203 4.6561522 4.9268017 4.8690567 3.8459642 3.74436 3.4960341

A_23_P19084 0.012185364 0.117728848 2.0090461 Up NM_004499 chr5:177634122-177634181 HNRNPAB Homo sapiens heterogeneous nuclear ribonucleoprotein A/B (HNRNPAB), transcript variant 2, mRNA [NM_004499] GO:0043565|GO:0005737|GO:0003700|GO:0000166|GO:0030529|GO:0003723|GO:0005634|GO:0001837|GO:0045893|GO:0003729 NM_004499 Hs.591731 3182 hs|5q35.3 ENST00000355836 heterogeneous nuclear 
ribonucleoprotein A/B

NP1195738 CCAAAGTTGAACAAAAGACGAGGTTTTGTGTTTATCACCTTTAAAGAAGAAGAACCCGTG 1149.7632 473.21407 10.006906 9.000396 1184.257 1238.7388 1026.2938 672.17786 401.89288 345.57147 10.076796 9.967008 9.976915 9.292831 8.873241 8.835115

A_33_P3399208 0.027272751 0.159551392 2.781217 Up XM_005275377 HLA-B major histocompatibility complex, class I, B [Source:HGNC Symbol;Acc:4932] [ENST00000466304] GO:0002474|GO:0005886|GO:0005783|GO:0019221|GO:0051087|GO:0006955|GO:0060337|GO:0042605|GO:0030670|GO:0071556|GO:0016032|GO:0070062|GO:0060333|GO:0042270|GO:0012507|GO:2001198|GO:0002480|GO:0005794|GO:0002486|GO:0009986|GO:0042612|GO:0042
590|GO:0005102|GO:0006952|GO:0002667|GO:0000139|GO:0016020|GO:0005887|GO:0045087|GO:0001916|GO:0031901|GO:0050776|GO:0032655|GO:0002479|GO:0032675|GO:0016021|GO:0016045|GO:0046977

XM_005275377 Hs.77961 3106 ENST00000466304 major histocompatibility complex, 
class I, B

THC2587029 AACACACAGATCTCCAAGACCAACACACAGACTTACCGAGAGAGCCTGCGGAACCTGCGC 1897.014967 546.12755 10.740624 9.264908 2191.1958 1920.3507 1579.4984 553.82635 579.28143 505.27487 10.991319 10.619046 10.611508 9.017969 9.395733 9.381022

A_32_P228775 0.032378904 0.170113146 2.3162524 Up NM_174907 chr3:73047288-73096374 PPP4R2 Homo sapiens protein phosphatase 4, regulatory subunit 2 (PPP4R2), mRNA [NM_174907] GO:0008380|GO:0006397|GO:0005515|GO:0030289|GO:0050790|GO:0005813|GO:0005737|GO:0030362|GO:0005634|GO:0030674|GO:0010569|GO:0006464 NM_174907 Hs.431092 151987 hs|3p13 ENST00000470976 protein phosphatase 4, regulatory 
subunit 2

THC2593361 TAGCCAAGACTGGAGAAACAATGATTCAGTGGTCCCAATTTAAAGGCTATTTTATTTTCA 157.039157 57.461458 7.126149 5.914357 146.55237 181.9409 142.6242 80.085106 49.115707 43.18356 7.0430455 7.2131033 7.1222987 6.276657 5.745587 5.720826

A_24_P93720 0.019182011 0.139918778 2.0078754 Up AK095436 chr10:31217943-31217884 LOC645984 Homo sapiens cDNA FLJ38117 fis, clone D3OST2003797. [AK095436] Hs.679038 645984 hs|10p11.23 uncharacterized LOC645984 THC2484081 CCTTAAACCATAAAATCTGAAACAGAAAGCATATGATACAGTAACTTAGTACCAGAAGGG 14.803701 7.547295 3.791717 2.786047 20.064262 12.80325 11.543591 10.901969 6.739918 4.9999995 4.2600355 3.5049722 3.6101432 3.31596 2.707406 2.3347757

A_32_P173298 0.005166894 0.087522131 2.4088893 Up NM_012426 chr16:70562923-70562982 SF3B3 Homo sapiens splicing factor 3b, subunit 3, 130kDa (SF3B3), mRNA [NM_012426] GO:0008380|GO:0006397|GO:0010467|GO:0006461|GO:0000398|GO:0000375|GO:0030532|GO:0005681|GO:0005654|GO:0071013|GO:0003676|GO:0005689 NM_012426 Hs.514435 23450 hs|16q22.1 ENST00000302516 splicing factor 3b, subunit 3, 
130kDa

NP370741 GCACCAAAGACTACATTGTAGTTGGCAGTGACTCTGGTCGAATTGTTATTTTGGAATACC 23.528009 9.146821 4.456829 3.188461 22.645807 27.945637 19.992584 11.06859 9.632497 6.7393746 4.4249263 4.5936327 4.3519273 3.3384628 3.2520463 2.974873

A_32_P514599 0.048625485 0.202258105 2.0921157 Up chr3:036809424-036809365 HUMHSP60A chaperonin (HSP60) {Homo sapiens} (exp=-1; wgp=0; cg=0), partial (46%) [THC2537477] hs|3p22.2 THC2537477 AGTCAAGGCTCCAGGGTTTTGTGACAAAGAACCAGCTCAAAGATATGGCTGTTACTACTG 2001.2071 849.27078 10.83041 9.765447 2041.5741 2164.528 1797.5192 1378.5037 613.28064 556.028 10.878992 10.798311 10.813927 10.301564 9.480765 9.514013

A_23_P119448 0.002458475 0.074533775 13.5060918 Up NM_014931 chr19:55741657-55741598 PPP6R1 Homo sapiens protein phosphatase 6, regulatory subunit 1 (PPP6R1), mRNA [NM_014931] GO:0005515|GO:0005737|GO:0019903|GO:0043666 NM_014931 Hs.515610 22870 hs|19q13.42 ENST00000412770 protein phosphatase 6, regulatory 
subunit 1

THC2667685 AGAGAGAATGGAGAGAGAGAAACATATATTATATATTATATAGAGAGAGGGAGGAGAGCG 102.985913 6.796706 6.520354 2.764815 79.749985 125.56047 103.647285 4.9999995 9.946668 5.4434505 6.193154 6.695133 6.6727743 2.3219874 3.3046236 2.6678352

A_23_P155463 0.008334411 0.103758951 6.6527209 Up NM_024512 chr3:46557445-46557386 LRRC2 Homo sapiens leucine rich repeat containing 2 (LRRC2), mRNA [NM_024512] NM_024512 Hs.657345 79442 hs|3p21.31 ENST00000395905 leucine rich repeat containing 2 AAAGAGAGAGAGATGAAAAGAGTAGGAAAATGAGAAATCACCTTCGTTGAATCTTAAATA 63.689737 8.772062 5.830682 3.096738 48.73998 79.66718 62.662052 5.2296677 13.228861 7.857658 5.4876785 6.051627 5.952741 2.3327265 3.765489 3.1919975

A_24_P276628 0.012857148 0.120225868 2.3649483 Up NM_000310 chr1:40555149-40555090 PPT1 Homo sapiens palmitoyl-protein thioesterase 1 (PPT1), transcript variant 1, mRNA [NM_000310] GO:0031579|GO:0030424|GO:0008344|GO:0030308|GO:0006907|GO:0005634|GO:0015031|GO:0005764|GO:0005615|GO:0030425|GO:0007269|GO:0005829|GO:0002084|GO:0030163|GO:0043524|GO:0048666|GO:0043025|GO:0007625|GO:0044257|GO:0051186|GO:0070062|GO:0008
306|GO:0043066|GO:0032429|GO:0005794|GO:0008474|GO:0016290|GO:0051181|GO:0030149|GO:0050803|GO:0048549|GO:0005576|GO:0006898|GO:0007399|GO:0008021|GO:0016042|GO:0006309|GO:0007420|GO:0048260|GO:0045121|GO:0007042|GO:0007601

NM_000310 Hs.3873 5538 hs|1p34.2 ENST00000449045 palmitoyl-protein thioesterase 1 THC2561306 TCTCACATCTGTGACTTCATCCGAAAAACACTGAATGCTGGGGCGTACTCCAAAGTTGTT 13330.845 5192.610533 13.604905 12.363096 15593.463 13640.799 10758.273 7967.5366 4085.608 3524.687 13.853649 13.511135 13.449931 12.895182 12.106779 12.087328

A_24_P6903 0.001600927 0.066144964 2.2378722 Up NM_001017992 chr5:56778051-56777992 ACTBL2 Homo sapiens actin, beta-like 2 (ACTBL2), mRNA [NM_001017992] GO:0008150|GO:0003674|GO:0005737|GO:0005856|GO:0005615|GO:0005524|GO:0070062 NM_001017992 Hs.482167 345651 hs|5q11.2 ENST00000423391 actin, beta-like 2 THC2619711 CACATCGTGCCCATCTATGAAGGTTATGCCCTGCCTCATGCCATTCTACGCCTGGATCTG 3535.055733 1349.764833 11.678008 10.51588 3689.237 3815.876 3100.0542 1788.7217 1197.8928 1062.68 11.757446 11.649015 11.627563 10.685793 10.422605 10.439243

A_33_P3381410 0.028397741 0.162050219 2.7394142 Up NM_006190 chr2:201822244-201822185 ORC2 Homo sapiens origin recognition complex, subunit 2 (ORC2), transcript variant 1, mRNA [NM_006190] GO:0000792|GO:0005515|GO:0000808|GO:0005886|GO:0005634|GO:0000122|GO:0003688|GO:0006260|GO:0000082|GO:0006270|GO:0005654|GO:0005664|GO:0000278|GO:0000939 NM_006190 Hs.444870 4999 hs|2q33.1 ENST00000410039 origin recognition complex, subunit 
2

THC2663218 GCGCAGCTTTTGGTCAACCCCAAAAAAATAATAAAGAAGCCAGAATATGATTTGGAGGAA 18.768397 6.519185 4.158659 2.704792 20.004541 19.008049 17.2926 5.657593 8.383168 5.5167947 4.2572217 4.0578732 4.1608825 2.3813784 3.048445 2.6845517

A_23_P79927 0.006928994 0.098828758 2.3434292 Up NM_006392 chr20:2636023-2636082 NOP56 Homo sapiens NOP56 ribonucleoprotein (NOP56), transcript variant 1, mRNA [NM_006392] GO:0005515|GO:0008219|GO:0005737|GO:0030515|GO:0031428|GO:0006364|GO:0003723|GO:0070761|GO:0005730|GO:0005732|GO:0005654 NM_006392 Hs.376064 10528 hs|20p13 ENST00000469588 NOP56 ribonucleoprotein THC2507906 GCCACATACTGCCGTCTTGCCCAGTTTATTGGAAACCGAAGGGAACTGAATGAGGACAAG 612.79149 204.62853 9.074688 7.846067 657.1999 653.27527 527.8993 226.67328 206.95468 180.25763 9.19932 9.031202 8.993542 7.765235 7.8985443 7.874421

A_32_P41496 0.023316484 0.150767204 2.4517051 Up chrX:40691339-40691280 LOC100132831Homo sapiens A20-binding inhibitor of NF-kappaB activation 2 pseudogene (LOC100132831), non-coding RNA [NR_027761] NR_027761 Hs.729923 100132831 hs|Xp11.4 A20-binding inhibitor of NF-kappaB 
activation 2 pseudogene

THC2648638 GCTGGATTCACGCTGGGAGCAAAACTGCCAAGTACTTGGCCACCGATGCAGTGGAGCTTA 40.028177 14.557559 5.208415 3.91463 42.058437 40.334003 37.69209 13.536999 17.155699 12.9799795 5.2958193 5.0998535 5.229572 3.6553037 4.155918 3.9326668

A_23_P46673 0.029111761 0.163676977 3.213553 Up DM107643 chr1:176585564-176585505 METHODS FOR GENERATING NEW HAIR FOLLICLES, TREATING BALDNESS, AND HAIR REMOVAL. [DM107643] hs|1q25.2 THC2753863 AAGGTGGAATGAAACATGAAGATGCAGTACAATTCATAGGACAAAAGCGGAGTGGAGCTT 45.80805 13.591169 5.388357 3.704188 46.33471 52.34314 38.7463 20.902428 12.00251 7.8685694 5.4197826 5.4697638 5.275524 4.3092213 3.6092603 3.194081

A_23_P49842 0.001348542 0.06396968 2.1169091 Up NM_005148 chr17:26874864-26874805 UNC119 Homo sapiens unc-119 homolog (C. elegans) (UNC119), transcript variant 1, mRNA [NM_005148] GO:0005515|GO:0005813|GO:0061098|GO:1900186|GO:0007268|GO:0051233|GO:0007109|GO:0005829|GO:0008289|GO:0045171|GO:2001287|GO:0000922|GO:0042953|GO:0007602|GO:0007601 NM_005148 Hs.410455 9094 hs|17q11.2 ENST00000487844 unc-119 homolog (C. elegans) THC2594488 GGAGTTCACAGTGGGAGACAAGCCTGTCAACAACTTCCGCATGATCGAGAGGCACTACTT 191.485487 73.237503 7.405764 6.323805 184.62534 220.53822 169.2929 77.63401 79.73768 62.34082 7.370409 7.480324 7.3665586 6.226507 6.472555 6.2723517

A_24_P83922 0.015446381 0.128940133 2.0183262 Up NM_003093 chr6:34730394-34730453 SNRPC Homo sapiens small nuclear ribonucleoprotein polypeptide C (SNRPC), transcript variant 1, mRNA [NM_003093] GO:0071004|GO:0005515|GO:0030619|GO:0003727|GO:0015030|GO:0005730|GO:0005634|GO:0000387|GO:0003729|GO:0042803|GO:0000395|GO:0000398|GO:0008270|GO:0000243|GO:0005685 NM_003093 Hs.1063 6631 hs|6p21.31 ENST00000474635 small nuclear ribonucleoprotein 
polypeptide C

THC2547519 GCAGTGGTAGGAAACACAAAGAGAATGTGAAAGACTACTATCAGAAATGGATGAAAGAGC 68.536942 28.880264 5.953072 4.939913 72.81975 76.6619 56.129177 29.260191 33.57764 23.80296 6.0627737 6.0018644 5.7945786 4.8071456 5.177753 4.83484

A_33_P3416767 0.011718788 0.116247548 2.226671 Up NM_032711 chr17:79880543-79880484 MAFG Homo sapiens v-maf avian musculoaponeurotic fibrosarcoma oncogene homolog G (MAFG), transcript variant 2, mRNA [NM_032711] GO:0043565|GO:0006355|GO:0003700|GO:0046982|GO:0007596|GO:0042127|GO:0030641|GO:0030534|GO:0005654|GO:0045604|GO:0001701|GO:0006351 NM_032711 Hs.744113 4097 hs|17q25.3 ENST00000392366 v-maf avian musculoaponeurotic 
fibrosarcoma oncogene homolog G

THC2509559 GGCAAGGTGGCCGCCACCAGCGTCATCACAATAGTAAAGTCCAAGACGGATGCCCGATCG 119.643402 44.533996 6.740315 5.585427 104.05221 140.17159 114.706406 52.14201 43.846043 37.613934 6.5622473 6.8490295 6.8096685 5.659403 5.5772324 5.5196447

A_33_P3224800 0.004077371 0.082845996 2.1154964 Up chr7:074580977-074580918 hs|7q11.23 AAGCCAGAGACATACTTGATGCCCAAAGATGGCAAGAGTACCGCGACAGGTGAGAGGACG 468.714247 173.429323 8.69027 7.609273 456.6644 532.46906 417.00928 183.24919 178.24377 158.79501 8.672482 8.732536 8.665791 7.458727 7.683815 7.6852784

A_23_P91657 0.003703897 0.081836273 2.79292 Up NM_013986 chr22:29688522-29688581 EWSR1 Homo sapiens EWS RNA-binding protein 1 (EWSR1), transcript variant 1, mRNA [NM_013986] GO:0005515|GO:0005516|GO:0006355|GO:0005737|GO:0005886|GO:0000166|GO:0003723|GO:0008270|GO:0005634|GO:0006351|GO:0042802 NM_013986 Hs.374477 2130 hs|22q12.2 ENST00000414183 EWS RNA-binding protein 1 THC2579113 ATGTACAAGGATTAAATGACAGTGTGACTCTAGATGATCTGGCAGACTTCTTTAAGCAGT 209.08562 61.897379 7.535275 6.0535 211.73714 230.27808 185.24164 80.19858 56.398804 49.094753 7.5794477 7.542186 7.48419 6.278383 5.963599 5.918519

A_33_P3236416 0.010194842 0.110382565 3.6379927 Up NM_001004334 chr17:36481658-36481599 GPR179 Homo sapiens G protein-coupled receptor 179 (GPR179), mRNA [NM_001004334] GO:0007186|GO:0005886|GO:0004930|GO:0044292|GO:0016021|GO:0072659|GO:0007601 NM_001004334 Hs.462915 440435 hs|17q12 ENST00000342292 G protein-coupled receptor 179 THC2483049 TCAGCATCTGGCATCCAAAGCAACATCAGAGAGAGAGAACACAGAAGAAAAGCAATTGCC 22.644888 5.993833 4.408884 2.545742 19.830688 25.877432 22.226543 4.9999995 7.9815006 4.9999995 4.2457094 4.4891825 4.4917607 2.3219874 2.9804616 2.3347757

A_33_P3287529 0.002705888 0.076235835 2.0208446 Up NM_016176 chr1:1153928-1153869 SDF4 Homo sapiens stromal cell derived factor 4 (SDF4), transcript variant 2, mRNA [NM_016176] GO:0005515|GO:0009650|GO:0005794|GO:0005886|GO:0005770|GO:0005796|GO:0070625|GO:0045471|GO:0005509|GO:0021549|GO:0042802|GO:0005737|GO:0032059|GO:0017156|GO:0045444|GO:0070062 NM_016176 Hs.42806 51150 hs|1p36.33 ENST00000478938 stromal cell derived factor 4 THC2557161 TGACGACAACTGGGTGAAAGACAGAAAAAAGGAGTTTGAGGAGCTCATTGACTCCAACCA 425.760267 165.746937 8.555831 7.540872 390.2169 487.15173 399.91217 168.2729 178.73514 150.23277 8.451241 8.6157055 8.600545 7.340784 7.6879478 7.5938845

A_24_P39454 0.034367573 0.174144236 2.3563961 Up NM_017553 chr15:41271933-41271874 INO80 Homo sapiens INO80 complex subunit (INO80), transcript variant 1, mRNA [NM_017553] GO:0005515|GO:0006200|GO:0043014|GO:0030307|GO:0005874|GO:0003779|GO:0005634|GO:0051225|GO:0003677|GO:0005524|GO:2000045|GO:0071479|GO:0003678|GO:0006302|GO:0031011|GO:0034644|GO:0000070|GO:0000724|GO:0045944|GO:0010571|GO:0070914|GO:0006
338|GO:0032508|GO:0016887

NM_017553 Hs.292949 54617 hs|15q15.1 ENST00000558357 INO80 complex subunit THC2588840 AGGTCTCTGAACCCCAGAGTGTCGTCATTGGAGAGAGCAGTGACTGCGAGAGATGGTGGA 48.536853 17.930406 5.471804 4.235222 54.375484 50.060665 41.17441 16.361761 20.432356 16.9971 5.647022 5.410302 5.3580875 3.9403162 4.429089 4.33626

A_33_P3347417 0.00975028 0.108183994 34.1942696 Up NM_015001 chr1:16255108-16255167 SPEN Homo sapiens spen family transcriptional repressor (SPEN), mRNA [NM_015001] GO:0001191|GO:0005515|GO:0003700|GO:0003714|GO:0005730|GO:0005634|GO:0000122|GO:0006351|GO:0000166|GO:0003697|GO:0007219|GO:0050769|GO:0017053|GO:0001085|GO:0016032|GO:0045893|GO:0045892|GO:0070062 NM_015001 Hs.744843 23013 hs|1p36.13 ENST00000375759 spen family transcriptional 
repressor

THC2468314 AGATAAAGAACGAACTTTTGATCCGGAGAGAGTGGAGAGAGAGAGACGCTTAATACGGAA 238.341288 5.758678 7.552694 2.457011 100.797585345.2954 268.93088 5.9697495 6.3062835 4.9999995 6.5182934 8.118574 8.021214 2.431457 2.6048007 2.3347757

A_24_P382401 0.028822418 0.163024177 4.389124 Up NM_153358 chr19:12739507-12739566 ZNF791 Homo sapiens zinc finger protein 791 (ZNF791), mRNA [NM_153358] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_153358 Hs.720677 163049 hs|19p13.2 ENST00000540038 zinc finger protein 791 THC2463129 ATGTGGGAAAACTTTCAATTATCCTCTAGATTTGAAAATCCACAAGAGAAATCACACTGG 47.460739 10.386825 5.442373 3.30844 40.673637 57.044273 44.664307 15.352169 9.714755 6.0935516 5.2482696 5.5948615 5.483989 3.8309522 3.264767 2.8296018

A_23_P336015 0.008611396 0.104555038 2.0685816 Up NM_015658 chr1:880965-880906 NOC2L Homo sapiens nucleolar complex associated 2 homolog (S. cerevisiae) (NOC2L), mRNA [NM_015658] GO:0005515|GO:0003714|GO:0005730|GO:0006915|GO:0031491|GO:0005634|GO:2001243|GO:0000122|GO:0035067|GO:0006351|GO:0032066|GO:0042393|GO:0034644|GO:0031497|GO:0002903|GO:0003682|GO:0070491|GO:0005654 NM_015658 Hs.405987 26155 hs|1p36.33 ENST00000327044 nucleolar complex associated 2 
homolog (S. cerevisiae)

THC2506960 GCAATTTAAAGACCTCTTTGACCTGAACAGCTCTGAAGAGGACGACACTGAGGGATTCTC 95.518662 38.924492 6.429975 5.381333 89.87991 109.276085 87.39999 46.753525 36.378647 33.641304 6.3696156 6.499917 6.420393 5.502755 5.297167 5.344078

A_23_P428999 0.000575491 0.055027037 2.6551323 Up NM_006540 chr8:71024424-71024365 NCOA2 Homo sapiens nuclear receptor coactivator 2 (NCOA2), mRNA [NM_006540] GO:0005515|GO:0016922|GO:0006355|GO:0016573|GO:0003713|GO:0035257|GO:0044281|GO:0000122|GO:2000273|GO:0006351|GO:0030375|GO:0005737|GO:0030374|GO:0045944|GO:0003682|GO:0046983|GO:0005654|GO:0004871|GO:0044255|GO:0030521|GO:0004402 NM_006540 Hs.446678 10499 hs|8q13.3 ENST00000518287 nuclear receptor coactivator 2 THC2464515 CTAAACCTTGTGATTCTGCTTATAAGTCATTTATCTAATCTATATGATATGCAGCCGCTG 79.664362 25.523846 6.172479 4.763695 82.89605 86.79324 69.303795 29.19235 24.847542 22.531645 6.2519975 6.1723995 6.0930395 4.8034754 4.7361026 4.7515073

A_33_P3369565 0.007582298 0.101115748 2.2200409 Up NM_001195252 chr9:32989828-32989769 APTX Homo sapiens aprataxin (APTX), transcript variant 11, mRNA [NM_001195252] GO:0051219|GO:0005515|GO:0003725|GO:0000012|GO:0008219|GO:0042542|GO:0000790|GO:0005634|GO:0046872|GO:0006302|GO:0005737|GO:0003690|GO:0031647|GO:0000785|GO:0008967|GO:0033699|GO:0005730|GO:0006974|GO:0003684|GO:0047485|GO:0003682|GO:0016
311|GO:0046403|GO:0005654|GO:0000738|GO:0006266

NM_001195252 Hs.20158 54840 hs|9p21.1 ENST00000397172 aprataxin THC2520690 ATTTGGAAGCAGTTGTGATTGGGCGTGGCCCAGAGACCAAGATCACTGATAAGAAATGTT 71.599438 28.194916 6.01945 4.868863 78.19952 76.250534 60.34826 36.550343 28.372057 19.662348 6.1630545 5.9964867 5.8988075 5.135023 4.923168 4.548399

A_33_P3306146 0.008964752 0.106261139 2.3885155 Up NM_001145031 chr10:75674614-75674673 PLAU Homo sapiens plasminogen activator, urokinase (PLAU), transcript variant 2, mRNA [NM_001145031] GO:0005515|GO:0033628|GO:0001666|GO:0010469|GO:0004252|GO:0005886|GO:0009986|GO:0014910|GO:0014909|GO:0005576|GO:2000097|GO:0005615|GO:0061041|GO:0007165|GO:0006935|GO:0007596|GO:0042127|GO:0006508|GO:0042730|GO:0070062 NM_001145031 Hs.77274 5328 hs|10q22.2 ENST00000446342 plasminogen activator, urokinase THC2781113 TATAACGATCCCCAGTTTGGCACAAGCTGTGAGATCACTGGCTTTGGAAAAGAGAATTCT 69.869213 24.965795 5.974679 4.718564 85.57887 69.78246 54.24631 29.503973 26.157309 19.236103 6.298575 5.877615 5.747846 4.82254 4.8135467 4.5196066

A_33_P3349325 0.045757063 0.196503943 2.5122414 Up NM_001017979 chr4:13476001-13475942 RAB28 Homo sapiens RAB28, member RAS oncogene family (RAB28), transcript variant 1, mRNA [NM_001017979] GO:0006184|GO:0005737|GO:0005886|GO:0007264|GO:0035253|GO:0003924|GO:0019003|GO:0005525|GO:0036064 NM_001017979 Hs.656060 9364 hs|4p15.33 ENST00000508274 RAB28, member RAS oncogene 
family

THC2762853 GATATAGGAGGGCAGACAATAGGAGGCAAAATGTTGGATAAATATATCTATGGAGCACAG 162.78017 53.898374 7.174389 5.845414 143.6984 191.94928 152.69283 36.853912 58.52891 66.3123 7.0162425 7.2922974 7.2146277 5.1500516 6.0228577 6.363333

A_33_P3324909 0.007592091 0.101161021 2.1649105 Up NM_001286968 chr19:18391430-18391371 JUND Homo sapiens jun D proto-oncogene (JUND), transcript variant 1, mRNA [NM_001286968] GO:0005515|GO:0016922|GO:0014070|GO:0003700|GO:0044212|GO:0006357|GO:0006366|GO:0007568|GO:0005730|GO:0043434|GO:0005634|GO:0009612|GO:0045669|GO:0043565|GO:0043234|GO:0003690|GO:0002076|GO:0045944|GO:0071277|GO:0032496|GO:0007623|GO:0009
416|GO:0019899|GO:0000785

NM_001286968 Hs.2780 3727 hs|19p13.11 ENST00000252818 jun D proto-oncogene THC2480324 AAGCTGGAGCGCATCTCGCGCCTGGAAGAGAAAGTGAAGACCCTCAAGAGTCAGAACACG 70.899407 28.052872 6.000992 4.886685 85.564026 69.4 57.734196 33.763077 28.424337 21.971203 6.298033 5.868694 5.836249 5.0190964 4.927691 4.7132664

A_32_P743407 0.025616798 0.155651603 2.0744725 Up NM_032569 chr16:4853203-4853189 GLYR1 Homo sapiens glyoxylate reductase 1 homolog (Arabidopsis) (GLYR1), mRNA [NM_032569] GO:0004616|GO:0005737|GO:0051287|GO:0005794|GO:0005730|GO:0005634|GO:0035064|GO:0006098|GO:0003677 NM_032569 Hs.387255 84656 hs|16p13.3 ENST00000381983 glyoxylate reductase 1 homolog 
(Arabidopsis)

THC2468636 TCTGTTTCCGTTAGGCCACAGACTCTTCACCTGGCTCTGAAGAGCACTCTTACCTCGGTC 172.993183 67.154218 7.257387 6.204642 202.59766 175.43329 140.9486 71.771324 68.65488 61.03645 7.5092506 7.1590996 7.103811 6.1140165 6.253414 6.246497

A_23_P104607 0.031269985 0.167500463 2.141879 Up NM_002804 chr11:47444493-47444434 PSMC3 Homo sapiens proteasome (prosome, macropain) 26S subunit, ATPase, 3 (PSMC3), mRNA [NM_002804] GO:0005515|GO:0002474|GO:0010467|GO:0048471|GO:0006200|GO:0005634|GO:0044281|GO:0031145|GO:0005829|GO:0034641|GO:0000082|GO:0000932|GO:0016032|GO:2001141|GO:0016887|GO:0006977|GO:0000209|GO:0043066|GO:0000502|GO:0016070|GO:0016071|GO:0003
714|GO:0006521|GO:0003713|GO:0001824|GO:0051437|GO:0042590|GO:0006915|GO:0042981|GO:0051436|GO:0005524|GO:0051439|GO:0002479|GO:0005654|GO:0022624|GO:0000278

NM_002804 Hs.250758 5702 hs|11p11.2 ENST00000530887 proteasome (prosome, macropain) 
26S subunit, ATPase, 3

NP1210688 ACAAGGAGAAGTTTGAGAACTTGGGGATCCAACCTCCAAAAGGGGTGCTGATGTATGGGC 1300.223467 481.47676 10.186418 9.087541 1311.5157 1444.3077 1144.847 449.07303 543.6443 451.71295 10.232472 10.190056 10.136725 8.736068 9.307305 9.219249

A_24_P181055 0.001964595 0.071823867 2.3763833 Up NM_006278 chr11:126283477-126283536 ST3GAL4 Homo sapiens ST3 beta-galactoside alpha-2,3-sialyltransferase 4 (ST3GAL4), transcript variant 1, mRNA [NM_006278] GO:0005975|GO:0016266|GO:0047288|GO:0044281|GO:0003836|GO:0042339|GO:0030173|GO:0050890|GO:0000139|GO:0018146|GO:0032580|GO:0030203|GO:0044267|GO:0070062|GO:0018279|GO:0043687 NM_006278 Hs.591947 6484 hs|11q24.2 ENST00000530591 ST3 beta-galactoside alpha-2,3-
sialyltransferase 4

THC2707649 CCCAGACGCCTACAACAAGAAGCAGACCATTCACTACTATGAGCAGATCACGCTCAAGTC 195.773577 66.290142 7.432905 6.184137 170.62134 227.72986 188.96953 62.35601 70.752655 65.76176 7.2567406 7.529761 7.512212 5.903942 6.2998247 6.3486443

A_23_P153084 0.040652319 0.187156153 2.2714452 Up NM_006788 chr18:9525728-9525787 RALBP1 Homo sapiens ralA binding protein 1 (RALBP1), mRNA [NM_006788] GO:0005515|GO:0051056|GO:0006200|GO:0007264|GO:0032855|GO:0043087|GO:0005829|GO:0048365|GO:0007165|GO:0006935|GO:0016020|GO:0043089|GO:0006810|GO:0016887|GO:0017160|GO:0030675|GO:0043492|GO:0005096 NM_006788 Hs.528993 10928 hs|18p11.22 ENST00000019317 ralA binding protein 1 THC2491007 TGAATTGTTTACATCGAGATCTGCAGGGTGGGATAAAGGATTTGTCTAAAGAAGAAAGAT 27.607509 11.670417 4.676115 3.492504 27.85206 32.229675 22.740793 17.389486 10.577911 7.043855 4.725577 4.7819095 4.5208583 4.0309696 3.4040356 3.0425081

A_33_P3226610 0.02915036 0.163690844 2.3206182 Up NM_021144 chr9:15474127-15474068 PSIP1 Homo sapiens PC4 and SFRS1 interacting protein 1 (PSIP1), transcript variant 1, mRNA [NM_021144] GO:0005515|GO:0001105|GO:0006355|GO:0009408|GO:0005730|GO:0035327|GO:0005634|GO:0006351|GO:0005829|GO:0000395|GO:0005720|GO:0097100|GO:0034399|GO:0045944|GO:0003682|GO:0016032|GO:0005654|GO:0033613|GO:0006979 NM_021144 Hs.658434 11168 hs|9p22.3 ENST00000495873 PC4 and SFRS1 interacting protein 
1

THC2574163 AGAGCCGGATAAAAAAGAGGGGAAGAAAGAAGTTGAATCAAAAAGGAAAAATTTAGCTAA 46.712725 18.324094 5.426668 4.212158 45.91017 50.43099 43.797016 25.687922 15.90396 13.380401 5.4084272 5.4207993 5.450776 4.614345 4.04395 3.97818

A_33_P3374758 0.030068624 0.165248549 2.5910114 Up NM_006141 chr16:66776401-66776342 DYNC1LI2 Homo sapiens dynein, cytoplasmic 1, light intermediate chain 2 (DYNC1LI2), transcript variant 1, mRNA [NM_006141] GO:0019886|GO:0051642|GO:0005813|GO:0008152|GO:0005874|GO:0006810|GO:0000226|GO:0005868|GO:0003777|GO:0005524|GO:0007018|GO:0005829 NM_006141 Hs.369068 1783 hs|16q22.1 ENST00000379482 dynein, cytoplasmic 1, light 
intermediate chain 2

THC2549859 CGTGAGCACATTGATAAAATGAAAATTCCACCAGAAAAAATGAGGGAGCTGGAACGGAAG 40.351199 13.959936 5.2119 3.838384 32.619423 48.87447 39.559704 17.53187 12.334789 12.01315 4.951004 5.3770733 5.307622 4.0459805 3.6528683 3.8163044

A_24_P824592 0.023082452 0.150288775 3.241079 Up NM_002139 chrX:135957662-135957516 RBMX Homo sapiens RNA binding motif protein, X-linked (RBMX), transcript variant 1, mRNA [NM_002139] GO:0005515|GO:0008380|GO:0048026|GO:0010467|GO:0003727|GO:0048025|GO:0006366|GO:0003723|GO:0005634|GO:0071013|GO:0003729|GO:0005615|GO:0000166|GO:0044530|GO:0000381|GO:0045944|GO:0051260|GO:0006509|GO:0070062|GO:0005719|GO:0006376|GO:0001
047|GO:0001649|GO:0016020|GO:0000398|GO:0003682|GO:0030529|GO:0071347|GO:0005654

NM_002139 Hs.380118 27316 hs|Xq26.3 ENST00000320676 RNA binding motif protein, X-linkedTHC2595640 CCCAAGAGATGATGTGTATTCTACTAAAGACAGCTATTCCAGCAAAGATTACCCAAGTTC 145.061283 37.371307 7.016576 5.320102 147.01324 158.1825 129.98811 29.577396 43.268665 39.26786 7.0465746 7.0143986 6.988755 4.826098 5.558 5.5762076

A_23_P101699 0.043008938 0.190842883 2.1410702 Up NM_032631 chr19:4498020-4498353 HDGFRP2 Homo sapiens hepatoma-derived growth factor-related protein 2 (HDGFRP2), transcript variant 2, mRNA [NM_032631] GO:0003682|GO:0005634|GO:0003677|GO:0006351 NM_032631 Hs.43071 84717 hs|19p13.3 ENST00000590872 hepatoma-derived growth factor-
related protein 2

NP1473796 AGAAGAAAGAGCCCTCCGTGGAGGAGAAGCTGCAGAAGCTGCACAGTGAGATCAAGTTTG 60.974671 24.348179 5.79307 4.694738 65.75743 67.102806 50.063778 21.62461 27.44599 23.973938 5.921233 5.8204412 5.637537 4.360214 4.8776903 4.8463106

A_24_P203502 0.025047412 0.154367598 2.2242804 Up chr18:055505867-055505926 Q9BS42_HUMAN (Q9BS42) C15orf15 protein, partial (74%) [THC2591331] hs|18q21.31 THC2591331 CCATTCCAGAAAGCAGCTGGTAAAGAGCTTACAGTAGATAATTCATTTGAATTTGACAAA 555.006453 195.86374 8.927857 7.774518 494.4626 637.5003 533.05646 157.63672 231.9847 197.9698 8.784283 8.990617 9.008671 7.261118 8.057683 8.004754

A_33_P3228023 0.03713288 0.179971041 2.1458975 Up NM_021626 chr17:55065591-55065650 SCPEP1 Homo sapiens serine carboxypeptidase 1 (SCPEP1), mRNA [NM_021626] GO:0004185|GO:0045909|GO:0042573|GO:0006508|GO:0045776|GO:0070062|GO:0005829 NM_021626 Hs.514950 59342 hs|17q22 ENST00000571345 serine carboxypeptidase 1 THC2787320 CATTTTCTCAGAGTCCTATGGAGGAAAAATGGCAGCTGGCATTGGTCTAGAGCTTTATAA 82.024112 34.222581 6.21055 5.108969 86.60435 91.25582 68.212166 51.719296 28.481544 22.466904 6.3136597 6.2455106 6.0724797 5.648836 4.9312673 4.7468033

A_23_P82975 0.025595381 0.15559221 2.522756 Up NM_181661 chr8:100128083-100133444 VPS13B Homo sapiens vacuolar protein sorting 13 homolog B (yeast) (VPS13B), transcript variant 4, mRNA [NM_181661] GO:0015031 NM_181661 Hs.191540 157680 hs|8q22.2 ENST00000441350 vacuolar protein sorting 13 
homolog B (yeast)

THC2482987 TATGCTAGGAAACATTACAGGTTCTGAAGATGAAACAAGAATAGATATGCAATATCCTGC 13.914979 5.489455 3.72545 2.390449 10.9128 17.467909 13.364229 6.468365 4.9999995 4.9999995 3.4204662 3.938697 3.8171856 2.5141244 2.3224466 2.3347757

A_23_P321377 0.025733482 0.155872282 2.0877202 Up NM_152374 chr1:36180163-36180104 C1orf216 Homo sapiens chromosome 1 open reading frame 216 (C1orf216), mRNA [NM_152374] NM_152374 Hs.112023 127703 hs|1p34.3 ENST00000270815 chromosome 1 open reading frame 
216

NP1207254 AAGCTTCTGATGAAAAGCAATGTATGTTTATAAGCTTGCAAGTAACAGACAAGATGTTCC 135.312465 55.664738 6.916955 5.855026 140.69632 148.1187 117.122375 79.881386 46.88892 40.223907 6.988012 6.9230146 6.8398376 6.2733736 5.678488 5.6132174

A_23_P200073 0.048996774 0.203006708 2.0385615 Up NM_020362 chr1:24112839-24112898 PITHD1 Homo sapiens PITH (C-terminal proteasome-interacting domain of thioredoxin-like) domain containing 1 (PITHD1), mRNA [NM_020362]GO:0005634 NM_020362 Hs.31819 57095 hs|1p36.11 ENST00000246151 PITH (C-terminal proteasome-
interacting domain of thioredoxin-
like) domain containing 1

THC2534622 ATTCATATTTCAAAAAACTTCGGAGCAGATACGACAAAGGTCTTTTATATTGGCCTGAGA 313.75991 132.245523 8.108303 7.080752 331.36234 336.05917 273.85822 208.37277 103.284004 85.079796 8.196945 8.080847 8.047117 7.639154 6.861953 6.7411475

A_24_P318593 0.002349704 0.073931938 2.2867825 Up NM_138355 chr17:45916046-45915987 SCRN2 Homo sapiens secernin 2 (SCRN2), transcript variant 1, mRNA [NM_138355] GO:0008150|GO:0003674|GO:0006508|GO:0016805|GO:0070062 NM_138355 Hs.239718 90507 hs|17q21.32 ENST00000579856 secernin 2 THC2498248 GGTGATGATGGGCATCCTCAGAGACAAGGAGAGTGGTATCTGTATGGACTCGGGAGGCTT 33.844131 13.405913 4.974225 3.780906 34.85051 34.31761 32.364273 16.256067 11.683901 12.27777 5.040029 4.869692 5.0129538 3.9269533 3.563834 3.8519301

A_23_P3502 0.041402599 0.188449725 2.3545342 Up NM_144604 chr16:88694508-88695205 ZC3H18 Homo sapiens zinc finger CCCH-type containing 18 (ZC3H18), mRNA [NM_144604] GO:0005730|GO:0005634|GO:0046872 NM_144604 Hs.93670 124245 hs|16q24.2 ENST00000565583 zinc finger CCCH-type containing 
18

THC2575776 AGTTGACACTGTTGAATAAGGCGGCTGATAAAGGAAGCAGGAAGCGCTATGAACCATCAG 152.5121 52.68197 7.084531 5.84909 169.9641 154.8856 132.6866 46.556885 59.19097 52.298054 7.250186 6.9838333 7.0195746 5.497068 6.0395994 6.0106015

A_23_P8139 0.012545872 0.119083314 2.95962 Up NM_003427 chr6:35262286-35262345 ZNF76 Homo sapiens zinc finger protein 76 (ZNF76), transcript variant 1, mRNA [NM_003427] GO:0006357|GO:0006359|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_003427 Hs.388024 7629 hs|6p21.31 ENST00000440666 zinc finger protein 76 THC2694191 TCTTCGTCATCAACAGGTGGCACTGTTGGCCACAGCCAACGGAACGCACATTGCAGTGCA 105.830999 29.861899 6.562384 4.996972 119.89968 109.59192 88.001396 29.87142 33.392647 26.321629 6.7518535 6.5019774 6.43332 4.83934 5.1704245 4.9811506

A_33_P3255647 0.000922815 0.058048491 2.3825277 Up NM_001199973 chrX:100667226-100667285 RPL36A-
HNRNPH2

Homo sapiens RPL36A-HNRNPH2 readthrough (RPL36A-HNRNPH2), transcript variant 1, mRNA [NM_001199973] NM_001199973 Hs.432485 100529097 hs|Xq22.1 ENST00000316594 RPL36A-HNRNPH2 readthrough THC2513003 GAAGTATTCAAGTCTAACAGTGTTGAAATGGATTGGGTGTTGAAGCATACAGGTCCGAAT 174.906023 60.884585 7.271592 6.019099 212.29745 171.6421 140.77852 80.93521 55.919434 45.79911 7.5832453 7.1284623 7.103069 6.294387 5.952093 5.8108177

A_33_P3345414 0.037792003 0.181477738 2.0098417 Up chrX:71494164-71494105 RPS4X ribosomal protein S4, X-linked [Source:HGNC Symbol;Acc:10424] [ENST00000373626] GO:0010467|GO:0008284|GO:0015935|GO:0019058|GO:0019843|GO:0006412|GO:0006413|GO:0006414|GO:0005829|GO:0000184|GO:0016032|GO:0070062|GO:0003735|GO:0016070|GO:0016071|GO:0006614|GO:0019083|GO:0007275|GO:0045727|GO:0006415|GO:0022627|GO:0030529|GO:0005840|GO:0005844|
GO:0044267

6191 hs|Xq13.1 ENST00000373626 ribosomal protein S4, X-linked THC2584584 ATGAACTGGTAATGTAATTGCTGTTTGTGAGACAAAACTCAGTCGTGATGTACAGGGAGC 66.181654 29.531524 5.906471 4.899389 72.81325 71.847275 53.884438 44.31427 22.56798 21.712322 6.062045 5.9180126 5.7393556 5.4207993 4.581474 4.6958942

A_24_P36847 0.000541053 0.055027037 2.1124514 Up NM_001357 chr1:182856256-182856315 DHX9 Homo sapiens DEAH (Asp-Glu-Ala-His) box helicase 9 (DHX9), transcript variant 1, mRNA [NM_001357] GO:0005515|GO:0008380|GO:0003724|GO:0010467|GO:0006200|GO:0005634|GO:0005829|GO:0004004|GO:0034605|GO:0005737|GO:0004003|GO:0001085|GO:0032481|GO:0032508|GO:0005813|GO:0070934|GO:0005730|GO:0005524|GO:0003677|GO:0001649|GO:0016020|GO:0000
398|GO:0030529|GO:0045087|GO:0007623|GO:0005654|GO:0070937

NM_001357 Hs.191518 1660 hs|1q25.3 ENST00000485081 DEAH (Asp-Glu-Ala-His) box 
helicase 9

THC2508412 ACGACAATGGAAGCGGATATAGAAGGGGAGGTTCTAGTTACAGTGGTGGAGGCTATGGCG 646.7339 246.13655 9.153874 8.074956 732.6775 663.8335 543.6907 330.40192 223.22862 184.77911 9.36933 9.05389 9.038402 8.31019 8.005053 7.9096246

A_23_P203773 0.027468196 0.160060479 2.022335 Up NM_080654 chr11:27371039-27370980 CCDC34 Homo sapiens coiled-coil domain containing 34 (CCDC34), transcript variant 2, mRNA [NM_080654] NM_080654 Hs.143733 91057 hs|11p14.1 ENST00000317945 coiled-coil domain containing 34 THC2478982 CTTTTTATCTTTATTGTTGAATCTAATGCCTAATGGTATTAATAAGAGTACTAAGTAAAT 12.244204 5.995697 3.562403 2.546381 11.344079 14.250782 11.137751 4.9999995 7.9870925 4.9999995 3.4674149 3.6577566 3.5620384 2.3219874 2.9823809 2.3347757

A_24_P327815 0.0027262 0.076235835 2.3327743 Up NM_006819 chr11:63967732-63970373 STIP1 Homo sapiens stress-induced phosphoprotein 1 (STIP1), transcript variant 2, mRNA [NM_006819] GO:0005515|GO:0005794|GO:0006950|GO:0005634 NM_006819 Hs.337295 10963 hs|11q13.1 ENST00000305218 stress-induced phosphoprotein 1 THC2582832 CACCAAACTCCTGGAGTTCCAGCTGGCACTCAAGGACTGTGAGGAATGTATCCAGCTGGA 375.43305 127.75915 8.37206 7.150014 391.29193 410.6158 324.39142 142.099 132.44868 108.72977 8.456415 8.360089 8.299677 7.1120605 7.231517 7.1064634

A_24_P391574 0.033430484 0.172103893 2.2468192 Up NM_174902 chr11:36252397-36252456 LDLRAD3 Homo sapiens low density lipoprotein receptor class A domain containing 3 (LDLRAD3), mRNA [NM_174902] GO:0030054|GO:0001540|GO:0005886|GO:0070613|GO:0016021|GO:0006898 NM_174902 Hs.745134 143458 hs|11p13 ENST00000315571 low density lipoprotein receptor 
class A domain containing 3

THC2470993 TTGTGCATTGTTGCACTTTGAGGTTATTATTTATCAAGTTCTTGAAGGAAGCAGAAAGAG 17.013439 8.07458 3.962895 2.795011 23.710997 16.15493 11.174389 14.223741 4.9999995 4.9999995 4.488107 3.8333232 3.5672536 3.7278094 2.3224466 2.3347757

A_33_P3531828 0.006934482 0.098842977 2.3782425 Up NM_020117 chr5:145557170-145557111 LARS Homo sapiens leucyl-tRNA synthetase (LARS), mRNA [NM_020117] GO:0005515|GO:0010467|GO:0005737|GO:0002161|GO:0005634|GO:0006450|GO:0004823|GO:0006429|GO:0005524|GO:0006418|GO:0005829 NM_020117 Hs.432674 51520 hs|5q32 ENST00000506436 leucyl-tRNA synthetase THC2533268 AGAAATGGGATACTGAGAGAGTGTTTGAGGTCAATGCATCTAATTTAGAGAAACAGACCA 131.165513 45.550367 6.867386 5.61749 118.950615150.82204 123.723885 53.089138 46.327984 37.23398 6.742571 6.945595 6.9139905 5.6889167 5.660492 5.5030603

A_24_P349466 0.039361939 0.18445043 3.07007 Up NM_001005354 chr12:53837468-53837527 PRR13 Homo sapiens proline rich 13 (PRR13), transcript variant 3, mRNA [NM_001005354] GO:0006355|GO:0005634|GO:0006351 NM_001005354 Hs.744894 54458 hs|12q13.13 ENST00000549924 proline rich 13 THC2600562 GTGGACAAGAAGATGCAGAAGAAAATGAAGAAAGCTCATAAAAAGATGCACAAGCACCAA 666.59107 164.92983 9.144214 7.525943 958.27057 576.5294 464.97324 188.12201 165.924 140.74348 9.778264 8.848942 8.805437 7.4982557 7.5709314 7.5086412

A_23_P140373 0.014615377 0.126671339 2.4487482 Up NM_017791 chr14:76113756-76113815 FLVCR2 Homo sapiens feline leukemia virus subgroup C cellular receptor family, member 2 (FLVCR2), transcript variant 1, mRNA [NM_017791] GO:0015886|GO:0015232|GO:0005886|GO:0016021|GO:0055085|GO:0020037 NM_017791 Hs.509966 55640 hs|14q24.3 ENST00000238667 feline leukemia virus subgroup C 
cellular receptor family, member 2

THC2461845 ACTAATCTTGATTCATTCTACTCTGAAAATCCAAAGGTGCTTCTGAGAGATAAGAGGGAA 12.843412 5 3.618448 2.326403 14.911528 11.19112 12.427588 4.9999995 4.9999995 4.9999995 3.83524 3.3086114 3.7114916 2.3219874 2.3224466 2.3347757

A_33_P3380346 0.008311824 0.103655896 2.4350798 Up NM_133330 chr4:1980499-1980558 WHSC1 Homo sapiens Wolf-Hirschhorn syndrome candidate 1 (WHSC1), transcript variant 1, mRNA [NM_133330] GO:0005515|GO:0031965|GO:0003289|GO:0005694|GO:0005730|GO:0034968|GO:0005634|GO:0000122|GO:0009653|GO:0003677|GO:0003290|GO:0006351|GO:0018024|GO:0060348|GO:0005737|GO:0003149|GO:0003682|GO:0008270 NM_133330 Hs.113876 7468 hs|4p16.3 ENST00000382888 Wolf-Hirschhorn syndrome 
candidate 1

THC2496496 TCCTACTGCTGTGAGCATGACTTAGGGGCGGCATCGGTCAGAAGCACCAAGACTGAGAAG 54.325718 19.392178 5.632996 4.349027 52.087994 61.679665 49.209496 17.92092 22.948965 17.30665 5.5811186 5.70588 5.611989 4.077797 4.606016 4.3632674

A_33_P3399778 0.023551694 0.151179928 2.1780926 Up chr2:192107768-192107709 hs|2q32.3 CCTCGCATAGTGAGGACAATTAAGACTTTCTCCATGATTTTAGCAAGTTCAAAAAAGAAA 13.593193 5.71225 3.693934 2.570869 10.90246 16.90428 12.972838 4.9999995 5.603143 6.5336084 3.417739 3.8916922 3.772372 2.3219874 2.4519749 2.9386451

A_24_P932736 0.00974457 0.108165531 4.8134942 Up XM_005273639 chr8:28910462-28910521 HMBOX1 homeobox containing 1 [Source:HGNC Symbol;Acc:26137] [ENST00000397358] GO:0043565|GO:0005515|GO:0005737|GO:0003700|GO:0005634|GO:0045893|GO:0045892|GO:0006351 XM_005273639 79618 hs|8p12 ENST00000397358 homeobox containing 1 THC2609820 CTCCACCAAATGTATTCAACTTAAAACTGTGAGAGAGAGAGACTGAATGACCTTCCTCAG 177.563723 31.900836 7.306887 5.039802 171.96805 193.80695 166.91617 45.035297 27.493692 23.17352 7.266792 7.309355 7.3445125 5.4451785 4.8798957 4.7943316

A_23_P6223 0.007150386 0.099543051 6.2879592 Up NM_020706 chr21:33044126-33044067 SCAF4 Homo sapiens SR-related CTD-associated factor 4 (SCAF4), transcript variant 1, mRNA [NM_020706] GO:0000166|GO:0005730|GO:0005634 NM_020706 Hs.17255 57466 hs|21q22.11 ENST00000434667 SR-related CTD-associated factor 
4

THC2737810 AAATGACCGGGAACGGTATGGGAACCGTAATGATGATAGAGATAATAGTAACCGTGACAG 70.588141 10.162732 5.916306 3.263714 39.251343 95.84385 76.66923 4.9999995 16.678432 8.809764 5.2009172 6.3143826 6.2336187 2.3219874 4.1128182 3.3563373

A_24_P106953 0.001865328 0.070421398 2.009529 Up NM_025072 chr9:130886066-130886007 PTGES2 Homo sapiens prostaglandin E synthase 2 (PTGES2), transcript variant 1, mRNA [NM_025072] GO:0048471|GO:0015035|GO:0009055|GO:0005634|GO:0003677|GO:0046903|GO:0016829|GO:0005829|GO:0005739|GO:0050220|GO:0043295|GO:0000139|GO:0001516|GO:0045454|GO:0016021|GO:0045893|GO:0055114|GO:0020037 NM_025072 Hs.495219 80142 hs|9q34.11 ENST00000497109 prostaglandin E synthase 2 THC2611054 GAGGTGACCGAGTTCGGCAATAAGTACTGGCTCATGCTCAACGAGAAGGAGGCCCAGCAA 85.024177 35.385646 6.257918 5.251061 76.463615 98.997826 79.61109 34.160175 38.649876 33.346886 6.129121 6.3564277 6.288205 5.0352426 5.390013 5.327926

A_33_P3235701 0.021326236 0.145156341 2.0475767 Up XM_005270685 chr1:52929446-52929387 ZCCHC11 zinc finger, CCHC domain containing 11 [Source:HGNC Symbol;Acc:28981] [ENST00000371541] GO:0032755|GO:0005515|GO:0005730|GO:0031123|GO:0032088|GO:0001816|GO:0005615|GO:0050265|GO:0010587|GO:0010586|GO:0005737|GO:0019827|GO:0031054|GO:0071044|GO:0008270|GO:0031664|GO:0070102|GO:0070062 XM_005270685 23318 hs|1p32.3 ENST00000371541 zinc finger, CCHC domain 
containing 11

THC2539990 TTAATAGTGGGAAGGAGATTGTCCAAGCTCCAGGGAAGAAAAAGACTGATTGGACAGGGA 15.453537 7.161216 3.881157 2.847239 13.239232 17.157337 15.964041 5.5058875 8.801304 7.176457 3.6808538 3.912393 4.0502234 2.3597667 3.115838 3.066113

A_33_P3342953 0.022737004 0.148991761 2.4739471 Up chr17:033826346-033826405 hs|17q12 GAATTCCTGCACATGCCTAACCTAAGGTGTAAAAACAATTTTTAGCAACGTAACTTAACA 15.006093 6.1299 3.847737 2.540922 14.634007 15.582651 14.801622 5.990494 7.399205 4.9999995 3.8132823 3.7813401 3.9485886 2.4365854 2.851406 2.3347757

A_23_P315589 0.005438928 0.088970931 2.0300245 Up NM_015264 chr22:45592618-45592559 KIAA0930 Homo sapiens KIAA0930 (KIAA0930), transcript variant 1, mRNA [NM_015264] NM_015264 Hs.592207 23313 hs|22q13.31 ENST00000488038 KIAA0930 THC2466227 GTGGAAGATTCTGGAATGCCGTGCGGATGAACTTCAGCACCCGAGTCAGTCCCAGCTCAT 1603.7166 631.170487 10.489837 9.468339 1518.1123 1843.3484 1449.6891 656.5751 670.3918 566.54456 10.433341 10.555015 10.4811535 9.260821 9.601293 9.542904

A_33_P3243554 0.04410984 0.192617531 2.260861 Up NM_145802 chrX:118783960-118783901 SEPT6 Homo sapiens septin 6 (SEPT6), transcript variant V, mRNA [NM_145802] GO:0031105|GO:0005515|GO:0000910|GO:0005819|GO:0000777|GO:0030496|GO:0016032|GO:0043679|GO:0005525|GO:0032154|GO:0008021 NM_145802 Hs.496666 23157 hs|Xq24 ENST00000394617 septin 6 NP391544 CCAGATCTATCAGTTTCCTACAGATGATGAGTCGGTGGCAGAGATCAATGGAACCATGAA 88.723359 35.016488 6.324052 5.14718 87.696 101.181816 77.29226 52.190807 30.590754 22.267904 6.3358736 6.38933 6.2469525 5.6610055 5.0460453 4.7344885

A_24_P852601 0.019769817 0.141406499 2.72117 Up NM_004133 chr8:76477998-76478057 HNF4G Homo sapiens hepatocyte nuclear factor 4, gamma (HNF4G), mRNA [NM_004133] GO:0010467|GO:0003700|GO:0006367|GO:0006357|GO:0003707|GO:0043565|GO:0031018|GO:0043401|GO:0005654|GO:0008270|GO:0004879|GO:0045893|GO:0030522 NM_004133 Hs.241529 3174 hs|8q21.11 ENST00000396423 hepatocyte nuclear factor 4, 
gamma

THC2608484 AAGTAAAAAGGTTAATATCAAGTAACTTATTAGCTCTTAAAGTAAAATTGAACTTATTAA 15.953247 5.880265 3.924051 2.479824 13.716231 18.05208 16.09143 7.2247934 5.416002 4.9999995 3.725824 3.9862685 4.0600605 2.683334 2.421362 2.3347757

A_24_P135391 0.000803079 0.056348952 2.6324236 Up chr8:082720524-082720585 hs|8q21.13 ACAACTGTGAAGTTAGGAAGCTGTCAAAGCAAGAGATGGCTAGTGCTTCATCCAGGCAAA 3606.106633 1162.7475 11.703999 10.307607 3912.469 3813.5535 3092.2974 1441.6779 1098.4028 948.1618 11.840673 11.647987 11.623337 10.365101 10.292333 10.265388

A_33_P3266255 0.029381849 0.164092652 2.2269868 Up NM_018590 chr10:43655983-43656042 CSGALNACT2 Homo sapiens chondroitin sulfate N-acetylgalactosaminyltransferase 2 (CSGALNACT2), mRNA [NM_018590] GO:0050652|GO:0050653|GO:0050650|GO:0050651|GO:0005975|GO:0044281|GO:0046872|GO:0008376|GO:0030166|GO:0030173|GO:0030206|GO:0000139|GO:0032580|GO:0030204|GO:0030203|GO:0047237 NM_018590 Hs.657569 55454 hs|10q11.21 ENST00000374464 chondroitin sulfate 
N-acetylgalactosaminyltransferase 
2

NP843902 TGGTGTATTTTGGTAAAGAAGGACTGTCTAAAGTCAAGTCTATCCTAGAATCTGTCACCA 73.793692 29.922485 6.062862 4.907769 81.59922 77.763855 62.018 45.60092 25.173416 18.99312 6.227755 6.0241885 5.9366426 5.4656086 4.757452 4.5002465

A_23_P328766 0.029826082 0.164966823 2.1872081 Up NM_145287 chr18:14105476-14105417 ZNF519 Homo sapiens zinc finger protein 519 (ZNF519), transcript variant 1, mRNA [NM_145287] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_145287 Hs.352635 162655 hs|18p11.21 ENST00000590202 zinc finger protein 519 THC2483519 AAAGCCTTTAACAGGGGGTCATACCTTACTCAACACCAGAGAATCCATACCGGAGAGAAA 68.967979 26.724636 5.961335 4.832245 81.52481 70.56757 54.811558 27.297522 29.790354 23.086031 6.227034 5.8945923 5.7623787 4.7019577 5.0057034 4.7890725

A_24_P358619 0.016608396 0.13271521 2.7032236 Up NM_001080409 chr19:22940739-22940680 ZNF99 Homo sapiens zinc finger protein 99 (ZNF99), mRNA [NM_001080409] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_001080409 Hs.568380 7652 hs|19p12 ENST00000397104 zinc finger protein 99 TTTAAGTGGTCCTCACACCTTACTAGACATAAAGTAATTCATACTGAAGAGAAACCCTAC 192.81972 57.729858 7.420102 5.985421 190.22125 212.4049 175.83301 49.814095 65.43372 57.94176 7.412015 7.4282265 7.420063 5.602881 6.183411 6.16997

A_23_P390032 0.046796948 0.198671477 2.2808055 Up NM_153226 chr10:95661583-95661642 SLC35G1 Homo sapiens solute carrier family 35, member G1 (SLC35G1), transcript variant 2, mRNA [NM_153226] GO:0016021 NM_153226 Hs.744369 159371 hs|10q23.33 ENST00000427197 solute carrier family 35, member G1THC2479011 TGGGATATGGGTGGGGAGGCTATTTTAGATATTCTTTTAGCAGTGTAGAGCCTAAGAAAC 25.951164 11.373095 4.590184 3.400641 28.909739 28.915674 20.02808 18.415947 9.509418 6.1939187 4.774153 4.641174 4.355226 4.1157084 3.2305126 2.8557017

A_33_P3218768 0.041492228 0.188581154 2.8229952 Up NM_080599 chr10:12041965-12041906 UPF2 Homo sapiens UPF2 regulator of nonsense transcripts homolog (yeast) (UPF2), transcript variant 1, mRNA [NM_080599] GO:0005515|GO:0010467|GO:0048471|GO:0016070|GO:0016071|GO:0003723|GO:0031100|GO:0005634|GO:0005829|GO:0001889|GO:0005737|GO:0006406|GO:0000184|GO:0035145 NM_080599 Hs.370689 26019 hs|10p14 ENST00000397053 UPF2 regulator of nonsense 
transcripts homolog (yeast)

THC2490552 CATAGTAGATGCTTTCCTACAGCAGTTACCCAACTGTGTCAACCGAGATCTGATAGACAA 60.182593 20.511393 5.783728 4.286501 64.78773 62.32805 53.432 33.79264 15.801161 11.940378 5.9023695 5.7205167 5.728297 5.0199513 4.0338936 3.8056583

A_23_P77437 0.031459922 0.167932499 2.504252 Up NM_019023 chr16:68381576-68382298 PRMT7 Homo sapiens protein arginine methyltransferase 7 (PRMT7), transcript variant 1, mRNA [NM_019023] GO:0019918|GO:0019919|GO:0005886|GO:0005634|GO:0008469|GO:0030154|GO:0005829|GO:0042393|GO:0043046|GO:0006355|GO:0016571|GO:0005730|GO:0034969|GO:0035241|GO:0043393|GO:0018216|GO:0008757|GO:0016277|GO:0000387|GO:0006351|GO:0035243|GO:0035
242|GO:0044020|GO:0043985|GO:0006349|GO:0043021

NM_019023 Hs.653193 54496 hs|16q22.1 ENST00000566687 protein arginine methyltransferase 
7

THC2640519 AGAAAAATCTTCAAGGCTAACCACTTGGAAGATAAAATTAACATCATAGAGAAACGGCCG 22.386442 8.138067 4.354916 3.030536 31.118828 19.905897 16.1346 9.509995 7.4062934 7.497912 4.8798957 4.122152 4.0627 3.1138847 2.8530142 3.1247096

A_32_P39003 0.027174493 0.159216797 3.1674035 Up NR_027503 chr5:99717080-99717021 LOC100133050Homo sapiens glucuronidase, beta pseudogene (LOC100133050), non-coding RNA [NR_027503] NR_027503 Hs.534796 100133050 hs|5q21.1 ENST00000479900 glucuronidase, beta pseudogene NP1145845 CGTCAAGTGCAGTAACCAGTTCAAGTTGGAAGTGTGTCTTTTGAATGCAGAAAACAAGGT 784.27039 195.683217 9.435688 7.772387 787.6315 872.24347 692.9362 156.41527 233.01328 197.6211 9.474495 9.447604 9.384964 7.25134 8.065178 8.000643

A_24_P384200 0.043968715 0.192235703 3.262209 Up chr4:174555262-174555201 hs|4q34.1 AATGTTTGATGTAACATCAAGAGTTACTTACATGTGCCTATGGCATAGAGATCAGGTGAG 94.967192 25.658032 6.427238 4.721389 92.57703 102.969505 89.35504 16.67071 32.681248 27.622139 6.408147 6.4163265 6.457241 3.9657638 5.140875 5.057528

A_33_P3409447 0.027306275 0.159673908 2.9827901 Up NM_016248 chr13:42877096-42877155 AKAP11 Homo sapiens A kinase (PRKA) anchor protein 11 (AKAP11), mRNA [NM_016248] GO:0035556|GO:0005737|GO:0005815|GO:0008157|GO:0051018 NM_016248 Hs.105105 11215 hs|13q14.11 ENST00000025301 A kinase (PRKA) anchor protein 11 THC2600940 CAAACAAGGAACTGTTAATGTTTTCAAACAAAGAGCACCACCAAGAAGCAGACAAAAAGA 21.600989 6.894163 4.344119 2.767457 19.56406 25.095161 20.143747 4.9999995 10.511581 5.1709094 4.22675 4.440387 4.3652205 2.3219874 3.3904827 2.5899

A_24_P283928 0.002633475 0.076235835 2.0842619 Up NM_024068 chr12:56619283-56619454 NABP2 Homo sapiens nucleic acid binding protein 2 (NABP2), mRNA [NM_024068] GO:0005515|GO:0007093|GO:0006281|GO:0003697|GO:0000724|GO:0010212|GO:0005730|GO:0070876|GO:0005634|GO:0006974 NM_024068 Hs.240170 79035 hs|12q13.3 ENST00000447747 nucleic acid binding protein 2 THC2677201 GGCTCACCAAAGGGTACGCTTCAGTTTTCAAAGGTTGTCTGACACTATATACTGGCCGTG 185.879537 71.864863 7.364076 6.30454 171.95004 214.08101 171.60756 70.92519 78.11238 66.55702 7.266579 7.4412727 7.3843775 6.09849 6.444173 6.3709564

A_24_P179489 0.046700191 0.198402121 2.5607865 Up NM_006642 chr1:243456514-243468066 SDCCAG8 Homo sapiens serologically defined colon cancer antigen 8 (SDCCAG8), mRNA [NM_006642] GO:0005515|GO:0005813|GO:0005911|GO:0005814|GO:0035148|GO:0000086|GO:0030010|GO:0000278|GO:0005829 NM_006642 Hs.591530 10806 hs|1q43 ENST00000482234 serologically defined colon cancer 
antigen 8

THC2532157 TAGAACTGGAGAAGCTAAAACTTACTTATGAGGAAAAGTGTGAAATTGAGGAATCCCAAT 156.70947 50.84057 7.121761 5.765174 151.47153 176.536 142.12088 36.179874 62.977253 53.364582 7.0829463 7.1671443 7.1151934 5.1190314 6.135456 6.0410357

A_23_P137896 0.022529062 0.148320022 2.153224 Up NM_022120 chr1:40236107-40236048 OXCT2 Homo sapiens 3-oxoacid CoA transferase 2 (OXCT2), mRNA [NM_022120] GO:0005739|GO:0046952|GO:0031514|GO:0008260 NM_022120 Hs.472491 64064 hs|1p34.2 ENST00000327582 3-oxoacid CoA transferase 2 THC2471584 AATACGAGAAACGAATTGAGCGCTTAACGATCCTGAAAGAGGAAGATGGAGACGCTGGAA 126.762995 48.856353 6.821916 5.715418 105.748405142.70998 131.8306 36.690468 55.73622 54.14237 6.585241 6.870365 7.0101433 5.1411605 5.9453545 6.059739

A_23_P27822 0.034526814 0.174356169 2.6773561 Up NM_018025 chr19:33603510-33604722 GPATCH1 Homo sapiens G patch domain containing 1 (GPATCH1), mRNA [NM_018025] GO:0000398|GO:0071013|GO:0003676 NM_018025 Hs.466436 55094 hs|19q13.11 ENST00000170564 G patch domain containing 1 THC2470473 CTTATCCAGATTCAACTTTAGTTGGCTTACCAAGAGTGAAGCGTGACAAGTACTCAGTCT 55.426698 18.082717 5.65926 4.238451 57.164917 62.608723 46.506454 14.605558 20.977196 18.665398 5.71656 5.7260575 5.535163 3.7657974 4.471181 4.478375

A_33_P3403044 0.003276605 0.080221212 2.1608052 Up NM_005911 chr2:85771178-85771237 MAT2A Homo sapiens methionine adenosyltransferase II, alpha (MAT2A), mRNA [NM_005911] GO:0005515|GO:0006805|GO:0044281|GO:0004478|GO:0005524|GO:0032259|GO:0046872|GO:0005829|GO:0034641|GO:0000096|GO:0006556|GO:0006730|GO:0048269 NM_005911 Hs.516157 4144 hs|2p11.2 ENST00000306434 methionine adenosyltransferase II, 
alpha

THC2548841 AAATTGAACCTTTGTGCCCTATCACCCAACGCTCCAAAGTCATAATTGCATTGACTTTCC 4317.098867 1701.856833 11.959953 10.848384 4676.2593 4681.465 3593.5723 2042.9282 1658.1505 1404.4918 12.101506 11.936125 11.842228 10.864745 10.865921 10.814486

A_23_P407614 0.045479552 0.195902139 2.1518993 Up NM_152901 chr16:31228335-31228276 PYDC1 Homo sapiens PYD (pyrin domain) containing 1 (PYDC1), mRNA [NM_152901] GO:0005515|GO:0050718|GO:0045087|GO:0008385|GO:0032088|GO:0005634|GO:0006469|GO:0033209|GO:0005829 NM_152901 Hs.58314 260434 hs|16p11.2 ENST00000302964 PYD (pyrin domain) containing 1 THC2627298 CGAGGCCATCCTGAAGGTGCTGGAGAACCTGACACCGGAGGAGCTCAAGAAGTTCAAGAT 219.491373 82.659293 7.598221 6.49261 202.28645 251.0412 205.14647 62.76623 97.89993 87.31172 7.5066433 7.6578884 7.630131 5.9129086 6.7825813 6.782341

A_33_P3209346 0.01761031 0.135622463 2.2601017 Up NM_013417 chr9:95043166-95043107 IARS Homo sapiens isoleucyl-tRNA synthetase (IARS), transcript variant 2, mRNA [NM_013417] GO:0005515|GO:0010467|GO:0002161|GO:0006428|GO:0004822|GO:0005524|GO:0001649|GO:0005829|GO:0006418|GO:0005737|GO:0016020|GO:0006450|GO:0070062 NM_013417 Hs.445403 3376 hs|9q22.31 ENST00000395554 isoleucyl-tRNA synthetase THC2719007 GATCCTTCAGTATTTGTAACTTTCCCTTTGGAAGAAGATGAAACTGTATCTTTAGTTGCT 91.776443 34.15362 6.366083 5.189695 79.32113 108.57502 87.43318 41.326565 32.155888 28.978407 6.18532 6.491866 6.421063 5.32169 5.1175456 5.1298504

A_33_P3284925 0.003667076 0.081836273 2.7074989 Up NM_001018056 chr9:2643220-2643279 VLDLR Homo sapiens very low density lipoprotein receptor (VLDLR), transcript variant 2, mRNA [NM_001018056] GO:0005515|GO:0005886|GO:0021517|GO:0005041|GO:0034361|GO:0001948|GO:0030229|GO:0045860|GO:0007613|GO:0034447|GO:1900006|GO:0008203|GO:0005509|GO:0000122|GO:0006898|GO:0038026|GO:0007399|GO:0038025|GO:0043235|GO:0007165|GO:0005905|GO:0016
020|GO:0006869|GO:0016021|GO:0034185|GO:0034436|GO:0034437|GO:0048306|GO:0034189

NM_001018056 Hs.370422 7436 hs|9p24.2 ENST00000382100 very low density lipoprotein 
receptor

THC2660471 ACTTTGTATGCAATGGCCAGGATGACTGCAGCGATGGCAGTGATGAGCTGGACTGTGCCC 43.146431 14.31275 5.297611 3.86065 47.97072 47.052254 34.41632 16.967588 16.025118 9.945543 5.4669905 5.3244395 5.101403 3.9934192 4.053555 3.5349765

A_24_P307854 0.045810667 0.19659501 2.3911125 Up NM_024963 chr7:5520556-5520497 FBXL18 Homo sapiens F-box and leucine-rich repeat protein 18 (FBXL18), mRNA [NM_024963] NM_024963 Hs.623974 80028 hs|7p22.1 ENST00000382368 F-box and leucine-rich repeat 
protein 18

NP1167977 AGGCTGGAGTAGCAATCACATGACCCCATTTCAAATGACTTCATTTAAGACTTTAAAAAT 184.482987 64.783384 7.307406 6.049724 123.9887 236.60556 192.8547 33.061012 85.49609 75.79305 6.8041787 7.57553 7.54251 4.9888954 6.5865912 6.573686

A_33_P3402056 0.04618173 0.197148902 2.183945 Up NM_001242480 chr7_gl000195_
random:44806-44747

LOC389831 Homo sapiens uncharacterized LOC389831 (LOC389831), mRNA [NM_001242480] NM_001242480 Hs.743984 389831 ENST00000400890 uncharacterized LOC389831 THC2523094 TATTATTCTTGGGCACTCTACTCCAAGTAGGAAAAGGCCAGGAGGTCCTGTTAAAGGATG 23.408732 10.241362 4.447851 3.320915 25.769464 26.789461 17.66727 14.75848 7.7011294 8.264476 4.6137834 4.5442095 4.185561 3.7802079 2.917903 3.2646334

A_24_P407323 0.02309786 0.150309772 3.1338165 Up NM_177951 chr14:60750198-60752343 PPM1A Homo sapiens protein phosphatase, Mg2+/Mn2+ dependent, 1A (PPM1A), transcript variant 2, mRNA [NM_177951] GO:0005515|GO:0008286|GO:0043005|GO:0010467|GO:0042347|GO:0006367|GO:0010991|GO:0030177|GO:0005634|GO:0005829|GO:0035970|GO:0006470|GO:0007050|GO:0007179|GO:0004871|GO:0004722|GO:0043123|GO:0016055|GO:0006499|GO:0030512|GO:0043124|GO:0033
192|GO:0000287|GO:0030145|GO:0070412|GO:0000122|GO:0008022|GO:0005891|GO:0006351|GO:0016020|GO:0016311|GO:0005654|GO:0045893

NM_177951 Hs.130036 5494 hs|14q23.1 ENST00000529574 protein phosphatase, Mg2+/Mn2+ 
dependent, 1A

THC2479085 AGTCACTGATGACCTTGAGAAAGTTTGCAATGAAGTAGTCGACACCTGTTTGTATAAGGG 66.938183 18.414868 5.905296 4.257376 52.47928 81.46847 66.8668 22.745447 16.43065 16.068508 5.5892825 6.08045 6.046157 4.438879 4.087539 4.2457094

A_24_P65616 0.000911186 0.058048491 2.092265 Up NM_006505 chr19:45166078-45166137 PVR Homo sapiens poliovirus receptor (PVR), transcript variant 1, mRNA [NM_006505] GO:0005515|GO:0005886|GO:0009986|GO:0034329|GO:0009615|GO:0005615|GO:0045216|GO:0060370|GO:0005737|GO:0016337|GO:0016477|GO:0001618|GO:0050776|GO:0045954|GO:0042271|GO:0002860|GO:0016032|GO:0004872|GO:0016021|GO:0050839|GO:0070062|
GO:0034332

NM_006505 Hs.171844 5817 hs|19q13.31 ENST00000425690 poliovirus receptor THC2466069 GCCTTGAGCTTCTAAATCTCTGTATCCGTCAGATCTCTGTGGTTACAAGAAACAGCCACT 181.414043 70.512619 7.333461 6.268396 195.53879 191.27519 157.42815 82.6672 68.33415 60.536507 7.453416 7.2878017 7.2591662 6.324616 6.2469525 6.2336187

A_24_P85511 0.03618732 0.177640199 2.493756 Up NM_001256053 chr10:27294208-27294149 ANKRD26 Homo sapiens ankyrin repeat domain 26 (ANKRD26), transcript variant 2, mRNA [NM_001256053] GO:0046621|GO:0060259|GO:0005813|GO:0040015|GO:0045599|GO:0046627|GO:0005884|GO:0070373|GO:0042593|GO:0019217 NM_001256053 Hs.361041 22852 hs|10p12.1 ENST00000376087 ankyrin repeat domain 26 THC2603041 TTATCACTATATGTAGTGGTAGATGTCTAATTGGACTTAGACATCATTTTGTTGTGCAGG 61.00146 21.822753 5.786486 4.468165 49.367077 71.27379 62.363514 14.2655115 30.117147 21.0856 5.506402 5.9065313 5.946524 3.7306614 5.023104 4.650731

A_33_P3405966 0.008742027 0.105061096 2.3445414 Up NM_174963 chr1:44395815-44395874 ST3GAL3 Homo sapiens ST3 beta-galactoside alpha-2,3-sialyltransferase 3 (ST3GAL3), transcript variant 1, mRNA [NM_174963] GO:0005975|GO:0016266|GO:0005576|GO:0044281|GO:0003836|GO:0042339|GO:0030173|GO:0000139|GO:0008118|GO:0018146|GO:0032580|GO:0030203|GO:0044267|GO:0043687 NM_174963 Hs.597915 6487 hs|1p34.1 ENST00000372362 ST3 beta-galactoside alpha-2,3-
sialyltransferase 3

NP1247895 CAATATCCAGCGAGAGAAAGAGTTTCTGCGGAAGCTGGTGAAAGCTCGCGTCATCACTGA 132.281427 46.405508 6.884387 5.655081 125.79795 149.4041 121.64223 42.674316 51.862488 44.67972 6.827908 6.9347105 6.890543 5.3674145 5.829523 5.7683067

A_24_P96780 0.041030384 0.187723527 3.4223285 Up NM_016343 chr1:214826239-214826298 CENPF Homo sapiens centromere protein F, 350/400kDa (CENPF), mRNA [NM_016343] GO:0005515|GO:0007094|GO:0048471|GO:0008283|GO:0005634|GO:0005635|GO:0015031|GO:0042803|GO:0030154|GO:0016363|GO:0005829|GO:0000085|GO:0005737|GO:0051382|GO:0007059|GO:0000086|GO:0000087|GO:0051726|GO:0016202|GO:0000785|GO:0051310|GO:0042
493|GO:0010389|GO:0005730|GO:0005819|GO:0030496|GO:0008022|GO:0006260|GO:0000940|GO:0000922|GO:0007067|GO:0045502|GO:0007517|GO:0003682|GO:0000776|GO:0045120|GO:0000278|GO:0045892|GO:0000775|GO:0008134

NM_016343 Hs.497741 1063 hs|1q41 ENST00000467765 centromere protein F, 350/400kDa THC2485218 GCTGGAGATAGACCTTTTAAAGTCTAGTAAAGAAGAGCTCAATAATTCATTGAAAGCTAC 366.87824 88.272676 8.329482 6.554503 339.77072 420.0295 340.8345 54.26071 112.511604 98.045715 8.23651 8.390142 8.361793 5.7194633 6.9932094 6.9508376

A_24_P11307 0.014047781 0.124789159 2.3715776 Up NM_006621 chr1:110562186-110562245 AHCYL1 Homo sapiens adenosylhomocysteinase-like 1 (AHCYL1), transcript variant 1, mRNA [NM_006621] GO:0005515|GO:0004013|GO:0008150|GO:0006378|GO:0044070|GO:0010765|GO:0005783|GO:0006611|GO:0031440|GO:0006730|GO:0032412|GO:0070062 NM_006621 Hs.743973 10768 hs|1p13.3 ENST00000393614 adenosylhomocysteinase-like 1 THC2566689 AACTCTATAATGCACCCGAGGGGCGATACAAGCAGGATGTGTACTTGCTTCCTAAGAAAA 546.55565 180.263193 8.899935 7.654088 456.29745 657.491 525.8785 143.67409 214.08984 183.02565 8.67102 9.041591 8.987194 7.1267204 7.9416 7.8939433

A_33_P3256738 0.017350581 0.135042123 2.0100197 Up NM_032818 chr9:35663057-35662998 ARHGEF39 Homo sapiens Rho guanine nucleotide exchange factor (GEF) 39 (ARHGEF39), mRNA [NM_032818] GO:0030335|GO:0005886|GO:0032319|GO:0005089 NM_032818 Hs.534579 84904 hs|9p13.3 ENST00000468876 Rho guanine nucleotide exchange 
factor (GEF) 39

THC2658207 ATAAGTGAGACTGCCCAGAGAGTCCATACTATTGGTCAGAAACAGAAGAATGACCAGCAC 117.174067 48.427336 6.714351 5.707142 101.23192 135.743 114.54728 56.673527 47.77949 40.82899 6.5229044 6.812316 6.8078337 5.7814274 5.7076154 5.6323824

A_24_P169148 0.004326182 0.084528148 2.7056246 Up NM_002128 chr13:31037696-31037459 HMGB1 Homo sapiens high mobility group box 1 (HMGB1), mRNA [NM_002128] GO:0005515|GO:0002437|GO:0000793|GO:0003700|GO:0005634|GO:0005615|GO:0031175|GO:0006921|GO:0003690|GO:0050786|GO:0003697|GO:0045944|GO:0017053|GO:0070491|GO:0017055|GO:0001773|GO:0043065|GO:0033151|GO:2000426|GO:0006357|GO:0009986|GO:0008
301|GO:0002407|GO:0006915|GO:0005576|GO:0006310|GO:0000122|GO:0042056|GO:0005125|GO:0050918|GO:0043280|GO:0003684|GO:0051103|GO:0006309|GO:0045087|GO:0043388|GO:0005654|GO:0006288|GO:0006265|GO:0008134

NM_002128 Hs.434102 3146 hs|13q12.3 ENST00000399494 high mobility group box 1 THC2569900 TTTCTAACAAGTGCTCAGAGAGGTGGAAGACCATGTCTGCTAAAGAGAAAGGAAAATTTG 6476.079133 2047.853933 12.547332 11.11137 5432.6494 7694.84 6300.748 1790.7921 2360.9014 1991.8683 12.312125 12.670556 12.659315 10.688731 11.352561 11.292819

A_33_P3404531 0.002697361 0.076235835 3.1584659 Up NM_001258008 chr7:100001861-100001802 ZCWPW1 Homo sapiens zinc finger, CW type with PWWP domain 1 (ZCWPW1), transcript variant 2, mRNA [NM_001258008] GO:0008270 NM_001258008 Hs.105191 55063 hs|7q22.1 ENST00000324725 zinc finger, CW type with PWWP 
domain 1

THC2480292 GTTAACTTGTTTGGTTTCTGGAGCCGATTCAACGGATCTAACAGTAATGGGGAAAGAAAA 16.927838 5.233244 4.007555 2.348331 15.354229 19.435167 15.994118 5.699732 4.9999995 4.9999995 3.8768003 4.092135 4.05373 2.387771 2.3224466 2.3347757

A_33_P3356216 0.009686627 0.107937524 3.5856444 Up NM_001655 chr11:118454003-118454062 ARCN1 Homo sapiens archain 1 (ARCN1), transcript variant 1, mRNA [NM_001655] GO:0008344|GO:0030126|GO:0030131|GO:0005794|GO:0005783|GO:0006890|GO:0006886|GO:0048205|GO:0005829|GO:0043231|GO:0005737|GO:0043473|GO:0061024|GO:0021691 NM_001655 Hs.33642 372 hs|11q23.3 ENST00000392859 archain 1 NP922729 ACTTGGCACAGATCAGAACCTTCACAGAAATGGATTCTCATGAGGAGAAGGTGTTCAGAG 37.159148 9.956713 5.09502 3.252788 42.82021 37.32565 31.331585 15.08196 7.3814096 7.4067698 5.3207293 4.9918356 4.972496 3.8056583 2.8453107 3.1073947

A_24_P76666 0.018956851 0.139789911 2.0656641 Up NM_177559 chr20:469405-469346 CSNK2A1 Homo sapiens casein kinase 2, alpha 1 polypeptide (CSNK2A1), transcript variant 1, mRNA [NM_177559] GO:0005515|GO:0008284|GO:0045732|GO:0005886|GO:0030307|GO:0051879|GO:0030177|GO:0005634|GO:0005829|GO:0016581|GO:0007411|GO:0016580|GO:0071174|GO:0016055|GO:0043154|GO:0031519|GO:0006355|GO:0005524|GO:0006351|GO:0007165|GO:0047485|GO:0061
077|GO:0004674|GO:0006468|GO:0048511|GO:0000278

NM_177559 Hs.644056 1457 hs|20p13 ENST00000400227 casein kinase 2, alpha 1 
polypeptide

THC2488957 GGTTCTGGGGACAGAAGATTTATATGGCTATATTGACAAATACAACATTGAATTAGATCC 22.303097 10.079168 4.388647 3.342041 20.29926 25.035322 21.574709 11.802319 10.936843 7.498343 4.276618 4.4361267 4.4531956 3.4392173 3.4618006 3.1251054

A_23_P158997 0.012303021 0.118044745 2.2227318 Up chr1:247353404-247353345 XLOC_014512 BROAD Institute lincRNA (XLOC_014512), lincRNA [TCONS_l2_00001912] hs|1q44 THC2516708 CTTGTTCAAGCCTTTCAAACCATAAGAGAATTCATACAAGAGAGAAATGCTACAAATCTG 56.843848 23.115846 5.699683 4.54735 65.2277 55.01587 50.287975 33.728268 18.38651 17.23276 5.911616 5.5420113 5.645423 5.017167 4.2679214 4.3569603

A_23_P22614 0.001340248 0.06396968 2.6076267 Up NM_145802 chrX:118763459-118763400 SEPT6 Homo sapiens septin 6 (SEPT6), transcript variant V, mRNA [NM_145802] GO:0031105|GO:0005515|GO:0000910|GO:0005819|GO:0000777|GO:0030496|GO:0016032|GO:0043679|GO:0005525|GO:0032154|GO:0008021 NM_145802 Hs.496666 23157 hs|Xq24 ENST00000354228 septin 6 NP391544 TTTGACCGTCTGAAGAAACTGCACCAGGACGAGAAGAAGAAACTGGAGGATAAGAAGAAA 158.672017 49.58738 7.137642 5.754905 141.7566 188.31087 145.94858 53.447792 50.44259 44.871758 6.998076 7.261649 7.153201 5.699922 5.788275 5.776517

A_24_P142269 0.014875523 0.126990693 2.0363132 Up NM_003609 chr16:30005325-30005266 HIRIP3 Homo sapiens HIRA interacting protein 3 (HIRIP3), transcript variant 1, mRNA [NM_003609] GO:0005515|GO:0005634|GO:0006333 NM_003609 Hs.567370 8479 hs|16p11.2 ENST00000279392 HIRA interacting protein 3 THC2584009 GAGAGGAAGAACCGCTCTTCCAAGAAGAGCTCCAGGAAAGGCAGGACACGAAGCTCCTCT 40.564955 17.431403 5.209921 4.183961 46.449726 42.275757 32.969383 18.940361 19.260908 14.09294 5.423336 5.168114 5.038313 4.1614575 4.339484 4.050943

A_24_P202717 0.032201732 0.169767275 2.1262258 Up NM_018049 chr19:2234154-2234007 PLEKHJ1 Homo sapiens pleckstrin homology domain containing, family J member 1 (PLEKHJ1), mRNA [NM_018049] NM_018049 Hs.501353 55111 hs|19p13.3 ENST00000586497 pleckstrin homology domain 
containing, family J member 1

THC2537221 GGCCAGCTACGAGTTCATGCGGAGAAGCCTCATCTTCTACAGGAACGAAATCCGGAAGGT 418.51239 153.199413 8.518894 7.4306 467.73416 434.60825 353.19476 153.13678 162.16248 144.29898 8.705789 8.440416 8.410478 7.2175336 7.537427 7.536838

A_24_P136161 0.003510043 0.080930773 2.4915805 Up NM_001013631 chr1:12908069-12908010 HNRNPCL1 Homo sapiens heterogeneous nuclear ribonucleoprotein C-like 1 (HNRNPCL1), mRNA [NM_001013631] GO:0000166|GO:0030529|GO:0005634 NM_001013631 Hs.502617 343069 hs|1p36.21 ENST00000317869 heterogeneous nuclear 
ribonucleoprotein C-like 1

THC2493506 CTCTTGTTGTCAAGAAATCGGATGTGGAGGCGATCTTTTCCAAGTATGGCAAAATTGCGG 249.523043 80.221208 7.786754 6.469693 250.04028 272.06323 226.46562 84.59904 85.578735 70.48585 7.8139696 7.775602 7.770691 6.355909 6.587795 6.465375

A_33_P3277198 0.003301258 0.08033729 2.608504 Up NM_004854 chr2:101009766-101009707 CHST10 Homo sapiens carbohydrate sulfotransferase 10 (CHST10), mRNA [NM_004854] GO:0016051|GO:0016232|GO:0005794|GO:0016020|GO:0007616|GO:0000139|GO:0008146|GO:0016021|GO:0007612|GO:0007155 NM_004854 Hs.516370 9486 hs|2q11.2 ENST00000409701 carbohydrate sulfotransferase 10 THC2461804 CGTTTCGAAGGGGACTTTAAGCTCTTTGGGTACCAGAAACCAGACTTTTTGCTAAACTAA 37.190542 13.017907 5.098751 3.715528 40.460636 39.529316 31.581673 17.214464 12.0262 9.813056 5.2422733 5.0698104 4.984168 4.0182133 3.6136117 3.5147588

A_23_P4885 0.025270997 0.154923963 2.2390846 Up NM_014203 chr19:50309154-50309390 AP2A1 Homo sapiens adaptor-related protein complex 2, alpha 1 subunit (AP2A1), transcript variant 1, mRNA [NM_014203] GO:0005515|GO:0048011|GO:0019901|GO:0005886|GO:0030122|GO:0042059|GO:0007268|GO:0008022|GO:0006886|GO:0006895|GO:0050690|GO:0005829|GO:0006897|GO:1900126|GO:0030666|GO:0019886|GO:0016323|GO:0016324|GO:0007173|GO:0007411|GO:0008565|GO:0016
032|GO:0030130|GO:0030669

NM_014203 Hs.467125 160 hs|19q13.33 ENST00000597774 adaptor-related protein complex 2, 
alpha 1 subunit

THC2480864 TTCAAAGCCAACCACCCCATGGACGCAGAAGTTACTAAGGCCAAGCTTCTGGGGTTTGGC 538.94016 188.371457 8.883023 7.720114 491.05023 622.59955 503.1707 155.29312 216.4526 193.36865 8.7777815 8.953623 8.917664 7.2391124 7.953076 7.968153

A_33_P3297003 0.00312481 0.079697574 4.9438219 Up NR_027451 chr20:34635261-34635202 LINC00657 Homo sapiens long intergenic non-protein coding RNA 657 (LINC00657), long non-coding RNA [NR_027451] NR_027451 Hs.743232 647979 hs|20q11.23 ENST00000565493 long intergenic non-protein coding 
RNA 657

THC2539263 TGAAACATCTAGTCTTTCTAGGTGTTTAAAAGTGTACAACGGCCTGTCGCAGTGGCGCAT 29.769825 5.824176 4.781244 2.475617 24.576912 35.114944 29.61762 5.912655 6.559874 4.9999995 4.546281 4.906822 4.8906293 2.4215183 2.670558 2.3347757

A_23_P67913 0.033824714 0.172825489 2.377287 Up NM_013335 chr2:220367157-220368857 GMPPA Homo sapiens GDP-mannose pyrophosphorylase A (GMPPA), transcript variant 1, mRNA [NM_013335] GO:0005737|GO:0016779|GO:0009298|GO:0006488|GO:0044267|GO:0070062|GO:0043687|GO:0018279 NM_013335 Hs.27059 29926 hs|2q35 ENST00000443704 GDP-mannose pyrophosphorylase 
A

THC2620038 ACACGAGGTATTGCACTATGTGGAGAAACCCAGCACATTTATCAGTGACATCATCAACTG 51.585468 18.727959 5.555982 4.306666 60.488987 51.933846 42.333572 18.01169 20.191193 17.980993 5.8047256 5.4604797 5.4027395 4.0855713 4.4109683 4.423457

A_24_P73389 0.019975808 0.141835431 2.2448822 Up NM_001032296 chr13:99114112-99114053 STK24 Homo sapiens serine/threonine kinase 24 (STK24), transcript variant 2, mRNA [NM_001032296] GO:0023014|GO:0005515|GO:0030336|GO:0008631|GO:0005730|GO:0097194|GO:0006915|GO:0005634|GO:0005524|GO:0048679|GO:0046872|GO:0006921|GO:0005829|GO:0007165|GO:0005737|GO:0046777|GO:0004672|GO:0016020|GO:0004702|GO:0004674|GO:0005654|GO:0006
468|GO:0070062

NM_001032296 Hs.508514 8428 hs|13q32.2 ENST00000539966 serine/threonine kinase 24 THC2583057 GGACTGGATCTTCACAATCCGAGAAAAAGATCCCAAGAATCTCGAGAATGGAGCTCTTCA 163.467567 59.781692 7.179058 6.012418 138.8495 196.48232 155.07088 73.08571 58.230835 48.02853 6.972807 7.325255 7.2391124 6.1400146 6.0136986 5.883542

A_33_P3268334 0.00319243 0.080088872 2.4065933 Up NM_002629 chr10:99190177-99190236 PGAM1 Homo sapiens phosphoglycerate mutase 1 (brain) (PGAM1), mRNA [NM_002629] GO:0045730|GO:0005515|GO:0004082|GO:0019901|GO:0004083|GO:0005975|GO:0006094|GO:0044281|GO:0043456|GO:0006096|GO:0005829|GO:0006110|GO:0005737|GO:0016311|GO:0006006|GO:0004619|GO:0070062 NM_002629 Hs.632918 5223 hs|10q24.1 ENST00000467867 phosphoglycerate mutase 1 (brain) NP1202408 AAGAGAGCGATCCGGACCCTCTGGACAGTGCTAGATGCCATTGATCAGATGTGGCTGCCA 2794.796067 955.787883 11.317699 10.050706 2584.0474 3270.2998 2530.041 976.01495 1025.0193 866.3294 11.226579 11.414982 11.311535 9.819227 10.192238 10.140654

A_33_P3346193 0.001588381 0.066027729 3.6620497 Up NM_001043351 chr1:154143185-154143126 TPM3 Homo sapiens tropomyosin 3 (TPM3), transcript variant 4, mRNA [NM_001043351] GO:0001725|GO:0005862|GO:0030049|GO:0002102|GO:0006928|GO:0003779|GO:0032154|GO:0005829|GO:0030426|GO:0003674|GO:0006936|GO:0031941|GO:0030863|GO:0005856|GO:0070062 NM_001043351 Hs.644306 7170 hs|1q21.3 ENST00000368530 tropomyosin 3 THC2513468 CTCTCAAAAAGAAGATAAATATGAGGAAGAAATCAAGATTCTTACTGATAAACTCAAGGA 198.070357 44.736925 7.457817 5.585166 196.92194 219.0886 178.20053 55.068317 41.99228 37.150177 7.465573 7.472037 7.4358425 5.741764 5.513351 5.5003834

A_23_P65022 0.012032751 0.116914254 2.039565 Up NM_000017 chr12:121176685-121176968 ACADS Homo sapiens acyl-CoA dehydrogenase, C-2 to C-3 short chain (ACADS), mRNA [NM_000017] GO:0006635|GO:0031966|GO:0050660|GO:0004085|GO:0051384|GO:0005634|GO:0044281|GO:0033539|GO:0005739|GO:0042594|GO:0051289|GO:0005759|GO:0003995|GO:0000062|GO:0046359|GO:0044255 NM_000017 Hs.507076 35 hs|12q24.31 ENST00000242592 acyl-CoA dehydrogenase, C-2 to 
C-3 short chain

NP1199290 CATGCTGAAGGATAACAAGAAGCCTTTCATCAAGGAGGCAGCCATGGCCAAGCTGGCCGC 18.857558 8.767412 4.146511 3.11825 17.568151 22.830482 16.174042 10.25235 9.967264 6.082621 4.0713367 4.302267 4.06593 3.2217813 3.3067822 2.8261857

A_23_P55998 0.000114157 0.050276072 2.2860759 Up NM_005628 chr19:47278958-47278899 SLC1A5 Homo sapiens solute carrier family 1 (neutral amino acid transporter), member 5 (SLC1A5), transcript variant 1, mRNA [NM_005628] GO:0042470|GO:0005794|GO:0005886|GO:0006865|GO:0009615|GO:0055085|GO:0003333|GO:0006860|GO:0015804|GO:0015194|GO:0016020|GO:0001618|GO:0005887|GO:0015825|GO:0006868|GO:0015175|GO:0006835|GO:0015186|GO:0004872|GO:0017153|GO:0070062|
GO:0006811

NM_005628 Hs.631582 6510 hs|19q13.32 ENST00000412532 solute carrier family 1 (neutral 
amino acid transporter), member 5

THC2469952 GCAGGACTCCTCCAAAATTATGTGGACCGTACGGAGTCGAGAAGCACAGAGCCTGAGTTG 451.138407 155.771073 8.637802 7.444929 430.36966 509.76434 413.28122 175.37009 153.84071 138.10242 8.584985 8.6749525 8.65347 7.393478 7.4593506 7.481959

A_24_P31235 0.001835807 0.069799822 3.0732227 Up NM_001970 chr17:7213037-7213096 EIF5A Homo sapiens eukaryotic translation initiation factor 5A (EIF5A), transcript variant B, mRNA [NM_001970] GO:0005515|GO:0008284|GO:0008612|GO:0003723|GO:0006915|GO:0005634|GO:0003746|GO:0005829|GO:0006913|GO:0045905|GO:0005737|GO:0006452|GO:0047485|GO:0006406|GO:0005643|GO:0005642|GO:0006611|GO:0005789|GO:0043022|GO:0017070|GO:0044267|GO:0045
901|GO:0070062|GO:0043687

NM_001970 Hs.534314 1984 hs|17p13.1 ENST00000573714 eukaryotic translation initiation 
factor 5A

THC2506022 ATGGCTTTGTGGTGCTCAAAGGCCGGCCATGTAAGATCGTCGAGATGTCTACTTCGAAGA 23.56275 7.101064 4.452311 2.832559 19.519945 28.613422 22.554884 7.15012 7.465931 6.68714 4.2221093 4.624519 4.510306 2.6653855 2.8659692 2.9663227

A_33_P3248252 0.023086749 0.150288775 2.3673296 Up NR_024497 chr10:38739874-38739933 LINC00999 Homo sapiens long intergenic non-protein coding RNA 999 (LINC00999), long non-coding RNA [NR_024497] NR_024497 Hs.497951 399744 hs|10p11.1 ENST00000609761 long intergenic non-protein coding 
RNA 999

THC2515253 TGCAGAAACTTCGGGGTGTACAAAGGCTGGCGGGAGCTGAGCCGAAAGAGCTTGTTTGCT 17.860397 7.754054 4.075144 2.831883 21.48722 17.116669 14.977301 10.856858 7.405305 4.9999995 4.354037 3.908912 3.9624817 3.3086114 2.8522618 2.3347757

A_33_P3349827 0.004871553 0.08636732 2.6351596 Up NM_006743 chrX:48433995-48434054 RBM3 Homo sapiens RNA binding motif (RNP1, RRM) protein 3 (RBM3), mRNA [NM_006743] GO:0005515|GO:0006396|GO:0003723|GO:0009409|GO:0015934|GO:0045727|GO:0005634|GO:0006412|GO:0006417|GO:0030425|GO:0005737|GO:0000166|GO:0035196|GO:0043023 NM_006743 Hs.301404 5935 hs|Xp11.23 ENST00000490127 RNA binding motif (RNP1, RRM) 
protein 3

THC2529476 TTTCATCACCTTCACCAACCCAGAGCATGCTTCAGTTGCCATGAGAGCCATGAACGGAGA 1932.020967 613.045863 10.772368 9.374477 1965.5232 2154.8118 1675.7279 852.02765 542.25604 444.8539 10.82185 10.792496 10.702757 9.619642 9.303824 9.199966

A_32_P176018 0.049098057 0.203114358 2.0599945 Up NM_030812 chr1:18153390-18153449 ACTL8 Homo sapiens actin-like 8 (ACTL8), mRNA [NM_030812] GO:0005737|GO:0030855|GO:0005856 NM_030812 Hs.2149 81569 hs|1p36.13 ENST00000375406 actin-like 8 THC2475997 TAGGAGTCCCAATTATTTTTGACTAGGGGATGGGGGACAGTTGACATTTCTGGTCCTACA 41.046731 17.627452 5.246749 4.204109 42.24563 37.478916 43.415646 15.130498 19.11292 18.638937 5.3015494 5.0007 5.437999 3.8090136 4.327693 4.4756203

A_33_P3329153 0.005804287 0.091574534 2.8016747 Up NM_031267 chr7:40102633-40102692 CDK13 Homo sapiens cyclin-dependent kinase 13 (CDK13), transcript variant 2, mRNA [NM_031267] GO:0070816|GO:0030097|GO:0005515|GO:0007088|GO:0008284|GO:0019908|GO:0030332|GO:0007275|GO:0005524|GO:0005615|GO:0008353|GO:0007049|GO:0004672|GO:0016607|GO:0000380|GO:0016032|GO:0004693 NM_031267 Hs.233552 8621 hs|7p14.1 ENST00000484589 cyclin-dependent kinase 13 THC2467759 GCGAACTCTTCACTAAAAAACCTATATTTCAAGCAAATCAGGAACTTGCACAACTAGAAT 55.592082 17.56318 5.663572 4.177282 57.049004 62.742046 46.985195 22.67686 16.09916 13.913521 5.7131863 5.729058 5.5484705 4.435583 4.0600605 4.036203

A_33_P3245539 0.001465213 0.064045825 2.0251295 Up NM_006029 chr14:74179568-74179509 PNMA1 Homo sapiens paraneoplastic Ma antigen 1 (PNMA1), mRNA [NM_006029] GO:0005515|GO:0002437|GO:0005737|GO:0043065|GO:0005730|GO:0005925 NM_006029 Hs.194709 9240 hs|14q24.3 ENST00000316836 paraneoplastic Ma antigen 1 THC2666562 GAAAAATTGTCTGCTTATGTCATTCGTCTGGAGCCTCTGCTACAGAAGGTGGTAGAGAAG 70.229867 29.409521 5.996835 4.978821 68.06697 77.27372 65.34891 31.511366 31.121553 25.595644 5.963599 6.015537 6.011369 4.9217515 5.073778 4.940933

A_33_P3406030 0.023467562 0.151075257 2.4310739 Up NM_032270 chr1:90152110-90152169 LRRC8C Homo sapiens leucine rich repeat containing 8 family, member C (LRRC8C), mRNA [NM_032270] GO:0005515|GO:0005789|GO:0016021 NM_032270 Hs.412836 84230 hs|1p22.2 ENST00000370453 leucine rich repeat containing 8 
family, member C

THC2474475 GTTTACCGATTACCTCTCAGTAGCCATGCTCATGATCGGCGTGTTTGGATGTACTTTACA 78.326315 28.002979 6.145346 4.863752 74.274086 89.39436 71.3105 38.13932 24.43789 21.431726 6.0880194 6.215665 6.132354 5.2051992 4.7107754 4.6752825

A_24_P612446 0.004092018 0.08290267 2.689224 Up NM_152734 chr6:36895870-36895929 C6orf89 Homo sapiens chromosome 6 open reading frame 89 (C6orf89), transcript variant 1, mRNA [NM_152734] GO:0005737|GO:0005886|GO:0000139|GO:0042060|GO:0005730|GO:0030496|GO:0016021|GO:0045787|GO:0050673 NM_152734 Hs.433381 221477 hs|6p21.2 ENST00000480824 chromosome 6 open reading frame 
89

THC2685526 GCGAAATGTCCAGACTTTTTCAGACTAGTGGAGGGAAGGAATGTTACATAACTAAGTGGA 54.974327 17.773576 5.65065 4.22346 61.401043 58.142426 45.379513 19.593336 18.345852 15.38154 5.828156 5.618908 5.504885 4.2190313 4.2644134 4.1869345

A_23_P130689 0.000680045 0.055581241 2.3906376 Up NM_032377 chr19:11664827-11664568 ELOF1 Homo sapiens elongation factor 1 homolog (S. cerevisiae) (ELOF1), mRNA [NM_032377] GO:0006355|GO:0005634|GO:0046872|GO:0006351 NM_032377 Hs.631633 84337 hs|19p13.2 ENST00000590700 elongation factor 1 homolog (S. 
cerevisiae)

THC2701918 GTATCTGTCAGAACCCGTGGATGTGTACAGTGATTGGATAGACGCCTGCGAGGCGGCCAA 186.683837 63.856948 7.372481 6.115086 189.18681 207.87633 162.98837 76.81738 61.1623 53.591164 7.4056454 7.4015455 7.310253 6.208453 6.0914536 6.045351

A_24_P277747 0.0005873 0.055027037 2.1712212 Up NM_006586 chr6:42902318-42903352 CNPY3 Homo sapiens canopy FGF signaling regulator 3 (CNPY3), mRNA [NM_006586] GO:0045087|GO:0005102|GO:0005788|GO:0002224 NM_006586 Hs.414099 10695 hs|6p21.1 ENST00000372836 canopy FGF signaling regulator 3 THC2510464 GAGTCAAATACACCAAGTCGGACTTGCGGTTAATCGAAGTCACTGAGACCATTTGCAAGA 308.310123 113.150925 8.083804 6.965297 302.602 348.10333 274.22504 132.63148 112.60279 94.218506 8.073288 8.129481 8.048642 7.0077944 6.9943867 6.8937097

A_24_P357536 0.045059457 0.194570959 2.0047208 Up NM_001190274 chr2:48066061-48066002 FBXO11 Homo sapiens F-box protein 11 (FBXO11), transcript variant 4, mRNA [NM_001190274] GO:0005515|GO:0006511|GO:0004842|GO:0016567|GO:0005694|GO:0007605|GO:0005730|GO:0016274|GO:0000151|GO:0005634|GO:0035246|GO:0005737|GO:0008270|GO:0006464 NM_001190274 Hs.352677 80204 hs|2p16.3 ENST00000378314 F-box protein 11 THC2600458 ATCTTTGTAGAGCAGCTTGTGTATGTAAACGCTTCAGTGAACTTGCTAATGATCCAATTT 79.636881 34.220971 6.16377 5.160369 71.472534 95.355354 72.082756 45.77756 32.123074 24.762278 6.0358386 6.3065176 6.1489534 5.471904 5.115565 4.8936367

A_33_P3300893 0.034442283 0.174266393 2.1570776 Up NM_130475 chr11:47345326-47345385 MADD Homo sapiens MAP-kinase activating death domain (MADD), transcript variant 7, mRNA [NM_130475] GO:2001236|GO:0005515|GO:0017112|GO:0005886|GO:2001234|GO:0097194|GO:0042981|GO:0005123|GO:0030295|GO:0000187|GO:0005737|GO:0032313|GO:0032483|GO:0051726|GO:0016021|GO:0007166 NM_130475 Hs.82548 8567 hs|11p11.2 ENST00000395344 MAP-kinase activating death 
domain

THC2685712 GTTGTGCTTGTGGCGTAGAAATGGCTCTGAGACCCAGCTCAACAAGTTCTATACTAAAAA 93.670455 36.213509 6.391816 5.282738 102.804985101.1223 77.08408 33.628418 40.962345 34.049763 6.54388 6.3880076 6.2435613 5.0126824 5.4715405 5.3639917

A_33_P3389689 0.000541399 0.055027037 2.1045579 Up NM_022356 chr1:43225059-43225000 LEPRE1 Homo sapiens leucine proline-enriched proteoglycan (leprecan) 1 (LEPRE1), transcript variant 1, mRNA [NM_022356] GO:0008285|GO:0005783|GO:0005518|GO:0005634|GO:0019511|GO:0032403|GO:0003674|GO:0030278|GO:0006457|GO:0030198|GO:0030199|GO:0032991|GO:0070062|GO:0031418|GO:0005506|GO:0005578|GO:0050821|GO:0060348|GO:0061077|GO:0019797|GO:0018126|GO:0032
963|GO:0016049|GO:0005788|GO:0050708|GO:0055114

NM_022356 Hs.720014 64175 hs|1p34.2 ENST00000397054 leucine proline-enriched 
proteoglycan (leprecan) 1

THC2746486 AGAATTTCGACTGGGAGTGCGACTCTACTCAGAGGAACAGCCACAGGAAGCTGTGCCCCA 99.015637 39.031102 6.475811 5.402293 83.831 116.96009 96.25582 38.787647 42.65246 35.6532 6.2693367 6.5965786 6.5615163 5.23129 5.535817 5.439773

A_24_P11965 0.000864453 0.057620835 2.0858178 Up NM_033296 chr4:6642733-6642792 MRFAP1 Homo sapiens Morf4 family associated protein 1 (MRFAP1), transcript variant 1, mRNA [NM_033296] GO:0005515|GO:0048471|GO:0005634 NM_033296 Hs.406590 93621 hs|4p16.1 ENST00000507420 Morf4 family associated protein 1 THC2544430 GGCGTACCTGCGGAACCGGAGCAAGCTGTGGGAGATGGACAATATGCTCATCCAGATCAA 893.980923 342.251993 9.626678 8.566065 997.4601 949.02277 735.4599 438.98666 317.38477 270.38455 9.833121 9.570063 9.4768505 8.713189 8.522316 8.46269

A_33_P3258988 0.019297569 0.140202428 2.6335756 Up AK309360 chr10:5853911-5853852 GDI2 GDP dissociation inhibitor 2 [Source:HGNC Symbol;Acc:4227] [ENST00000380132] GO:0005515|GO:0051056|GO:0005794|GO:0007264|GO:0032851|GO:0015031|GO:0005829|GO:0007165|GO:0005737|GO:0016020|GO:0005093|GO:0005097|GO:0070062 Hs.299055 2665 hs|10p15.1 ENST00000380132 GDP dissociation inhibitor 2 THC2517287 CCAAAATAACACTTTTAGATGTCTCTAGGCAAGAGAAAACCTTCGAACTTTTATTTGGCT 19.792931 7.042848 4.204872 2.807849 15.357569 23.010874 21.01035 8.135118 7.1859593 5.807468 3.8775697 4.317923 4.419122 2.8654854 2.8006191 2.7574415

A_23_P28090 0.008028437 0.102335029 2.3124018 Up NM_003765 chr19:13259883-13256191 STX10 Homo sapiens syntaxin 10 (STX10), transcript variant 1, mRNA [NM_003765] GO:0005484|GO:0000139|GO:0042147|GO:0031201|GO:0048193|GO:0016021|GO:0006906|GO:0006886 NM_003765 Hs.43812 8677 hs|19p13.2 ENST00000440593 syntaxin 10 THC2630522 GCCCAACAGCCGTAGCATTTTTGGAGAGGAATAACAGAGAGATACTCGCAGGCAAGCCAG 112.876027 40.710365 6.669957 5.460565 106.2757 127.2956 105.05678 37.49408 46.5395 38.097515 6.5939937 6.7207456 6.695133 5.1748896 5.6679044 5.538902

A_23_P126266 0.01605254 0.130391143 2.116856 Up NM_021958 chr1:221055600-221055659 HLX Homo sapiens H2.0-like homeobox (HLX), mRNA [NM_021958] GO:0005515|GO:0000976|GO:0006355|GO:0008284|GO:0046622|GO:0003700|GO:0005634|GO:0007275|GO:0006351|GO:0030154|GO:0048484|GO:0001889|GO:0043565|GO:0048557|GO:0045629|GO:0007519|GO:0045627 NM_021958 Hs.74870 3142 hs|1q41 ENST00000366903 H2.0-like homeobox THC2755767 AGGCCTGGAGAAAAGGTTTGAGATTCAGAAGTACGTGACCAAGCCGGACCGAAAGCAGCT 37.139014 15.397949 5.088322 4.006399 30.238895 44.681923 36.496223 17.205437 15.05107 13.93734 4.831356 5.246037 5.1875734 4.01655 3.9654047 4.0372424

A_24_P370156 0.047973335 0.200606896 2.0328927 Up NM_000528 chr19:12760201-12760018 MAN2B1 Homo sapiens mannosidase, alpha, class 2B, member 1 (MAN2B1), transcript variant 1, mRNA [NM_000528] GO:0006517|GO:0030246|GO:0008270|GO:0005764|GO:0006464|GO:0004559|GO:0070062|GO:0006013 NM_000528 Hs.356769 4125 hs|19p13.2 ENST00000466794 mannosidase, alpha, class 2B, 
member 1

THC2465425 CCGTGGCAGGAAACTACTATCCAGTCAACACCCGGATTTACATCACGGATGGAAACATGC 600.319137 232.53755 9.047204 8.02367 619.81665 657.67926 523.4615 207.52463 268.3715 221.71652 9.120712 9.043004 8.977896 7.6323547 8.269662 8.168993

A_33_P3365810 7.64174E-05 0.044520761 2.1833604 Up NM_002949 chr17:79673989-79674048 MRPL12 Homo sapiens mitochondrial ribosomal protein L12 (MRPL12), mRNA [NM_002949] GO:0005739|GO:0005515|GO:0003735|GO:0003723|GO:0006390|GO:0045893|GO:0006412|GO:0005762 NM_002949 Hs.109059 6182 hs|17q25.3 ENST00000333676 mitochondrial ribosomal protein 
L12

THC2466035 CCTGACCGAGGCGAAGCCCGTGGACAAAGTGAAGCTGATCAAGGAAATCAAGAACTACAT 488.14417 174.170447 8.739094 7.612543 428.348 569.90485 466.17966 184.13269 181.89647 156.48218 8.57947 8.8298855 8.807925 7.4646587 7.7111635 7.6618075

A_23_P501547 0.004979793 0.086696685 2.5162972 Up NM_015270 chr12:49160628-49160569 ADCY6 Homo sapiens adenylate cyclase 6 (ADCY6), transcript variant 1, mRNA [NM_015270] GO:0005515|GO:0005886|GO:0007268|GO:0007202|GO:0044281|GO:0071380|GO:0007193|GO:0046872|GO:0035556|GO:0007173|GO:0071377|GO:0006171|GO:0006833|GO:0034199|GO:0048011|GO:0019901|GO:0007212|GO:0055085|GO:0005524|GO:0007165|GO:0005929|GO:0006
112|GO:0004016|GO:0016020|GO:0008543|GO:0071870|GO:0045087|GO:0010977|GO:0007189|GO:0016021

NM_015270 Hs.525401 112 hs|12q13.12 ENST00000307885 adenylate cyclase 6 NP518580 CACTAGCCTGAATTTTGCTTGAAGATCACTTTGTCTTGGAAATGACTAGAGAGGCAGAGG 24.961184 9.364779 4.548856 3.217554 26.638699 27.36548 20.879374 11.18239 10.50297 6.4089756 4.662799 4.5715365 4.412234 3.3567576 3.3894634 2.9064415

A_23_P204052 0.044907039 0.19411833 2.2199036 Up NM_031989 chr12:53849761-53853090 PCBP2 Homo sapiens poly(rC) binding protein 2 (PCBP2), transcript variant 2, mRNA [NM_031989] GO:0005515|GO:0008380|GO:0050687|GO:0010467|GO:0016071|GO:0003723|GO:0005730|GO:0005634|GO:0003677|GO:0005829|GO:0051607|GO:0005737|GO:0000398|GO:0045087|GO:0030529|GO:0043161|GO:0005654|GO:0019899|GO:0032480|GO:0031625|GO:0070062 NM_031989 Hs.546271 5094 hs|12q13.13 ENST00000551104 poly(rC) binding protein 2 THC2584504 TATGATCATTGACAAACTGGAAGAGGACATAAGCAGCTCTATGACCAATAGCACAGCTGC 1132.052683 415.866113 9.96759 8.817093 909.28125 1387.6866 1099.1902 569.7591 367.4719 310.36734 9.697258 10.131452 10.074059 9.051382 8.739357 8.660539

A_24_P4705 0.007182638 0.099732325 2.4552383 Up NM_016147 chr11:73941958-73942017 PPME1 Homo sapiens protein phosphatase methylesterase 1 (PPME1), transcript variant 1, mRNA [NM_016147] GO:0050790|GO:0019903|GO:0008601|GO:0006482|GO:0004864|GO:0051722|GO:0051721|GO:0043086 NM_016147 Hs.503251 51400 hs|11q13.4 ENST00000328257 protein phosphatase 
methylesterase 1

THC2785864 TACAGCTATGGATGCACTTAATAGCATGCAGAATTTCTTACGGGGTCGTCCTAAAACCTT 87.742037 30.988961 6.306103 5.01024 95.37291 93.78698 74.06622 42.631966 26.567907 23.76701 6.446951 6.281968 6.1893897 5.365251 4.8323455 4.833123

A_33_P3268005 0.003045533 0.078825804 2.1126337 Up XM_005251736 chr9:96213430-96213371 FAM120AOS family with sequence similarity 120A opposite strand [Source:HGNC Symbol;Acc:23389] [ENST00000476484] XM_005251736 Hs.350364 158293 hs|9q22.31 ENST00000476484 family with sequence similarity 
120A opposite strand

THC2552358 CGGCCGCGCCTGGCTTCTTGGAAAGAGCAGGAAGGAGCGCGAGAATGCAGTTCCGCGGCA 84.264332 33.436759 6.243083 5.16404 82.48344 99.503235 70.80632 36.536343 34.121315 29.652618 6.242927 6.364093 6.1222286 5.133862 5.2000074 5.1582513

A_23_P39185 0.01228123 0.11803847 2.2193153 Up NM_138412 chr19:55556622-55556563 RDH13 Homo sapiens retinol dehydrogenase 13 (all-trans/9-cis) (RDH13), transcript variant 2, mRNA [NM_138412] GO:0005739|GO:0016491|GO:0055114 NM_138412 Hs.327631 112724 hs|19q13.42 ENST00000587185 retinol dehydrogenase 13 (all-
trans/9-cis)

THC2575922 ATACCTGGCCGTGGCGGAGGAACTGGCGGATGTTTCCGGAAAGTACTTCGATGGACTCAA 57.027566 22.413731 5.70046 4.550345 53.432266 65.43504 52.215393 27.66275 22.149542 17.428902 5.6214685 5.7852907 5.694621 4.7237315 4.5523157 4.374989

A_23_P254888 0.014677614 0.126672201 2.0213647 Up NM_003461 chr7:143087000-143087059 ZYX Homo sapiens zyxin (ZYX), transcript variant 1, mRNA [NM_003461] GO:0005515|GO:0001725|GO:0005886|GO:0050727|GO:0007267|GO:0005634|GO:0007165|GO:0005737|GO:0005913|GO:0005887|GO:0016032|GO:0008270|GO:0007155|GO:0005925 NM_003461 Hs.490415 7791 hs|7q34 ENST00000449423 zyxin THC2568976 CTGGCCGAGATGAGACTGTGCGAGTGGTCGCCCTGGACAAGAACTTCCACATGAAGTGTT 2929.6688 1201.7921 11.393932 10.378602 2741.1592 3356.8616 2690.9856 1144.1503 1332.5839 1128.6421 11.313199 11.45535 11.413247 10.049127 10.567214 10.519466

A_23_P256526 0.008003583 0.102332087 2.4568368 Up NM_007136 chr3:113954999-113954940 ZNF80 Homo sapiens zinc finger protein 80 (ZNF80), mRNA [NM_007136] GO:0006355|GO:0005634|GO:0003677|GO:0046872|GO:0006351 NM_007136 Hs.724900 7634 hs|3q13.31 ENST00000308095 zinc finger protein 80 THC2480630 GAAAGCTGTGACCTGCAGCTCATCCTCACTTGGCATTGAAGAATTCCTTCCAGAGATAAA 24.788914 9.391768 4.515739 3.218937 31.504982 24.213827 18.647934 11.688579 10.012462 6.474263 4.8961473 4.3898377 4.2612333 3.4213986 3.3128524 2.9225612

A_33_P3387145 0.01469035 0.126672201 2.2971507 Up NM_031892 chrX:19702001-19701942 SH3KBP1 Homo sapiens SH3-domain kinase binding protein 1 (SH3KBP1), transcript variant 1, mRNA [NM_031892] GO:0005515|GO:0043005|GO:0017124|GO:0005886|GO:0008360|GO:0042059|GO:0007267|GO:0045202|GO:0006915|GO:0005829|GO:0006897|GO:0007173|GO:0016477|GO:0007010|GO:0005856|GO:0005925|GO:0030659 NM_031892 Hs.726365 30011 hs|Xp22.12 ENST00000431164 SH3-domain kinase binding protein 
1

NP1251004 GCCAATCAAACTAAGACCAAGGTCAATTGAAGTAGAAAATGACTTTCTGCCGGTAGAAAA 82.43303 30.464431 6.214844 5.014998 70.30432 95.41122 81.58355 33.879906 33.63699 23.876396 6.013509 6.308209 6.322814 5.0249925 5.1798344 4.8401685

A_24_P255845 0.000616956 0.055027037 2.6496608 Up chr12:016552865-016552804 hs|12p12.3 TTGTGGTGACATTGGATGAAGTAGAGCTGATTTACTTTGAGCGGCAGTTTCACCTGAAGA 138.308238 43.000091 6.946382 5.540574 144.01382 150.93019 119.980705 49.45394 41.53431 38.012024 7.0198984 6.9462533 6.872993 5.5911117 5.494793 5.535817

A_23_P152605 0.021228222 0.144920909 3.2796286 Up NM_178171 chr17:38133487-38133546 GSDMA Homo sapiens gasdermin A (GSDMA), mRNA [NM_178171] GO:0048471|GO:0006915 NM_178171 Hs.448873 284110 hs|17q21.1 ENST00000301659 gasdermin A THC2480124 AGCTCCGCAACCCACTAAGCCCATCTGCTGATGCTTAAATTTTCTTTACTTTTCTTTTCT 26.740793 7.381274 4.600435 2.886902 36.96325 20.48621 22.772919 8.336816 6.8378835 6.9691215 5.120385 4.157585 4.5233345 2.9008176 2.7296934 3.0301962

A_33_P3389704 0.015458251 0.128972345 2.1690094 Up NM_001266 chr16:55860139-55860080 CES1 Homo sapiens carboxylesterase 1 (CES1), transcript variant 3, mRNA [NM_001266] GO:0052689|GO:0030855|GO:0008152|GO:0009636|GO:0005788|GO:0047374 NM_001266 Hs.558865 1066 hs|16q12.2 ENST00000566555 carboxylesterase 1 NP435809 CTCTCAAGCTTTCTGAAGACTGTCTTTACCTCAATATTTACACTCCTGCTGACTTGACCA 213.991293 79.542352 7.562012 6.444976 252.4901 213.53136 175.95242 89.725685 80.65209 68.24928 7.828124 7.4370785 7.420833 6.432264 6.489917 6.4127455

A_24_P297078 6.73693E-05 0.044520761 2.2661624 Up NM_020531 chr20:24949557-24944629 APMAP Homo sapiens adipocyte plasma membrane associated protein (APMAP), mRNA [NM_020531] GO:0008150|GO:0016844|GO:0016020|GO:0009986|GO:0009058|GO:0016021|GO:0004064|GO:0070062 NM_020531 Hs.472330 57136 hs|20p11.21 ENST00000217456 adipocyte plasma membrane 
associated protein

THC2470267 AGACCCTGGATTAAAAGGATGATTTTTAAGCTCTTTAGTCAAGAGACGGTGATGAAGTTT 158.242677 57.671319 7.135748 5.955497 172.33904 167.76782 134.62117 71.55595 54.775898 46.68211 7.2717204 7.0979376 7.037587 6.108975 5.9161253 5.841391

A_33_P3224135 0.027418671 0.159905223 2.2227977 Up XM_005273971 chr11:82909624-82909683 ANKRD42 ankyrin repeat domain 42 [Source:HGNC Symbol;Acc:26752] [ENST00000393389] GO:1900017|GO:0051092|GO:0051059|GO:0005634 XM_005273971 Hs.503438 338699 hs|11q14.1 ENST00000393389 ankyrin repeat domain 42 THC2552721 ACTTGATGTTCTCCATAAGTTTACCCCTTTACATTGGGCAGCACATTCTGGAAGTTTGGA 54.316938 21.549951 5.633307 4.480931 49.42185 59.949207 53.579758 27.331964 21.142881 16.175009 5.50818 5.659403 5.732339 4.704352 4.483688 4.254752

A_33_P3317392 0.005074556 0.087176865 2.0433449 Up NM_133638 chr5:129074234-129074293 ADAMTS19 Homo sapiens ADAM metallopeptidase with thrombospondin type 1 motif, 19 (ADAMTS19), mRNA [NM_133638] GO:0006508|GO:0005578|GO:0008270|GO:0004222 NM_133638 Hs.23751 171019 hs|5q23.3 ENST00000274487 ADAM metallopeptidase with 
thrombospondin type 1 motif, 19

THC2601060 AGACAATCCAATGTATGTTCTGAGGTCACCTGGCTCTCTTCATGTCACCCTTTGGGAAAT 146.231341 59.749006 7.017013 5.986081 175.86359 140.74571 122.084724 79.21107 56.143276 43.892673 7.3023386 6.854759 6.8939424 6.2586517 5.957412 5.742178

A_23_P410408 0.026389434 0.157297064 2.1552379 Up NM_175883 chr19:9299233-9299292 OR7D2 Homo sapiens olfactory receptor, family 7, subfamily D, member 2 (OR7D2), mRNA [NM_175883] GO:0050911|GO:0006355|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_175883 Hs.531755 162998 hs|19p13.2 ENST00000344248 olfactory receptor, family 7, 
subfamily D, member 2

THC2483157 GTGCTATTCAAAAATTGTGTCCTTGATCATCGTTCTTAATTCTCCATTAGTGAGTTCTGA 22.532377 9.767831 4.397089 3.289241 18.982891 26.99554 21.6187 11.71556 10.30875 7.2791824 4.1804495 4.5556607 4.4551554 3.4265716 3.3555682 3.0855844

A_33_P3378962 0.004154313 0.08362668 4.3871131 Up XR_426083 chr6:136391426-136391367 LOC644135 PREDICTED: Homo sapiens uncharacterized LOC644135 (RP13-143G15.3), transcript variant X2, misc_RNA [XR_426083] XR_426083 Hs.126980 644135 hs|6q23.3 uncharacterized LOC644135 THC2612750 GTTCAATTGGAATTCAAGGACTTAATCCACTTTTAATTACACTGTTCCTGTTGTTGCATC 24.172094 5.330852 4.498338 2.365066 23.119738 22.820478 26.576067 5.9925566 4.9999995 4.9999995 4.450101 4.3016653 4.7432485 2.4379768 2.3224466 2.3347757

A_33_P3805819 0.002247064 0.073695415 2.1638952 Up NR_104028 chr10:106424428-106424369 SORCS3-AS1 Homo sapiens SORCS3 antisense RNA 1 (SORCS3-AS1), long non-coding RNA [NR_104028] NR_104028 Hs.348526 100505890 hs|10q25.1 SORCS3 antisense RNA 1 THC2611879 GCGCTGCAAATCTTCACTGCCAACTTCAACTACTCCAAAATAAAGTCAAAATTTTAAAAG 25.731426 10.938574 4.594636 3.481005 26.223696 27.512163 23.45842 11.876239 11.683951 9.255532 4.641174 4.5770206 4.5657134 3.4492319 3.5641005 3.4296837

A_33_P3325477 0.015465133 0.128973082 3.1880432 Up XM_006710328 chr1:54413593-54413652 LRRC42 leucine rich repeat containing 42 [Source:HGNC Symbol;Acc:28792] [ENST00000371368] XM_006710328 115353 hs|1p32.3 ENST00000371368 leucine rich repeat containing 42 THC2607607 TTTGGAGTAATGCGGCCCTGAGATTGAATTCTGGCTCTGCCACTTATTAGCTCTGTTCTA 27.713508 8.12815 4.667337 2.994666 36.247055 26.174156 20.719313 9.512236 9.553455 5.31876 5.095563 4.5065246 4.3999233 3.1142054 3.236018 2.633774

A_33_P3228132 0.003486557 0.080930773 2.8899306 Up NM_001291006 chr22:21418380-21418439 LOC400891 Homo sapiens leucine-rich repeat-containing protein LOC400891 (LOC400891), transcript variant 1, mRNA [NM_001291006] NM_001291006 Hs.291198 400891 hs|22q11.21 ENST00000342608 leucine-rich repeat-containing protein LOC400891 GCATTTTGTTCCTGACTAGCTTAACCCATTATCTTCCTGTTTCTGGAATTTATGATACAA 48.669862 14.995324 5.484705 3.95367 47.418655 51.886765 46.704166 18.142462 14.327348 12.516161 5.453083 5.4588394 5.5421925 4.094815 3.888968 3.8772273

A_33_P3253528 0.017329555 0.135042123 4.6931836 Up NM_004275 chr6:41877159-41877100 MED20 Homo sapiens mediator complex subunit 20 (MED20), mRNA [NM_004275] GO:0005515|GO:0010467|GO:0006367|GO:0001104|GO:0006366|GO:0006357|GO:0003899|GO:0016592|GO:0005654|GO:0006351 NM_004275 Hs.278434 9477 hs|6p21.1 ENST00000409312 mediator complex subunit 20 THC2611201 TTTGATGTGCTTATGGTGAAGCTCAAGGGCTTTTTCCAGAGTGCTAAGGCCAGCAAGATT 34.631298 7.33504 5.009566 2.778999 35.138824 33.523026 35.232044 8.69217 8.312951 4.9999995 5.0535884 4.8379703 5.1371403 2.9663227 3.0358999 2.3347757

A_23_P334870 0.035396336 0.176180609 2.0433115 Up NM_145316 chr6:37180121-37180062 TMEM217 Homo sapiens transmembrane protein 217 (TMEM217), transcript variant 1, mRNA [NM_145316] GO:0016021 NM_145316 Hs.520101 221468 hs|6p21.2 ENST00000336655 transmembrane protein 217 NP814340 CTGTCTTCTGTTGATGCTGCTTGGTTTGTCAGGGCTTTTGAGTTTTACGCACTGAGGAAT 50.966753 21.364853 5.527566 4.496657 65.61883 43.280525 44.000904 23.590794 19.923492 20.580273 5.918519 5.205051 5.4591274 4.4893823 4.387532 4.6130557

A_24_P247902 0.042643842 0.190225203 2.2375346 Up NM_014510 chr7:82450678-82450619 PCLO Homo sapiens piccolo presynaptic cytomatrix protein (PCLO), transcript variant 2, mRNA [NM_014510] GO:0005215|GO:0030054|GO:0005509|GO:0045202|GO:0016079|GO:0008021|GO:0005544|GO:0016020|GO:0007010|GO:0017157|GO:0019933|GO:0005856|GO:0005522|GO:0030073 NM_014510 Hs.12376 27445 hs|7q21.11 ENST00000423517 piccolo presynaptic cytomatrix 
protein

THC2601437 ATAACATTTAAGCTGGTTCCATCTGAGGATACATACTCTGGGTTTCCATTTCACCCACAC 62.105623 25.778128 5.815539 4.653629 70.01455 66.21754 50.084778 41.567764 18.915619 16.851 6.006024 5.801736 5.6388564 5.329898 4.310716 4.3202724

A_24_P346725 0.031940659 0.169225348 2.4733673 Up AK001094 chr9:130728544-130728485 Homo sapiens cDNA FLJ10232 fis, clone HEMBB1000244. [AK001094] Hs.551150 hs|9q34.11 THC2485916 ATTCAGACCTAGATGTGTCTGACTCTGGGATCCTTTCACCTAACCCTGACGCTTTCCCAG 47.855298 16.800871 5.445833 4.139356 55.971375 48.580578 39.01394 16.478662 16.48527 17.43868 5.6837463 5.3692126 5.284539 3.9489374 4.092135 4.376996

A_23_P210538 0.008603777 0.104555038 2.0778038 Up NM_182764 chr20:44997578-44996189 ELMO2 Homo sapiens engulfment and cell motility 2 (ELMO2), transcript variant 2, mRNA [NM_182764] GO:0005515|GO:0030971|GO:0017124|GO:0016020|GO:0060326|GO:0045087|GO:0006915|GO:0005856|GO:0038096|GO:0005829 NM_182764 Hs.210469 63916 hs|20q13.12 ENST00000352077 engulfment and cell motility 2 THC2630982 GTATGACCCTGATGAGACCTTAAACTTCATCGCACCTAATAAATATGAGTACTGCATCTG 76.61273 31.040658 6.115583 5.060524 78.05352 84.12825 67.65642 32.824425 29.823612 30.473936 6.1604548 6.1277614 6.0585337 4.9765916 5.008014 5.196966

A_33_P3346543 0.000354548 0.055027037 2.0957841 Up chr20:006747381-006747440 hs|20p12.3 THC2674526 TTGTCCTGTATGCTTGGTTCACACAGTGCGTTATTTTACCTTCCTCTGAGCTGCTAATCG 68.956888 28.408496 5.96955 4.90206 78.81633 67.10223 60.952103 36.789715 24.64612 23.789652 6.176245 5.820301 5.912104 5.1475625 4.7242866 4.8343306

A_33_P3636315 0.012595362 0.119221571 2.0303769 Up AK091675 chr8:2149929-2149988 LOC286087 Homo sapiens cDNA FLJ34356 fis, clone FEBRA2012195. [AK091675] Hs.202475 286087 hs|8p23.3 uncharacterized LOC286087 THC2627551 TATATTCACTCACACCATCCCCTCTGTTGGTTCTGAAATAAACTATTCAAAGGAGTGCAG 126.063988 51.34053 6.801909 5.780161 158.64256 117.176 102.373405 62.873287 49.51022 41.638084 7.152364 6.599286 6.6540766 5.915097 5.7585716 5.6668153

A_33_P3218783 0.009521591 0.107855467 2.9520234 Up NM_001204404 chr10:61842434-61842375 ANK3 Homo sapiens ankyrin 3, node of Ranvier (ankyrin G) (ANK3), transcript variant 4, mRNA [NM_001204404] GO:0008092|GO:0005515|GO:0030018|GO:0031594|GO:2000651|GO:0007409|GO:0043266|GO:0005764|GO:0019228|GO:0009925|GO:0010765|GO:0007411|GO:0045211|GO:0030674|GO:0005794|GO:0045296|GO:0009986|GO:0000281|GO:0090314|GO:0030507|GO:0044325|GO:0045
838|GO:0043034|GO:0005923|GO:0010650|GO:0007009|GO:0072660|GO:0005886|GO:0005783|GO:0043001|GO:0072661|GO:0030425|GO:0045184|GO:0016323|GO:0043194|GO:0014704|GO:0007528|GO:0007016|GO:0071709|GO:0030315|GO:0033270|GO:0014731|GO:0034112|GO:
0016328|GO:0072659|GO:0010628|GO:0042383|GO:0007165|GO:0016529|GO:0033268|GO:0005200

NM_001204404 Hs.499725 288 hs|10q21.2 ENST00000508449 ankyrin 3, node of Ranvier (ankyrin 
G)

NP091152 CAAAAGGACTGCCTCAAACAGCGGTTTGCAACTTAAATATCACTCTGCCAGCACATAAAA 17.558001 5.968603 4.059574 2.49787 15.808581 18.96886 17.896563 6.3724203 6.533388 4.9999995 3.9205627 4.055158 4.2030025 2.4977012 2.6611338 2.3347757

A_33_P3850216 0.014423939 0.125920524 2.8066317 Up NM_033058 chr8:67087190-67087249 TRIM55 Homo sapiens tripartite motif containing 55 (TRIM55), transcript variant 2, mRNA [NM_033058] GO:0007165|GO:0005737|GO:0005874|GO:0008270|GO:0005634|GO:0004871|GO:0042802 NM_033058 Hs.85524 84675 hs|8q13.1 ENST00000315962 tripartite motif containing 55 THC2752527 GTTATTATATTATGGTAGCTTTCATTTCCTTTACTCTTTAACAGTGCAGGTGGTCAGTGA 18.123543 6.534584 4.107758 2.618918 17.792189 19.837688 16.740751 6.7136807 7.890073 4.9999995 4.088141 4.1194253 4.1157084 2.5608337 2.961146 2.3347757

A_32_P198923 0.046337957 0.197507136 2.3488697 Up NM_145690 chr8:101960895-101960836 YWHAZ Homo sapiens tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, zeta (YWHAZ), transcript variant 2, mRNA 
[NM_145690]

GO:0005515|GO:0010467|GO:0048471|GO:0006626|GO:0072562|GO:0005634|GO:0005615|GO:0032403|GO:0042629|GO:0042802|GO:0005829|GO:0005739|GO:0005737|GO:1900740|GO:0061024|GO:0031252|GO:0030659|GO:0070062|GO:0042470|GO:0043066|GO:0016070|GO:0019
901|GO:0016071|GO:0042493|GO:0019904|GO:0006915|GO:0014069|GO:0030168|GO:0097193|GO:0043234|GO:0007165|GO:0002553|GO:0007596|GO:0005654|GO:0008134

NM_145690 Hs.492407 7534 hs|8q22.3 ENST00000418997 tyrosine 3-monooxygenase/
tryptophan 5-monooxygenase 
activation protein, zeta

THC2591136 AAACAGCAGATGGCTCGCGAATACAGAGAGAAAATTGAGACGGAGCTAAGAGATATCTGC 1437.1744 514.591717 10.332223 9.100257 1241.2249 1671.0886 1399.2097 761.74585 417.4994 364.5299 10.1496525 10.4113865 10.435631 9.466978 8.922731 8.911061

A_23_P432056 0.005140506 0.087460586 2.0267608 Up NM_178568 chr17:1840616-1840557 RTN4RL1 Homo sapiens reticulon 4 receptor-like 1 (RTN4RL1), mRNA [NM_178568] GO:0031103|GO:0009986|GO:0045121|GO:0004872|GO:0046658|GO:0009897 NM_178568 Hs.22917 146760 hs|17p13.3 ENST00000331238 reticulon 4 receptor-like 1 THC2602362 ACATCTTCGTGGACCTGGTCAACCTCAGCCACCTGTTTCTCCACGGCAACAAGCTGTGGA 121.529287 51.213598 6.770843 5.751667 137.08247 122.45271 105.05268 69.96005 44.215397 39.465347 6.954654 6.6630564 6.6948185 6.08045 5.590898 5.5836535

A_23_P35883 0.032464113 0.170165898 2.6312128 Up NM_017547 chr11:126145322-126145746 FOXRED1 Homo sapiens FAD-dependent oxidoreductase domain containing 1 (FOXRED1), transcript variant 1, mRNA [NM_017547] GO:0005739|GO:0008150|GO:0016491|GO:0016021|GO:0055114 NM_017547 Hs.317190 55572 hs|11q24.2 ENST00000532101 FAD-dependent oxidoreductase 
domain containing 1

THC2496115 ACGTTTTGTCTCTTCATCTCAACGCATGTTGACCACAGATGACAAAGCGGTGGTCTTGAA 95.84585 31.330715 6.435706 5.039978 89.4554 109.7841 88.29805 23.092342 39.940247 30.959557 6.362691 6.505737 6.438691 4.4584417 5.437999 5.2234945

A_33_P3300864 0.00514962 0.087504252 4.7189084 Up NM_001005200 chr11:55873240-55873299 OR8H2 Homo sapiens olfactory receptor, family 8, subfamily H, member 2 (OR8H2), mRNA [NM_001005200] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_001005200 Hs.553744 390151 hs|11q12.1 ENST00000313503 olfactory receptor, family 8, subfamily H, member 
2

GCGTCTCTCATCTCTTGGGAGTCACCATCTTTTATAGCACTCTGATTTTTACTTATTTAA 30.836528 5.8757 4.844085 2.605632 30.9273 32.464596 29.117687 4.9999995 6.40364 6.2234607 4.8700485 4.792515 4.869692 2.3219874 2.6306453 2.8642633

A_33_P3233749 0.013823589 0.123990171 3.5908705 Up AY194294 chr1:167639829-167639888 LOC100128751Homo sapiens INM04 mRNA, complete cds. [AY194294] Hs.655565 100128751 hs|1q24.2 INM04 THC2478856 TTGTAATTTGAGCCAAGATTCACCCTCAGGTTTGTCTGACTCCACAAATCCCAAGCAGGT 25.166995 7.01013 4.550426 2.706093 29.280748 22.440098 23.78014 8.975246 7.055143 4.9999995 4.7890725 4.2749624 4.587244 3.010549 2.7729533 2.3347757

A_33_P3238579 0.007833291 0.101836599 2.4191219 Up KF751595 T cell receptor beta variable 11-3 [Source:HGNC Symbol;Acc:12182] [ENST00000565202] Hs.382212 ENST00000565202 NP092371 TTTTGGTGCAATCCTATTTCTGGCCACAATACCCTTTACTGGTACCTGCAGAACTTGGGA 12.563331 5 3.600887 2.326403 12.85372 11.751722 13.08455 4.9999995 4.9999995 4.9999995 3.6363478 3.383519 3.7827933 2.3219874 2.3224466 2.3347757

A_23_P31739 0.020941786 0.144170825 2.2219621 Up NM_030795 chr8:27094248-27094189 STMN4 Homo sapiens stathmin-like 4 (STMN4), transcript variant 1, mRNA [NM_030795] GO:0030424|GO:0005794|GO:0031110|GO:0030426 NM_030795 Hs.201058 81551 hs|8p21.2 ENST00000265770 stathmin-like 4 THC2461269 TGGCCAAGGGGCGTTTCCTCTGCTTTTGGTGTTTGTACATGTTAAGAATTGACCAGTGAA 49.885376 21.028235 5.50281 4.350975 62.255863 45.773685 41.62658 33.905365 14.316071 14.86327 5.8516836 5.2810416 5.375704 5.026251 3.8876379 4.1390376

A_33_P3285992 0.015883472 0.130287604 2.4010191 Up AK125618 chr16:31106822-31106763 VKORC1 Homo sapiens cDNA FLJ43630 fis, clone SPLEN2030479. [AK125618] GO:0060348|GO:0017187|GO:0048038|GO:0017144|GO:0007596|GO:0005789|GO:0016021|GO:0047057|GO:0044267|GO:0042373|GO:0055114|GO:0043687 79001 hs|16p11.2 vitamin K epoxide reductase 
complex, subunit 1

THC2484274 TTTCAGGGGAAATGCTTGGTTCCCGAATCGGATCGCCGTATTCGCTGGATCCCCTGATCC 16.015687 6.365893 3.918948 2.655301 12.399008 18.480947 17.167105 6.8637724 7.033785 5.2001204 3.5891767 4.018033 4.1496344 2.5971186 2.7689912 2.5997937

A_23_P13493 0.048766464 0.202560812 2.7557991 Up NM_152430 chr11:4674697-4674756 OR51E1 Homo sapiens olfactory receptor, family 51, subfamily E, member 1 (OR51E1), mRNA [NM_152430] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_152430 Hs.470038 143503 hs|11p15.4 ENST00000396952 olfactory receptor, family 51, 
subfamily E, member 1

THC2479456 ACGCTTCAGAGCCCTAGGTGTCAGTGATCAAACTTCTTTTCCATTCAGAGTCCTCTGATT 24.858943 8.557275 4.545275 3.082804 24.873564 26.978476 22.72479 5.9475927 10.817491 8.90674 4.5613565 4.554861 4.5196066 2.4284234 3.4431813 3.3768072

A_33_P3215517 0.005445959 0.089030605 2.2083773 Up NM_018715 chr1:17735354-17735295 RCC2 Homo sapiens regulator of chromosome condensation 2 (RCC2), transcript variant 1, mRNA [NM_018715] GO:0005515|GO:0008017|GO:0030334|GO:0051987|GO:0005874|GO:0005730|GO:0030496|GO:0034506|GO:0051895|GO:0005829|GO:0048365|GO:0072356|GO:0007067|GO:0010971|GO:0007229|GO:0048041|GO:1900025|GO:0007032|GO:0000278|GO:0034260 NM_018715 Hs.380857 55920 hs|1p36.13 ENST00000375433 regulator of chromosome 
condensation 2

THC2469318 CTCATAGTTGATTTACCATTCCTACAAAAGAGGCAGAAACTTTGAGCAATCTAGGTTTTT 133.412787 49.719143 6.89875 5.755763 139.47417 143.64859 117.1156 52.760365 53.234325 43.16274 6.9776287 6.8792796 6.839342 5.677478 5.8695955 5.7202168

A_23_P42282 0.002713352 0.076235835 2.7316377 Up NM_001002029 chr6:32002329-32002650 C4B Homo sapiens complement component 4B (Chido blood group) (C4B), mRNA [NM_001002029] GO:0044216|GO:0030449|GO:0001848|GO:0004866|GO:0005886|GO:2000427|GO:0072562|GO:0005576|GO:0005615|GO:0010951|GO:0006956|GO:0006954|GO:0045087|GO:0006958|GO:0030246|GO:0008228|GO:0032490|GO:0070062 NM_001002029 Hs.720022 721 hs|6p21.33 ENST00000463249 complement component 4B (Chido 
blood group)

THC2501809 GCTTTCCGCCTCTTTGAGACCAAGATCACCCAAGTCCTGCACTTCACCAAGGATGTCAAG 144.50063 43.432894 7.009711 5.559945 143.1257 161.89299 128.4832 44.329693 44.819626 41.149364 7.0093164 7.0443325 6.975484 5.421766 5.6092324 5.648836

A_23_P29079 0.002639735 0.076235835 2.0811861 Up NM_001002021 chr21:45744490-45744749 PFKL Homo sapiens phosphofructokinase, liver (PFKL), transcript variant 1, mRNA [NM_001002021] GO:0005515|GO:0005975|GO:0070095|GO:0044281|GO:0051259|GO:0005524|GO:0046872|GO:0006096|GO:0005829|GO:0009749|GO:0042802|GO:0030388|GO:0051289|GO:0046835|GO:0006006|GO:0019900|GO:0046676|GO:0006002|GO:0070061|GO:0070062|GO:0003872|
GO:0005945

NM_001002021 Hs.255093 5211 hs|21q22.3 ENST00000495274 phosphofructokinase, liver NP1150810 CGACGCCGCCTACGTCTTCGAGGACCCTTTCAACATCCACGACTTAAAGGTCAACGTGGA 124.664358 49.548827 6.808803 5.751397 131.5033 132.7245 109.765274 55.320415 47.910046 45.41602 6.891102 6.782341 6.752965 5.7469306 5.7113657 5.7958937

A_33_P3265855 0.019264254 0.139998438 2.2521266 Up NM_181334 chr22:45258579-45258638 PRR5-
ARHGAP8

Homo sapiens PRR5-ARHGAP8 readthrough (PRR5-ARHGAP8), mRNA [NM_181334] NM_181334 Hs.102336 553158 hs|22q13.31 ENST00000389773 PRR5-ARHGAP8 readthrough THC2730215 ATTCAGAACCTTCTAATGAAAACTCCATGCCTCTGGTCCTTGGACTCTTGTCCATGGTTC 80.612283 29.982333 6.173873 5.002585 101.41608 73.13534 67.28543 33.945217 29.509258 26.492523 6.5245485 5.9444466 6.0526247 5.0292177 4.9888954 4.989643

A_33_P3319834 0.02240936 0.148145888 2.3967246 Up NM_001005522 chr1:248084877-248084936 OR2T8 Homo sapiens olfactory receptor, family 2, subfamily T, member 8 (OR2T8), mRNA [NM_001005522] GO:0050911|GO:0004984|GO:0007186|GO:0005886|GO:0004930|GO:0016021 NM_001005522 Hs.521114 343172 hs|1q44 ENST00000319968 olfactory receptor, family 2, 
subfamily T, member 8

THC2760235 TTGTGCTGACACTTCAGTCTTCGAAAACGCCATGTACATCTGCTGTGTGTTAATGCTCCT 13.651241 5.773404 3.713868 2.452804 13.02817 13.111572 14.81398 7.3202124 4.9999995 4.9999995 3.6560166 3.535931 3.949657 2.7011898 2.3224466 2.3347757

A_33_P3420810 0.018439606 0.138199097 2.0144933 Up chr2:047274016-047273957 hs|2p21 TGGAACTCAGGAGACCCAAGTTCAAGTCCCAGCACTACCACTTACCAGGCGAGTGATTCT 30.070543 13.292187 4.774892 3.764475 40.42996 25.99068 23.790989 16.509491 12.218799 11.14827 5.241255 4.4957566 4.5876637 3.9530778 3.6389074 3.7014391

A_23_P61551 0.01741697 0.135146501 2.4472793 Up NM_006110 chr16:30365059-30365000 CD2BP2 Homo sapiens CD2 (cytoplasmic tail) binding protein 2 (CD2BP2), transcript variant 1, mRNA [NM_006110] GO:0000244|GO:0005515|GO:0008380|GO:0010467|GO:0005730|GO:0005634|GO:0005737|GO:0016607|GO:0000398|GO:0010923|GO:0043021|GO:0005654|GO:0005682|GO:0046540 NM_006110 Hs.202677 10421 hs|16p11.2 ENST00000569466 CD2 (cytoplasmic tail) binding 
protein 2

THC2466412 CTTGGGCCAGACCTCAATGAGTGCCCAAGCCCTCTTGGAGGGACTTTTGGAGCTCCTATT 32.792537 11.9538 4.909653 3.618474 39.72461 32.783615 25.869385 12.924909 13.086531 9.849959 5.215126 4.807342 4.7064915 3.5861306 3.7471156 3.522177

A_33_P3421243 0.044497863 0.193332798 4.3886727 Up NM_001134 chr4:74321349-74321408 AFP Homo sapiens alpha-fetoprotein (AFP), mRNA [NM_001134] GO:0005737|GO:0042448|GO:0006810|GO:0001542|GO:0060395|GO:0005615|GO:0046872 NM_001134 Hs.518808 174 hs|4q13.3 ENST00000508838 alpha-fetoprotein THC2646891 GGAAGAGAAGACAAAACGAGTCTTTCATTCGGTGTGAACTTTTCTCTTTAATTTTAACTG 33.435075 7.887566 4.946921 2.813137 28.395876 38.93235 32.977 12.533409 6.129288 4.9999995 4.7510347 5.050044 5.0396852 3.540214 2.5644202 2.3347757

A_23_P49924 0.012535909 0.119059294 2.5865433 Up NM_052935 chr17:39992127-39991482 NT5C3B Homo sapiens 5'-nucleotidase, cytosolic IIIB (NT5C3B), transcript variant 1, mRNA [NM_052935] GO:0005515|GO:0005737|GO:0000287|GO:0000166|GO:0016311|GO:0008253|GO:0009117 NM_052935 Hs.237536 115024 hs|17q21.2 ENST00000445655 5'-nucleotidase, cytosolic IIIB NP1208414 GCGGAGACCGGTTACAGGTGATTTCTGATTTTGACATGACCTTGAGCAGGTTTGCATATA 56.343403 19.072782 5.682485 4.31146 49.742905 63.751133 55.53617 18.586033 23.667463 14.964851 5.5157075 5.749731 5.7820168 4.131094 4.6536508 4.1496344

A_33_P3302354 0.033564551 0.172385749 2.0567734 Up NM_001199281 chr22:24574105-24574164 CABIN1 Homo sapiens calcineurin binding protein 1 (CABIN1), transcript variant 1, mRNA [NM_001199281] GO:0005737|GO:0016235|GO:0004864|GO:0005730|GO:0006336|GO:0005654|GO:0005634|GO:0043086|GO:0007166|GO:0016568 NM_001199281 Hs.517478 23523 hs|22q11.23 ENST00000398319 calcineurin binding protein 1 THC2467256 AGCCAGGAGTCCTCGCTGGAGAGCGAGACAGACGAGGACGACGACTACATGGACATTTGA 67.167388 28.162523 5.935832 4.895449 63.519753 75.9218 62.06061 23.131248 34.78555 26.57077 5.877615 5.9913573 5.9385223 4.460447 5.230245 4.995654

A_33_P3849600 0.029863935 0.16497519 2.1769441 Up M30627 chr11:27911711-27911652 HSP90AA2 Human heat shock protein 86 mRNA, 5'end. [M30627] GO:0008150|GO:0003674|GO:0005737|GO:0006457|GO:0006950|GO:0051082|GO:0005575|GO:0005524 Hs.523560 3324 hs|11p14.1 heat shock protein 90kDa alpha (cytosolic), class 
A member 2

CAAAACAAAGCCCATCTGGACCAGAAATCCCGACGATATTACTAATGAGGAGATCGGAGA 9380.944333 3990.0727 13.09739 11.975086 10410.211 9754.344 7978.278 6210.002 3065.6917 2694.5244 13.258763 13.021944 13.011464 12.533263 11.696679 11.695316

A_33_P3284077 0.004509458 0.085242781 2.1565963 Up NM_018230 chr1:229635491-229635432 NUP133 Homo sapiens nucleoporin 133kDa (NUP133), mRNA [NM_018230] GO:0005515|GO:0007077|GO:0048339|GO:0005975|GO:0019221|GO:0044281|GO:0005635|GO:0015031|GO:0055085|GO:0010827|GO:0005829|GO:0008645|GO:0000940|GO:0006406|GO:0015758|GO:0005487|GO:0005643|GO:0031080|GO:0000777|GO:0016032|GO:0006999|
GO:0000278

NM_018230 Hs.12457 55746 hs|1q42.13 ENST00000366678 nucleoporin 133kDa THC2556203 CACAGAGGCTTTTGTAGATTCGGGAGGTGATAAGACTTACAGTTTCCTAACAGCAGTGCA 65.797125 26.521901 5.906672 4.797916 69.363396 69.55493 58.47305 34.053173 24.271399 21.24113 5.991671 5.87363 5.8547144 5.031874 4.70052 4.661353

A_33_P3398917 0.000631439 0.055430507 2.541259 Up NM_001039614 chr15:74032245-74032186 C15orf59 Homo sapiens chromosome 15 open reading frame 59 (C15orf59), mRNA [NM_001039614] NM_001039614 Hs.40794 388135 hs|15q24.1 ENST00000379822 chromosome 15 open reading 
frame 59

THC2474627 GGGCCGGGGGCGGTGGGCACATAGAGCTATAAATAAATATATATATATATATATATATAT 19.907312 7.449506 4.237953 2.89241 20.25725 20.794044 18.670643 8.878363 7.19196 6.278195 4.273495 4.176765 4.2635994 2.9953675 2.8024335 2.8794281

A_23_P4007 0.035801339 0.176860907 2.050882 Up NM_004860 chr17:7496046-7495893 FXR2 Homo sapiens fragile X mental retardation, autosomal homolog 2 (FXR2), mRNA [NM_004860] GO:0005515|GO:0005737|GO:0003723|GO:0022625|GO:0070062|GO:0042802 NM_004860 Hs.52788 9513 hs|17p13.1 ENST00000250113 fragile X mental retardation, 
autosomal homolog 2

THC2561495 ATCAGATGGGCCCAACATGACAGAGAATGGCCTGGAAGATGAATCAAGACCTCAACGTCG 19.894325 9.145101 4.237986 3.201742 20.809618 20.218807 18.654549 8.360979 10.690601 8.383722 4.313367 4.1389146 4.2616777 2.9035435 3.4204662 3.2812161

A_33_P3357979 0.002781133 0.076235835 2.1412605 Up NM_001012614 chr4:1206087-1206028 CTBP1 Homo sapiens C-terminal binding protein 1 (CTBP1), transcript variant 2, mRNA [NM_001012614] GO:0005515|GO:0090241|GO:0003700|GO:0008285|GO:0034401|GO:0005634|GO:0035067|GO:0019079|GO:0042803|GO:0005829|GO:0051287|GO:0017053|GO:0070491|GO:0051726|GO:0007030|GO:0005667|GO:0001106|GO:0019904|GO:0005730|GO:0000122|GO:0008022|GO:0006
351|GO:0016616|GO:0031065|GO:0050872|GO:0006468|GO:0045892|GO:0055114|GO:0008134

NM_001012614 Hs.208597 1487 hs|4p16.3 ENST00000514596 C-terminal binding protein 1 NP1078166 TCTCCTGGCCAAACCGTCAAGCCCGAGGCGGATAGAGACCACGCCAGTGACCAGTTGTAG 148.871237 57.187757 7.053459 5.954999 142.59569 166.68567 137.33235 64.19741 60.277294 47.088566 7.004367 7.0896826 7.0663285 5.9447265 6.066571 5.8536997

A_24_P17302 0.006646546 0.097125206 3.0686693 Up NM_194458 chr1:1190050-1189991 UBE2J2 Homo sapiens ubiquitin-conjugating enzyme E2, J2 (UBE2J2), transcript variant 3, mRNA [NM_194458] GO:0006986|GO:0016567|GO:0016881|GO:0005789|GO:0016021|GO:0005524 NM_194458 Hs.191987 118424 hs|1p36.33 ENST00000349431 ubiquitin-conjugating enzyme E2, 
J2

THC2567897 TCTCAGCATTTACAAATGTGTTTACAGTCAGAATGAAACACATTCCTTCTAGAAAGTGCT 29.921258 9.031595 4.800667 3.183054 29.1604 31.680332 28.923042 9.00615 10.576559 7.512076 4.7837634 4.7567997 4.861438 3.018468 3.4036655 3.127028

A_23_P252764 0.002832388 0.076394439 2.3405838 Up NM_139045 chr9:2161718-2161777 SMARCA2 Homo sapiens SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 2 (SMARCA2), 
transcript variant 2, mRNA [NM_139045]

GO:0005515|GO:0071565|GO:0000790|GO:0030308|GO:0008285|GO:0006200|GO:0044212|GO:0005634|GO:0035887|GO:0071564|GO:0043231|GO:0042393|GO:0016514|GO:0045944|GO:0006338|GO:0045111|GO:0008094|GO:0001105|GO:0006355|GO:0006357|GO:0003713|GO:0005
730|GO:0004386|GO:0000122|GO:0005524|GO:0006351|GO:0007399|GO:0005654|GO:0045893|GO:0045892

NM_139045 Hs.298990 6595 hs|9p24.3 ENST00000423555 SWI/SNF related, matrix 
associated, actin dependent 
regulator of chromatin, subfamily a, 
member 2

NP095106 AGAGGAAGTACGGCTTAAGAAGCGAAAAAGACGAAGAAATGTGGATAAAGATCCTGCAAA 347.020937 119.37473 8.262497 7.035629 344.70087 377.59344 318.7685 147.23363 112.96568 97.92488 8.2623 8.253997 8.271194 7.16063 6.9975224 6.9487333

A_33_P3422170 0.019170867 0.139918778 4.205798 Up NM_194247 chr2:178080329-178080388 HNRNPA3 Homo sapiens heterogeneous nuclear ribonucleoprotein A3 (HNRNPA3), mRNA [NM_194247] GO:0008380|GO:0005515|GO:0010467|GO:0000166|GO:0000398|GO:0030529|GO:0003723|GO:0005654|GO:0005634|GO:0071013 NM_194247 Hs.516539 220988 hs|2q31.2 ENST00000435711 heterogeneous nuclear 
ribonucleoprotein A3

THC2589542 AACTACAGATGATGGTTTAAGAGAACATTTTGAGAAATGGGTCACACTCACAGATTGTGT 121.335713 24.430711 6.763452 4.691073 140.85028 119.493065 103.663795 21.716736 29.595907 21.97949 6.989476 6.6276765 6.673204 4.3658338 4.993328 4.714056

A_23_P28878 0.000301251 0.055027037 2.0850276 Up NM_001039140 chr20:3736127-3735119 C20orf27 Homo sapiens chromosome 20 open reading frame 27 (C20orf27), transcript variant 1, mRNA [NM_001039140] GO:0008150|GO:0003674|GO:0005575 NM_001039140 Hs.274422 54976 hs|20p13 ENST00000379772 chromosome 20 open reading 
frame 27

THC2606641 CCGTCCCTGAAGGTTATAGTGTCAAGTGTGAGTACTCGGCGCACAAAGAGGGCGTCCTCA 152.864437 59.304988 7.083639 6.023573 132.24716 182.97092 143.37523 57.68729 65.539024 54.68865 6.8997717 7.2212534 7.1298933 5.804165 6.1872463 6.0793076

A_23_P53557 0.047614069 0.199980587 2.1453201 Up NM_002342 chr12:6500070-6500129 LTBR Homo sapiens lymphotoxin beta receptor (TNFR superfamily, member 3) (LTBR), transcript variant 1, mRNA [NM_002342] GO:0005515|GO:0007165|GO:2001238|GO:0046330|GO:0016032|GO:0006915|GO:0016021|GO:0071260|GO:0043123|GO:0031625|GO:0042802 NM_002342 Hs.1116 4055 hs|12p13.31 ENST00000228918 lymphotoxin beta receptor (TNFR 
superfamily, member 3)

THC2468834 GGGCCCAAGGAACCAATTTATCACCCATGACTGACGGAGTCTGAGAAAAGGCAGAAGAAG 160.529957 60.742443 7.155546 6.054353 168.55428 175.37549 137.6601 51.449863 68.98517 61.792297 7.2387257 7.158684 7.069229 5.641684 6.260463 6.260913

A_24_P322395 0.029621807 0.164384642 2.0222803 Up NM_080732 chr19:41313434-41313750 EGLN2 Homo sapiens egl-9 family hypoxia-inducible factor 2 (EGLN2), transcript variant 3, mRNA [NM_080732] GO:0031545|GO:0005515|GO:0001666|GO:0045732|GO:0031418|GO:0005730|GO:0071456|GO:0061418|GO:0005634|GO:0001558|GO:0008198|GO:0005829|GO:0043523|GO:0018401|GO:0019826|GO:0016706|GO:0045454|GO:0005654|GO:0055114|GO:0030520 NM_080732 Hs.515417 112398 hs|19q13.2 ENST00000602166 egl-9 family hypoxia-inducible 
factor 2

THC2573489 AGCCAAAGACAAGTATCAGCTAGCATCAGGACAGAAAGGTGTCCAAGTACCTGTATCACA 322.77798 126.498377 8.154154 7.138171 307.3368 365.32114 295.676 109.657 144.25201 125.58612 8.09842 8.200951 8.163092 6.724719 7.364116 7.325679

A_33_P3414851 0.001510171 0.064697431 2.1234539 Up NM_018150 chr1:45111090-45111149 RNF220 Homo sapiens ring finger protein 220 (RNF220), mRNA [NM_018150] GO:0005737|GO:0004842|GO:0016567|GO:0016874|GO:0008270|GO:0051865 NM_018150 Hs.456557 55182 hs|1p34.1 ENST00000372247 ring finger protein 220 THC2495171 TCCACCAGCAATGGTGAAAGCAGCAAGCAGGAGGCCATGCAGAAGACCTGCAAGAACAGC 79.370713 31.464464 6.162954 5.076541 77.357254 90.41958 70.335304 32.735886 33.98061 27.676897 6.1436176 6.232344 6.1129007 4.973326 5.196966 5.059332

A_33_P3233978 0.000416836 0.055027037 2.4688933 Up NM_032807 chr10:5958359-5958418 FBXO18 Homo sapiens F-box protein, helicase, 18 (FBXO18), transcript variant 1, mRNA [NM_032807] GO:0005515|GO:0004003|GO:0005634|GO:0032508|GO:0005524|GO:0003677 NM_032807 Hs.498543 84893 hs|10p15.1 ENST00000379999 F-box protein, helicase, 18 THC2558951 GCCTATTTGGTGTAAGAACAGCCAAGGACAGAGAGTCATGGTTGAGCAGAGTGAAAAACT 52.081741 18.513566 5.567771 4.263906 58.065052 56.795788 41.384384 22.23364 19.241648 14.065409 5.745674 5.5905614 5.3670764 4.4049473 4.338417 4.048354

A_32_P186226 0.023529376 0.151134274 2.6043479 Up NM_006391 chr11:9459671-9459730 IPO7 Homo sapiens importin 7 (IPO7), mRNA [NM_006391] GO:0005515|GO:0042393|GO:0007165|GO:0005215|GO:0050790|GO:0005737|GO:0005083|GO:0005643|GO:0008536|GO:0016032|GO:0006606 NM_006391 Hs.744911 10527 hs|11p15.4 ENST00000379719 importin 7 THC2585344 TTGATATGGAACAGATACCCCAAGGTTTAAATCAGGTTTCTGGACAGATTTTGCCAGCTT 106.753512 36.622451 6.579469 5.198547 118.63788 111.731606 89.89105 56.945713 28.56137 24.36027 6.7381477 6.531775 6.468485 5.7885213 4.9355674 4.8715525

A_32_P56392 0.000604842 0.055027037 2.665516 Up NM_002139 chrX:135961540-135961481 RBMX Homo sapiens RNA binding motif protein, X-linked (RBMX), transcript variant 1, mRNA [NM_002139] GO:0005515|GO:0008380|GO:0048026|GO:0010467|GO:0003727|GO:0048025|GO:0006366|GO:0003723|GO:0005634|GO:0071013|GO:0003729|GO:0005615|GO:0000166|GO:0044530|GO:0000381|GO:0045944|GO:0051260|GO:0006509|GO:0070062|GO:0005719|GO:0006376|GO:0001
047|GO:0001649|GO:0016020|GO:0000398|GO:0003682|GO:0030529|GO:0071347|GO:0005654

NM_002139 Hs.380118 27316 hs|Xq26.3 ENST00000567262 RNA binding motif protein, X-linkedTHC2549608 ATACGGAAACAAATAAGAAAGCTCTTGAAGCAGTATTTGGCTAATATGGACGAATAGTGG 173.33208 53.437775 7.26868 5.854265 176.5881 187.27272 156.13542 61.72751 50.209385 48.37643 7.307478 7.2518616 7.246699 5.8874993 5.780144 5.8951507

A_23_P77066 0.013356914 0.122024454 2.0542541 Up NM_022807 chr15:25220523-25220582 SNRPN Homo sapiens small nuclear ribonucleoprotein polypeptide N (SNRPN), transcript variant 4, mRNA [NM_022807] GO:0008380|GO:0005515|GO:0003723|GO:0030532|GO:0005681|GO:0009725|GO:0005685|GO:0005686 NM_022807 Hs.564847 6638 hs|15q11.2 ENST00000584968 small nuclear ribonucleoprotein 
polypeptide N

THC2500777 AAGATGCTGCAGCACATTGACTATAGAATGAGATGTATCCTGCAAGATGGCCGAATCTTC 351.373343 135.333187 8.276345 7.23773 391.4487 367.72873 294.9426 148.66704 138.91731 118.41521 8.457099 8.213157 8.158779 7.176012 7.299274 7.237905

A_24_P289043 0.004460696 0.085095399 2.9712359 Up chr9:004945132-004945071 hs|9p24.1 AACGGTGACTCCATGGATAAGACTGTCATTCAGAAAGCATACTTGAATGGCCACAGCTGT 19.308104 6.606603 4.176377 2.605314 24.339151 17.466322 16.11884 9.819811 4.9999995 4.9999995 4.529235 3.938217 4.0616803 3.1587205 2.3224466 2.3347757

A_33_P3243957 0.023931339 0.152006432 2.7045587 Up AK097870 chr1:153616802-153616861 CHTOP chromatin target of PRMT1 [Source:HGNC Symbol;Acc:24511] [ENST00000368686] GO:0005515|GO:0006355|GO:0006406|GO:0016607|GO:0000346|GO:0051096|GO:0005730|GO:0032781|GO:0006351 26097 hs|1q21.3 ENST00000368686 chromatin target of PRMT1 THC2505202 GGATCCTGAGAGACATCACGAGGGTGGGAGAGACTAAAATAGCTTTTCAAAAAGCTGAGT 17.107075 6.462768 4.019219 2.583826 18.019957 19.573057 13.728211 9.388306 4.9999995 4.9999995 4.103732 4.1025248 3.8514006 3.0942554 2.3224466 2.3347757

A_23_P356101 0.048417605 0.201801681 2.1738259 Up NM_001190274 chr2:48047585-48047526 FBXO11 Homo sapiens F-box protein 11 (FBXO11), transcript variant 4, mRNA [NM_001190274] GO:0005515|GO:0006511|GO:0004842|GO:0016567|GO:0005694|GO:0007605|GO:0005730|GO:0016274|GO:0000151|GO:0005634|GO:0035246|GO:0005737|GO:0008270|GO:0006464 NM_001190274 Hs.352677 80204 hs|2p16.3 ENST00000492225 F-box protein 11 THC2479416 AGCAGGAATTCAAATTAGGACAAACAGTTGTCCAATTGTTCGGCATAACAAAATTCATGA 110.297933 44.826102 6.63645 5.516213 108.38202 119.14987 103.36191 65.73001 38.97325 29.775047 6.618842 6.622784 6.6677237 5.9843082 5.399338 5.1649942

A_24_P237778 0.000394639 0.055027037 2.7262043 Up NM_020379 chr1:26098204-26098263 MAN1C1 Homo sapiens mannosidase, alpha, class 1C, member 1 (MAN1C1), transcript variant 1, mRNA [NM_020379] GO:0030173|GO:0000139|GO:0005509|GO:0004571|GO:0006487|GO:0044267|GO:0043687|GO:0018279 NM_020379 Hs.197043 57134 hs|1p36.11 ENST00000263979 mannosidase, alpha, class 1C, 
member 1

THC2463347 TGGTTGATGTCGGGCAAGACAGATATGGAGGCTAAAAATATGTACTACGAAGCCTTGGAG 14.469497 5.053617 3.789114 2.34222 14.156602 16.616459 12.63543 4.9999995 5.160852 4.9999995 3.7668304 3.8675833 3.7329268 2.3219874 2.3698964 2.3347757

A_24_P59220 0.005106596 0.087176865 2.9369045 Up NM_001099771 chr2:130832768-130832709 POTEF Homo sapiens POTE ankyrin domain family, member F (POTEF), mRNA [NM_001099771] GO:0001895|GO:0072562|GO:0005938|GO:0005615 NM_001099771 Hs.580547 728378 hs|2q21.1 ENST00000409914 POTE ankyrin domain family, 
member F

THC2504378 GAGCAAAAGAGGCATCCTGACCCTGAAGTACCCCATGGAACACGGCATCATCACCAACTG 10401.72767 3127.145433 13.262849 11.708553 10669.956 11246.404 9288.823 3189.4153 3312.309 2879.712 13.301196 13.241699 13.245652 11.524165 11.808124 11.793369

A_23_P125977 0.030651503 0.166511784 2.0102176 Up NM_172369 chr1:22974089-22974148 C1QC Homo sapiens complement component 1, q subcomponent, C chain (C1QC), transcript variant 2, mRNA [NM_172369] GO:0006956|GO:0006955|GO:0005581|GO:0045087|GO:0006958|GO:0030853|GO:0072562|GO:0005576|GO:0045650|GO:0005615|GO:0070062 NM_172369 Hs.467753 714 hs|1p36.12 ENST00000374637 complement component 1, q 
subcomponent, C chain

THC2677730 GCAGCGGCGTCAAAGTGGTCACCTTCTGTGGCCACACGTCCAAAACCAATCAGGTCAACT 64.294176 28.352532 5.873971 4.866619 65.87261 69.88642 57.123497 39.63294 25.730177 19.694479 5.923546 5.8797765 5.81859 5.2626204 4.787392 4.549845

A_33_P3418165 0.011462305 0.115053668 2.3895368 Up chr19:012458664-012458723 hs|19p13.2 CCTTAATCTTTCTATCCCAACACAAATAAGAGAGCATAAATACTAACAAGGAACTCGAAG 15.855037 6.428864 3.922526 2.665795 16.1147 15.527811 15.922601 8.612594 4.9999995 5.6739984 3.945409 3.775352 4.0468183 2.9492297 2.3224466 2.72571

A_24_P224776 0.009367738 0.107371472 2.1866659 Up NM_012321 chr19:18423452-18420651 LSM4 Homo sapiens LSM4 homolog, U6 small nuclear RNA associated (S. cerevisiae) (LSM4), transcript variant 1, mRNA [NM_012321] GO:0008380|GO:0006397|GO:0005515|GO:0010467|GO:0016070|GO:0016071|GO:0030532|GO:0043928|GO:0005681|GO:0005688|GO:0005829|GO:0000288 NM_012321 Hs.515255 25804 hs|19p13.11 ENST00000593829 LSM4 homolog, U6 small nuclear 
RNA associated (S. cerevisiae)

THC2709411 ATGAACATTAACCTGCGAGAAGTCATCTGCACGTCCAGGGACGGGGACAAGTTCTGGCGG 882.5004 319.040733 9.613784 8.485051 935.3626 946.8659 765.2727 352.27933 329.66867 275.1742 9.740374 9.565836 9.535141 8.393863 8.57326 8.4880295

A_24_P151582 0.007744794 0.101605187 2.316717 Up NM_003216 chr22:41794580-41794639 TEF Homo sapiens thyrotrophic embryonic factor (TEF), transcript variant 1, mRNA [NM_003216] GO:0043565|GO:0003700|GO:0003690|GO:0046982|GO:0006357|GO:0045944|GO:0005634|GO:0048511|GO:0042803|GO:0006351 NM_003216 Hs.181159 7008 hs|22q13.2 ENST00000266304 thyrotrophic embryonic factor THC2604147 AACGTGTGCATTTAGAGAGAGGGAGAGTTTTCAAGGTTTATGGCAACTTTGTGGAGGACC 35.492327 13.703684 5.034851 3.822769 32.592083 41.240097 32.644802 15.85237 12.756771 12.501912 4.9500327 5.1295285 5.0249925 3.8841798 3.7083244 3.875804

A_33_P3297399 0.027815157 0.160865543 2.2556355 Up NM_017634 chr8:25296831-25293979 KCTD9 Homo sapiens potassium channel tetramerization domain containing 9 (KCTD9), mRNA [NM_017634] GO:0051260 NM_017634 Hs.72071 54793 hs|8p21.2 ENST00000522493 potassium channel tetramerization 
domain containing 9

THC2661121 GGACAGCTCATTGTAAATGATGGCATTAATTTATTGGGTGTGTTAGAAGAAGCAAGATTT 98.910659 38.250057 6.481505 5.307971 98.57151 108.63432 89.526146 54.0483 33.23727 27.464602 6.490375 6.492649 6.4614916 5.713592 5.1636357 5.046686

A_23_P88817 0.003033601 0.078647071 2.4300014 Up NM_012213 chr16:83948633-83948692 MLYCD Homo sapiens malonyl-CoA decarboxylase (MLYCD), mRNA [NM_012213] GO:0005782|GO:0050080|GO:0005102|GO:0046321|GO:0044281|GO:0006085|GO:2001294|GO:0010906|GO:0005739|GO:0005737|GO:0002931|GO:0005759|GO:0006633|GO:0044255|GO:0005777 NM_012213 Hs.644610 23417 hs|16q23.3 ENST00000569024 malonyl-CoA decarboxylase THC2713666 CTTCTGAACTCGCAAACGAAGGAGCATGGGAGGAATGAACTCTTTACAGATTCGGAATGT 30.777156 11.512865 4.825503 3.544546 29.69171 37.149467 25.490292 13.59939 12.432609 8.506596 4.806444 4.9858913 4.684174 3.6629016 3.6651955 3.3055408

A_24_P221485 0.024250114 0.152728864 2.0244542 Up chr1:79520790-79520731 XLOC_014512 BROAD Institute lincRNA (XLOC_014512), lincRNA [TCONS_l2_00001295] hs|1p31.1 AAAGACTTTTTGATAAAGCTCTTGAACTTAATATGTTGCCCTTGAAAGGGTATAGGTCTG 172.623813 71.732257 7.264085 6.246552 172.9376 185.59673 159.33711 99.69492 61.143402 54.35845 7.278403 7.238408 7.275444 6.5818067 6.090486 6.0673633

A_23_P250035 0.011931279 0.116624545 2.081536 Up NM_004168 chr5:235411-236558 SDHA Homo sapiens succinate dehydrogenase complex, subunit A, flavoprotein (Fp) (SDHA), mRNA [NM_004168] GO:0005515|GO:0006099|GO:0050660|GO:0005743|GO:0008177|GO:0044281|GO:0007399|GO:0005739|GO:0022904|GO:0005749|GO:0006105|GO:0000104|GO:0044237|GO:0055114 NM_004168 Hs.440475 6389 hs|5p15.33 ENST00000505555 succinate dehydrogenase complex, 
subunit A, flavoprotein (Fp)

THC2545930 TGCATTATAACATGGGCGGCATTCCCACCAACTACAAGGGGCAGGTCCTGAGGCACGTGA 1291.810967 492.926913 10.176844 9.119195 1290.6451 1443.8428 1140.945 513.0336 526.8513 438.89584 10.2085495 10.189081 10.132901 8.918154 9.259617 9.179815

A_33_P3412349 0.042120724 0.1896756 3.3207019 Up NM_152943 chr12:133779282-133779341 ZNF268 Homo sapiens zinc finger protein 268 (ZNF268), transcript variant 3, mRNA [NM_152943] GO:0005515|GO:0046022|GO:0043497|GO:0071157|GO:0008284|GO:0045732|GO:0008285|GO:0003700|GO:0045597|GO:0005634|GO:0030154|GO:0046872|GO:0005737|GO:0045944|GO:0071356|GO:0006355|GO:0043066|GO:0090073|GO:0030335|GO:0043065|GO:0000122|GO:0003
677|GO:0006351|GO:0007346|GO:0008588|GO:0001934

NM_152943 Hs.124047 10795 hs|12q24.33 ENST00000228289 zinc finger protein 268 NP1150991 GCAGGAAAACATTCAGTTTCCATTCACAGCTTGTTATACATCAGAGAATTCACACAGGTG 53.446118 15.74011 5.615084 3.883596 54.57801 57.15887 48.601475 26.020601 10.24028 10.959448 5.65302 5.598421 5.5938125 4.6305957 3.3477318 3.6724613

A_33_P3332860 0.031819764 0.168956455 2.1770223 Up NM_001001433 chr20:57246274-57246333 STX16 Homo sapiens syntaxin 16 (STX16), transcript variant 1, mRNA [NM_001001433] GO:0005515|GO:0005484|GO:0005737|GO:0005794|GO:0000139|GO:0005730|GO:0042147|GO:0031201|GO:0006891|GO:0016021|GO:0006886|GO:0043231 NM_001001433 Hs.307913 8675 hs|20q13.32 ENST00000359617 syntaxin 16 THC2486243 GAGAGATTCGCCAGATTGTACAGTCCATTTCTGACCTGAATGAAATATTCAGGGACTTAG 65.527353 25.844155 5.892655 4.770299 57.919376 77.242744 61.41994 30.484776 21.168928 25.87876 5.7402954 6.014268 5.923402 4.8718343 4.4858685 4.953194

A_23_P21063 0.005538504 0.089720409 2.6313787 Up NM_198056 chr3:38590486-38590427 SCN5A Homo sapiens sodium channel, voltage-gated, type V, alpha subunit (SCN5A), transcript variant 1, mRNA [NM_198056] GO:0005515|GO:0005516|GO:0086010|GO:0086070|GO:0060307|GO:0060048|GO:0019228|GO:0060371|GO:0086067|GO:0060373|GO:0086069|GO:0060372|GO:0010765|GO:0086002|GO:0001518|GO:0045760|GO:0086006|GO:0031625|GO:0086004|GO:0086005|GO:0050679|GO:0003
360|GO:0009986|GO:0017134|GO:0030506|GO:0021549|GO:0014894|GO:0044325|GO:0002027|GO:0086012|GO:0019899|GO:0003231|GO:0050998|GO:0051899|GO:0005886|GO:0005783|GO:0086091|GO:0021537|GO:0014704|GO:0097110|GO:0071277|GO:0042475|GO:0035725|GO:
0006814|GO:0086046|GO:0005248|GO:0030315|GO:0016328|GO:0042383|GO:0005901|GO:0016021

NM_198056 Hs.517898 6331 hs|3p22.2 ENST00000333535 sodium channel, voltage-gated, 
type V, alpha subunit

THC2477561 GATCCAGGTGGTCCCATAGGTCTTGTGAAAAGGCTTTTTCAGGGAAAAATATTTTACTAG 34.693654 11.912415 5.000021 3.604202 39.348293 34.792492 29.940176 13.805389 12.70653 9.225327 5.2034683 4.891878 4.9047174 3.6832473 3.7032988 3.426061

A_33_P3394021 0.001739089 0.068258613 2.0034842 Up NM_021633 chr1:202878233-202878174 KLHL12 Homo sapiens kelch-like family member 12 (KLHL12), mRNA [NM_021633] GO:0006888|GO:0005515|GO:0030134|GO:0006513|GO:0000139|GO:0031463|GO:0048208|GO:0016055 NM_021633 Hs.706793 59349 hs|1q32.1 ENST00000367258 kelch-like family member 12 THC2602269 TACAATGCAGGGATCTGGTTGATGAAGCAAAGAAGTTTCATCTGAGGCCTGAACTTCGGA 51.825272 22.407576 5.557514 4.555003 55.79806 58.143635 41.53412 27.241676 21.912903 18.06815 5.6805706 5.6190453 5.372926 4.6995792 4.5357037 4.4297256

A_33_P3300232 0.038808466 0.183302965 3.1099235 Up NM_001270974 chr16:71007306-71007247 HYDIN Homo sapiens HYDIN, axonemal central pair apparatus protein (HYDIN), transcript variant 1, mRNA [NM_001270974] GO:0005929 NM_001270974 Hs.461229 54768 hs|16q22.2 ENST00000543521 HYDIN, axonemal central pair 
apparatus protein

THC2482433 TGGAGTCTTGGATCCTGGTGAGAAGTCCAACGTGCAAGTGAAATTCATGCCAAAAGAAGA 23.319782 7.668168 4.451009 2.81413 21.661007 25.01958 23.278759 10.7887 7.2158046 4.9999995 4.3652205 4.4352856 4.552521 3.2981303 2.8094838 2.3347757

A_24_P24002 0.017533508 0.135418448 2.564956 Up chr4:076958140-076958081 hs|4q21.1 CAGCCACTGTGGGCGCCTGACCAAACTCACTAAATTTGTGTGGGACATGATCCCAGAGGT 31.50176 11.101638 4.858356 3.499422 39.10299 29.386477 26.015812 12.442561 12.11451 8.747843 5.197266 4.66324 4.7145615 3.5291739 3.6264238 3.3426676

A_23_P203488 0.031464176 0.167932499 2.0102839 Up NM_000543 chr11:6415436-6415495 SMPD1 Homo sapiens sphingomyelin phosphodiesterase 1, acid lysosomal (SMPD1), transcript variant 1, mRNA [NM_000543] GO:0005515|GO:0006665|GO:0008219|GO:0006685|GO:0043065|GO:0006684|GO:0006687|GO:0042493|GO:0035307|GO:0004767|GO:0044281|GO:0042220|GO:0005615|GO:0007399|GO:0007165|GO:0043407|GO:0042599|GO:0016798|GO:0046513|GO:0023021|GO:0070062|
GO:0043202

NM_000543 Hs.498173 6609 hs|11p15.4 ENST00000531336 sphingomyelin phosphodiesterase 
1, acid lysosomal

THC2570647 GTGTACCAAATAGATGGAAACTACTCCGGGAGCTCTCACGTGGTCCTGGACCATGAGACC 43.925179 18.90502 5.323957 4.316557 51.533512 43.9736 36.268425 19.32034 20.647991 16.746729 5.565046 5.2260156 5.1808085 4.1958213 4.4477463 4.3061047

A_23_P164035 0.000433249 0.055027037 2.0757339 Up NM_002805 chr17:61907288-61907530 PSMC5 Homo sapiens proteasome (prosome, macropain) 26S subunit, ATPase, 5 (PSMC5), transcript variant 1, mRNA [NM_002805] GO:0031597|GO:0005515|GO:0002474|GO:0010467|GO:0031595|GO:0006200|GO:0006366|GO:0090261|GO:0072562|GO:0005634|GO:0044281|GO:0031145|GO:0005829|GO:0043069|GO:0034641|GO:0005737|GO:0000082|GO:0016032|GO:0016887|GO:0070062|GO:0006977|GO:0003
712|GO:0000209|GO:0043066|GO:0000502|GO:0031531|GO:0016070|GO:0016071|GO:0016234|GO:0006521|GO:0051437|GO:0042590|GO:0006915|GO:0042981|GO:0051436|GO:0031410|GO:0005524|GO:0051439|GO:0017025|GO:0002479|GO:0043161|GO:0022624|GO:0005654|GO:
0045893|GO:0000278|GO:0045892|GO:0008134

NM_002805 Hs.79387 5705 hs|17q23.3 ENST00000581842 proteasome (prosome, macropain) 
26S subunit, ATPase, 5

THC2617005 TAAGAAGAAAGTGTTGGTCAAGGTACATCCTGAAGGTAAATTTGTTGTAGACGTGGACAA 2005.923367 794.957567 10.834474 9.780852 1941.4968 2199.8225 1876.4508 909.9673 782.1753 692.7301 10.8024645 10.822566 10.878391 9.714977 9.810036 9.817544

A_33_P3387566 7.79177E-05 0.044520761 2.2774901 Up NR_026770 chr17:41995131-41995190 FAM215A Homo sapiens family with sequence similarity 215, member A (non-protein coding) (FAM215A), long non-coding RNA [NR_026770] GO:0008150|GO:0003674|GO:0006915|GO:0005575 NR_026770 Hs.721804 23591 hs|17q21.31 ENST00000588043 family with sequence similarity 215, 
member A (non-protein coding)

THC2487655 TTAAATAAGGAGCTTATTGAGCTATCATGTCGTAAGCCGGTGGAGAAGTCCAGGGCTAGT 24.946671 10.168363 4.549843 3.362398 26.205153 26.949656 21.685205 11.753241 10.446361 8.305487 4.6395617 4.5520587 4.4579077 3.4329467 3.3815484 3.2726986

A_24_P22488 0.006981763 0.098842977 2.0654243 Up NM_003502 chr16:339454-338204 AXIN1 Homo sapiens axin 1 (AXIN1), transcript variant 1, mRNA [NM_003502] GO:0005515|GO:0008219|GO:0008013|GO:0045599|GO:0007605|GO:0046330|GO:0030877|GO:0038032|GO:0046332|GO:0031122|GO:0043621|GO:0043623|GO:0042803|GO:0042802|GO:0030163|GO:0021797|GO:0031398|GO:0051443|GO:0051260|GO:0005938|GO:0031625|GO:0000
209|GO:0010800|GO:0030910|GO:0001743|GO:0005794|GO:0019901|GO:0014069|GO:0001701|GO:0051248|GO:0043547|GO:0060823|GO:0060272|GO:0045893|GO:0019899|GO:0070016|GO:0021881|GO:0005881|GO:0048471|GO:0045732|GO:0007368|GO:0030178|GO:0032436|GO:
0005634|GO:0009950|GO:0005829|GO:0035412|GO:0032147|GO:0005737|GO:0033138|GO:0004871|GO:0034244|GO:0060070|GO:0048048|GO:0030511|GO:0005102|GO:0006915|GO:0007257|GO:0031410|GO:0008022|GO:0016328|GO:0006913|GO:0032947|GO:0001934|GO:0016023
|GO:0055001|GO:0048320|GO:0005096

NM_003502 Hs.592082 8312 hs|16p13.3 ENST00000354866 axin 1 THC2690478 AAAGGGCAGCTACAGATACTACTTCAAGAAAGTGAGCGACGAGTTTGACTGTGGGGTGGT 76.61849 31.271878 6.117475 5.071037 72.72198 85.31233 71.82116 29.884237 33.297955 30.633442 6.0602756 6.1489534 6.143196 4.8400545 5.1664314 5.2066245

A_33_P3325131 0.000380907 0.055027037 2.7430872 Up NM_001746 chr5:179137006-179137065 CANX Homo sapiens calnexin (CANX), transcript variant 1, mRNA [NM_001746] GO:0072583|GO:0005515|GO:0002474|GO:0030424|GO:0009306|GO:0005783|GO:0032839|GO:0019886|GO:0001948|GO:0043197|GO:0006457|GO:0043025|GO:0071556|GO:0070062|GO:0018279|GO:0042470|GO:0007568|GO:0005509|GO:0048488|GO:0043234|GO:0061077|GO:0035
255|GO:0005789|GO:0005840|GO:0005788|GO:0034185|GO:0051082|GO:0044267|GO:0043687

NM_001746 Hs.567968 821 hs|5q35.3 ENST00000503126 calnexin NP852722 AGGCCAGATGCAGATCTGAAGACCTATTTTACTGATAAGAAAACACATCTTTACACACTA 568.719333 164.460813 8.971369 7.515569 565.2256 614.7841 526.1483 199.19922 155.02962 139.1536 8.985591 8.939256 8.98926 7.5841722 7.470589 7.4919443

A_23_P409626 0.036084183 0.177394544 2.290804 Up NM_001079559 chr11:62483033-62482974 HNRNPUL2 Homo sapiens heterogeneous nuclear ribonucleoprotein U-like 2 (HNRNPUL2), mRNA [NM_001079559] GO:0008150|GO:0005634 NM_001079559 Hs.657058 221092 hs|11q12.3 ENST00000403734 heterogeneous nuclear 
ribonucleoprotein U-like 2

THC2462368 TTTACGGGCGAGATTATGAGTACAACAGATACAGAGACTATTACAGACAATACAATCGGG 74.755047 27.754207 6.075978 4.880123 72.20205 88.27377 63.78932 22.146284 32.56145 28.554886 6.0492616 6.1996136 5.9790573 4.3995914 5.135023 5.105756

A_23_P60286 0.000482172 0.055027037 2.2211986 Up NM_001417 chr12:53427598-53427657 EIF4B Homo sapiens eukaryotic translation initiation factor 4B (EIF4B), mRNA [NM_001417] GO:0005515|GO:0008286|GO:0010467|GO:0016281|GO:0016070|GO:0016071|GO:0003723|GO:0003743|GO:0006412|GO:0006413|GO:0005829|GO:0000166|GO:0006446|GO:0044267|GO:0000289|GO:0000288 NM_001417 Hs.648394 1975 hs|12q13.13 ENST00000550704 eukaryotic translation initiation 
factor 4B

THC2509371 CAAAGACCCAAACTGAATCTAAAGCCTCGGAGTACTCCTGAAGAAGATGATTCCTCTGCT 186.867627 68.190816 7.376747 6.225409 181.73932 205.41379 173.44977 73.803795 69.62711 61.141544 7.3489046 7.381272 7.4000654 6.1540174 6.27399 6.2482195

A_33_P3342076 0.032979813 0.171218889 2.4176832 Up NM_015866 chr1:14109169-14109228 PRDM2 Homo sapiens PR domain containing 2, with ZNF domain (PRDM2), transcript variant 2, mRNA [NM_015866] GO:0006355|GO:0003700|GO:0034968|GO:0008270|GO:0005634|GO:0003677|GO:0006351|GO:0018024 NM_015866 Hs.371823 7799 hs|1p36.21 ENST00000343137 PR domain containing 2, with ZNF 
domain

THC2461102 ACCTTGGCGAGTAAGAAAAGAACAGACCGGTTCAATATAAAATCTAGAGAGCGGAGTGGG 48.740431 18.121704 5.470605 4.19698 59.9435 44.571503 41.70629 22.716545 20.214598 11.4339695 5.7911468 5.2426167 5.378051 4.437343 4.4140177 3.7395782

A_33_P3236778 0.000191061 0.050320167 2.0102932 Up chr15:042302490-042302549 hs|15q15.1 TCCTGTCATTCGTCCATGCCTAAAATTCTCCGATAAAGCCCATTAAATAAAAACTCAGTA 103.790011 43.052901 6.548857 5.541451 105.939064110.41489 95.01608 49.43915 41.168873 38.55068 6.5872316 6.5151405 6.5442 5.5902863 5.480148 5.55392

A_24_P219156 0.020549005 0.143403276 2.4580533 Up NM_001077351 chr14:23374100-23373493 RBM23 Homo sapiens RNA binding motif protein 23 (RBM23), transcript variant 1, mRNA [NM_001077351] GO:0006397|GO:0005515|GO:0000166|GO:0003723|GO:0005634 NM_001077351 Hs.4997 55147 hs|14q11.2 ENST00000556186 RNA binding motif protein 23 THC2510149 TTGAGCCCTTTGGTAAAATTGATAATATTGTCCTGATGAAGGACTCAGATACAGGCCGCT 59.113247 21.110294 5.752789 4.455272 61.324886 65.984245 50.03061 26.004774 16.888308 20.4378 5.826727 5.7958937 5.635745 4.6303434 4.1325274 4.6029463

A_23_P2942 0.026727394 0.158034095 2.0419569 Up NM_022123 chr14:34270706-34270765 NPAS3 Homo sapiens neuronal PAS domain protein 3 (NPAS3), transcript variant 2, mRNA [NM_022123] GO:0001964|GO:0042711|GO:0007165|GO:0005737|GO:0046983|GO:0005730|GO:0007626|GO:0005634|GO:0004871|GO:0045893|GO:0003677|GO:0006351 NM_022123 Hs.657892 64067 hs|14q13.1 ENST00000346562 neuronal PAS domain protein 3 THC2476625 TCAAGATGGAAAGAGACAAGCATAAACAATGTGCCCTGTTTGACTAAGTCAAATGAAATA 24.186354 11.058777 4.505538 3.475586 25.613602 26.141077 20.804384 11.641842 13.667902 7.866588 4.605336 4.5042987 4.4069805 3.415237 3.8177786 3.1937423

A_33_P3254634 0.005777536 0.091574534 2.4939517 Up NM_006810 chr3:122821281-122821340 PDIA5 Homo sapiens protein disulfide isomerase family A, member 5 (PDIA5), transcript variant 1, mRNA [NM_006810] GO:0034976|GO:0006457|GO:0005783|GO:0016491|GO:0005789|GO:0005788|GO:0003756|GO:0045454|GO:0006987|GO:0044267|GO:0055114|GO:0030968 NM_006810 Hs.477352 10954 hs|3q21.1 ENST00000495004 protein disulfide isomerase family A, 
member 5

THC2667196 GCAAGAAGATGAAAGTTGACCTGAGCCCGAAGGACAAAAAGGTTGAATTATTCCATTACC 77.444183 26.49483 6.135969 4.817535 81.39529 79.4368 71.50046 28.164787 28.314724 23.00498 6.223309 6.0482936 6.136303 4.7503414 4.9188466 4.783417

A_24_P5305 0.016810031 0.133301704 2.5105557 Up NM_003119 chr16:89616903-89616962 SPG7 Homo sapiens spastic paraplegia 7 (pure and complicated autosomal recessive) (SPG7), transcript variant 1, mRNA [NM_003119] GO:0005515|GO:0008219|GO:0017111|GO:0031966|GO:0005524|GO:0007399|GO:0005739|GO:0006508|GO:0008233|GO:0008270|GO:0051082|GO:0007005|GO:0008089|GO:0016021|GO:0004222 NM_003119 Hs.185597 6687 hs|16q24.3 ENST00000566221 spastic paraplegia 7 (pure and 
complicated autosomal recessive)

THC2579024 GACTGCCAAAAAGAGCAAGATCCTGTCCAAGGAAGAACAGAAAGTGGTTGCGTTTCATGA 100.334957 33.401139 6.493616 5.16561 109.14329 106.021095 85.840485 32.20991 37.47375 30.519758 6.626831 6.4577637 6.3962545 4.953194 5.343036 5.200599

A_33_P3379046 0.004822993 0.08636732 2.1517702 Up XR_112442 chr2:222439103-222439162 LOC729770 PREDICTED: Homo sapiens uncharacterized LOC729770 (LOC729770), misc_RNA [XR_112442] XR_112442 Hs.591612 729770 hs|2q36.1 uncharacterized LOC729770 THC2608026 GGGGATATATGTATGTGTGTGTGCGTGCATAAATTATTTAAAATAACTGCACTAAATCCC 142.165197 55.003611 6.990924 5.8854 139.8482 154.83652 131.81087 66.89958 53.33362 44.777634 6.9802732 6.9827003 7.009797 6.0106015 5.872263 5.773334

A_33_P3247858 0.000727038 0.056164713 2.4358217 Up NM_001166461 chrX:154019318-154019259 MPP1 Homo sapiens membrane protein, palmitoylated 1, 55kDa (MPP1), transcript variant 3, mRNA [NM_001166461] GO:0005622|GO:0005515|GO:0007165|GO:0016020|GO:0005887|GO:0090022|GO:0046939|GO:0032420|GO:0004385|GO:0030863 NM_001166461 Hs.496984 4354 hs|Xq28 ENST00000488694 membrane protein, palmitoylated 1, 
55kDa

NP1465354 CCTAGAAATCAATGGCACAAATGTGACAAATCATTCAGTGGATCAGCTGCAGAAGGCGAT 88.614928 30.879961 6.325796 5.041387 89.24932 96.21205 80.383415 35.991035 31.003252 25.645597 6.359721 6.3190913 6.298575 5.11049 5.068805 4.9448667

A_24_P157156 0.00350009 0.080930773 2.4617548 Up NM_001080539 chr2:197590735-197590794 CCDC150 Homo sapiens coiled-coil domain containing 150 (CCDC150), mRNA [NM_001080539] NM_001080539 Hs.132519 284992 hs|2q33.1 ENST00000494389 coiled-coil domain containing 150 NP1158507 TGCATGCTGAACGCATAGAAGCTCTAAGAAAGCAGTTTCAAACCGAGAGAGAAACTACAA 39.445693 14.36375 5.190396 3.890709 41.28217 38.64105 38.41386 16.904078 14.13576 12.051412 5.269918 5.0402217 5.2610493 3.9853582 3.8658576 3.820912

A_23_P97123 0.016621344 0.132752911 4.2733604 Up NR_026844 chr1:168215109-168215050 ANKRD36BP1 Homo sapiens ankyrin repeat domain 36B pseudogene 1 (ANKRD36BP1), non-coding RNA [NR_026844] NR_026844 Hs.537067 84832 hs|1q24.2 ENST00000358576 ankyrin repeat domain 36B 
pseudogene 1

THC2477644 GTGTTAAGAAATACAATTAAAAAGCAAGATGGCCAAATTGAGCAGCTTCAGAAAATCCTG 35.051485 7.608873 5.009305 2.913934 31.297222 29.460064 44.39717 9.6876545 7.0086017 6.130363 4.8881264 4.665022 5.4747663 3.138044 2.7645605 2.8391972

A_33_P3349840 0.001461161 0.064025214 2.0399479 Up chr2:024553470-024553529 hs|2p23.3 ATAACCTTGCAGAAAATGGAGATGCTAAAACAGACGGGGCACAGAAAGCTGAAAGTGCTG 4111.980667 1729.5761 11.893961 10.865429 4000.7769 4549.764 3785.4011 2134.7263 1621.4327 1432.5693 11.872418 11.900063 11.909402 10.922559 10.834487 10.83924

A_33_P3763846 0.000384802 0.055027037 2.0665335 Up NM_002969 chr22:50695576-50695517 MAPK12 Homo sapiens mitogen-activated protein kinase 12 (MAPK12), mRNA [NM_002969] GO:0005515|GO:0048011|GO:0006355|GO:0000287|GO:0005730|GO:0007265|GO:0005634|GO:0005524|GO:0006351|GO:0006975|GO:0005829|GO:0042692|GO:0005739|GO:0007165|GO:0005737|GO:0051149|GO:0007517|GO:0018105|GO:0000165|GO:0004674|GO:0045445|GO:0007
050|GO:0005654|GO:0004707

NM_002969 Hs.432642 6300 hs|22q13.33 ENST00000215659 mitogen-activated protein kinase 
12

NP091337 AAACATGAGAAGCTAGGCGAGGACCGGATCCAGTTCCTCGTGTACCAGATGCTGAAGGGG 28.153985 12.538597 4.715277 3.668064 31.964334 28.404419 24.093203 16.01267 11.395069 10.208051 4.921218 4.6145916 4.6100206 3.9025335 3.527496 3.5741625

A_24_P83787 0.03104958 0.167391963 2.1833881 Up NM_001012959 chr1:231931006-231935876 DISC1 Homo sapiens disrupted in schizophrenia 1 (DISC1), transcript variant S, mRNA [NM_001012959] GO:0031929|GO:0005515|GO:0021846|GO:0005813|GO:0090128|GO:0030054|GO:0005874|GO:0030177|GO:0000226|GO:0002052|GO:0014069|GO:0005739|GO:2000060|GO:0008104|GO:0051560|GO:0045211|GO:0010975|GO:0021799|GO:0001764|GO:0060070 NM_001012959 Hs.13318 27185 hs|1q42.2 ENST00000366636 disrupted in schizophrenia 1 THC2601343 ATCCCTCAACTTGTCACTTAAAGAAATCACTACTAAGGTGTGTATGAGTGAGAAATTCTG 20.196172 8.900748 4.249252 3.122684 18.878283 23.45417 18.256063 11.138319 9.931525 5.6324 4.1730013 4.3450956 4.2296596 3.3489177 3.3025305 2.7166026

A_33_P3231262 0.040437046 0.186932167 2.110817 Up NR_034107 chr5:52410057-52410116 LOC257396 Homo sapiens uncharacterized LOC257396 (LOC257396), transcript variant 1, long non-coding RNA [NR_034107] NR_034107 Hs.12326 257396 hs|5q11.2 uncharacterized LOC257396 THC2620722 ATGCTACAGTGCTCTTTTAGCTCTACCATCCGTAGGTGGCTTAAGTGTAAACAGCTCAGT 27.268304 11.659394 4.660076 3.582274 33.383797 26.156677 22.264439 11.98502 12.915471 10.077691 4.9801183 4.5059423 4.4941664 3.4650288 3.7276506 3.554143

A_23_P124927 0.023049652 0.150156994 2.3150431 Up NM_006480 chr5:176798914-176798973 RGS14 Homo sapiens regulator of G-protein signaling 14 (RGS14), mRNA [NM_006480] GO:0008017|GO:0030054|GO:0005886|GO:0038032|GO:0030159|GO:0060291|GO:0005634|GO:0043620|GO:0030425|GO:0035556|GO:0001965|GO:0031914|GO:0005737|GO:0007059|GO:0043197|GO:0050769|GO:0045211|GO:0043407|GO:0070373|GO:0007051|GO:0007612|GO:0006
979|GO:0005813|GO:0019901|GO:0007616|GO:0005874|GO:0005819|GO:0014069|GO:0010070|GO:0006913|GO:0043547|GO:0032794|GO:0016604|GO:0000922|GO:0007067|GO:0008277|GO:0008542|GO:0016605|GO:0048008|GO:0005092|GO:0005057|GO:0051301|GO:0005096

NM_006480 Hs.9347 10636 hs|5q35.3 ENST00000503044 regulator of G-protein signaling 14 THC2785493 CCACGACCAGAGGGGCCTTCTGAGGAAAGAGGACCTGGTACTTCCAGAATTTCTGCAGCT 86.662238 31.79196 6.28988 5.078841 83.074135 98.47997 78.43261 26.841639 38.233006 30.301235 6.2556553 6.3466344 6.2673492 4.674847 5.3703327 5.191342

A_24_P231057 0.006440981 0.096127209 2.5675597 Up NM_148894 chr4:13584292-13583892 BOD1L1 Homo sapiens biorientation of chromosomes in cell division 1-like 1 (BOD1L1), mRNA [NM_148894] GO:0005730|GO:0005634|GO:0003677 NM_148894 Hs.744935 259282 hs|4p15.33 ENST00000511119 biorientation of chromosomes in 
cell division 1-like 1

THC2617740 GGTCATGGAAGAAAAAGATGAATATAGCAGCAGTGAAACTACTGGTGAAAAGCCAGAGCA 55.345921 19.04189 5.661224 4.300826 56.922527 59.680218 49.435017 24.0353 16.416878 16.673492 5.71089 5.6538725 5.618908 4.516129 4.086027 4.300321

A_23_P218412 0.007465009 0.100712146 2.2327426 Up NM_004890 chr17:4863798-4863599 SPAG7 Homo sapiens sperm associated antigen 7 (SPAG7), mRNA [NM_004890] GO:0005634|GO:0003676 NM_004890 Hs.90436 9552 hs|17p13.2 ENST00000572148 sperm associated antigen 7 THC2614383 CAAGAAAAAGTTTCAGCCAATGAACAAGATCGAGAGGAGCATACTACATGATGTGGTGGA 101.843607 38.282476 6.529223 5.370406 91.42431 108.02382 106.08269 35.871624 42.22899 36.746815 6.393036 6.4831758 6.7114577 5.1040974 5.5225163 5.484605

A_24_P70993 5.96894E-05 0.044520761 2.0826069 Up NM_002414 chrX:2638454-2640715 CD99 Homo sapiens CD99 molecule (CD99), transcript variant 1, mRNA [NM_002414] GO:0005737|GO:0005886|GO:0005887|GO:0007155 NM_002414 Hs.653349 4267 hs|Xp22.33 ENST00000497752 CD99 molecule NP088525 CTAGTTCCTCCGGTAGCTTTTCAGATGCTGACCTTGCGGATGGCGTTTCAGGTGGAGAAG 591.371513 221.329013 9.019083 7.960693 513.0133 696.4041 564.69714 227.02597 233.13644 203.82463 8.839475 9.123909 9.093866 7.7665863 8.066213 8.049279

A_32_P113436 0.042902397 0.190646412 2.2297841 Up NM_001011724 chr13:53216921-53216980 HNRNPA1L2 Homo sapiens heterogeneous nuclear ribonucleoprotein A1-like 2 (HNRNPA1L2), transcript variant 1, mRNA [NM_001011724] GO:0008380|GO:0006397|GO:0005737|GO:0000166|GO:0003723|GO:0005681|GO:0051028 NM_001011724 Hs.447506 144983 hs|13q14.3 ENST00000562726 heterogeneous nuclear 
ribonucleoprotein A1-like 2

NP1190980 AGATGCCCACTTAACTGTGAAAAAGATATTTGTTGGTGGCATTAAAGAAGACACTGAAGA 5643.306 2286.173067 12.361445 11.204541 5394.2163 6302.6514 5233.0503 3450.4214 1824.2394 1583.8584 12.304701 12.384759 12.394874 11.642738 10.997592 10.973292

A_24_P392480 0.00489468 0.08636732 2.0517803 Up NM_001012643 chr19:46393942-46393883 MYPOP Homo sapiens Myb-related transcription factor, partner of profilin (MYPOP), mRNA [NM_001012643] GO:0003700|GO:0003682|GO:0005634|GO:0000122|GO:0003677|GO:0042803|GO:0006351 NM_001012643 Hs.515478 339344 hs|19q13.32 ENST00000322217 Myb-related transcription factor, 
partner of profilin

THC2473467 CACACAAGCGGAGAAAAGGTTTCCCTACACGGAAAAGGCGCGGCCGATGGAAATCTCCGT 144.147387 56.986851 7.002389 5.965512 129.14307 169.81389 133.4852 59.34618 55.78709 55.827282 6.863926 7.116111 7.027129 5.838303 5.9478755 6.1103587

A_24_P363477 0.030424679 0.166133046 2.2421781 Up NM_013393 chr7:2274904-2274845 FTSJ2 Homo sapiens FtsJ RNA methyltransferase homolog 2 (E. coli) (FTSJ2), mRNA [NM_013393] GO:0005739|GO:0031167|GO:0008283|GO:0006364|GO:0008650|GO:0005730 NM_013393 Hs.279877 29960 hs|7p22.3 ENST00000440306 FtsJ RNA methyltransferase 
homolog 2 (E. coli)

THC2636176 AAGTCAAAGCCGTCGGTTACAGAGGAGACTGACAGAGGAATTCCAGAATGTAAGGATCAT 263.740137 97.493823 7.864896 6.699996 247.95691 297.56442 245.69908 136.62228 85.17548 70.68371 7.80232 7.9017553 7.890614 7.049711 6.578256 6.4720197

A_23_P50399 0.007922751 0.102056493 2.2507088 Up NM_138353 chr19:14071142-14071201 DCAF15 Homo sapiens DDB1 and CUL4 associated factor 15 (DCAF15), mRNA [NM_138353] GO:0016567 NM_138353 Hs.443636 90379 hs|19p13.12 ENST00000591385 DDB1 and CUL4 associated factor 
15

THC2754014 AACACAGGGATCTTCGAGACAGTCAGTGTAGGCGACCTGACTGAGGTCAAAGGGCAGACC 68.053782 25.587427 5.942201 4.771822 67.66406 78.85972 57.637566 25.315535 27.709976 23.73677 5.95459 6.0388727 5.8331413 4.5920115 4.8921833 4.831271

A_23_P67271 0.002258675 0.073831925 2.1359702 Up NM_002741 chr19:14580209-14580268 PKN1 Homo sapiens protein kinase N1 (PKN1), transcript variant 2, mRNA [NM_002741] GO:0005515|GO:0042826|GO:0005886|GO:2000145|GO:0005634|GO:0050681|GO:0032154|GO:0042393|GO:0005737|GO:0030374|GO:0005080|GO:0006357|GO:0030496|GO:0007257|GO:0035407|GO:0006972|GO:0005524|GO:0006351|GO:0035402|GO:0048365|GO:0007165|GO:0004
672|GO:0004674|GO:0003682|GO:0010631|GO:0016023|GO:0006468|GO:0004697|GO:0017049|GO:0005768

NM_002741 Hs.466044 5585 hs|19p13.12 ENST00000591461 protein kinase N1 NP1466502 TGGTGAACCTCTTCGGCTGTTTCCAGACACCGGAGCACGTGTGCTTCGTGATGGAGTACT 160.6681 60.950211 7.159265 6.064373 157.9874 180.54759 143.46931 64.53239 62.19988 56.118362 7.1467915 7.199426 7.131577 5.9551406 6.119316 6.1186633

A_33_P3309271 0.004658229 0.085778977 2.6049615 Up NM_001199323 chr6:8062828-8062769 BLOC1S5 Homo sapiens biogenesis of lysosomal organelles complex-1, subunit 5, muted (BLOC1S5), transcript variant 3, mRNA 
[NM_001199323]

GO:0030133|GO:0005515|GO:0050942|GO:0048490|GO:0031083|GO:0032438|GO:0035646|GO:0008089|GO:0032402|GO:0031175 NM_001199323 Hs.719272 63915 hs|6p24.3 ENST00000397456 biogenesis of lysosomal organelles 
complex-1, subunit 5, muted

NP1243637 GGCTTTTGGATCACAGACCAGTTATTCAAGGTGAAACTCGTTATTTTGTAAAAGAATTTG 72.707327 24.180532 6.044454 4.663192 72.42435 79.66829 66.02934 30.340761 22.587568 19.613266 6.0545926 6.0518293 6.0269403 4.8623676 4.582999 4.5442095

A_24_P26177 0.006844886 0.098555533 2.0842348 Up NM_014703 chr3:51450745-51450471 VPRBP Homo sapiens Vpr (HIV-1) binding protein (VPRBP), transcript variant 1, mRNA [NM_014703] GO:0005515|GO:0005737|GO:0033151|GO:0016567|GO:0008180|GO:0030183|GO:0016032|GO:0035212|GO:0005634|GO:0000122|GO:0005524|GO:0006351 NM_014703 Hs.716623 9730 hs|3p21.2 ENST00000564971 Vpr (HIV-1) binding protein THC2683323 AAACCTATAGCAACCATTGATGTGAAACGGAACATCTTTGACCTGTGTACAGACACCAAA 107.699467 43.953149 6.594513 5.534995 116.08493 112.94653 94.06694 58.6785 38.48949 34.691456 6.7078524 6.5464363 6.529249 5.8234797 5.382501 5.3990035

A_33_P3421480 0.012347365 0.118333712 2.0122041 Up AK124561 chr17:77389443-77389384 LOC100133145Homo sapiens cDNA FLJ42570 fis, clone BRACE3007767. [AK124561] Hs.661902 100133145 hs|17q25.3 uncharacterized LOC100133145 THC2632258 TGTATTGTAACCACGACTCTCCTGTCTTCTAACAAGCAAGTTAGGTGCAGGTGGAAGTGT 79.089638 33.500588 6.165616 5.156839 84.1673 82.057915 71.0437 37.051907 36.77871 26.671146 6.275712 6.0939717 6.127163 5.1591244 5.3114014 4.999991

A_32_P23624 0.028293245 0.161764737 2.0225621 Up NM_012089 chr1:229652984-229652925 ABCB10 Homo sapiens ATP-binding cassette, sub-family B (MDR/TAP), member 10 (ABCB10), mRNA [NM_012089] GO:0005215|GO:0006200|GO:0032592|GO:0006810|GO:0005743|GO:0042626|GO:0055085|GO:0005524|GO:0042803 NM_012089 Hs.17614 23456 hs|1q42.13 ENST00000344517 ATP-binding cassette, sub-family B 
(MDR/TAP), member 10

THC2463247 AGTTTGGAAGTCCTTGCTATTCAACAGAATAACAAGAAACCTTCAGAATGTATCACTCTC 1328.673 536.9561 10.21902 9.202836 1164.3657 1543.2651 1278.3882 717.2299 475.38324 418.25516 10.054523 10.296064 10.306474 9.387518 9.113667 9.107324

A_33_P3408054 0.005336362 0.088373992 2.095263 Up AY956763 chr4:13339014-13339073 heat shock protein 90kDa alpha (cytosolic), class B member 2, pseudogene [Source:HGNC Symbol;Acc:32537] [ENST00000602906] Hs.590925 hs|4p15.33 ENST00000602906 NP1455478 TATAAGAGCCTCACCAATGACTGGAAAGACCACTTGGCAGTCAGGTACTTTTCTGTAGAA 4820.1335 2013.8554 12.12728 11.060149 5137.266 5036.0825 4287.052 2774.2397 1747.9753 1519.3512 12.246924 12.040386 12.094531 11.330359 10.935052 10.915036

A_32_P232214 0.000989496 0.058773886 3.22561 Up NM_001194986 chr1:48231388-48231329 TRABD2B Homo sapiens TraB domain containing 2B (TRABD2B), mRNA [NM_001194986] GO:0005515|GO:0017147|GO:0031301|GO:0005887|GO:0018158|GO:0008152|GO:0030178|GO:0006508|GO:0016055|GO:0004222|GO:0046872|GO:0070062 NM_001194986 Hs.61504 388630 hs|1p33 ENST00000606738 TraB domain containing 2B THC2623365 TTTCCCATAGTGCTATGGGGCTCTTTTGTAAAATACGTGTCCATATTAAAAAAGAAAAAT 16.966193 5 4.015975 2.326403 16.72699 17.339882 16.831707 4.9999995 4.9999995 4.9999995 3.9984727 3.927139 4.122314 2.3219874 2.3224466 2.3347757

A_24_P290373 0.030734405 0.166624659 2.2903862 Up NM_022101 chrX:118672116-118672112 CXorf56 Homo sapiens chromosome X open reading frame 56 (CXorf56), transcript variant 1, mRNA [NM_022101] NM_022101 Hs.248572 63932 hs|Xq24 ENST00000320339 chromosome X open reading frame 
56

NP868136 TGTAACACAGAAGACGAAGAGACTATGTATCTGCGGAGACCTGAAGGCATTGAACTACAG 37.075237 14.577045 5.096946 3.901355 33.353004 43.571186 34.30152 18.073107 11.976241 13.681788 4.9786787 5.213393 5.0987673 4.090116 3.6046073 4.009343

A_33_P3307660 0.01677085 0.133301704 2.2096571 Up NM_001184854 chr16:87744901-87744842 KLHDC4 Homo sapiens kelch domain containing 4 (KLHDC4), transcript variant 3, mRNA [NM_001184854] GO:0005515 NM_001184854 Hs.123450 54758 hs|16q24.2 ENST00000347925 kelch domain containing 4 NP163336 CTTCAACGATCTGTACTTCTACGACGCCACCAGGAACCGTTGGTTTGAGGGACAGCTGAA 28.666894 11.972077 4.737888 3.594065 27.886272 32.32626 25.788149 14.004771 13.688458 8.223001 4.7280045 4.78608 4.6995792 3.7048762 3.819805 3.257515

A_23_P109235 0.017353032 0.135042123 2.267367 Up NM_016732 chr20:32663841-32664561 RALY Homo sapiens RALY heterogeneous nuclear ribonucleoprotein (RALY), transcript variant 1, mRNA [NM_016732] GO:0005515|GO:0000166|GO:0000398|GO:0003723|GO:0005634|GO:0071013 NM_016732 Hs.136947 22913 hs|20q11.22 ENST00000493399 RALY heterogeneous nuclear 
ribonucleoprotein

THC2499777 TCAAGTTAAAGAGCAGTGAGCTGCAGGCCATCAAGACGGAGCTGACACAGATCAAGTCCA 353.639583 123.211057 8.28733 7.106312 374.50607 383.30038 303.1123 122.49372 132.73508 114.40437 8.394635 8.26798 8.199374 6.8985405 7.234907 7.1854877

A_23_P257176 0.04112667 0.187796026 2.0282062 Up NM_031467 chr5:139750722-139751068 SLC4A9 Homo sapiens solute carrier family 4, sodium bicarbonate cotransporter, member 9 (SLC4A9), transcript variant 2, mRNA [NM_031467]GO:0005886|GO:0005452|GO:0045177|GO:0015701|GO:0016021|GO:0055085|GO:0006811 NM_031467 Hs.550313 83697 hs|5q31.3 ENST00000432095 solute carrier family 4, sodium 
bicarbonate cotransporter, member 
9

THC2487023 GGGGTGGCAGCGCTCAGCAGCATTCAGTTCACTAATAGGGTGAAGCTGTTGTTGATGCCA 22.970894 10.552972 4.416972 3.396768 28.839794 20.279839 19.793049 12.57204 7.618257 11.468618 4.7710533 4.1422887 4.337574 3.5447905 2.9011524 3.74436

A_24_P80532 0.024772855 0.153781639 2.298249 Up NM_004354 chr4:78082710-78082859 CCNG2 Homo sapiens cyclin G2 (CCNG2), mRNA [NM_004354] GO:0007067|GO:0005737|GO:0051726|GO:0000075 NM_004354 Hs.740456 901 hs|4q21.1 ENST00000354403 cyclin G2 NP082339 AACCATCTGTATTAGCCTTGTGCCTTCTCAATTTGGAAGTGGAAACTTTGAAATCTGTTG 112.374705 43.461697 6.654785 5.45425 125.779076115.176605 96.168434 66.74273 34.94045 28.70191 6.827507 6.57769 6.559158 6.0072823 5.23947 5.1159973

A_23_P142205 0.006110632 0.093840518 2.303131 Up NM_006866 chr19:55086794-55086853 LILRA2 Homo sapiens leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 2 (LILRA2), transcript variant 2, mRNA 
[NM_006866]

GO:0007165|GO:0006952|GO:0004872|GO:0016021|GO:0003823|GO:0002376 NM_006866 Hs.655593 11027 hs|19q13.42 ENST00000439534 leukocyte immunoglobulin-like 
receptor, subfamily A (with TM 
domain), member 2

NP322453 CAGTGTGTCTCTGATGTCGGCTACGACAGATTTGTTCTGTATAAGGAGGGAGAGCGTGAC 94.770373 34.455014 6.415514 5.211918 99.54422 101.257385 83.509514 36.25826 34.407997 32.698784 6.501772 6.3898997 6.3548717 5.1220984 5.2147646 5.298891

A_33_P3310198 0.048154697 0.200956579 3.1927979 Up chr11:077183550-077183609 hs|11q14.1 TGCTTGCTACTTGCCCGTTTTGGGGCATAAAACCAAACTTCTGGAGCTTTTAAGGCTGGA 80.10112 23.47971 6.182125 4.507304 76.53722 84.97792 78.78822 38.234585 15.37147 16.833076 6.1298056 6.143196 6.2733736 5.209778 3.9950085 4.317125

A_23_P121265 0.046677843 0.198386399 2.1580723 Up NM_007284 chr3:52264904-52264046 TWF2 Homo sapiens twinfilin actin-binding protein 2 (TWF2), mRNA [NM_007284] GO:0032532|GO:0048471|GO:0042989|GO:0071300|GO:0045773|GO:0032420|GO:0005546|GO:0030175|GO:0030016|GO:0005524|GO:0030027|GO:0030426|GO:0003785|GO:0010592|GO:0051016|GO:0005737|GO:0071363|GO:0032956|GO:0030837|GO:0005080|GO:0010976|GO:0030
030|GO:0005856|GO:0070062

NM_007284 Hs.436439 11344 hs|3p21.2 ENST00000305533 twinfilin actin-binding protein 2 THC2695624 GGTCAACTACATCCAGATGAAGCTGGACCTAGAGCGGGAAACCATTGAGCTGGTGCACAC 222.555447 83.43676 7.622611 6.512868 220.64066 246.61755 200.40813 67.81268 99.0773 83.4203 7.6346097 7.635618 7.5976057 6.0287285 6.800655 6.7092204

A_23_P51853 0.021366366 0.145281503 2.0361377 Up NM_032283 chr1:27181106-27181165 ZDHHC18 Homo sapiens zinc finger, DHHC-type containing 18 (ZDHHC18), mRNA [NM_032283] GO:0018345|GO:0005794|GO:0016409|GO:0008270|GO:0034613|GO:0016021|GO:0019706 NM_032283 Hs.523710 84243 hs|1p36.11 ENST00000374142 zinc finger, DHHC-type containing 
18

THC2461425 GCATGGGTGGGTTATGCTCATGCTGGCAATACTTGAAACGGGTTTATTAATGCTGGGTAT 25.830803 11.773281 4.596919 3.571083 25.856684 28.141674 23.494051 13.805611 13.375258 8.138973 4.6198826 4.60238 4.568493 3.6836417 3.7840545 3.245554

A_33_P3419139 0.001789009 0.068803472 2.326897 Up NM_001127211 chr10:118645949-118645890 KIAA1598 Homo sapiens KIAA1598 (KIAA1598), transcript variant 1, mRNA [NM_001127211] GO:0030424|GO:0007411|GO:0019900 NM_001127211 Hs.501140 57698 hs|10q25.3 ENST00000392903 KIAA1598 THC2467694 CAACTCAACACAAGGAGGATGAAGGCGAAATTCAACCAGAAAACAAAGAAGACAGCATTG 110.116742 39.293891 6.625634 5.407226 115.37973 119.31365 95.656845 44.118057 38.293457 35.470158 6.7011704 6.625294 6.550437 5.414206 5.3743534 5.43312

A_24_P930926 0.005783785 0.091574534 2.1750725 Up NM_004874 chr8:38070565-38070624 BAG4 Homo sapiens BCL2-associated athanogene 4 (BAG4), transcript variant 1, mRNA [NM_004874] GO:0051897|GO:0043066|GO:0005886|GO:2001145|GO:0051087|GO:0005634|GO:0072659|GO:0051291|GO:0005829|GO:0045785|GO:0035556|GO:0033138|GO:0010763|GO:0030838|GO:0071364|GO:0006457|GO:0090367|GO:0071356|GO:0051496|GO:0097178|GO:0005057 NM_004874 Hs.194726 9530 hs|8p11.23 ENST00000287322 BCL2-associated athanogene 4 THC2634302 ATTCCAAATACCAATATCAAAGAAAACTAAGTTGGTAATCTATCTCAGAAAATATATGAA 1743.0888 645.465257 10.61723 9.496167 1651.1426 1974.6066 1603.5172 660.75793 691.355 584.28284 10.5594635 10.658136 10.634092 9.268305 9.639392 9.580804

A_33_P3360426 0.008853558 0.105645868 2.0494098 Up NM_017491 chr4:10099497-10099438 WDR1 Homo sapiens WD repeat domain 1 (WDR1), transcript variant 1, mRNA [NM_017491] GO:0005737|GO:0030054|GO:0007596|GO:0007605|GO:0002576|GO:0002102|GO:0030168|GO:0005576|GO:0003779|GO:0042995|GO:0070062|GO:0005829 NM_017491 Hs.128548 9948 hs|4p16.1 ENST00000264785 WD repeat domain 1 THC2529789 CTGGGATAGTGGCTCTTCTGTGGGCGAGATTACAGGACACAACAAAGTCATCAACAGCGT 100.539005 40.671288 6.497428 5.46222 104.60759 110.8911 86.118324 41.836952 43.420322 36.75659 6.5675817 6.5214357 6.403267 5.337572 5.563986 5.485101

A_33_P3211633 0.014547192 0.126408288 3.1046129 Up NM_006784 chr1:118475952-118476011 WDR3 Homo sapiens WD repeat domain 3 (WDR3), mRNA [NM_006784] GO:0031965|GO:0005730|GO:0005634 NM_006784 Hs.310809 10885 hs|1p12 ENST00000369441 WD repeat domain 3 NP299068 ACCAAGCAGTACCTACGCTATGTTGCTAGTGCGGTCTTTGGCGTTATCGGCAGCCAAAAA 39.267971 11.525964 5.17768 3.543267 37.574234 45.5296 34.70008 13.919958 9.580975 11.07696 5.144085 5.2751064 5.1138496 3.697443 3.2422903 3.6900675

A_33_P3350728 0.039965907 0.185952264 3.4236849 Up NM_001282984 chr2:242403335-242403394 FARP2 Homo sapiens FERM, RhoGEF and pleckstrin domain protein 2 (FARP2), transcript variant 3, mRNA [NM_001282984] GO:0008092|GO:0071800|GO:0031532|GO:0030316|GO:0033623|GO:0005829|GO:0016322|GO:0005737|GO:0016601|GO:0032314|GO:0007411|GO:0071526|GO:0032319|GO:0005089|GO:0005856|GO:0007155|GO:0030676|GO:0019898 NM_001282984 Hs.726316 9855 hs|2q37.3 ENST00000373287 FERM, RhoGEF and pleckstrin 
domain protein 2

THC2676315 CACAAAAGGCAGTCATCAACGAATCGGGGACATCCTGCTCAGGAACATGCGCCAGTTAAA 25.306482 7.164533 4.557238 2.781688 22.497942 29.65111 23.770395 10.9189005 4.9999995 5.5746994 4.4128532 4.672037 4.586825 3.317739 2.3224466 2.7048798

A_32_P216548 0.016160172 0.130773607 2.0505859 Up NM_015627 chr1:25894399-25894458 LDLRAP1 Homo sapiens low density lipoprotein receptor adaptor protein 1 (LDLRAP1), mRNA [NM_015627] GO:0005515|GO:0030424|GO:0035615|GO:0035612|GO:0005883|GO:0030159|GO:0005829|GO:0090205|GO:0031623|GO:0009925|GO:0001540|GO:0030276|GO:0006810|GO:0008203|GO:0090118|GO:0042632|GO:0035591|GO:0030121|GO:0030122|GO:0043393|GO:0005546|GO:0009
967|GO:0042982|GO:0006898|GO:0048260|GO:0009898|GO:0001784|GO:0055037|GO:0090003|GO:0005769|GO:0050750

NM_015627 Hs.590911 26119 hs|1p36.11 ENST00000488127 low density lipoprotein receptor 
adaptor protein 1

THC2481690 GATGATGTGTGAAACCTGACACCTAGATTTATTTGGAAATATTCTATGACCACTTTACAG 51.124364 21.934724 5.550214 4.514178 51.769733 56.39487 45.20849 28.289833 18.84878 18.665558 5.5713587 5.581619 5.4976645 4.757297 4.3066416 4.478595

A_24_P130936 0.000654405 0.055581241 2.4043233 Up NM_004660 chrY:15027862-15027921 DDX3Y Homo sapiens DEAD (Asp-Glu-Ala-Asp) box helicase 3, Y-linked (DDX3Y), transcript variant 2, mRNA [NM_004660] GO:0008026|GO:0005737|GO:0006200|GO:0003723|GO:0005634|GO:0005524|GO:0003677 NM_004660 Hs.99120 8653 hs|Yq11.21 ENST00000360160 DEAD (Asp-Glu-Ala-Asp) box 
helicase 3, Y-linked

THC2693468 AGAACATCACACAGAAAGTAGTTTGGGTGGAAGACTTAGATAAACGGTCATTTCTACTGG 108.098862 37.680291 6.604935 5.339304 108.320816117.96722 98.00855 43.42061 35.972256 33.648006 6.6181707 6.6098285 6.586807 5.392614 5.280077 5.3452225

A_33_P3309231 0.002943979 0.077146692 2.0305966 Up NM_172002 chr22:29153434-29153493 HSCB Homo sapiens HscB mitochondrial iron-sulfur cluster co-chaperone (HSCB), mRNA [NM_172002] GO:0005739|GO:0005515|GO:0003674|GO:0005813|GO:0005737|GO:0016226|GO:0005886|GO:0006457|GO:0051087|GO:0051259|GO:0046872 NM_172002 Hs.632780 150274 hs|22q12.1 ENST00000216027 HscB mitochondrial iron-sulfur cluster co-
chaperone

CTGCACTCCAGCTTGGGCAACAGAGTGAGACTTAATCTTGAAAAATAAATAAATGAAAAA 27041.862 11742.897 14.619875 13.597971 29373.74 28708.926 23042.92 12732.429 11988.79 10507.472 14.730023 14.584154 14.545448 13.598449 13.601488 13.593977

Figure S2 NC vs. CA 2.0 fold up regulated genes.


