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Figure S1 lncRNA-miRNA-mRNA regulatory network of gastric cancer. LncRNAs are represented by diamonds, miRNAs are represented 
by triangles, and mRNA are represented by circles; the connections represent the regulatory relationship between the two RNAs; red 
represents the upregulation, and blue represents downregulation.
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Figure S2 Survival analysis of the lncRNA ADAMTS9-AS2 regulatory network target genes. Vertical axis: overall survival. Horizontal axis: 
total survival time. P<0.05 was considered statistically significant.



© Translational Cancer Research. All rights reserved. http://dx.doi.org/10.21037/tcr-20-2168

Figure S3 Survival analysis of lncRNA PVT1 regulatory network target genes. Vertical axis: overall survival. Horizontal axis: total survival 
time. P<0.05 was considered statistically significant.
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Table S1 gene list of lncRNA-miRNA-mRNA regulatory network in TCGA gastric cancer dataset (lncRNA top100, mRNA top100, according 
to logFC)

Gene category Gene symbol logFC P value FDR

LncRNA LINC00392 7.10 8.74E-07 8.03E-06

ERVMER61-1 6.16 1.64E-07 1.87E-06

HOTAIR 5.51 1.32E-19 1.62E-17

AL139002.1 5.50 3.60E-07 3.71E-06

LINC00355 5.16 2.18E-09 4.13E-08

AL513123.1 4.87 1.26E-12 4.85E-11

DSCR4-IT1 4.77 1.12E-05 7.48E-05

HULC 4.69 1.47E-07 1.70E-06

C10orf126 4.56 7.92E-07 7.37E-06

AP002478.1 4.42 4.03E-15 2.47E-13

POU6F2-AS2 4.40 1.46E-06 1.25E-05

LINC00454 4.32 2.36E-05 1.41E-04

AC061975.6 4.18 7.07E-05 3.60E-04

LINC00326 3.88 0.000139 6.48E-04

C7orf69 3.84 6.19E-13 2.56E-11

LINC00200 3.73 0.000354 1.45E-03

LINC00393 3.72 4.83E-05 2.59E-04

NOVA1-AS1 3.70 8.78E-06 6.05E-05

NKX2-1-AS1 3.47 0.002207 6.75E-03

AC026320.1 3.46 0.000811 2.93E-03

LINC00460 3.26 2.84E-09 5.25E-08

LINC00052 3.24 4.28E-05 2.35E-04

AP000525.1 3.16 7.25E-12 2.38E-10

BOK-AS1 3.13 8.79E-05 0.000435

DLX6-AS1 3.10 1.29E-07 1.52E-06

UCA1 3.06 5.39E-07 5.25E-06

LINC00534 3.04 1.19E-05 7.89E-05

HOTTIP 3.01 6.66E-08 8.57E-07

AC087269.1 3.01 8.26E-10 1.72E-08

LINC00221 3.00 0.001243 0.004188

C8orf31 2.97 4.92E-12 1.68E-10

FREM2-AS1 2.96 0.000553 0.00211

MYB-AS1 2.95 1.47E-09 2.91E-08

LINC00524 2.80 4.51E-05 0.000246

IGF2-AS 2.79 2.45E-05 0.000146

AP002992.1 2.77 2.43E-05 0.000145

NAALADL2-AS2 2.75 1.19E-05 7.89E-05

C15orf54 2.73 6.81E-09 1.13E-07

TCGA, The Cancer Genome Atlas.
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Table S2 List of genes of gastric cancer lncRNA-miRNA-mRNA regulatory network

Gene category Gene symbol logFC P value FDR

AL356133.2 2.70 0.000226 0.00098

FNDC1-IT1 2.68 4.53E-07 4.54E-06

H19 2.67 2.88E-06 2.26E-05

PLCH1-AS2 2.63 4.17E-07 4.22E-06

LINC00114 2.50 0.000236 0.001017

LINC00469 2.49 0.001099 0.003779

LINC00523 2.47 0.002585 0.007707

DLEU7-AS1 2.46 6.81E-17 5.97E-15

AC009121.1 2.45 2.59E-12 9.35E-11

AL357060.1 2.44 2.36E-06 1.90E-05

AC090398.1 2.43 0.000161 0.000731

AC074035.1 2.42 0.000302 0.00126

CACNA1C-IT2 -1.45 0.0008 0.002896

MIR22HG -1.47 8.97E-24 2.04E-21

LINC00278 -1.49 0.000931 0.003281

HCG23 -1.50 1.87E-07 2.10E-06

AC107959.1 -1.53 6.36E-22 1.15E-19

ATP1B3-AS1 -1.54 1.57E-15 1.07E-13

ALDH1L1-AS2 -1.54 3.48E-05 0.000197

TTTY14 -1.54 0.000322 0.00133

BX255923.1 -1.57 6.11E-07 5.85E-06

AC025594.2 -1.58 6.42E-06 4.60E-05

HCG21 -1.58 2.78E-05 0.000163

AGAP11 -1.59 7.47E-09 1.22E-07

AL139240.1 -1.59 0.00014 0.00065

AC078993.1 -1.63 9.75E-06 6.63E-05

LINC00092 -1.67 1.10E-14 6.32E-13

SNHG14 -1.69 8.62E-14 4.21E-12

GFOD1-AS1 -1.70 2.36E-07 2.57E-06

LINC00461 -1.70 3.88E-09 6.87E-08

IQCJ-SCHIP1-AS -1.71 1.10E-07 1.32E-06

AC007834.1 -1.71 8.89E-06 6.12E-05

LINC00163 -1.81 5.17E-07 5.09E-06

AL158206.1 -1.82 2.03E-15 1.33E-13

FAM181A-AS1 -1.84 2.68E-05 0.000158

TDRG1 -1.85 0.000304 0.001266

MME-AS1 -1.88 1.37E-05 8.91E-05

PDZRN3-AS1 -2.00 1.68E-09 3.28E-08

AC002511.1 -2.02 5.24E-13 2.21E-11

OSTN-AS1 -2.14 5.47E-13 2.28E-11

IL20RB-AS1 -2.18 7.34E-12 2.40E-10

AL357153.1 -2.23 2.21E-11 6.48E-10

ARHGEF26-AS1 -2.25 1.68E-16 1.33E-14

CHL1-AS2 -2.26 6.13E-12 2.05E-10

PART1 -2.35 4.37E-15 2.67E-13

RBMS3-AS3 -2.35 1.23E-20 1.90E-18

ADAMTS9-AS2 -2.37 1.08E-25 3.29E-23

FRMD6-AS2 -2.38 1.59E-13 7.35E-12

LINC00365 -2.45 6.33E-18 6.32E-16

SOX21-AS1 -2.51 6.46E-11 1.72E-09

ADAMTS9-AS1 -2.69 3.19E-37 4.87E-34

AC092422.1 -2.71 1.20E-22 2.46E-20

LINC00332 -2.71 4.46E-10 9.92E-09

C20orf166-AS1 -2.71 1.27E-16 1.04E-14

MIR205HG -2.98 2.84E-06 2.24E-05

LRRC3-AS1 -3.08 8.80E-30 4.95E-27

LINC00330 -3.12 5.43E-18 5.47E-16

AC011374.1 -3.52 2.21E-23 4.93E-21

AC110491.1 -3.56 2.00E-21 3.33E-19

AC024597.1 -3.64 1.13E-18 1.27E-16

HCG22 -4.44 5.56E-30 3.50E-27

miRNA hsa-mir-372 7.52 1.03E-08 4.61E-08

hsa-mir-373 7.16 3.38E-07 1.14E-06

hsa-mir-519d 4.14 0.000109 0.000229

hsa-mir-184 3.92 4.98E-08 2.02E-07

hsa-mir-122 3.44 0.000327 0.000643

hsa-mir-935 2.86 1.46E-13 1.49E-12

hsa-mir-508 2.70 2.31E-09 1.15E-08

hsa-mir-183 1.94 1.31E-16 1.78E-15

hsa-mir-551a 1.93 1.04E-06 3.28E-06

hsa-mir-21 1.91 1.54E-48 4.70E-46

hsa-mir-217 1.83 5.40E-08 2.17E-07

hsa-mir-301b 1.80 2.50E-10 1.44E-09

hsa-mir-96 1.76 7.99E-15 9.40E-14

hsa-mir-216b 1.76 0.001982 0.003342

hsa-mir-2115 1.62 8.38E-05 0.00018

hsa-mir-182 1.56 2.78E-13 2.66E-12

hsa-mir-200a 1.27 1.54E-09 7.81E-09

hsa-mir-210 1.24 3.73E-05 8.71E-05

hsa-mir-503 1.22 2.35E-09 1.16E-08

hsa-mir-17 1.18 5.21E-14 5.69E-13

hsa-mir-93 1.16 4.55E-13 4.16E-12

hsa-mir-497 -1.00 2.06E-12 1.71E-11

hsa-mir-363 -1.07 2.35E-07 8.18E-07

hsa-mir-100 -1.20 4.87E-10 2.71E-09

hsa-mir-144 -1.26 2.73E-10 1.56E-09

hsa-mir-187 -1.33 5.30E-05 0.000117

hsa-mir-195 -1.53 1.39E-24 4.25E-23

hsa-mir-143 -1.86 1.62E-23 4.73E-22

hsa-mir-204 -1.89 3.51E-12 2.75E-11

hsa-mir-137 -2.01 4.61E-09 2.17E-08

hsa-mir-145 -2.42 2.67E-42 5.46E-40

hsa-mir-383 -2.52 2.22E-18 3.58E-17

hsa-mir-205 -2.60 1.24E-06 3.81E-06

mRNA MAGEC2 7.68 6.25E-06 2.44E-05

C6orf15 7.40 1.63E-08 9.81E-08

IBSP 6.94 2.09E-21 8.41E-20

BPIFA1 6.65 5.40E-06 2.13E-05

CST4 6.44 1.30E-16 2.69E-15

BAAT 6.36 5.52E-16 1.05E-14

HTR2C 6.05 2.73E-09 1.88E-08

SSX1 5.94 1.08E-05 4.03E-05

COL11A1 5.92 2.02E-21 8.15E-20

DSCR4 5.77 1.15E-06 5.07E-06

LIN28B 5.72 4.43E-06 1.78E-05

FAM9C 5.53 5.20E-08 2.90E-07

TKTL1 5.38 4.19E-09 2.78E-08

HOXC13 5.33 1.54E-10 1.29E-09

LEFTY1 5.31 8.79E-10 6.53E-09

S100A7A 5.24 1.65E-05 5.91E-05

SALL4 5.18 1.29E-21 5.45E-20

CALB1 5.09 1.83E-08 1.09E-07

CA6 4.97 3.76E-07 1.81E-06

KRT23 4.87 2.62E-10 2.12E-09

LY6G6D 4.87 0.000171 0.000496

AQP2 4.87 1.87E-08 1.12E-07

TRIM71 4.86 7.37E-09 4.72E-08

ASB4 4.80 2.08E-07 1.04E-06

CTCFL 4.79 1.29E-07 6.74E-07

HOXD11 4.73 4.54E-06 1.82E-05

ZNF716 4.65 2.71E-08 1.58E-07

C14orf105 4.63 1.91E-11 1.85E-10

HOXD13 4.61 5.86E-05 0.000187

MMP3 4.56 8.53E-13 1.01E-11

GAD1 4.45 2.53E-17 5.78E-16

EPYC 4.31 6.83E-09 4.40E-08

HOXC8 4.29 2.94E-21 1.16E-19

MMP13 4.26 8.31E-13 9.83E-12

HMGA2 4.21 3.09E-16 6.12E-15

GNGT1 4.20 4.05E-08 2.30E-07

NEUROD4 4.20 0.000314 0.000862

HOXA9 4.06 5.69E-12 5.99E-11

NKX2-1 4.03 0.000319 0.000877

EN2 4.02 4.58E-08 2.58E-07

LHX1 3.98 3.65E-07 1.76E-06

STATH 3.90 0.001169 0.002818

CDH12 3.88 2.16E-05 7.56E-05

ZIC5 3.85 9.91E-09 6.20E-08

DCSTAMP 3.79 4.12E-18 1.03E-16

F2 3.79 1.08E-07 5.70E-07

UGT2B4 3.66 0.00012 0.000361

FGB 3.64 0.000132 0.000391

HOXA10 3.64 3.27E-15 5.47E-14

NNAT -3.04 6.96E-52 3.62E-49

TMEM100 -3.05 5.83E-30 6.54E-28

PAX9 -3.05 1.04E-21 4.49E-20

EMP1 -3.06 5.70E-52 3.05E-49

PSD -3.07 7.05E-32 9.99E-30

PMP2 -3.11 9.94E-23 5.08E-21

HPCAL4 -3.12 2.89E-36 6.22E-34

TMEM236 -3.12 7.76E-27 6.35E-25

DSC3 -3.12 1.13E-14 1.75E-13

PKP1 -3.14 1.61E-12 1.84E-11

PRIMA1 -3.16 1.24E-24 7.94E-23

ADCYAP1R1 -3.21 5.64E-29 5.74E-27

KCNA1 -3.21 4.23E-14 6.08E-13

ABCG8 -3.23 1.03E-21 4.46E-20

PHOX2B -3.23 6.09E-16 1.15E-14

PCK1 -3.23 1.59E-21 6.61E-20

SLC6A19 -3.23 5.20E-18 1.28E-16

USH1G -3.26 8.58E-17 1.83E-15

PADI1 -3.32 6.97E-15 1.11E-13

SLC5A7 -3.33 3.17E-21 1.25E-19

ESRRG -3.34 1.02E-29 1.10E-27

UGT2B17 -3.38 7.42E-13 8.84E-12

SERTM1 -3.40 1.30E-16 2.70E-15

PSAPL1 -3.49 2.19E-20 7.73E-19

ZNF365 -3.51 9.02E-42 2.81E-39

UGT1A1 -3.59 1.15E-24 7.38E-23

ALOX12 -3.74 1.94E-73 2.79E-70

ASB11 -3.77 1.90E-31 2.51E-29

CIDEC -3.81 7.06E-41 2.07E-38

SLC6A4 -3.82 2.50E-51 1.27E-48

SERPINB13 -3.85 3.79E-10 2.97E-09

RNF222 -3.97 9.76E-31 1.19E-28

UGT1A7 -4.02 1.19E-29 1.28E-27

CRISP3 -4.12 2.97E-16 5.90E-15

C11orf86 -4.19 3.21E-36 6.76E-34

UGT1A4 -4.23 2.23E-42 7.08E-40

UGT1A5 -4.24 4.47E-35 8.64E-33

A2ML1 -4.39 7.66E-21 2.85E-19

CA7 -4.57 1.75E-75 2.97E-72

SYNPO2L -4.59 4.23E-88 1.32E-84

ENDOU -4.59 3.07E-38 7.32E-36

MUC21 -4.72 3.64E-16 7.12E-15

AQP4 -4.72 1.27E-35 2.60E-33

MYOC -4.75 2.93E-38 7.13E-36

TMPRSS15 -4.78 2.19E-25 1.48E-23

GKN2 -4.83 1.45E-24 9.20E-23

TMPRSS11B -4.85 5.41E-14 7.64E-13

SLC28A1 -5.00 3.69E-77 6.90E-74

G6PC -5.58 1.34E-58 9.31E-56

Note: LogFC: log2foldChange value. FDR, false discovery rate.


