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Table S1 Kaplan-Meier survival analyses of ADRB2 in different subtypes of BRCA patients

ADRB2 
original order

Nodal 
status

Estrogen 
receptor 
status

Progesterone 
receptor status

Event 
status

P value
Hazard 

ratio
95% confidence 

interval
Good prognosis' 

RNA level
No. 

patients
No. 

events

1 N- ER all PR all OS <0.0001 0.47 0.35–0.62 High 2415 196

2 N- ER+ PR all OS <0.0001 0.49 0.35–0.67 High 2018 154

3 N all ER+ PR+ OS <0.0001 0.56 0.44–0.72 High 3160 262

4 N all ER all PR all OS <0.0001 0.57 0.46–0.69 High 4307 435

5 N all ER all PR+ OS <0.0001 0.57 0.44–0.72 High 3210 270

6 N all ER+ PR all OS <0.0001 0.59 0.47–0.73 High 3588 315

7 N- ER- PR+ OS – – – – 23 1

8 N- ER+ PR+ OS 0.0001 0.5 0.35–0.71 High 1784 132

9 N- ER all PR+ OS 0.0001 0.5 0.35–0.71 High 1810 134

10 N- ER all PR- OS 0.0027 0.36 0.19–0.70 High 372 36

11 N+ ER all PR all OS 0.0049 0.64 0.47–0.87 High 1646 203

12 N all ER- PR- OS 0.0064 0.49 0.30–0.82 High 422 61

13 N+ ER all PR+ OS 0.0082 0.59 0.40–0.87 High 1232 116

14 N all ER- PR all OS 0.0116 0.53 0.33–0.87 High 469 66

15 N- ER- PR- OS 0.0129 0.33 0.14–0.79 High 229 21

16 N+ ER+ PR+ OS 0.0131 0.6 0.40–0.90 High 1213 111

17 N all ER all PR- OS 0.0254 0.63 0.43–0.95 High 711 98

18 N- ER- PR all OS 0.0269 0.38 0.16–0.90 High 254 22

19 N- ER+ PR- OS 0.0297 0.28 0.09–0.88 High 143 15

20 N+ ER+ PR all OS 0.0357 0.66 0.45–0.97 High 1377 133

21 N all ER+ PR- OS 0.0715 0.42 0.16–1.08 High 288 36

22 N+ ER- PR all OS 0.0975 0.59 0.31–1.10 High 179 40

23 N+ ER- PR- OS 0.1254 0.59 0.30–1.16 – 161 36

24 N+ ER all PR- OS 0.1307 0.54 0.24–1.20 – 285 53

25 N all ER- PR+ OS 0.2049 4.75 0.43–52.69 – 44 4

26 N+ ER+ PR- OS 0.2531 2.39 0.54–10.61 – 123 16

27 N+ ER- PR+ OS 0.2947 0.22 0.01–3.68 – 17 3
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Table S2 Co-expression genes of ADRB2 in BRCA

Correlated with ADRB2 Cytoband Spearman’s correlation P value q value

ITM2A Xq21.1 0.621457923 1.62E-118 3.28E-114

FLI1 11q24.3 0.605435057 5.47E-111 5.52E-107

TGFBR2 3p24.1 0.603290809 5.17E-110 3.48E-106

GIMAP8 7q36.1 0.599110672 3.92E-108 1.98E-104

MFNG 22q13.1 0.596562487 5.31E-107 2.15E-103

LRMP 12p12.1 0.595015896 2.56E-106 8.60E-103

PTGER4 5p13.1 0.593837389 8.42E-106 2.43E-102

SELP 1q24.2 0.589573135 6.02E-104 1.52E-100

GIMAP6 7q36.1 0.588281565 2.17E-103 4.81E-100

CCDC69 5q33.1 0.58818593 2.38E-103 4.81E-100

GAB3 Xq28 0.587003455 7.66E-103 1.40E-99

GGTA1P 9q33.2 0.585960996 2.13E-102 3.59E-99

ACKR1 1q23.2 0.585599507 3.04E-102 4.72E-99

IGF1 12q23.2 0.584846172 6.36E-102 9.17E-99

S1PR1 1p21.2 0.584231823 1.16E-101 1.56E-98

ABCB1 7q21.12 0.581307375 1.98E-100 2.50E-97

IL16 15q25.1 0.577783506 5.83E-99 6.93E-96

KCTD12 13q22.3 0.577509225 7.58E-99 8.50E-96

ABCA6 17q24.2-q24.3 0.577206914 1.01E-98 1.07E-95

GIMAP7 7q36.1 0.576384154 2.21E-98 2.23E-95

ABI3BP 3q12.2 0.574383971 1.47E-97 1.41E-94

MFAP4 17p11.2 0.573309934 4.03E-97 3.70E-94

PRDM8 4q21.21 0.572945064 5.67E-97 4.98E-94

CAVIN2 2q32.3 0.5693823 1.57E-95 1.32E-92

CLIC2 Xq28 0.567354883 1.02E-94 8.26E-92

GIMAP5 7q36.1 0.565643866 4.92E-94 3.82E-91

DNASE1L3 3p14.3 0.565518078 5.52E-94 4.13E-91

LRRN4CL 11q12.3 0.565281329 6.86E-94 4.94E-91

VSIR 10q22.1 0.56449264 1.41E-93 9.80E-91

ALDH1A1 9q21.13 0.56411867 1.98E-93 1.33E-90

SLC9A9 3q24 0.563925913 2.36E-93 1.54E-90

NLRP3 1q44 0.562889931 6.04E-93 3.81E-90

ABCA9 17q24.2 0.562815264 6.47E-93 3.96E-90

TNXB 6p21.33-p21.32 0.562771559 6.73E-93 3.99E-90

TMEM273 10q11.23 0.56198426 1.37E-92 7.75E-90

HSD17B11 4q22.1 0.561976321 1.38E-92 7.75E-90

ABCA8 17q24.2 0.560884128 3.70E-92 2.02E-89

LRRC2 3p21.31 0.560569087 4.91E-92 2.61E-89

INMT 7p14.3 0.56028076 6.37E-92 3.30E-89

IL33 9p24.1 0.557924262 5.24E-91 2.65E-88

INPP5D 2q37.1 0.557339377 8.83E-91 4.35E-88

STARD8 Xq13.1 0.556480256 1.89E-90 9.10E-88

TMEM119 12q23.3 0.55626709 2.29E-90 1.07E-87

CD1C 1q23.1 0.556166385 2.50E-90 1.15E-87

ALDH1A2 15q21.3 0.555867925 3.26E-90 1.44E-87

JAM2 21q21.3 0.555855775 3.29E-90 1.44E-87

FREM1 9p22.3 0.553890491 1.86E-89 8.00E-87

PAPLN 14q24.2 0.553865381 1.91E-89 8.01E-87

ENPP2 8q24.12 0.553266838 3.22E-89 1.33E-86

CLEC10A 17p13.1 0.551437832 1.60E-88 6.44E-86

CLEC1A 12p13.2 0.548879446 1.47E-87 5.82E-85

LPAR6 13q14.2 0.548785484 1.59E-87 6.19E-85

C7 5p13.1 0.547058026 7.06E-87 2.69E-84

SVEP1 9q31.3 0.54630718 1.35E-86 5.03E-84

PECAM1 17q23.3 0.545617044 2.43E-86 8.91E-84

FCER1A 1q23.2 0.54468865 5.36E-86 1.93E-83

FGL2 7q11.23 0.542557875 3.28E-85 1.16E-82

CD69 12p13.31 0.542408921 3.72E-85 1.29E-82

ANGPTL1 1q25.2 0.542153735 4.61E-85 1.58E-82

JAML 11q23.3 0.541982282 5.33E-85 1.79E-82

P2RY13 3q25.1 0.54189751 5.72E-85 1.89E-82

RASGRP4 19q13.2 0.541687159 6.84E-85 2.23E-82

SHE 1q21.3 0.541221719 1.01E-84 3.24E-82

CCL14 17q12 0.539214305 5.46E-84 1.72E-81

COL14A1 8q24.12 0.538865763 7.30E-84 2.25E-81

GPR34 Xp11.4 0.538859163 7.34E-84 2.25E-81

GIMAP1 7q36.1 0.538664305 8.64E-84 2.60E-81

CNRIP1 2p14 0.538006358 1.50E-83 4.44E-81

LHFPL6 13q13.3-q14.11 0.537753318 1.85E-83 5.40E-81

FXYD1 19q13.12 0.537047773 3.32E-83 9.58E-81

ITIH5 10p14 0.536774943 4.17E-83 1.18E-80

LINC00341 14q32.13 0.536629222 4.70E-83 1.32E-80

TESPA1 12q13.2 0.536489048 5.28E-83 1.46E-80

MEOX1 17q21.31 0.535452044 1.25E-82 3.40E-80

SCARA5 8p21.1 0.534924701 1.92E-82 5.18E-80

ZCCHC24 10q22.3 0.53471549 2.29E-82 6.07E-80

RCBTB2 13q14.2 0.534274934 3.29E-82 8.62E-80

CLIC5 6p21.1 0.534036038 4.00E-82 1.04E-79

DPYD 1p21.3 0.533608992 5.68E-82 1.45E-79

MAP1LC3C 1q43 0.533526411 6.08E-82 1.53E-79

ATOH8 2p11.2 0.533399167 6.75E-82 1.68E-79

PEAR1 1q23.1 0.533327005 7.16E-82 1.76E-79

CD1D 1q23.1 0.533046381 9.01E-82 2.19E-79

BHLHE22 8q12.3 0.5313838 3.51E-81 8.43E-79

PGM5 9q21.11 0.531221289 4.00E-81 9.51E-79

ADAM33 20p13 0.531029758 4.68E-81 1.10E-78

AKNA 9q32 0.530901065 5.20E-81 1.21E-78

RGS18 1q31.2 0.530225789 9.00E-81 2.06E-78

CD300LG 17q21.31 0.530052642 1.04E-80 2.35E-78

SPARCL1 4q22.1 0.529386508 1.78E-80 3.98E-78

CRHBP 5q13.3 0.528716155 3.05E-80 6.77E-78

GIPC2 1p31.1 0.527897892 5.91E-80 1.30E-77

ARHGAP25 2p13.3 0.527628294 7.34E-80 1.59E-77

DPT 1q24.2 0.527385229 8.93E-80 1.92E-77

CCDC80 3q13.2 0.526495781 1.82E-79 3.87E-77

KLRB1 12p13.31 0.526461288 1.87E-79 3.94E-77

GNG2 14q22.1 0.525978094 2.76E-79 5.74E-77

TSPAN7 Xp11.4 0.525801124 3.18E-79 6.55E-77

TAL1 1p33 0.525499848 4.05E-79 8.25E-77

CLEC9A 12p13.2 0.525025831 5.91E-79 1.19E-76

GAS7 17p13.1 0.525013347 5.97E-79 1.19E-76

P2RY12 3q25.1 0.524467703 9.22E-79 1.82E-76

MEOX2 7p21.2 0.524438096 9.44E-79 1.85E-76

ADH1C 4q23 0.523861482 1.49E-78 2.90E-76

NLRP1 17p13.2 0.522476242 4.48E-78 8.61E-76

RASGRP2 11q13.1 0.51911015 6.32E-77 1.20E-74

CADM3 1q23.2 0.518593045 9.47E-77 1.78E-74

PDE2A 11q13.4 0.518582793 9.54E-77 1.78E-74

GIMAP4 7q36.1 0.518398894 1.10E-76 2.04E-74

FOXO1 13q14.11 0.518083666 1.41E-76 2.59E-74

C3 19p13.3 0.517384559 2.43E-76 4.42E-74

LRRC70 5q12.1 0.51676491 3.93E-76 7.08E-74

ARHGAP15 2q22.2-q22.3 0.516161306 6.27E-76 1.12E-73

CSF2RB 22q12.3 0.516073497 6.72E-76 1.19E-73

MCTP1 5q15 0.515719682 8.83E-76 1.55E-73

CCDC178 18q12.1 0.515341356 1.18E-75 2.06E-73

ARHGEF15 17p13.1 0.515089624 1.44E-75 2.48E-73

CXCL12 10q11.21 0.514964786 1.58E-75 2.71E-73

CAV1 7q31.2 0.514936061 1.62E-75 2.74E-73

RASAL3 19p13.12 0.514621812 2.06E-75 3.47E-73

CELF2 10p14 0.514522453 2.22E-75 3.71E-73

DIPK2B Xp11.3 0.514386041 2.47E-75 4.09E-73

SIGLEC17P 19q13.41 0.512717857 8.90E-75 1.46E-72

XPNPEP2 Xq26.1 0.512512443 1.04E-74 1.69E-72

TNS1 2q35 0.511824547 1.76E-74 2.84E-72

ADGRD1 12q24.33 0.511310021 2.61E-74 4.18E-72

CTSG 14q12 0.511124422 3.00E-74 4.77E-72

EBF1 5q33.3 0.510794367 3.86E-74 6.09E-72

EBF3 10q26.3 0.510716224 4.10E-74 6.41E-72

HLA-DPB1 6p21.32 0.510260317 5.79E-74 9.00E-72

KL 13q13.1 0.510049702 6.80E-74 1.05E-71

ADCY4 14q12 0.509399852 1.11E-73 1.70E-71

CHRDL1 Xq23 0.509285844 1.21E-73 1.84E-71

MMRN1 4q22.1 0.509203285 1.29E-73 1.95E-71

NKAPL 6p22.1 0.50914224 1.35E-73 2.02E-71

MMRN2 10q23.2 0.508943575 1.57E-73 2.33E-71

HLA-DOA 6p21.32 0.508874546 1.66E-73 2.44E-71

ACSM5 16p12.3 0.507794294 3.74E-73 5.47E-71

AVPR2 Xq28 0.507694435 4.03E-73 5.86E-71

C16ORF54 16p11.2 0.507476524 4.75E-73 6.85E-71

LDB2 4p15.32 0.507064974 6.48E-73 9.27E-71

GDF10 10q11.22 0.506949973 7.06E-73 1.00E-70

PLPP3 1p32.2 0.506835802 7.69E-73 1.09E-70

RGS13 1q31.2 0.506503521 9.87E-73 1.38E-70

P2RY8 Xp22.33

TNFRSF1B 1p36.22 0.506121941 1.31E-72 1.82E-70

SPN 16p11.2 0.505907573 1.54E-72 2.12E-70

TMEM132C 12q24.32-q24.33 0.505707919 1.79E-72 2.44E-70

PTGDS 9q34.3 0.505627174 1.90E-72 2.58E-70

ELMO1 7p14.2-p14.1 0.505563251 2.00E-72 2.69E-70

PPP1R16B 20q11.23 0.505538007 2.03E-72 2.72E-70

ABCA10 17q24.3 0.505065848 2.89E-72 3.84E-70

GYPE 4q31.21 0.504905517 3.26E-72 4.30E-70

TXNIP 1q21.1 0.504888803 3.30E-72 4.33E-70

BMX Xp22.2 0.504687733 3.84E-72 5.00E-70

ZFP36L2 2p21 0.504192721 5.55E-72 7.18E-70

VWF 12p13.31 0.504120721 5.85E-72 7.53E-70

CHL1 3p26.3 0.503812874 7.36E-72 9.40E-70

SCN3A 2q24.3 0.503202694 1.16E-71 1.47E-69

APBB1IP 10p12.1 0.503060735 1.29E-71 1.62E-69

ERG 21q22.2 0.502635803 1.76E-71 2.21E-69

PRKCB 16p12.2-p12.1 0.502337178 2.20E-71 2.74E-69

TLL1 4q32.3 0.502250997 2.34E-71 2.90E-69

MAB21L1 13q13.3 0.502145913 2.53E-71 3.12E-69

CD40LG Xq26.3 0.502036287 2.75E-71 3.36E-69

IRF8 16q24.1 0.501920798 2.99E-71 3.64E-69

PALMD 1p21.2 0.501657086 3.63E-71 4.39E-69

GLI1 12q13.3 0.501636253 3.69E-71 4.43E-69

SRL 16p13.3 0.501066237 5.62E-71 6.71E-69

CD37 19q13.33 0.500042422 1.19E-70 1.42E-68

RNASE6 14q11.2 0.499651312 1.59E-70 1.88E-68

EMCN 4q24 0.499605846 1.64E-70 1.93E-68

ABCD2 12q12 0.499581158 1.67E-70 1.95E-68

FLRT2 14q31.3 0.49865052 3.31E-70 3.83E-68

FOLR2 11q13.4 0.498468975 3.77E-70 4.35E-68

TPO 2p25.3 0.498264817 4.38E-70 5.02E-68

C11ORF21 11p15.5 0.498116832 4.88E-70 5.57E-68

CMA1 14q12 0.497698594 6.62E-70 7.51E-68

F10 13q34 0.497236088 9.27E-70 1.05E-67

HCLS1 3q13.33 0.497043938 1.07E-69 1.20E-67

DOCK11 Xq24 0.496887005 1.19E-69 1.33E-67

ANK2 4q25-q26 0.496596286 1.48E-69 1.64E-67

EPAS1 2p21 0.496537075 1.54E-69 1.70E-67

PI16 6p21.2 0.49650115 1.58E-69 1.73E-67

CH25H 10q23.31 0.496384204 1.72E-69 1.88E-67

LY9 1q23.3 0.495939975 2.37E-69 2.58E-67

CFH 1q31.3 0.495745277 2.73E-69 2.95E-67

BANK1 4q24 0.49566572 2.90E-69 3.11E-67

MEF2C 5q14.3 0.495619778 2.99E-69 3.20E-67

P2RX1 17p13.2 0.495522857 3.21E-69 3.41E-67

LMO2 11p13 0.495396903 3.52E-69 3.72E-67

WDFY4 10q11.23 0.49529247 3.79E-69 3.99E-67

CFI 4q25 0.494813767 5.36E-69 5.60E-67

PDE7B 6q23.3 0.494763124 5.56E-69 5.78E-67

DPEP2 16q22.1 0.49427095 7.93E-69 8.20E-67

NAALADL1 11q13.1 0.493964386 9.88E-69 1.02E-66

DOCK8 9p24.3 0.493602577 1.28E-68 1.31E-66

CD200R1 3q13.2 0.493269065 1.63E-68 1.66E-66

CARD11 7p22.2 0.492993619 1.98E-68 2.01E-66

ARHGAP9 12q13.3 0.492896137 2.13E-68 2.15E-66

CD1E 1q23.1 0.492593634 2.64E-68 2.65E-66

SH2D3C 9q34.11 0.491970995 4.13E-68 4.12E-66

ZBTB16 11q23.2 0.491919091 4.28E-68 4.26E-66

CASP10 2q33.1 0.490861264 9.11E-68 9.01E-66

CLEC2B 12p13.31 0.490780794 9.65E-68 9.50E-66

IKZF1 7p12.2 0.490310166 1.35E-67 1.32E-65

JPH4 14q11.2 0.490266275 1.39E-67 1.36E-65

KLF9 9q21.12 0.490118328 1.54E-67 1.50E-65

TNNT3 11p15.5 0.489759136 1.99E-67 1.93E-65

CYSLTR1 Xq21.1 0.489558366 2.30E-67 2.21E-65

CYTL1 4p16.2 0.489531127 2.34E-67 2.24E-65

SELPLG 12q24.11 0.489343268 2.68E-67 2.55E-65

SCARF1 17p13.3 0.488900507 3.66E-67 3.47E-65

CPED1 7q31.31 0.488788861 3.96E-67 3.74E-65

ARHGAP6 Xp22.2 0.488566925 4.64E-67 4.35E-65

ACVRL1 12q13.13 0.488432162 5.10E-67 4.77E-65

FHL1 Xq26.3 0.488017276 6.84E-67 6.36E-65

TMC8 17q25.3 0.48780831 7.92E-67 7.33E-65

CCDC152 5p12 0.487762517 8.18E-67 7.54E-65

ADH1B 4q23 0.487515354 9.74E-67 8.93E-65

ECSCR 5q31.2 0.487146937 1.26E-66 1.15E-64

HTR7 10q23.31 0.486933802 1.47E-66 1.33E-64

LCN10 9q34.3 0.486835887 1.57E-66 1.42E-64

RIPOR2 6p22.3 0.486761007 1.66E-66 1.49E-64

TLR4 9q33.1 0.485813939 3.22E-66 2.89E-64

KLRG1 12p13.31 0.485556701 3.85E-66 3.44E-64

IPCEF1 6q25.2 0.485303691 4.60E-66 4.09E-64

ARHGAP20 11q22.3-q23.1 0.485278622 4.68E-66 4.14E-64

OGN 9q22.31 0.485267704 4.71E-66 4.15E-64

SOX17 8q11.23 0.484773775 6.65E-66 5.84E-64

NDN 15q11.2 0.484508851 8.00E-66 7.00E-64

PLD4 14q32.33 0.484385397 8.72E-66 7.59E-64

C10ORF105 10q22.1 0.48392537 1.20E-65 1.04E-63

FGF7 15q21.2 0.483474992 1.64E-65 1.42E-63

CCR2 3p21.31 0.4833678 1.77E-65 1.52E-63

PLSCR4 3q24 0.483173126 2.03E-65 1.73E-63

ZEB2 2q22.3 0.482868252 2.50E-65 2.13E-63

SPRY1 4q28.1 0.48279848 2.63E-65 2.23E-63

BTK Xq22.1 0.482252894 3.84E-65 3.24E-63

GZMK 5q11.2 0.482206669 3.96E-65 3.33E-63

GMFG 19q13.2 0.481975897 4.65E-65 3.89E-63

THSD1 13q14.3 0.481697327 5.63E-65 4.70E-63

CORO2B 15q23 0.481683114 5.69E-65 4.73E-63

PTPRB 12q15 0.481514456 6.39E-65 5.29E-63

AQP1 7p14.3 0.481272242 7.55E-65 6.22E-63

MPEG1 11q12.1 0.481185866 8.02E-65 6.58E-63

LEPR 1p31.3 0.480904042 9.74E-65 7.96E-63

MRGPRF 11q13.3 0.480531741 1.26E-64 1.02E-62

MAF 16q23.2 0.48049386 1.29E-64 1.05E-62

TACR1 2p12 0.480451667 1.33E-64 1.07E-62

GAPT 5q11.2 0.480267408 1.51E-64 1.21E-62

EVI2B 17q11.2 0.480231768 1.55E-64 1.24E-62

GRAP2 22q13.1 0.47993796 1.89E-64 1.51E-62

AOC3 17q21.31 0.479841168 2.02E-64 1.61E-62

SLC8A3 14q24.2 0.479697619 2.23E-64 1.77E-62

LAMA2 6q22.33 0.479389282 2.76E-64 2.17E-62

HSD17B13 4q22.1 0.479279194 2.97E-64 2.34E-62

TNFAIP8 5q23.1 0.478885457 3.89E-64 3.05E-62

MAFB 20q12 0.478822982 4.06E-64 3.17E-62

MS4A6A 11q12.2 0.478521021 5.00E-64 3.88E-62

SASH3 Xq26.1 0.478274859 5.91E-64 4.57E-62

ZNF831 20q13.32 0.477832263 8.00E-64 6.16E-62

TDRD10 1q21.3 0.477614296 9.28E-64 7.12E-62

TSHZ2 20q13.2 0.477594701 9.40E-64 7.19E-62

CCL19 9p13.3 0.477481336 1.02E-63 7.74E-62

CD34 1q32.2 0.47739014 1.08E-63 8.20E-62

TEK 9p21.2 0.477271185 1.17E-63 8.86E-62

LOC100240735 12q13.13 0.477261617 1.18E-63 8.88E-62

RUNX1T1 8q21.3 0.476633601 1.81E-63 1.36E-61

TLR10 4p14 0.476563518 1.90E-63 1.42E-61

PLCL2 3p24.3 0.476297446 2.27E-63 1.69E-61

BTNL9 5q35.3 0.476214158 2.40E-63 1.78E-61

PDE1A 2q32.1 0.475861139 3.05E-63 2.26E-61

IRAK3 12q14.3 0.475676352 3.46E-63 2.55E-61

IFFO1 12p13.31 0.475427823 4.09E-63 3.01E-61

PODN 1p32.3 0.475368215 4.26E-63 3.12E-61

NAPSB 19q13.33 0.475170589 4.87E-63 3.55E-61

HLA-DPA1 6p21.32 0.475010703 5.43E-63 3.94E-61

PCED1B-AS1 12q13.11 0.474806063 6.23E-63 4.51E-61

HSPB6 19q13.12 0.474599123 7.17E-63 5.17E-61

ADH1A 4q23 0.474403846 8.18E-63 5.87E-61

PROS1 3q11.1 0.474165099 9.60E-63 6.87E-61

P2RY14 3q25.1 0.474084912 1.01E-62 7.23E-61

GVINP1 11p15.4 0.473899318 1.15E-62 8.16E-61

WIPF1 2q31.1 0.473824555 1.21E-62 8.55E-61

SNCA 4q22.1 0.473587292 1.42E-62 1.00E-60

GEM 8q22.1 0.473508488 1.49E-62 1.05E-60

CA4 17q23.1 0.473430502 1.57E-62 1.10E-60

EBI3 19p13.3 0.473091654 1.98E-62 1.38E-60

PLAC9 10q22.3 0.473090211 1.98E-62 1.38E-60

SYT15 10q11.22 0.473063552 2.01E-62 1.40E-60

KLF4 9q31.2 0.472821472 2.37E-62 1.64E-60

RHOJ 14q23.2 0.472427691 3.09E-62 2.13E-60

FAM13C 10q21.1 0.472227852 3.53E-62 2.42E-60

MYO1F 19p13.2 0.472186075 3.63E-62 2.48E-60

SCML4 6q21 0.471953931 4.24E-62 2.89E-60

GNG11 7q21.3 0.471934783 4.29E-62 2.92E-60

CLEC14A 14q21.1 0.4719273 4.31E-62 2.92E-60

THEMIS 6q22.33 0.471825522 4.62E-62 3.12E-60

GPIHBP1 8q24.3 0.471568206 5.48E-62 3.69E-60

EVI2A 17q11.2 0.471351805 6.33E-62 4.25E-60

ADGRA2 8p11.23 0.471185292 7.08E-62 4.73E-60

DAB2 5p13.1 0.470920701 8.45E-62 5.63E-60

RSPO3 6q22.33 0.470656919 1.01E-61 6.69E-60

PIK3R5 17p13.1 0.470305757 1.27E-61 8.42E-60

ADGRL4 1p31.1 0.470272281 1.30E-61 8.58E-60

PCSK5 9q21.13 0.469845438 1.73E-61 1.14E-59

IL10RA 11q23.3 0.469787345 1.80E-61 1.17E-59

PIK3CD 1p36.22 0.469786326 1.80E-61 1.17E-59

LRRN3 7q31.1 0.469458793 2.23E-61 1.45E-59

RCSD1 1q24.2 0.469360641 2.38E-61 1.55E-59

CIITA 16p13.13 0.469092579 2.85E-61 1.84E-59

ITK 5q33.3 0.468778736 3.50E-61 2.26E-59

PALD1 10q22.1 0.468453707 4.34E-61 2.79E-59

CCND2 12p13.32 0.467587322 7.70E-61 4.93E-59

TXK 4p12 0.46720611 9.89E-61 6.32E-59

SPNS3 17p13.2 0.466675816 1.40E-60 8.93E-59

MYCT1 6q25.2 0.466636544 1.44E-60 9.13E-59

PDK4 7q21.3 0.466583464 1.49E-60 9.43E-59

TRABD2A 2p11.2 0.466510751 1.56E-60 9.86E-59

TMEM255A Xq24 0.466464044 1.61E-60 1.01E-58

CD48 1q23.3 0.466408183 1.67E-60 1.05E-58

ITPRIPL1 2q11.2 0.466286871 1.81E-60 1.13E-58

RASL11A 13q12.2 0.466167998 1.96E-60 1.22E-58

ARHGAP24 4q21.23-q21.3 0.466092519 2.06E-60 1.28E-58

SLCO2B1 11q13.4 0.465821499 2.46E-60 1.52E-58

FMNL3 12q13.12 0.465671062 2.71E-60 1.67E-58

AOAH 7p14.2 0.465602015 2.84E-60 1.75E-58

ZNF366 5q13.2|5q13.2 0.46546816 3.10E-60 1.90E-58

CASS4 20q13.31 0.46545412 3.12E-60 1.91E-58

TBC1D10C 11q13.2 0.465126978 3.87E-60 2.36E-58

ITIH3 3p21.1 0.465032367 4.12E-60 2.50E-58

DOCK2 5q35.1 0.464993259 4.22E-60 2.56E-58

IL1RL1 2q12.1 0.464584161 5.52E-60 3.33E-58

CCR6 6q27 0.464432392 6.09E-60 3.67E-58

HGF 7q21.11 0.463961847 8.28E-60 4.97E-58

SLA 8q24.22 0.46377492 9.35E-60 5.60E-58

PLEKHO2 15q22.31 0.463546176 1.08E-59 6.48E-58

LMOD1 1q32.1 0.46347968 1.13E-59 6.75E-58

PRKCH 14q23.1 0.463457551 1.15E-59 6.82E-58

STAT4 2q32.2-q32.3 0.463431055 1.17E-59 6.92E-58

PTGDR 14q22.1 0.463289998 1.28E-59 7.56E-58

CRTAM 11q24.1 0.462950755 1.60E-59 9.40E-58

PIK3IP1 22q12.2 0.462813928 1.75E-59 1.02E-57

TMEM37 2q14.2 0.46263752 1.96E-59 1.15E-57

CYTH4 22q13.1 0.462619651 1.98E-59 1.16E-57

FAM110D 1p36.11 0.462524923 2.11E-59 1.22E-57

PLCXD3 5p13.1 0.462278841 2.47E-59 1.43E-57

GYPC 2q14.3 0.462120669 2.74E-59 1.58E-57

IL18R1 2q12.1 0.462035549 2.89E-59 1.67E-57

FGR 1p35.3 0.461824258 3.31E-59 1.91E-57

DHRS9 2q31.1 0.461651649 3.71E-59 2.13E-57

RELN 7q22.1 0.461325467 4.57E-59 2.62E-57

LTBP2 14q24.3 0.461276754 4.72E-59 2.69E-57

LYL1 19p13.13 0.461019359 5.57E-59 3.17E-57

SCN7A 2q24.3 0.460947425 5.84E-59 3.31E-57

CLDN11 3q26.2 0.460902464 6.01E-59 3.40E-57

HLA-DMB 6p21.32 0.460494468 7.82E-59 4.41E-57

SCN2B 11q23.3 0.460425388 8.17E-59 4.60E-57

SGK1 6q23.2 0.460368797 8.48E-59 4.75E-57

LOC401463 8q12.3 0.460044908 1.04E-58 5.84E-57

PEAK3 19p13.3 0.459873002 1.17E-58 6.50E-57

SLIT3 5q34-q35.1 0.459771186 1.24E-58 6.92E-57

DCN 12q21.33 0.459717006 1.29E-58 7.15E-57

SIGLEC6 19q13.41 0.45962197 1.37E-58 7.58E-57

FCRL6 1q23.2 0.459587514 1.40E-58 7.72E-57

KLRK1 12p13.2 0.459484485 1.50E-58 8.23E-57

KIF17 1p36.12 0.459311932 1.67E-58 9.17E-57

ALOX5 10q11.21 0.459275214 1.71E-58 9.36E-57

CCL21 9p13.3 0.45925353 1.74E-58 9.47E-57

SLCO2A1 3q22.1-q22.2 0.459114147 1.90E-58 1.03E-56

ACSL5 10q25.2 0.459097233 1.92E-58 1.04E-56

ASPA 17p13.2 0.458941516 2.12E-58 1.15E-56

CDH5 16q21 0.458927399 2.14E-58 1.15E-56

CPVL 7p14.3 0.458824073 2.28E-58 1.23E-56

KCNS2 8q22.2 0.458668726 2.52E-58 1.35E-56

SERPING1 11q12.1 0.458630892 2.59E-58 1.38E-56

JCHAIN 4q13.3 0.458590146 2.65E-58 1.42E-56

GSTM5 1p13.3 0.458297933 3.20E-58 1.70E-56

TSPAN11 12p11.21 0.458290555 3.21E-58 1.71E-56

GRM7 3p26.1 0.458117792 3.59E-58 1.90E-56

FGD2 6p21.2 0.457783557 4.44E-58 2.35E-56

PRDM16 1p36.32 0.457669424 4.78E-58 2.52E-56

CD36 7q21.11 0.457267336 6.17E-58 3.25E-56

H6PD 1p36.22 0.456955669 7.53E-58 3.95E-56

ZNF423 16q12.1 0.456922375 7.69E-58 4.02E-56

GPRASP1 Xq22.1 0.456871056 7.95E-58 4.14E-56

KLHL6 3q27.1 0.456852402 8.04E-58 4.18E-56

SLAMF1 1q23.3 0.456739068 8.64E-58 4.48E-56

FBLN5 14q32.12 0.456685615 8.94E-58 4.63E-56

ADGRG5 16q21 0.456584837 9.53E-58 4.92E-56

RGL4 22q11.23 0.456459978 1.03E-57 5.31E-56

LINC01140 1p22.3 0.456089162 1.31E-57 6.71E-56

SNAI3 16q24.2 0.455887928 1.48E-57 7.60E-56

SEMA3G 3p21.1 0.455671474 1.70E-57 8.70E-56

DHH 12q13.12 0.455448876 1.96E-57 9.99E-56

LRRTM2 5q31.2 0.455279541 2.18E-57 1.11E-55

TBC1D2B 15q24.3-q25.1 0.455257713 2.21E-57 1.12E-55

HLA-DRA 6p21.32 0.455126894 2.40E-57 1.22E-55

NOD1 7p14.3 0.454963352 2.66E-57 1.34E-55

SYNE1 6q25.2 0.454955567 2.68E-57 1.35E-55

GSN 9q33.2 0.45440344 3.79E-57 1.90E-55

CDO1 5q22.3 0.454403371 3.79E-57 1.90E-55

CD200 3q13.2 0.454303099 4.04E-57 2.02E-55

GREM2 1q43 0.454242348 4.20E-57 2.09E-55

FZD4 11q14.2 0.453927199 5.12E-57 2.55E-55

TPK1 7q35 0.453894537 5.23E-57 2.59E-55

AIF1 6p21.33 0.453618278 6.22E-57 3.08E-55

ABI3 17q21.32 0.453551002 6.49E-57 3.20E-55

KLF2 19p13.11 0.453002378 9.17E-57 4.51E-55

ANTXR2 4q21.21 0.452657655 1.14E-56 5.59E-55

CLEC17A 19p13.12 0.45263126 1.16E-56 5.67E-55

COL6A6 3q22.1 0.452448651 1.30E-56 6.34E-55

CD33 19q13.41 0.452406368 1.33E-56 6.50E-55

TSPAN32 11p15.5 0.45239505 1.34E-56 6.53E-55

NGFR 17q21.33 0.452148917 1.57E-56 7.60E-55

USHBP1 19p13.11 0.452075535 1.64E-56 7.93E-55

IL3RA Xp22.33

CCL23 17q12 0.451737084 2.03E-56 9.76E-55

PLPP1 5q11.2 0.451731774 2.03E-56 9.77E-55

FAM78A 9q34.13 0.451451167 2.42E-56 1.16E-54

CCL16 17q12 0.451435595 2.45E-56 1.17E-54

TFPI 2q32.1 0.451178453 2.87E-56 1.37E-54

A2M 12p13.31 0.45103952 3.13E-56 1.49E-54

LSP1 11p15.5 0.450950886 3.31E-56 1.57E-54

ASB2 14q32.12 0.45093801 3.34E-56 1.58E-54

SLAMF6 1q23.2-q23.3 0.450605076 4.11E-56 1.94E-54

AOX1 2q33.1 0.450549183 4.25E-56 2.00E-54

GRAP 17p11.2 0.450513418 4.35E-56 2.05E-54

NLRC3 16p13.3 0.450279278 5.03E-56 2.36E-54

CFP Xp11.23 0.450078286 5.70E-56 2.67E-54
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Figure S1 ADRB2 functional enrichment circle plots of GO and KEGG pathways. GO, gene ontology.
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Figure S2 Correlations between candidate drugs and targeted genes. (A) The map of naloxone and targeted genes. (B) The map of isoniazid 
and targeted genes. (C) The map of enprofylline and targeted genes. (D) The map of perindopril and targeted genes.
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Table S3 Gene markers in different kinds of major T cell subtypes

Name Gene marker

T cell (general) CD3D, CD3E

CD8+ T cell CD8A, CD8B

CD4+ T cell CD4

Th1 CXCR3, STAT4, CD4

Th2 CCR4, STAT6, CD4

Tfh IL21R, CXCR5

Treg FOXP3, STAT5A, STAT5B, IL2RA, TGFB1


