Table S1: Primers pairs for RT-PCR

Symbol Entrez Gene Name E}:::le SEQ_ID RefSeq Primer Pair sequences Tm L?Sg)th

ACTB actin, beta 280979 gi_75832053 NM_173979.3 F*'CTCTCTTCCAGCCTTCCTTCCTGG** 58.2 240
R'""ACACGGAGTACTTGCGCTCAGG'™ 58.9

MMP13 g‘)at”x metallopeptidase 13 (collagenase 51944 gi_31342133 NM_174389.2 F*'* TGGTGACTTCTACCCATTTGATGG™ 54.6 275
R’ ACTGAATCCCTTGGACATCATCATC"® 54.7

IL2RB interleukin 2 receptor, beta 510185 gi_119894051 XM_587301.3 F** ACTCACTCCAGGTCGTCCGCATAG™ 59.8 217
R*“ACCTGAAGCTCATATTCCGTGCCTG*? 58.9

MEIS3 Meis homeobox 3 617311 gi_119910732 XM_869544.2 F*®CGCTGCTAGCCCTGGTCTTTGAG™® 59.6 232
R**AGGTGGAAGCGGAGCACTTGAATG*" 59.5

CXCL10 chemokine (C-X-C motif) ligand 10 615107 gi_114052748 NM_001046551.1 F*“TGCAAGTCAATCCTGCCCACGTG** 59.9 203
R**GAGGTAGCTTCTCTCTGGTCCATCC*? 57.7

CX3CR1 chemokine (C-X3-C motif) receptor 1 100124525  gi_156523227 NM_001102558.1 F”’AGGAAGACTGACGGGCACATCG® 58.7 243
R**TTGATGAGGGCAAACACCACCAGC™® 59.9

LMO2 LIM domain only 2 (rhombotin-like 1) 614876 gi_115496605 NM_001076352.1 F®**CTACTACAAGCTGGGCCGGAAGC®”’ 59.3 217
R¥'CACGATGTCGGAGTTGATGAGGAGG*’ 59.0

PGM5 phosphoglucomutase 5 785045 gi_156121314 NM_001102335.1 F'“*TGCCCAACTTCATCCAGAGCGTGC'® 61.8 295
R*’GCAACATTAAACTTCACTCCAAACTCTCC*” 57.1

TP73 tumor protein p73 515105 gi_119927959 XM_593064.3 F*"’AGGCTGGTCCCTCTGCTGGTC?® 59.9 253
R #*% AGGAACCTGTGTCCGTGCTCA™* 57.8

NFKB2 ggﬁfae;f;‘ac;‘z;ffnkgpcp; Iigzht(gfggﬁ’gg‘)’e 526392 gi 156120848  NM_001102101.1  F®*CCAGAGTCATGGACAGTTGC " 60.4 437
R*®*TTTGGTCACATGGAGGACAC ** 59.6

IGF2BP1 g‘;‘t‘gﬂ;';ke growth factor 2 mRNA binding 546053 gi_ 119912092  XM_595012.3 F'' TCGCCAGCGCCTCTATCAAGA 7' 57.8 271
R""'"GGCACCACCACCTCAGCTGC™* 60.3

SLC2A1 f:;';‘;gigfgi?ﬁ'g; (faciltated glucose g6 gi_31341556 NM_174602.2 F 'CGGGATCCACAGAGCGCAGC ™ 60.2 109
R*"® CCAGCATGAGGCGGCCTGTC' 60.1

ENO3 enolase 3 (beta, muscle) 540303 gi_77736348 NM_001034702.1 F? AGAGCCCAGCGAAGACATCCC® 58.3 364
R**GCCCAGGATGGCATTGGCCC® 60.4

BCL2A1 BCL2-related protein A1 282151 gi_115432056 NM_001037100.2 F**TGTGGCTTCCTCTGTCCAGGAC*® 64 363
R**®*ACTTCCAGAAAAGTCAGCCAGCCA®™ 62.7

MAP2K6 mitogen-activated protein kinase kinase 6 286883 gi_77404210 NM_001034045.1 F'GTCCATCTGCTGCCTCGGTCAAG' 66.0 398
R*GATCCGCTTCACCGCCATGATC*® 64.0

IL18 :cgtcetgf)“ki” 18 (interferon-gamma-inducing  5g454q gi_31342868 NM_174091.2 F*TGCTCTCCAATGCTTTCAGCGC? 62.1 151
R"™TGCAGCCATCTTTATGCCTGTGC'™® 62.4

IL15 interleukin 15 281248 gi_41386773 NM_174090.1 F°’ACAGAGGCTGGCATTCATGTCTTCA'® 63.0 204
R*®*CTCCAGGAGAAAGCACTGCATCG™ 64.2
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Primers pairs for RT-PCR (continued)
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F*CCCTCCAGCGCCTGCAATCC™
R*®¥GTGGGCATCCCCTCTGGCCT®"®

F** CAGCGACACTCACTCTTCTACCTTC™'

R"GAACTCTTCCTCTCGTGCTCCTG'™®
F**>GTGGCTGCTACTCCAGCCAGTG™®
R*CTGTGCTTAGCGCGGCCGTCA*”
F*°ATGCAGCGGCCATGGACAATGTG™
R**AATCATGTCTGTTCCCTTGGAGCAG®®
F*°GTCTCCGGGTGGTGTTGGACAG®"

R *’CAGTGAGGATGGGTAGGGCTGC *
F'®*TGTGCCGAACGGCCACTCAC'"?
R"*®*CCATCCCTGTCAGCGTCGGC™"
F"””ACACCTCGGTCCATGCGGGA™*

R "**GGGGCTAGATGGCACGATGGC'*

F' ! ATGTCTCCGGTCTTTGCCTGCCTC'™

R**CGGCTGTGCTGATCTCATCCTTGTTC**®
F*”CTACGTGGATGATCTGAAAGTTAACTGG*'™
R***TCCACCATCTTCTGGTGTCCGG*"
F**TGGCCCTGCTCGGGACTCTG®"”
R™®AACCTTCCAGTTGTCCCCACGG™®
F°CCAGGGACCTCTTGATCCAGGC™'
R"”**CGGCCCTTATACAGGATGCTCAAG"™"
F"*®AGGGCGCCTCAGACTCGACA'*

R"™° GCGGGTTTGTGCAACACGGG""

F*CCAGCCACTTTCCCAACCGCA**

R*?AGCGTCCACTGCTTCGTGCC®™
F*GGCCACTTGCACATTCAGCGG*”®
R**GGGGCAGGCAGTCAGCTACAC®”
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