Table S2 Probe description and sequences included in the Nanostring nCounter analysis.*Probes that were below the detection threshold (less than double the counts of the median of the negative control) and were excluded from further analysis. **https://www.ualberta inefi 1t

ABMR antibody mediated rejection, TCMR T cell mediated rejection, AKI Acute kidney injury, TOLs tolerance DSAST d pecific antibody
Gene symbol Description :‘aer;mn F:r:::tfr?l.; Pathogenesis based transcripts** Target sequence |Use in codeset |Accession number NanoString Probe ID
[ACKRL [Atypical chemokine receptor 1 Miscellaneous CCCTGGATGAATATCCTGTGGGCCTGGTTTATTTTCTGGTGGCCTCATGGGGTGGTTCTAGGACTGGATTTCCTGGTGAGGTCCAAGCTGTTGCTGTTGT Endogenous __|NM_002036.2 NM_002036.2:960
ADAMDECL __|ADAW-like, decysin TcMR Q c Transcripts CCTGAGAACATGGAACACTGTTACTATAAAGGAAACATCCTAAATGAAAAGAATTCTGTTGCCAGCATCAGTACTTGTGACGGGTTGAGAGGATACTTCA NM_014479.3 NM_014479.3571
AICDA [Activation-induced cytidine deaminase Miscellaneous TTGCCCCTGTATGAGGTTGATGACTTACGAGACGCATTTCGTACTTTGGGACTTTGATAGCAACTTCCAGGAATGTCACACACGATGAAATATCTCTGCT Endogenous __|NM_020661.2 NM_020661.2:619
AIM2 [Absent in 2 TcMR TAGCAAGATATTATCGGCACAGTGGTTTCTTAGAGGTAAATAGCGCCTCACGTGTGTTAGATGCTGAATCTGACCAAAAGGTTAATGTCCCGCTGAACAT NM_004833.1 NM_004833.1:870
AIRE* [Autoimmune regulator Miscellaneous TTCCACGCCCTCCTGTCCTGGCTGCTGACCCAGGACTCCACAGCCATCCTGGACTTCTGGAGGGTGCTGTTCAAGGACTACAACCTGGAGCGCTATGGCC Endogenous __|NM_000383.3 NM_000383.3:343
ANKRD22 [Ankyrin repeat domain 22 [TcMR ACTGGCAGAGCAAATATGACTCAGAAACCGGCTCCTCAGGGTTGTAACATTAGATGATACAGGCTTGGGTCGTTACACATGACACCAGTGCCTTTGTTTC NM_144590.2 NM_144590.2:557
[AOAH [Acyloxyacyl hydrolase (neutrophil) [TcMR CTCTGGTGCTACAGGATTTCTGGACTCCACTGTTGGAATTAAAGAAAAATCTATTTACCTTCGCTTATGGAAAAGAAACCACTGTAATCACAGGGACTAC Endogenous __|NM_001637.3 NM_001637.3:1303
APOLL [Apolipoprotein L,1 CCGCTTTGACCGGGATTACCAGCAGTACCATGGACTACGGAAAGAAGT GGTGGACACAAGCCCAAGCCCACGACCTGGTCATCAAAAGCCTTGACAAATT NM_003661.3 NM_003661.3:820
APOL2 [Apolipoprotein L,2 [TcMR GCAACTTGGACCAAAGCGGCACCAATGTAGCAAAGGTGATGAAGGAGTTTGTGGGTGGGAACACACCCAATGTTCTTACCTTAGTTGACAATTGGTACCA Endogenous __|NM_030882.2 NM_030882.2:880
ARG Arginase 1 Transcripts 1 GATGCGCCCTCTGTCACTGAGGGTTGACTGACTGGAGAGCTCAAGTGCAGCAAAGAGAAGTGTCAGAGCATGAGCGCCAAGTCCAGAACCATAGGGATTA NM_000045.3 NM_000045.3:10
ASB15 [Ankyrin repeat and SOCS box containing 15 GOCAR AAATGGTTTTGATGTCAACACTCTACTTGCTGACCACATTTCCCAGAGCTATGACGATGAGAGGAAGACTGCGCTGTATTTTGGCGTTTCTAATAATGAC Endogenous __|NM_080928.3 NM_080928.3:1028
ATXNG Atain 3 Tolerance GCAGCAGCAGGGGGACCTATCAGGACAGAGTTCACATCCATGTGAAAGGCCAGCCACCAGTTCAGGAGCACTTGGGAGTGATCTAGGTGATGCTATGAGT NM_004993.5 NM_004993.5:074
B3GATL Beta-1,3-gluc 1 Miscellaneous TGTCCGTGTGGCCCGTCGCCTTCGTGGGTGGCCTGCGGTACGAGGCCCCACGGGTGAACGGGGCAGGGAAGGTGGTCGGCTGGAAGACGGTGTTTGACCC Endogenous __|NM_054025.2 NM_054025.2:1033
BCL2 B-cell C 2 TcMR GTGAAGCAGAAGTCTGGGAATCGATCTGGAAATCCTCCTAATTTTTACTCCCTCTCCCCGCGACTCCTGATTCATTGGGAAGTTTCAAATCAGCTATAAC NM_000657.2 NM_000657.2:5
BCL2AL BCL1-related protein AL [Tolerance TCATGTGTCATAACTCAGTCAAGCTCAGTGAGCATTCTCAGCACATTGCCTCAACAGCTTCAAGGTGAGCCAGCTCAAGACTTTGCTCTCCACCAGGCAG Endogenous __|NM_004049.2 NM_004049.2:80
BCL6 B-cell C 6 ACATCTTGACTGATGTTGTCATTGTTGTGAGCCGTGAGCAGTTTAGAGCCCATAAAACGGTCCTCATGGCCTGCAGTGGCCTGTTCTATAGCATCTTTAC NM_138931.1 NM_138931.15505
BKV BK virus Virus [TACCATACTAT, ATTC) T ATGATTTTAGCCCAGAAGAGCCTGAAGAAACAAAGCAGGTGTCTTGGAAATTAATTA Endogenous __|NC_001538_RC.1 NC_001538_RC.1:1070
BTLA Band T ociated TCMR/ ACACTCCATCTTAGCAGGAGATCCCTTTGAACTAGAATGCCCTGTGAAATACTGTGCTAACAGGCCTCATGTGACTTGGTGCAAGCTCAATGGAACAACA NM_181780.2 NM_181780.2:305
cAvL Caveolin 1 [ABMR Endothelial cell associated transcripts AACCGCGACCCTAAACACCTCAACGATGACGTGGTCAAGATTGACTTTGAAGATGTGATTGCAGAACCAGAAGGGACACACAGTTTTGACGGCATTTGGA Endogenous __|NM_001753.3 NM_001753.3:434
ccLat [Chemokine (C-C motif) ligand 21 ToLs CTCAAGTACAGCCAAAGGAAGATTCCCGCCAAGGTTGTCCGCAGCTACCGGAAGCAGGAACCAAGCTTAGGCTGCTCCATCCCAGCTATCCTGTTCTTGE NM_002989.2 NM_002989.2:160
ccLa (Chemokine (C-C motif) ligand 4 :ZE;L":: dfs inhibition [ TGTCTCTCCTCATGCTAGTAGCTGCCTTCTGCTCTCCAGCGCTCTCAGCACCAATGGGCTCAGACCCTCCCACCGCCTGCTGCTTTTCTTACACCGCGAG Endogenous  |NM_002984.3 NM_002984.3:101
ccLs [Chemokine (C-C motif) ligand 5 Rejection Gamma-IFN and rejection induced 2 ACACCACACCCTGCTGCTTTGCCTACATTGCCCGCCCACTGCCCCGTGCCCACATCAAGGAGTATTTCTACACCAGTGGCAAGTGCTCCAACCCAGCAGT NM_002985.2 NM_002985.2:153
CCR4 [Chemokine (C-C motif) receptor 4 Rejection [TCCCTTCCTGGCTTTCTGTTCAGCACTTGTTATACTGAGCGCAACCATACCTACTGCAAAACCAAGTACTCTCTCAACTCCACGACGTGGAAGGTTCTCA Endogenous __|NM_005508.4 NM_005508.4:672
ccrs [Chemokine (C-C motif) receptor 5 Rejection CAAGTGTCAAGTCCAATCTATGACATCAATTATTATACATCGGAGCCCTGCCAAAAAATCAATGTGAAGCAAATCGCAGCCCGCCTCCTGCCTCCGETCT NM_000579.3 NM_000579.3:366
CCR7 [Chemokine (C-C motif) receptor 7 [ToLs CTACGACGTCACCTACAGCCTGGCCTGCGTCCGCTGCTGCGTCAACCCTTTCTTGTACGCCTTCATCGGCGTCAAGTTCCGCAACGATCTCTTCAAGCTC Endogenous __|NM_001838.3 NM_001838.3:995
cD163 (CD163 molecule, M130, MM130 ages CATCTTTCACTCTGCCCAGTAGCACCCCGCCCAGAAGGAACTTGTAGCCACAGCAGGGATGTTGGAGTAGTCTGCTCAAGATACACAGAAATTCGCTTGG NM_203416.2 NM_203416.2:1784
CD244 [CD244 molecule, natural kill cell receptor 284 Exhaustion CTCCAGGCGCTGGGGCTTTCTCAGTGGCCTTGTCAGCTCACAGCAGGCGTTAACAGCCTCTAATTGAGGAAACTGTGGCTGGACAGGTTGCAAGGCAGTT Endogenous __|NM_001166663.1 NM_001166663.1:22
- Gamma-IFN and rejection mduced franscrips 2, New Gamma-IFN an -
cD274 CD274 molecule [TCMR /Exhaustion duted Toanseriot GCCCCATACAACAAAATCAACCAAAGAATTTTGGTTGTGGATCCAGTCACCTCTGAACATGAACTGACATGTCAGGCTGAGGGCTACCCCAAGGCCGAAG Endogenous  |NM_014143.3 NM_014143.3:501
cD28 CD28 molecule TcMR | GTTAAACGGGGTAAGTTAGAGTAGGGGGAGGGATAGGAAGACATATTTAAAAACCATTAAAACACTGTCTCCCACTCATGAAATGAGCCACGTAGTTCCT | NM_001243077.1 NM_001243077.1:1034,
cD34 [CD34 molecule [ABMR Endothelial cell associated transcripts AGGTAAACTCCTGTCCTTTACACATTCGGCTCCCTGGAGCCAGACTCTGGTCTTCTTTGGGTAAACGTGTGAC CAAGGTCT T Endogenous __|NM_001025109.1 NM_001025109.1:1580
[SEER) [CD3d molecule, delta (CD3-TCR complex) TcMR 0 CTL Transcripts, T cell transcript burden TATCTACTGGATGAGTTCCGCTGGGAGATGGAACATAGCACGTTTCTCTCTGGCCTGGTACTGGCTACCCTTCTCTCGCAAGTGAGCCCCTTCAAGATAC NM_000732.4 NM_000732.4:110
cb4 [CD4 molecule [TcMR TGGCAGGCGGAGAGGGCTTCCTCCTCCAAGTCTTGGATCACCTTTGACCTGAAGAACAAGGAAGTGTCTGTAAAACGGGTTACCCAGGACCCTAAGCTCC Endogenous __|NM_000616.4 NM_000616.4:975
) CD68 molecule Q c Transcripts ACCGGTCCATCTTGCTGCCTCTCATCATCGGCCTGATCCTTCTTGGCCTCCTCGCCCTGGTGCTTATTGCTTTCTGCATCATCCGGAGACGCCCATCCGE NM_001251.2 NM_001251.2:1140
cb72 [CD72 molecule [TcMR B-cell associated CCGCCATCTGCCTGGGAGTGCGCTATCTGCAGGTGTCTCAGCAGCTCCAGCAGACGAACAGGGTTCTGGAAGTCACTAACAGCAGCCTGAGGCAGCAGCT Endogenous __|NM_001782.2 NM_001782.2:452
cD74 (CD74 molecule, major histocompatibility complex, clasp, g Gamma-IFN and rejection induced transcripts 1, New Gamma-IFN and |- - o AGGAAGAGCCAATGTTTTCCACCCATAATCCTTTCTGCCGACCCCTAGTTCCCTCTGCTCAGCCAAGCTTGTTATCAGCTTTCAGGGCCATGGTT Endogenous  [NM_001025158.1 NM_001025158.1:1007
Il invariant chain Rejection Induced Transcripts
cD84. CD84 molecule TcMR TCTGCTAGAACAGTGCCGTGCTTTTCCACAGAAGGTTAGACCCTGAAAGAGATGGCTCAGCACCACCTATGGATCTTGCTCCTTTGCCTGCAAACCTGGC NM_001184879.1 NM_001184679.1:28
e
D86 cD86 molecule TcMR :;N i rojestion indused TransCripts, GaMM |16, CCTGCTCATCTATACACGGTTACCCAGAACCTAAGAAGATGAGTGTTTTGCTAAGAACCAAGAATTCAACTATCGAGTATGATGGTATTATGCAGA NM_175862.4 NM_175862.4:590
cDsA [CD8a molecule [TcMR Quantitative CTL-Associated Transcripts GCTCAGGGCTCTTTCCTCCACACCATTCAGGTCTTTCTTTCCGAGGCCCCTGTCTCAGGGTGAGGTGCTTGAGTCTCCAACGGCAAGGGAACAAGTACTT Endogenous __|NM_0017685 NM_001768.5:1320
cosB CD8b molecule TcMR TCAGCTGAGTGTGGTTGATTTCCTTCCCACCACTGCCCAGCCCACCAAGAAGTCCACCCTCAAGAAGAGAGTGTGCCGGTTACCCAGGCCAGAGACCCAG NM_172099.2 NM_172099.2:439
CD96 [CD96 molecule [TcMR TCACTTGTGACTTTCACAGAAACTCCTGAGAATGGGTCAAAATGGACTCTGCACTTAAGGAATATGTCTTGTTCAGTCAGTGGAAGGTACGAGTGTATGC Endogenous __|NM_005816.4 NM_005816.4:428
CoH13 Cadnerin 13 [ABMR CTCCTCAAAGCCTGGCTCCCACGGAAAATATGCTCAGTGCAGCCGCGTGCATGAATGAAAACGCCGCCGGGCGCTTCTAGTCGGACAAAATGCAGCCGAG NM_001220488.1 NM_001220488.1:210
CDH5 Cadherin 5, type 2 (vascular endothelium) (ABMR S:S"SZZEZCJ::":E'@?:V (DSA) selective transcripts, Endothelial cell | oTTCTETECCTCACCTGGTCECCAATCCATGCTCTCTTTCTTTTCTCTGTCTACTCCTTATCCCTTGGTTTAGAGGAACCCAAGATGTGGCCTT Endogenous  |NM_001795.3 NM_001795.3:3405
[CDKN2A Cyclin-dependent kinase inhibitor 2A Miscellaneous CTGCCCGGGAGGGCTTCCTGGACACGCTGGTGGTGCTGCACCGGGCCEGGECECGGCTGGACGTGCGCGATGCCTGGGGCCGTCTGCCCGTGGACCTGGC  |Endogenous  |NM_000077.4 NM_000077.45559
CHCHD10 Coiled-coil-helix-coiled-cail-helix domain containing 10|GOCAR CTGCAGATGGGGCCCTGCGCCTACGAGATCAGGCAGTTCCTGGACTGTTCCACCACTCAGAGTGACCTGTCCCTGTGTGAGGGCTTCAGCGAGGCCCTGA Endogenous  |NM_213720.1 NM_213720.1:368
- - —
CITED4 f:’:”gj’{:‘emml prie » with PO oGER later TCCCACCTCAAGGAGGGGAAGGTTGTACAGCCCGAACCCGTGGAGCAATGCCCTGTCTGGCCTCCAAAACCAAAATAAAACTGGGTCACTTTAAAAAAAA Endogenous  |NM_133467.2 NM_133467.2:1198
CLECAC [C-type lectin domain family 4, member C Miscellaneous TACGAGAGTATCAACAGTATCATCCAAGCCTGACCTGCGTCATGGAAGGAAAGGACATAGAAGATTGGAGCTGCTGCCCAACCCCTTGGACTTCATTTCA Endogenous __|NM_203503.1 NM_203503.1570
coL1AL Collagen, type |, alpha 1 %ﬂ?r"f"’gmss'“" Injury and rejection induced transcripts - Late CAGAAACATCGGATTTGGGGAACGCGTGTCAATCCCTTGTGCCGCAGGGCTGGGCGGGAGAGACTGTTCTGTTCCTTGTGTAACTGTGTTGCTGAAAGAC Endogenous  |NM_000088.3 NM_000088.3:5210
COL3AL Collagen. type IIl, alpha 1 Matrix Injury and rejection induced “Late CCTGGTGCTGCTGGTACTCCTGGTCTGCAAGGAATGCCTGGAGAAAGAGGAGGTCTTGGAAGTCCTGGTCCAAAGGGTGACAAGGGTGAACCAGGCGGTC Endogenous __|NM_000090.3 NM_000090.3:2262
coLaAl Collagen, type IV, alpha 1 Matrix Endothelial cell associated transcripts, Injury and rejection induced |75, 01T AAGTTTTCAAGGACCAAAAGGTGACAAGGGTGACCAAGGGGTCAGTGGGCCTCCAGGAGTACCAGGACAAGCTCAAGTTC NM_001845.4 NM_001845.4:780
coLan3 Collagen, type IV, alpha 3 Kidney “Setl CTGGAAGTGAGGGAGTCAAGGGCAACAGGGGTTTCCCTGGGTTAATGGGTGAAGATGGCATTAAGGGACAGAAAGGGGACATTGGCCCTCCAGGATTTCG NM_000091.4 NM_000091.4:1084
coLans [Collagen. type IV, alpha 4 Matrix /glomerulus___|Kidney “Set1 TATATGGGAGTGGAAAGAAATACATTGGTCCTTGTGGAGGAAGAGATTGCTCTGTTTGCCACTGTGTTCCTGAAAAGGGGTCTCGGGGTCCACCAGGACC Endogenous __|NM_000092.4 NM_000092.4:760
coLans Collagen, type IV, alpha 5 ACTGCTGCCGTCAATGGTGCTACTATATATGATCAAGATAACATGCTGACTAGTAACCATGAAGATTCAGATGTACCTCAGCAATGCGCCAGAGCAAAGT NM_033381.1 NM_033381.15360
[COL5AL Collagen, type V, alpha 1 Matrix Injury and rejection induced “Late AGTGGCACAGAATTGCTCTCAGCGTCCACAAGAAAAATGTCACCTTGATCCTCGACTGTAAAAAGAAGACCACCAAATTCCTCGACCGCAGCGACCACCT Endogenous __|NM_000093.3 NM_000093.3:872
cPAs c ptidase A3 (mast cell [AKI IMast cells Mast cel ACCCACCACGTAGCTGCTAATATGATGGTGGATTTCCGAGTTAGTGAGAAGGAATCCCAAGCCATCCAGTCTGCCTTGGATCAAAATAAAATGCACTATG NM_001670.2 NM_001670.2:220
CTLAG [Cytotoxic T-lymphocyte-associated protein 4 [TCMR / exhaustion AGTCTGTGCGGCAACCTACATGATGGGGAATGAGTTGACCTTCCTAGATGATTCCATCTGCACGGGCACCTCCAGTGGAAATCAAGTGAACCTCACTATC Endogenous __|NM_005214.3 NM_005214.3:405
New Gamma-IFN and Rejection Induced Transcripts, Injury-repair
cTss Cathepsin S Aki response associated transcripts, Injury and rejection induced TGACAACGGCTTTCCAGTACATCATTGATAACAAGGGCATCGACTCAGACGCTTCCTATCCCTACAAAGCCATGGATCAGAAATGTCAATATGACTCAA NM_004079.3 NM_004079.3:685
Late
Donor-specific antibody (DSA) selective transcripts, Injury-repair
CX3cR1 (Chemokine (C-X3-C motif) receptor 1 ABMR response associated transcripts, Injury and rejection induced transcripts| GGGCGCTCAGTCCACGTTGATTTCTCCTCATCTGAATCACAAAGGAGCAGGCATGGAAGTGTTCTGAGCAGCAATTTTACTTACCACACGAGTGATGGAG Endogenous  |NM_001337.3 NM_001337.3:1040
Late
cxcLio [Chemokine (C-X-C moti) ligand 10 TcMR Gamma-IFN and rejection induced 1 GTACCTCTCTCTAGAACTGTACGCTGTACCTGCATCAGCATTAGTAATCAACCTGTTAATCCAAGGTCTTTAGAAAAACTTGAAATTATTCCTGCAAGCC NM_001565.3 NM_001565.3:168
cxcLiL [Chemokine (C-X-C motif) ligand 11 [ABMR New Gamma-IFN and Rejection Induced Transcripts TTCAAAAGAGGACGCTGTCTTTGCATAGGCCCTGGGGTAAAAGCAGTGAAAGTGGCAGATATTGAGAAAGCCTCCATAATGTACCCAAGTAACAACTGTG Endogenous __|NM_005409.4 NM_005409.4:282
cxcLo Chemokine (C-X-C motif) ligand 9 TcMR s;:g‘n:'rﬁ: dzzgﬁf::s:n':g”md transcripts 1, New Gamma-IFN and | - o652 GATCACCAGTGTGTGGCTTTCAGAGCCTCCTTTCTGGCTTTGGAAGCCATGTGATTCCATCTTGCCCGCTCAGGCTGACCACTTTATTTCTT Endogenous  |NM_002416.1 NM_002416.1:958
[CXCR6 [Chemokine (C-X-C moti) receptor 6 [TcMR Quantitative CTL-Associated Transcripts, T cell transcript burden ACCATGAAGACTATGGGTTCAGCAGTTTCAATGACAGCAGCCAGGAGGAGCATCAAGACTTCCTGCAGTTCAGCAAGGTCTTTCTGCCCTGCATGTACCT Endogenous __|NM_006564.1 NM_006564.1:97
DUSP2 Dual specificity 2 [TcMR CCCTGTGGAGGACAACCAGATGGTGGAGATCAGTGCCTGGTTCCAGGAGGCCATAGGCTTCATTGACTGGGTGAAGAACAGCGGAGGCCGGGTGCTGGTG NM_004418.3 NM_004418.3:751
EDA [Ectodysplasin A eGFR later GCTCTTCCTGGGTTTCTTTGGCCTCTCGCTGGCCCTCCACCTGCTGACGTTGTGCTGCTACCTAGAGTTGCGCTCGGAGTTGCGGCGGGAACGTGGAGCE Endogenous __|NM_001005609.1 NM_001005609.1:364
EEF1AL factor Lalphal __ [Tolerance ACAAGCCCTTGCGCCTGCCTCTCCAGGATGTCTACAAAATTGGTGGTATTGGTACTGTTCCTGTTGGCCGAGTGGAGACTGGTGTTCTCAAACCCGGTAT NM_001402.5 NM_001402.5:790
EHD3 AGATCTCACCTGGGGACTTCCCCAATCTGAAGAGGATGCAGGACCAGCTGCAGGCCCAGGACTTTAGCAAGTTCCAGCCGCTGAAGAGCAAGCTGCTGGA Endogenous __|NM_014600.2 NM_014600.2:1647
EOMES ATCCCATGCCCTGGGGTATTACCCAGACCCAACCTTTCCTGCAATGGCAGGGTGGGGAGGTCGAGGTTCTTACCAGAGGAAGATGGCAGCTGGACTACCA NM_005442.2 NM_005442.2:1670
EPO IErylhropoelin [ToLs TCGGCACCCTGCAAAATTTGATGCCAGGACACGCTTTGGAGGCGATTTACCTGTTTTCGCACCTACCATCAGGGACAGGATGACCTGGAGAACTTAGGTG Endogenous __|NM_000799.2 NM_000799.2:1055
EzH2 of zeste homolog 2 (D [TcVR GAGAAGGGACCAGTTTGTTGGCGGAAGCGTGTAAAATCAGAGTACATGCGACTGAGACAGCTCAAGAGGTTCAGACGAGCTGATGAAGTAAAGAGTATGT NM_004456.3 NM_004456.3:190
FAM26F |Family with sequence simarity 26, member F [TcMR New Gamma-IFN and Rejection Induced Transcripts AGGGCCAGTACTACAGCATGTTGCACAAATATGTCAACAGAAAAGAGAAGACTCACAGTATCAGGTCTACTGAAGGAGATACGGTGATTCCTGTTCTTGG Endogenous __|NM_001010919.1 NM_001010919.1:900




FCERLA Fe fragment of IgE, high afinity I, receptor for: alpha {1 ooy Gamma-IFN and rejection induced transcripts 2, New Gamma-IFN and | . -0 cTACTCTACTGTGTGTAGCCTTACTGTTCTTCGCTCCAGATGGCGTGTTAGCAGTCCCTCAGAAACCTAAGGTCTCCTTGAACCCTCCATGGA Endogenous  |NM_002001.2 NM_002001.2:114
polypeptide Rejection Induced Transcripts, Mast cell associated transcripts
FCGR1B Fc fragment of 1gG, high affinity Ib, receptor (CD64)  [TCMR New Gamma-IFN and Rejection Induced Transcripts ATTCTAACCTCACCATTCTGAAAACCAACATAAGTCACAATGGCACCTACCATTGCTCAGGCATGGGAAAGCATCGCTACACATCAGCAGGAATATCACA Endogenous  [NM_001017986.3 NM_001017986.3:498
FCGR3A Fc fragment of IgG low affinity lla, receptor (CD16a) |AKI Gam".'a"m:‘r:::c:zﬁc"°" induced transeripts 2. Injury-repair response | - » 16 TCAACCATCTCATCATTCTTTCCACCTGGGTACCAAGTCTCTTTCTGCTTGGTGATGGTACTCCTTTTTGCAGTGGACACAGGACTATATTTC Endogenous  |NM_000569.6 NM_000569.6:873
FGD2 FYVE, RhoGEF and PH domain containing 2 [TcVR TCTAACACCCTGCTCCGTGAGGGCCCGGTCCTCAAGATCTCCTTCCGCCGCAACGACCCCATGGAGCGCTACCTTTTCTTGTTCAACAACATGCTGCTCT Endogenous __|NM_173558.3 NM_173558.3:1119
FGFBP2 Fibroblast growth factor binding protein 2 [ABMR Donor-specific antibody (DSA) selective CTCCTGCTGGTGACCTTGTCCTGCCTGGGGACTTTGGGTCAGGCCCCGAGGCAAAAGCAAGGAAGCACTGGGGAGGAATTCCATTTCCAGACTGGAGGGA NM_0319503 NM_0319503:125
FaXL Four jointed box 1 (Drosophila) GOCAR TCATTCCTGACCTCTTGTCATTTTGGCCTGAAGGCTACAAATTCAGGGTCAGCTGTATGCACTAAGTCAAATAATGAATTTCTTCCTCCCTCTCGCAACC Endogenous __|NM_014344.3 NM_014344.3:2376
FNL Fibronectin 1 Matrix injury and rejection induced “Late GGGAATGGACATGCATTGCCTACTCGCAGCTTCGAGATCAGTGCATTGTTGATGACATCACTTACAATGTGAACGACACATTCCACAAGCGTCATGAAGA NM_212482.1 NM_212482.1:1776
FOXP3 Forkhead box P3 [ToLs GGGCCATCCTGGAGGCTCCAGAGAAGCAGCGGACACTCAATGAGATCTACCACTGGTTCACACGCATGTTTGCCTTCTTCAGAAACCATCCTGCCACCTG Endogenous __|NM_014009.3 NM_014009.3:1230
GATAS [GATA binding protein 3 [ABMR /Exhaustion GTGCATGACTCACTGGAGGACTTCCCCAAGAACAGCTCGTTTAACCCGGCCGCCCTCTCCAGACACATGTCCTCCCTGAGCCACATCTCGCCCTTCAGCS NM_001002295.1 NM_001002295.1:1691
GBPL [Guanylate binding protein 1, interferon-inducible Rejection New Gamma-IFN and Rejection Induced Transcripts TTGAAGTGGAACGTGTGAAAGCTGAGTCTGCACAGGCTTCAGCAAAAATGTTGCAGGAAAT GCAAAGAAAGAATGAGCAGATGATGGAACAGAAGGAGAG Endogenous __|NM_002053.2 NM_002053.2:1685
GBPs binding protein 5 [TcMR New Gamma-IFN and Rejection Induced Transcripts ATTACAGACTGACCAGGCTCTCACAGAGACGGAAAAAAAGAAGAAAGAGGCACAAGT GAAAGCAGAAGCTGAAAAGGCTGAAGCGCAAAGGTTGGCGGCG NM_052942.3 NM_052942.3:1955
[GEMINT [Gem (nuclear organelle) associated protein 7 [Tolerance GCTTTAAGCAAGTCTGGACTCCTGAGACCTCCTGGGTCTAGTCAGTAAAATTCTGCAACTCTAGGAATTCTAAGATCCCATTGGAAGGAATGCTCTACCT Endogenous __|NM_001007269.1 NM_001007269.1:630
GIMAPS GTPase, IMAP family member 5 TcMR GATTCCAGAGGGGCAAATATGGAACTATGGCTGAAGGTAGATCAGAAGATAACTTGTCTGCAACACCACCGGCATTGAGGATTATCCTAGTGGGCAAAAC NM_018384.3 NM_018384.3:359
GNLY Granulysin ABMR S;::;'\z"“::;&;::5°“'ed Transcripts, Donor-specific antibody (DSALr 5 A AGAAGCACAGGCTCCTGTCCTCAGATCCCGGGAACCTCAGCAACCTCTGCCGGCTCCTCGCTTCCTCGATCCAGAATCCACTCTCCAGTCTCCETC Endogenous  |NM_012483.3 NM_012483.3:829
GzMB |Granzyme B (granzyme 2, cylotoxic T-ymphocyte [y uantitative CTL-Associated Transcripts ATGGCATGCCTCCACGAGCCTGCACCAAAGTCTCAAGCTTTGTACACTGGATAAAGAAAACCATGAAACGCTACTAACTACAGGAAGCAAACTAAGCCCC Endogenous  |NM_004131.4 NM_004131.4:733
serine esterase 1 P 9
HAVCRL Hepatitis A virus cellular receptor [AKI injury and rejection induced ~Intermediate GGGAATGACACCGTGACAGAGTCTTCAGATGGCCTTTGGAATAACAATCAAACTCAACTGTTCCTAGAACATAGTCTACTGACGGCCAATACCACTAAAG Endogenous | NM_001099414.1 NM_001099414.1:968
HAVCR2 Hepatitis A virus cellular receptor 2 [AKI CCGCAAAGGAGATGTGTCCCTGACCATAGAGAATGTGACTCTAGCAGACAGTGGGATCTACTGCTGCCGGATCCAAATCCCAGGCATAATGAATGATGAA NM_032782.4 NM_032782.4:517
icos [Inducibe T-cellco-stimuator [TcVR GAATCTAGTATGGTGTTCTGTTTTCAGCTGACTTGGACAACCTGACTGGCTTTGCACAGGTGTTCCCTGAGTTGTTTGCAGGTTTCTGTGTGTGGGGTGG Endogenous __|NM_012092.3 NM_012092.3:2326
iDO1 2, 1 Tolerance ATCACCATGGCATATGTGTGGGGCAAAGGTCATGGAGATGTCCGTAAGGTCTTGCCAAGAAATATTGCTGTTCCTTACTGCCAACTCTCCAAGAAACTGG NM_002164.5 NM_002164.5:369
IF130 Jnteteron, gamma-inducible protein 30 [TcMR New Gamma-IFN and Rejection Induced Transcripts TGGAGAGAAGTCTGCCACTATGCCTGCAGCTCTACGCCCCAGGGCTGTCGCCAGACACTATCATGGAGTGTGCAATGGGGGACCGCGGCATGCAGCTCAT Endogenous __|NM_006332.4 NM_006332.4:525
IFNAL | , alpha 1 ToLs TGACTCATACACCAGGTCACGCTTTCATGAATTCTGTCATTTCAAAGACTCTCACCCCTGCTATAACTATGACCATGCTGATAAACTGATTTATCTATTT NM_024013.1 NM_024013.1:667
IFNG Jnterteron, gamma [TCMR / ABMR Quantitative CTL-Associated Transcripts ATTATTCGGTAACTGACTTGAATGTCCAACGCAAAGCAATACATGAACTCATCCAAGTGATGGCTGAACTGTCGCCAGCAGCTAAAACAGGGAAGCGAAA Endogenous __|NM_000619.2 NM_000619.2:484
IGHAL heavy constant alpha 1 Plasma cells AGGGCACCACCACCTTCGCTGTGACCAGCATACTGCGCGTGGCAGCCGAGGACTGGAAGAAGGGGGACACCTTCTCCTGCATGGTGGGCCACGAGGCCCT ENST00000390547.2_|ENST00000390547.2:859
IGHGL [Immunogiobuin heavy constant gamma L Plasma cells [in uiin TGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGTGACAAAACTCACACATG Endogenous __|ENST00000390549.1 _|ENST00000390549.1:226
IGHG2 heavy constant gamma 2 Plasma cells CAACACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGTGCCCACCGTGCCCAGCACCACCTGTGGCAGGACCGTCAGTCTTCCTCTTCCCE ENST00000603473.1 __|ENST00000603473.1:269
1GHG3 [mmunogiobuin heavy constant garma 3 Plasma cells AAGAGAGTTGAGCTCAAAACCCCACTTGGTGACACAACTCACACATGCCCACGGTGCCCAGAGCCCAAATCTTGTGACACACCTCCCCOGTGCCCACGGT Endogenous __|ENSTOOC 1 |ENsTooc 1:284
IGHG4 heavy constant gamma 4 Plasma cells ATCATGCCCAGCACCTGAGTTCCT CATCAGTCTTCCTGTTCCCCCCAAAACCCAAGGACACTCTCATGATCTCCCGGACCCCTGAGGTCACG ENST00000605075.1 _|ENST00000605075.1:320
IGHM [Immunogiobuin heavy constant ma Plasma cells [in ulin B-cell associated ? GCCCTGCCCAACAGGGTCACCGAGAGGACCGTGGACAAGTCCACCGGTAAACCCACCCTGTACAACGTGTCCCTGGTCATGTCCGACACAGCTGGCACCT Endogenous __|ENSTOOC 1 NSTOOC 1:1254
IGKC kappa constant Plasma cells B-cell TTATCCTCCCTTTTGGCCAGGGGACCAAGCTGGAGATCAAACGAACTGTGGCTGCACCATCTGTCTTCATCTTCCCGCCATCTGATGAGCAGTTGAAATC ENST00000610638.1 __|ENST00000610638.1:383
iGLCL immunoglobulin lambda constant 1 Plasma cells [AGGATCCCAGGGGAGGGGTCTCTCTCCCCATCCCAAGTCATCCAGCCCTTCTCCCTGCACTCATGAAACCCCAATARATATCCTCATTGACAACCAGAAA Endogenous __|ENST00000390821.1 | ENST00000890821.1:360
IKZF2 IKAROS family zind finger 2 (Helios) TGTGGGCGCTCTGTTTTTTCTTTGCAGTCCAGCCACATTAGAGGGGAGGAACCGAGTGATATTGATTCAAGTCATTTT, ATACTT! A NM_001079526.1 NM_001079526.1:3362
IL10 [nterieukin 10 Exhaustion AAGGATCAGCTGGACAACTTGTTGTTAAAGGAGTCCTTGCTGGAGGACTTTAAGGGTTACCTGGGTTGCCAAGCCTTGTCTGAGATGATCCAGTTTTACC Endogenous __|NM_000572.2 NM_000572.2:230
IL12RBL* 12 receptor, beta 1 TcMR GTGACCCTGCAGCTCTACAACTCAGTTAAATATGAGCCTCCTCTGGGAGACATCAAGGTGTCCAAGTTGGCCGGGCAGCTGCGTATGGAGTGGGAGACCC NM_005535.1 NM_005535.1:448
IL17A* [interleukin 17a Miscellaneous CCGGACTGTGATGGTCAACCTGAACATCCATAACCGGAATACCAATACCAATCCCAAAAGGTCCTCAGATTACTACAACCGATCCACCTCACCTTGGAAT Endogenous __|NM_002190.2 NM_002190.2:170
IL18BP Interleukin 18 binding protein [TCMR s;’:g‘n:wﬁ: dzzgﬁf::s:ﬂ':g”md transcripts 1, New Gamma-IFN and | .+ c1CCTCACACTGCTCTACTGCTCAGAAACCACCAAGACTGTTGATGCCTTAGCCTTGCACTCCAGGGCCCTACCTGCATTTCCCACATGACTTT Endogenous  [NM_173042.2 NM_173042.2:1756
ILIRLL 1 receptor-iike 1 TcvR CCTCTTGAGTGGTTTAAGAATTGTCAGGCTCTTCAAGGATCAAGGTACAGGGCGCACAAGTCATTTTTGGTCATTGATAATGTGATGACTGAGGACGCAG NM_016232.4 NM_016232.4:700
2t [nterieukin 2 [TcVMR AGGATGCAACTCCTGTCTTGCATTGCACTAAGTCTTGCACTTGTCACAAACAGTGCACCTACTTCAAGTTCTACAAAGAAAACACAGCTACAACTGGAGC Endogenous | NM_000586.2 NM_000586.2:300
21 21 CATGGAGAGGATTGTCATCTGTCTGATGGTCATCTTCTTGGGGACACTGGTCCACAAATCAAGCTCCCAAGGTCAAGATCGCCACATGATTAGAATGCGT NM_021803.2 NM_021803.2:65
IL21R [interleukin 21 receptor [TcvMR ACCTGGAGTGAATGGAGTGACCCGGTCATCTTTCAGACCCAGTCAGAGGAGTTAAAGGAAGGCTGGAACCCTCACCTGCTGCTTCTCCTCCTGCTTGTCA Endogenous __|NM_181079.4 NM_181079.4:1250
ILar 4 [TcMR GACACTCGCTGCCTGGGTGCGACTGCACAGCAGTTCCACAGGCACAAGCAGCTGATCCGATTCCTGAAACGGCTCGACAGGAACCTCTGGGGCCTGGCGG NM_000589.2 NM_000589.2:625
ITGAX LTSS::) alpha X (complement component 3 receptor 4t ¢ CCAAAATTCTCATTGTCATCACTGATGGGAAGAAAGAAGGCGACAGCCTGGATTATAAGGATGTCATCCCCATGGCTGATGCAGCAGGCATCATCCGCTA Endogenous  |NM_000887.4 NM_000887.4:872
ITGB6 Integrin, beta 6 AKi Injury-repair response Kidney - Set 1 [AACATTCTCCAGCTGATCATCTCAGCTTATGAAGAACTGCGGTCTGAGGTGGAACTGGAAGTATTAGGAGACACTGAAGGACTCAACTTGTCATTTACAG Endogenous  [NM_000888.3 NM_000888.3:1090
K15+ [Gamma herpes virus 8 Virus CCGCCTTATGAGGACCCATATTGGGGCAATGGCGACCGTCACTCGGACTATCAACCACTAGGAACCCAAGATCAAAGTCTGTACTTGGGATTGCAACACG Endogenous | HHV4_000058.1 HHV4_000058.1:171
KAAGL* Kidney antigen 1 GOCAR AACATGCAGGGGGTGGGAGCAGGGTCACAAAAGTGAGTGTTGTCAATTCTACTTGGAATGAAAGGTTGAAATAATTTAAACAGTACGGGAAATGCAGAGC NM_181337.3 NM_181337.3:18
KLF4 Kruppel-like factor 4 (gut) ABMR New Ga’“"::r::s'\c'ria;? Rejection Induced Transcripts, Endothelial cell |\ 11 ATTCTCTCCAATTCGCTGACCCATCCTCCGGAGTCAGTGGCCGCCACCGTGTCCTCGTCAGCGTCAGCCTCCTCTTCGTCGTCGCCGTCGAGCA NM_004235.4 NM_004235.4:909
KLHL13 Kelch-like family member 13 GOCAR TCTCATCCCATTTGCAGTCTTCCAAGGCAGGACCTACACGCATCTTTACCAGCAATACCCACAGTTCTGTGGTGTTACAGGGCTTTGACCAGCTTCGACT NM_001168303.1 NM_001168303.1:420
KLRF1 Killer cell lectin-like receptor subfamily F, member 1 JABMR Zz’;‘;:zzec'"c a"t'b°iyar(|'zf’f:)lse'e°”ve {ranscripts, Injury-repair AGTCAAAGAAAAGGAGTTCTGCCCAAACATCTCAACTTACATTTAAAGATTATTCAGTGACGTTGCACTGGTATAAAATCTTACTGGGAATATCTGGAAC Endogenous  |NM_016523.2 NM_016523.2:101
LAGS L e-activation gene 3 [TCMR /Exhaustion CTTTTGGTGACTGGAGCCTTTGGCTTTCACCTTTGGAGAAGACAGTGGCGACCAAGACGATTTTCTGCCTTAGAGCAAGGGATTCACCCTCCGCAGGCTC NM_002286.5 NM_002286 5:1735
LAIRL Leuk i like receptor 1 |TCMR Gamma-IFN and rejection induced transcripts 2 GAGCAGAAGCCACAGCAGAGGCCTGACCTGGCTGTTGATGTTCTAGAGAGGACAGCAGACAAGGCCACAGTCAATGGACTTCCT NM_002287.5 NM_002287.5:916
LAP3 Leucine 3 [TcvR New Gamma-IFN and Rejection Induced Transcripts GTGCTAGTTGGCCTCGGCAAAAAGGCAGCTGGAATCGACGAACAGGAAAACTGGCATGAAGGCAAAGAAAACATCAGAGCTGCTGTTGCAGCGGGGTGCA NM_015907.2 NM_015907.2:450
LCN2 Lipocalin 2 [AKI Injury-repair response associated transcripts AAAGTTTCTCAAAACAGGGAGTACTTCAAGATCACCCTCTACGGGAGAACCAAGGAGCTGACTTCGGAACTAAAGGAGAACTTCATCCGCTTCTCCAAAT Endogenous __|NM_005564.3 NM_005564.3:505
LcP2 "‘eyu”;sz‘;cey:’er;fl‘::""c protein 2 (SH2 domain containing -, o CTTCACACTAGGAAAGAAACCACCATTTTCTGACAAGCCCTCGATTCCAGCGGGAAGGTCACTCGGGGAGCATTTACCCAAGATTCAAAAGCCTCCTTTA Endogenous  |NM_005565.4 NM_005565.4:992
LGALS3 Lectin, galactoside-binding, soluble, 3 Macrophages injury and rejection induced ~Intermediate CACGGTGAAGCCCAATGCAAACAGAATTGCTTTAGATTTCCAAAGAGGGAATGATGTTGCCTTCCACTTTAACCCACGCTTCAATGAGAACAACAGGAGA Endogenous | NM_001177388.1 NM_001177388.1:495
LTA L alpha ToLs GCCTTCCTCCAGGATGGTTTCTCCTTGAGCAACAATTCTCTCCTGGTCCCCACCAGTGGCATCTACTTCGTCTACTCCCAGGTGGTCTTCTCTGGGAAAG NM_000595.3 NM_000595.3:417
&) Lymphotoxin beta (TNF superfamily, member 3) Miscellaneous AGGAACAGGCGTTTCTGACGAGCGGGACGCAGTTCTCGGACGCCGAGGGGCTGGECGCTCOCGCAGGACGGCCTCTATTACCTCTACTGTCTCGTCGGCTA Endogenous __|NM_002341.1 NM_002341.1:330
LTBR g"‘pmmx‘" beta receptor (TNFR superfamily, membe . -o12neous GAACCCGGGGAGCAGAGCCAGGTGGCCCACGGTACCAATGGCATTCATGTCACCGGCGGGTCTATGACTATCACTGGCAACATCTACATCTACAATGGAC Endogenous  [NM_001270987.1 NM_001270987.1:1130
LTF Lactotransferrin AKI ::‘;‘:‘Zc:;ﬁ':" [ng""se associated transcripts, Injury and rejection inducqir . A A CCTGTGTCGCCTGTGTGCGGGGACAGGGGAAAACAAATGTGCCTTCTCCTCCCAGGAACCGTACTTCAGCTACTCTGGTGCCTTCAAGTGTC Endogenous  [NM_002343.2 NM_002343.2:590
MALLY Mal, T-cell differentiation protein-like DSAST CCAGCATTGTTAGTAACCAGCTCTGTGGTCTTGACTTGACCTCACTGATTCTCAGTCTCCTCACTTGGAAAAGGGCAAAACAGCCACGTGCAGGCCGTGG Endogenous __|NM_005434.4 NM_005434.4:250
MEGF11 Multiple EGF-like-domains 11 AKI Injury-repair response CCACAGTCAGTGTGGTCCAAGAAGGTTGCGGTCATAACTCCAGCTATATCCAGAATGCATACGACCTACCTAGGAACAGCCATATTCCTGGTCATTATGA NM_032445.2 NM_032445.2:3118
| [Met proto-oncogene GOCAR GGCTGACCATATGTGGCTGGGACTTTGGATTTCGGAGGAATAATAAATTTGATTTAAAGAAAACTAGAGTTCTCCTTGGAAATGAGAGCTGCACCTTGAC Endogenous | NM_001127500.1 NM_001127500.1:1925
MIF m:&‘;mﬂz&xgm@n inhibitory factor (glycosylatior e coianeous TCCTACAGCAAGCTGCTGTGCGGCCTGCTGGCCGAGCGCCTGCGCATCAGCCCGGACAGGGTCTACATCAACTATTACGACATGAACGCGGCCAATGTGG Endogenous  [NM_002415.1 NM_002415.1:319
MRCL Mannose receptor C, type 1 [Alternative Macrophage Associated Transcripts 1 TATTGATCAGCTTGGATAAAAAGTTTGCTTGGATGGATGGAAGCAAAGTGGATTACGTGTCTTGGGCCACAGGTGAACCCAATTTTGCAAATGAAGATGA NM_002438.2 NM_002438.2:2693
MS4AL g”e"‘b'a"e's"a""‘"g 4-domains, subfamily A, membe B-cell CTTCTGATGATCCCAGCAGGGATCTATGCACCCATCTGTGTGACTGTGTGGTACCCTCTCTGGGGAGGCATTATGTATATTATTTCCGGATCACTCCTGG Endogenous  |NM_152866.2 NM_152866.2:620
MS4AIA T:’“b'a"e's"a""‘"g 4-domains, subfamily A, memberfr . .o GCAAGAGAAGTTCTTGAAGGGAGAACCCAAAGTCCTTGGGGTTGTGCAGATTCTGACTGCCCTGATGAGCCTTAGCATGGGAATAACAATGATGTGTATG Endogenous  |NM_001243266.1 NM_001243266.1:296
MS4AGA Membrane-spanning 4-domains, subfamily A, member{ - ;.yiition responds ACTATCCAGATCTTGTGTGGCATGATGGTATTGAGCTTGGGGATCATTTTGGCATCTGCTTCCTTCTCTCCAAATTTTACCCAAGTGACTTCTACACTGT Endogenous  |NM_152851.2 NM_152851.2:515
MS4A7 ;Ae'“b'a"e's"a""‘"g 4-domains, subfamily A, member| g iihiion responds [Q c Transcripts TCACTGTGCTGGAGCTCTTATTAGCTGCATACAGTTCTGTCTTTTGGTGGAAACAGCTCTACTCCAACAACCCTGGGAGTTCATTTTCCTCGACCCAGTC NM_206939.1 NM_206939.1:716
MYB V-myb avian myeloblastosis viral oncogene homolog [TCMR GAACAGAATGGAACAGATGACTGGAAAGTTATTGCCAATTATCTCCCGAATCGAACAGATGTGCAGTGCCAGCACCGATGGCAGAAAGTACTAAACCCTG Endogenous  [NM_005375.2 NM_005375.2:364
MYBLL ‘Yl;g‘gb avian myeloblastosis viral oncogene homolog- |5y Z°s"‘;::Ze:;gcngg:g’;iyaf"zf’f)ée'e““’e transcripts, Injury-repair CTCCTTTTAAGAATGCGCTTGCTGCTCAGGAGAAAAAATATGGACCTCTTAAAATTGTGTCCCAGCCACTTGCTTTCTTGGAAGAAGATATTCGGGAAGT Endogenous  |XM_034274.14 XM_034274.14:2078
esponse assoclated transcripts




NFATC1 CNQ:E::L:;““” of ac”"afd T-cels, cytoplasmic, Exhaustion CGAATTCTCTGGTGGTTGAGATCCCGCCATTTCGGAATCAGAGGATAACCAGCCCCGTTCACGTCAGTTTCTACGTCTGCAACGGGAAGAGAAAGCGAAG Endogenous  [NM_172389.1 NM_172389.1:1984
NFKBIA m””‘i:ﬁ:im;z kaz":; ligt polypeptide gene enhancerl. o oo Injury and rejection induced transcripts - Intermediate GGATGAGGAGAGCTATGACACAGAGTCAGAGTTCACGGAGTTCACAGAGGACGAGCTGCCCTATGATGACTGTGTGTTTGGAGGCCAGCGTCTGACGTTA Endogenous  [NM_020529.1 NM_020529.1:945
NFKBIZ m”gi:ﬁ&m;s‘; ka;p:a"g‘ polypeptide gene enhancer , Injury-repair response associated transcripts ATTTGGTTCCCGATGGCCCTGTGGGAGAACAGATCCGACGTATCCT TCCATTCAGC. TCCACCGTATTAGCTCCATTAGCTTGG Endogenous  [NM_001005474.1 NM_001005474.1:2030
NNMT N [AKI Injury-repair response GTTCTAGGCACTCTGCAGAAAGCCAGATTCTTAAGCACCTTCTGAAAAATCTTTTCAAGATATTCTGCCTAGACGGTGTGAAGGGAGACCTGCTGATTGA NM_006169.2 NM_006169.2:826
NOS2 Nitric oxide synthase 2, inducible [Tolerance CAAATACGAGTGGTTTCGGGAACTGGAGCTAAAGTGGTACGCCCTGCCTGCAGTGGCCAACATGCTGCTTGAGGTGGGCGGCCTGGAGTTCCCAGGGTGE Endogenous __|NM_000625.4 NM_000625.4:1265
NPHSL Nephrosis 1, Finnish type (nephrin) GCCTGGAAGGGGACCCTGCTAGAGGTGAATTCCACCTGCACATCGAGGCCTGTGACCTCAGCGATGACGCGGAGTATGAGTGCCAGGTCGGCCGCTCTGA NM_004646.3 NM_004646.3:406
NPHS2 Nephrosis 2, idiopathic, steroid-resistant (podocin)  [Glomerulus CCTTCCAAACCTGTTGAGCCACTAAATCCTAAAAAGAAAGACTCTCCCATGTTATAGGAAGGATGGGGCATAATGTGACTGTAAAGGGGCCTGCCATAGA Endogenous  [NM_014625.2 NM_014625.2:1180
OSMR Oncostatin M receptor AKI ::‘;‘:‘Zc:;ﬁ':" I’;Z‘:;’;?;f““'a'ed transcripts, Injury and rejection inducqldl - A TG AAGAGAAACAAGTAGCCACACCTCAAAATAATGTGGCTGTCAACAACTGGCCTAAATAAACCTACACAAACCAGTACTTGCCTTTTGCTGGAA Endogenous  [NM_003999.2 NM_003999.2:5160
PALMD Paimdelphin [ABVMR Endothelial cell associated ranscripts GATCTGTGCATCTGCTCGGAGACGCTCCTGACAAGTCGGGAATTTCTCTATTTCTCCACTGGTGCAAAGAGCGGATTTCTCCCTGCTTCTCTTCTGTCAC Endogenous __|NM_017734.4 NM_017734.4:260
PDCD1 cell death 1 TcMR CTTCCCCGAGGACCGCAGCCAGCCCGGCCAGGACTGCCGCTTCCGTGTCACACAACTGCCCAACGGGCGTGACTTCCACATGAGCGTGGTCAGGGCCCGG NM_005018.2 NM_005018.2:310
PDCDILG2 Programmed cell death L ligand 2 [TcvMR TGTGGAGCTGTGGCAAGTCCTCATATCAAATACAGAACATGATCTTCCTCCTGCTAATGTTGAGCCTGGAATTGCAGCTTCACCAGATAGCAGCTTTATT Endogenous __|NM_025239.3 NM_025239.3:235
POPN Podoplanin Tolerance CTCCAGGAACCAGCGAAGACCGCTATAAGTCTGGCTTGACAACTCTGGTGGCAACAAGTGTCAACAGTGTAACAGGCATTCGCATCGAGGATCTGCCAAC NM_006474.4 NM_006474.4:431
PECAML Platelevendothelial cell adhesion molecule 1 [ABVMR Endothelial cell associated ranscripts ATCTGCACTGCAGGTATTGACAAAGTGGTCAAGAAAAGCAACACAGTCCAGATAGTCGTATGTGAAATGCTCTCCCAGCCCAGGATTTCTTATGATGCCC Endogenous __|NM_000442.3 NM_000442.3:1365
PHEX e regulating homolog, X- - rcvg TTAGCAGGCGCTTTCAGTATAGATGGCTGGAATTCTCAAGGGTAATCCAGGGGACCACAACTTTGCTGCCTCAATGGGACAAATGTGTAAACTTTATTGA Endogenous  |NM_000444.5 NM_000444.5:1694
PLAIA Phopholipase A1 member A ABMR :;m;z’?gg:; gelae":mzem"c'" Induced Transcripts, Donor-specific | - cGAGTTTGGAAAAAAGACCGGACTACCATTATTGGGAAGTTCTGCACTGCCCTTTTGCCTGTCAATGACAGAGAAAAGATGGTCTGCTTACCTGAA Endogenous  |NM_015900.2 NM_015900.2:1250
PLAT Plasminogen activator, tissue (ABMR ﬁzg:;’zpec"'c i“""b_"dy (DSA) selective transcripts, Injury and rejection |, s o ATGTCTCAATAGTAAAAGATAACAAGATCTTTCAGGAAAGACGGATTGCATTAGAAATAGACAGTATATTTATAGTCACAAGAGCCCAGCAGGG Endogenous  |NM_000930.3 NM_000930.3:2256
PROM1 PR domain containing 1, with ZNF domain s / Plasma IFN and rejection induced transcripts 2 CATCCCTGCCAACCAGGAACTTCTTGTGTGGTATTGTCGGGACTTTGCAGAAAGGCTTCACTACCCTTATCCCGGAGAGCTGACAATGATGAATCTCACA Endogenous  [NM_182907.1 NM_182907.1:310
PSMB10 i’f‘easc'me (prosome, macropain) subunit, beta type, | g1 g:’:;"";ﬁ: dzrc‘gﬁ::;’;‘"';‘f““d transcripts 1, New Gamma-IFN and | -\ 106 cGGGCCTGGTGTTCCAAGACGGGGTCATTCTGGGCGCCGATACGCGAGCCACTAACGATTCGGTCGTGGCGGACAAGAGCTGCGAGAAGATCC Endogenous  |NM_002801.2 NM_002801.2:221
PSME2 fp'?:eza;l‘:;";](p'°s°me' macropain) activator subunit 2 |-y o New Gamma-IFN and Rejection Induced Transcripts AGAAGAAAGAAGTCCATAAGTGTGGATTTCTCCCTGGGAATGAGAAAGTCCTGTCCCTGCTTGCCCTGGTTAAGCCAGAAGTCTGGACTCTCAAAGAGAA Endogenous  [NM_002818.2 NM_002818.2:315
proi
PSTPIPL brotein 1 TcMR CGGAAGGCAGGTGGCCAGACGGAGATCAACTCCCTGAGGGCCTCCTTTGACTCCTTGAAGCAGCAAATGGAGAATGTGGGCAGCTCACACATCCAGCTGG Endogenous  [XM_006720737.1 XM_006720737.1:352
PTPNT Protein tyrosine phosphatase, non-receptor type 7 [TCMR CCTGGACATCCCTGGECCACGCCTCCAAGGACCGATACAAGACCATCTTGCCAAATCCCCAGAGCCGTGTCTGTCTAGGCCGGGCACAGAGCCAGGAGGAC Endogenous  [NM_001199797.1 NM_001199797.1:588
Polyomavirus*__|Polyomavirus Virus CCCTAAAAACCCAACAGCCCAGTCCCAGGTAATGAATACTGACCATAAGGCCTATTTGGACAAAAACAATGCTTATCCAGTTGAGTGCTGGGTACCTGAT Endogenous __|NC_001538.1 NC_001536.1:2099
RAB40C RAB40C, member RAS oncogene family Tolerance TTGACCGGCGGGGAGCCTGGTTGGCCTTTCTTATTTATATAGAGAACACTTCACTTTTTTGTACATTTTTAAGGGGCCTTCAGGGAAGCCTGGGTGTGGC NM_001172666.1 NM_001172666.1:1127
RARRES1 Retinoic acid receptor responder (tazarotene induced) JAKI ::es";fn:'e“::s:igt:gd Rejection Induced Transeripts, Injury-repair CCCCTTGGAAATAGTCAGCATACCTGATAATCATGGACATATTGATCCCTCTCTGAGACTCATCTGGGATTTGGCTTTCCTTGGAAGCTCTTACGTGATG Endogenous  [NM_002888.2 NM_002888.2:580
RARRES3 Retinoic acid receptor responder (tazarotene induced) BrCMR GCCCAAACCTGGAGACCTGATTGAGATTTTCCGCCTTGGCTATGAGCACTGGGCCCTGTATATAGGAGATGGCTACGTGATCCATCTGGCTCCTCCAAGT Endogenous  [NM_004585.4 NM_004585.4:88
RHOJ Ras homolog family member J [ABVMR Endothelial cell associated transcripts GGGTTTCTTAACTCACACTGAGAGCGGAAAGGGGCAGACCCTTTTCATAACTCCCTCAAGTGTGTGTTACCTTTCTTTACCAGCATGGTAAGCAACAGGA Endogenous __|NM_020663.4 NM_020663.4:230
RNF149 Ring finger protein 149 GOCAR GTTGGCACCCGGCATGTACAGGAGTTCATCAGCGGTCAGTCTGTGGTGTTTGTGGCCATTGCCTTCATCACCATGATGATTATCTCGTTAGCCTGGCTAA NM_173647.3 NM_173647.3:686
ROBO4 g‘;’;ﬂa:ﬁ:t‘ axon guidance receptor, homolog 4 ABMR CCTGACTCTCAGATCTCTTCCCAGAGAAGTCAGCTCCACTGTCGTATGCCCAAGGCTGGTGCTTCTCCTGTAGATTACTCCTGAACCGTGTCCCTGAGAC Endogenous  |NM_019055.5 NM_019055.5:3080
RPS6 Ribosomal protein 56 [ABVMR GAATGGAAGGGTTATGTGGTCCGAATCAGTGGTGGGAACGACAAACAAGGTTTCCCCATGAAGCAGGGTGTCTTGACCCATGGCCGTGTCOGCCTGCTAC Endogenous __|NM_001010.2 NM_001010.2:171
RPSGKBL Ribosomal protein S6 kinase, 70kDa, polypeptide 1 |ABMR GAGAAATTTGAAATCTCAGAAACTAGTGTGAACAGAGGGCCAGAAAAAATCAGACCAGAATGTTTTGAGCTACTTCGGGTACTTGGTAAAGGGGGCTATG Endogenous  [NM_003161.2 NM_003161.2:310
RXRA Retinoid X receptor, alpha GOCAR TACAAATGTAATTTTATCCCTCATGTATACTTGGATATGGC TGGGACTGTTTCGTTTCTGCTTCTAGAGATTGAGGTGAAAGCTTCGTC Endogenous __|NM_002957.4 NM_002957.4:5050
SELE Selectin E [ABMR cell AATTCACCTACAAGTCCTCTTGTGCCTTCAGCTGTGAGGAGGGATTTGAATTACATGGATCAACTCAACTTGAGTGCACATCTCAGGGACAATGGACAGA NM_000450.2 NM_000450.2:1505
[SERINCS Serine incorporator 5 GOCAR GGCTTGGTTTTGATGGCAGTGTTTTATACACAGAAAGACAGCTGCATGGAAAACAAAATTCTGCTGGGAGTAAATGGAGGCCTGTGCCTGCTTATATCAT Endogenous __|NM_001174071.1 NM_001174071.1:790
SH2D1A SH2 domain 1A [TcMR GCTGTATCACGGTTACATTTATACATACCGAGTGTCCCAGACAGAAACAGGTTCTTGGAGTGCTGAGACAGCACCTGGGGTACATAAAAGATATTTCCGG NM_002351.4 NM_002351.4:495
SH2D18 [SH2 domain containing 18 [ABVMR Injury-repair response associated transcripts CTACACATACCGAATCTTCAGAGAGAAACACGGGTATTACAGGATACAGACTGCAGAAGGTTCTCCAAAACAGGTCTTTCCAAGCCTAAAGGAACTGATC Endogenous __|NM_053282.4 NM_053282.4:271
SHROOM3 Shroom family memebr 3 CADI AGGATGTGCTTTTGGGGCAAGACAGTGGCTTTGGTCTTGTGAAGGATCCATGTTATTTGGCTGGTCCTGGATCTAGGTCACTCAGTTGTTC NM_020859.3 NM_020859.3:4704
SIRPG Signal-regulatory protein gamma [TcMR ACTGCGCTGCTCCTCATAGCTGTCCTCCTGGGCCCCATCTACGTCCOCTGGAAGCAGAAGACCTGACTCTCCTTCCTTCCTCCCCTGOCACGTGGGACCE Endogenous | NM_001039508.1 NM_001039508.1:830
SLA Src-like adaptor TcMR GTGTGATTTCTGATG GCTGGTGGAAAGCTATTTCTCTTAGCACTGGTCGAGAGAGTTACATCCCTGGAATATGTGTGGCCAGAGTTTACCATGG NM_001045556.2 NM_001045556.2:980
SLAMF8 SLAM family member 8 TCMR fi'ﬂﬂf?;.iﬁfff.’:ﬁﬂiﬁ dMac“’p"age'Ass“'a‘ed Transcripts, Gamm | - TG GCGACGGGAGACAACCATGGACTTTGGTATGGAACCACACAGCCTCTTCACAGACGGACAGGTGCTGAGCATTTCCCTGGGACCAGGAGACAGAG Endogenous  |NM_020125.2 NM_020125.2:696
SLC19A3 §°'”te carrier family 19 (thiamine transporter), membef o e (4o Kidney transcripts - Set 1 + 2 TTTGTGCAGTGGTTCCAAGATTTGAAGGAGTGCTACTCCTCAAAACGTCTTTTCTACTGGTCTCTATGGTGGGCTTTCGCCACAGCAGGTTTTAACCAGG Endogenous  |NM_025243.3 NM_025243.3:872
SLC22A2 iﬂr“n[z:fzme' family 22 (organic cation transporter). - |oep jarer Kidney transcripts - Set 2 ATTAAGCACATCGCAAAGAAAAATGGAAAATCTCTACCCGCCTCCCTTCAGCGCCTGAGACTTGAAGAGGAAACTGGCAAGAAATTGAACCCTTCATTTC Endogenous  |NM_003058.3 NM_003058.3:1080
SLC25A15 Solute °am}e’"::myerzis('""“m"d”a' carrier; omithinel o e later Kidney transcripts - Set 1 + 2 GTGGTGCGGAAAGTGGCTGGATTGGACAAGCAGGCAAAGCTGAGTGATCTGCAGAATGCAGCCGCCGGTTCCTTCGCCTCTGCCTTTGCTGCACTGGTGC Endogenous  |NM_014252.3 NM_014252.3:502
SLCaAL (SS’I'::) f“;gzrémg 4 (anion exchanger), member 1| co | ier Kidney transcripts - Set 1 + 2 TTGCTGCACTGTCACCCGCCATCACCTTCGGCGGCCTCCTGGGAGAAAAGACCCGGAACCAGATGGGAGTGTCGGAGCTGCTGATCTCCACTGCAGTGCA NM_000342.3 NM_000342.3:1389
SLPI Secretory leukocyte peptidase inhibitor [AKI Injury-repair response associated transcripts CTAAGAAATCTGCCCAGTGCCTTAGATACAAGAAACCTGAGTGCCAGAGTGACTGGCAGTGTCCAGGGAAGAAGAGATGTTGTCCTGACACTTGTGGCAT Endogenous __|NM_003064.3 NM_003064.3:130
sob2 Superoxide dismutase 2, mitochondrial AKI Zz‘gfn:;”:S:g:g[:;d"::iﬁi' Induced Transcripts, Injury-repair TTTGGGGTATCTGGGCTCCAGGCAGAAGCACAGCCTCCCCGACCTGCCCTACGACTACGGCGCCCTGGAACCTCACATCAACGCGCAGATCATGCAGCTG Endogenous  |NM_000636.2 NM_000636.2:201
SOX7 SRY (sex region Y)-box 7 [ABVMR Donor-specific antibody (DSA) selective GATCAACTGAGCCAGGTGGAACTCCTGGGGGACATGGATCGCAATGAATTCGACCAGTATTTGAACACTCCTGGCCACCCAGACTCCGCCACAGGGGCCA Endogenous __|NM_031439.3 NM_031439.3:1086
sP140 [SP140 nuclear body protein [TcMR GGTTCTTCAGAGAAAACAAGGTGGAGATTGCAAGTGCAATAACAAGGCCATTTCCTTTCCTTATGGGCCTCCGAGACCGCTCCTTCATCTCCGAGCAGAT NM_001005176.2 NM_001005176.2:245
SPRY4 [Sprouty homolog 4 (Drosophila) GOCAR CTGTCCCAGGAAGTGTCTGGCGGGCGTGGGCAGCACAGCTCTACACTGTACGATTCACTAGGGCATCCTGCGAGCCTCACTAGCCTTCTGGTTCATGCCT Endogenous __|NM_030964.3 NM_030964.3:4478
sT5 of 5 GOCAR TGGAGTCTCAGATGTTTGCTGGCTTCATCCAAGAC T TGTCGGGC) CTTTTTGAGCAGCGAGTGGAGCAGTACTTAGAAGA NM_005418.3 NM_005418.3:3615
ST8SIAG fi:lj t?;ﬁ\';z’:;:gi'y""e”’am'"'de alpha-2.8- TCMR ATCTACATAGCCTCCTACCTGAAGTTTCACCAATGAAGAATCGCAGGTTTAAGACCTGTGCAGTTGTTGGAAATTCTGGCATTCTGTTAGACAGTGAATG Endogenous  |NM_005668.4 NM_005668.4:695
TAPL |g,\;a[;‘;7$:§; 1, ATP-binding cassette, subOfamily B |y New Gamma-IFN and Rejection Induced Transcripts GTGGCTGCAGTGGGACAAGAGCCACAGGTATTTGGAAGAAGTCTTCAAGAAAATATTGCCTATGGCCTGACCCAGAAGCCAACTATGGAGGAAATCACAG Endogenous  |NM_000593.5 NM_000593.5:2075
TBX21 T-box 21 [ABMR /Exhaustion ACACAGGAGCGCACTGGATGCGCCAGGAAGTTTCATTTGGGAAACTAAAGCTCACAAACAACAAGGGGGCGTCCAACAATGTGACCCAGATGATTGTGCT Endogenous __|NM_013351.1 NM_013351.1:890
TEK TEK tyrosine kinase, endothelial ABMR Donor-specific a"t'bwyK(l's::y) selective t'?rs‘seirlpts' Endothelial cell | 1T AATCACTATGAGGCTTGGCAACATATTCAAGTGACAAATGAGATTGTTACACTCAACTATTTGGAACCTCGGACAGAATATGAACTCTGTGTGC Endogenous  |NM_000459.3 NM_000459.3:1894
TGFB1 Transforming growth factor, beta 1 Exhaustion :r"'gﬁ‘c’;"d rejection f"::‘fd ranscripts - Intermediate, Injury and rejecti{.y 16 T TCTTCAACACATCAGAGCTCCGAGAAGCGGTACCTGAACCCGTGTTGCTCTCCCGGGCAGAGCTGCGTCTGCTGAGGCTCAAGTTAAAAGTGG Endogenous  |NM_000660.3 NM_000660.3:1260
TGIFL TGFB-induced factor 1 GOCAR ACCTCAACCAGGACTTCAGTGGATTTCAGCTTCTAGTGGATGTTGCACTCAAACGGGCTGCAGAGATGGAGCTTCAGGCAAAACTTACAGCTTAACCCAT NM_003244.2 NM_003244.2:1040
[THBD [Thrombomodulin [ABVMR injury and rejection induced ~Intermediate GTGGAGCCCGTGGACCCGTGCTTCAGAGCCAACTGCGAGTACCAGTGCCAGCCCCTGAACCAAACTAGCTACCTCTGCGTCTGCGCCGAGGGCTTCGCGE Endogenous __|NM_000361.2 NM_000361.2:1246
TiIGIT T cell immunoreceptor with Ig and ITIM domains [TCMR /Exhaustion GAGCAGC AGAGGACTGTGCCGAGCTGCATGACTACTTCAATGTCCTGAGTTACAGAAGCCTGGGTAACTGCAGCTTCTTCACAGAGACTGGTTAGC NM_173799.3 NM_173799.3:712
TMEM178A [Transmembrane protein 178A eGFR later CGTATGATTTGAACCGGCTCCCAAAGCTAATTTATAGCCTGCCTGCTGATGTGGAACATGGTTACAGCTGGTCCATCTTTTGCGCCTGGTGCAGTTTAGG Endogenous | NM_001167959.1 NM_001167959.1:440
TNF [Tumor necrosis factor [ABMR CTCTGGCCCAGGCAGTCAGATCATCTTCTCGAACCCCGAGTGACAAGCCTGTAGCCCATGTTGTAGCAAACCCTCAAGCTGAGGGGCAGCTCCAGTGGCT NM_000594.2 NM_000594.2:383
TNFAIPS [Tumor necrosis factor, alpha-induced protein 3 [Tolerance CAAAGCCCTCATCGACAGAAACATCCAGGCCACCCTGGAAAGCCAGAAGAAACTCAACTGGTGTCGAGAAGTCCGGAAGCTTGTGGCGCTGAAAACGAAC Endogenous __|NM_006290.2 NM_006290.2:260
TNFRSF18 Tumor necrosis factor receptor superfamily, member 1Miscellaneous GCGCTGCTGCCECGATTACCCGGGCGAGGAGTGCTGTTCCGAGTGGGACTGCATGTGTGTCCAGCCTGAATTCCACTGCGGAGACCCTTGCTGCACGACE Endogenous  [NM_148901.1 NM_148901.1:302
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Tumor necrosis factor (ligand) superfamily, member 8 [TCMR CCCTCAAAGGAGGAAATTGCTCAGAAGACCTCTTATGTATCCTGAAAAGGGCTCCATTCAAGAAGTCATGGGCCTACCTCCAAGTGGCAAAGCATCTAAA |Endogenuus NM_001244.3 NM_001244.3:518
TPSABL Tryptase 1 Mast cells Mast cell GCAGGTGAAGGTCCCCATAATGGAAAACCACATTTGTGACGCAAAATACCACCTTGGCGCCTACACGGGAGACGACGTCCGCATCGTCCGTGACGACATG | NM_003294.3 NM_003294.3:579
[TRAF4 [TNF receptor associated factor 4 eGFR later GCCAAGCCCAACCTTGAGTGCTTCAGCCCAGCCTTCTACACACATAAGTATGGTTACAAGCTGCAGGTGTCTGCATTCCTCAATGGCAATGGCAGTGGTG Endogenous __|NM_004295.2 NM_004295.2:1060
TRIBL Tribbles 1 [ABMR CTCGACTGTTGTATCTGTGATACATTATCCGACTAAGGACTCTGGGCTGGCAGGGCCTTCTGCC TAGAAACACTAGGTTCTTCCTGTACATA NM_025195.2 NM_025195.2:3460
ULea* Unilque long region 83 (cytomegalovirus) Virus GCAACGGCTTTACGGTGTTGTGTCCCAAAAATATGATAATCAAACCGGGCAAGATCTCGCACATCATGCTGGATGTGGCTTTTACCTCACACGAGCATTT Endogenous _|HHV5wigp077.1 HHV5Wlgp077.1:805
VCAN Versican [AKI Injury-repair response GCAGGGTGCCCATCTCACAAGCATCCTGTCTCACGAAGAACAAATGTTTGTTAATCGTGTGGGCCATGATTATCAGTGGATAGGCCTCAATGACAAGATG NM_004385.3 NM_004385.3:9915
VEGFA Vascular endothelial growth factor A Macrophages GAGTCCAACATCACCATGCAGATTATGCGGATCAAACCTCACCAAGGCCAGCACATAGGAGAGATGAGCTTCCTACAGCACAACAAATGTGAATGCAGAC Endogenous | NM_001025366.1 NM_001025366.1:1325
VMPL Vacuole protein 1 AKI Injury-repair response GATGATGAAGAGTATCAGGAATTTGAAGAGATGCTGGAACATGCAGAGTCTGCACAAGACTTTGCCTCCCGGGCCAAACTGGCAGTTCAAAAACTAGTAC NM_030938.3 NM_030938.3:930
VWF von Willebrand factor [ABVMR Endothelial cell associated ranscripts CACCTGCAACCCCTGCCCCCTGGGTTACAAGGAAGAAAATAACACAGGTGAATGTTGTGGGAGATGTTTGCCTACGGCTTGCACCATTCAGCTAAGAGGA Endogenous __|NM_000552.3 NM_000552.3:8115
WARS TryptophanyltRNA synthetase TcvMR g:}':g'";ﬁ: dzggﬁ::;’;‘"';‘:“ed transcripts 2, New Gamma-lFN and |, - -\ A G TG AAAGGCATTTTCGGCTTCACTGACAGCGACTGCATTGGGAAGATCAGTTTTCCTGCCATCCAGGCTGCTCCCTCCTTCAGCAACTCATTCCS Endogenous  |NM_004184.3 NM_004184.3:1162
\WNTOA* Z‘X"g'ess"ype MMTV integration site family, member ¢, g TCCTGGGCAGACGGTCAAGCAAGGATCTGCGAGCCCGTGTGGACTTCCACAACAACCTCGTGGGTGTGAAGGTGATCAAGGCTGGGGTGGAGACCACCTG Endogenous  [NM_003395.1 NM_003395.1:555
DDX50 DEAD (Asp-Glu-Ala-Asp) box 50 CTACTGTGGAACATTTGGCCATCCAGTGTCATTGGTCTCAGAGGCCAGCAGTTATTGGAGATGTCCTTCAAGTCTACAGTGGGTCTGAAGGGAGGGCTAT NM_024045.1 NM_024045.1:1185
Guse Glucuronidase, beta Housekeeping CCGATTTCATGACTGAACAGTCACCGACGAGAGTGCTGGGGAATAAAAAGGGGATCTTCACTCGGCAGAGACAACCAAAAAGTGCAGCGTTCCTTITGEG Housekeeping _|NM_000161.3 NM_000181.3:1899
HDAC3 Histone 3 TGTTTCCCGGGCTCTTTGAGTTCTGCTCGCGTTACACAGGCGCATCTCTGCAAGGAGCAACCCAGCTGAACAACAAGATCTGTGATATTGCCATTAACTG NM_003883.3 NM_003883.3:35
onz1 Ormithine lase antizyme 1 Housekeeping GGTGGGCGAGGGAATAGTCAGAGGGATCACAATCTTTCAGCTAACTTATTCTACTCCGATGATCGGCTGAATGTAACAGAGGAACTAACGTCCAACGACA Housekeeping _|NM_004152.2 NM_004152.2:31
POLR2A :g'ay'"emse (RNA) 1T (DNA directed) polypeptide A, 228, <o\ eping CCCCTGCCTGTCCCCAAATTGAAGATCCTTCCTTGCCTGTGGCTTGATGCGGGGCGGGTAAAGGGTATTTTAACTTAGGGGTAGTTCCTGCTGTGAGTGG Housekeeping ~ |NM_000937.4 NM_000937.4:6538
SDHA ﬁ:\fgg::zlge(x)m’ge"ase complex, subunit A, Housekeeping TGGAGGGGCAGGCTTGCGAGCTGCATTTGGCCTTTCTGAGGCAGGGTTTAATACAGCATGTGTTACCAAGCTGTTTCCTACCAGGTCACACACTGTTGCA Housekeeping ~|NM_004168.1 NM_004168.1:230
uBB

Ubiquitin B

Housekeeping

CACCTGGTCCTGCGCCTGAGGGGTGGCTGTTAATTCTTCAGTCATGGCATTCGCAGTGCCCAGTGATGGCATTACTCTGCACTATAGCCATTTGCCCCAA

Housekeeping

NM_018955.2

NM_018955.2:795
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