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Gene Accession 

number 

Position Target sequence 

ABCA1 
NM_013454.

3 

6866-

6965 

CTCCTTGTCATCTCTAGCCAGGATATTCAGCATCCT

CTCCCAGAGCAAAAAGCGACTCCACATAGAAGACTA

CTCTGTCTCTCAGACAACACTTGACCAA 

ACAT1 
NM_144784.

3 

1331-

1430 

TGCTGATTGAGAAGCTGTAGACAACCTGTTTTAGGA

GACAGTTCCATGTGACCGGCTGAAGTAAATGTGACT

CCCTTGGGCCAGGTTATATTCAGCATAA 

ACE 
NM_009598.

1 
326-425 

AGATCCTGCTTGAGAAAAGCACGGAGGTATCCAATC

ACACCCTGAAATATGGCACCCGGGCCAAGACATTTG

ATGTGAGCAACTTTCAAAACTCTTCCAT 

ACTA2 
NM_007392.

2 
46-145 

GGAACCCTGAGACGCTGCTCCAGCTATGTGTGAAG

AGGAAGACAGCACAGCCCTGGTGTGCGACAATGGC

TCTGGGCTCTGTAAGGCCGGCTTCGCTGGT 

ACTB 
NM_007393.

1 
816-915 

CAGGTCATCACTATTGGCAACGAGCGGTTCCGATG

CCCTGAGGCTCTTTTCCAGCCTTCCTTCTTGGGTAT

GGAATCCTGTGGCATCCATGAAACTACAT 

ACTN4 
NM_021895.

2 
270-369 

CAGCCTGGTGCAACTCTCATCTTCGGAAGGCTGGC

ACTCAGATCGAGAATATCGATGAGGACTTCAGGGAT

GGGCTCAAACTTATGCTTCTGTTGGAGGT 

ACVRL1 
NM_009612.

2 

2986-

3085 

AGAGAAGTGAACTGTAGGCGAGGCTTAAGAAGGGT

AAAGCAGGGTTCAGGCAAGAGACAAGGTCAGCCTC

CATCTTGGGAAGACCTGGCCTAGAAACTAT 

EMR1 
NM_010130.

1 

996-

1095 

TGATGAGTGCACCCAAGATCCATTACAATGTGGACT

GAATTCTGTCTGCACCAATGTACCAGGCTCCTACAT

CTGTGGCTGCCTCCCTGACTTTCAAATG 

ADIPOQ 
NM_009605.

4 
781-880 

GACCACAATGGACTCTATGCAGATAACGTCAACGAC

TCTACATTTACTGGCTTTCTTCTCTACCATGATACCA

ACTGACTGCAACTACCCATAGCCCATA 

AGER 
NM_007425.

2 
362-461 

CAACTACCGAGTCCGAGTCTACCAGATTCCTGGGAA

GCCAGAAATTGTGGATCCTGCCTCTGAACTCACAGC

CAGTGTCCCTAATAAGGTGGGGACATGT 

AGT 
NM_007428.

3 
882-981 

CACTTCCAAGGAACGATGAGAGGTTTCTCTCAGCTG

CCTGGAGTCCATGAATTCTGGGTGGACAACAGCATC

TCGGTGTCTGTGCCCATGATCTCCGGCA 

AGTR1A 
NM_177322.

3 

1668-

1767 

AAGGACAAGTCAGGAGCTGGATGGATTTGTGGGTT

TAAAACGGTTTGCTGGCAGACACGCAATCGCAGCG

GTCTCCTTTTGATTTCCACACATAGGTATG 

AGTR2 
NM_007429.

4 

986-

1085 

TTCTGACCTTCTTGGATGCTCTGACCTGGATGGGTA

TCATTAATAGCTGTGAAGTTATAGCAGTCATTGACC

TGGCACTTCCTTTTGCCATCCTCCTGGG 

ANGPT2 
NM_007426.

3 

2021-

2120 

GAAGAATGTTCCGTGGGAGTTCAGCAGTAAATAACT

GGAAAACAGAACACTTAGATGGTGCAGATAAATCTT

GGGACCACATTCCTCTAAGCACGGTTTC 

APLN 
NM_013912.

3 

2627-

2726 

TATTCAGGAGGGCATTCTTTTTCTCCTAGGGCCAAT

CTTGTCCCTGTGCCCACAGATTGCACGTGTAGGGA

GGTGAGTGCTTGTATCCCAAATTGGTTCT 

APOB 
NM_009693.

2 

6331-

6430 

CCAGACTATTTGGAGAGAAATCGAAGAGGAATGATA

AGTCTACTGGAAGCCATGCGAGGGGAATTGCAACG

CCTCAGTGTTGATCAGTTTGTGAGGAAAT 



 

 

APOE 
NM_009696.

2 
11-110 

CGGAAGGAGCTGACTGGCCAATCACAATTGCGAAG

ATGAAGGCTCTGTGGGCCGTGCTGTTGGTCACATT

GCTGACAGGATGCCTAGCCGAGGGAGAGCC 

AQP1 
NM_007472.

1 

2256-

2355 

ACACTCGTCTCCGTTCCCTAGCAGACACTGTACCCA

CTTAACAGATAAGGGCACTGAGGACCCATATGCTCA

ACTGTATCATATTGGATCAAGCTTAGCA 

AR 
NM_013476.

3 

2216-

2315 

CATGGGTTGGCGGTCCTTCACTAATGTCAACTCCAG

GATGCTCTACTTTGCACCTGACTTGGTTTTCAATGA

GTACCGCATGCACAAGTCTCGGATGTAC 

ARG1 
NM_007482.

3 
627-726 

GTACATTGGCTTGCGAGACGTAGACCCTGGGGAAC

ACTATATAATAAAAACTCTGGGAATTAAGTATTTCTC

CATGACTGAAGTAGACAAGCTGGGGATT 

B2M 
NM_009735.

3 
178-277 

CTGAACTGCTACGTAACACAGTTCCACCCGCCTCAC

ATTGAAATCCAAATGCTGAAGAACGGGAAAAAAATT

CCTAAAGTAGAGATGTCAGATATGTCCT 

B4GAT1 
NM_175383.

2 

1147-

1246 

AGGAAAGGTGCCCACATTTGACGAACGCTTTCGGC

AGTATGGTTTCAATCGAATCAGCCAGGCTTGTGAGC

TGCACGTGGCAGGGTTTAATTTTGAGGTG 

BAX 
NM_007527.

3 
736-835 

CATAAATTATGACATTTTCCTGGGATGAATGGGGGA

AGGGGAAAGGCATTTTTCTTACTTTTGTAATTATTGG

GAGGGGTGGGAATGGTGGCCTGGGGAG 

BGLAP 
NM_007541.

2 
252-351 

GTGAGCTTAACCCTGCTTGTGACGAGCTATCAGACC

AGTATGGCTTGAAGACCGCCTACAAACGCATCTATG

GTATCACTATTTAGGACCTGTGCTGCCC 

BSG 
NM_009768.

2 

971-

1070 

AGCACTGAAGCCAATGGCAAGTATGTGGTGGTATC

CACGCCTGAGAAGTCACAGCTGACCATCAGCAACCT

TGACGTAAATGTTGACCCTGGCACCTACG 

C5AR1 
NM_007577.

3 
596-695 

CATTGCTCCTCACCATTCCATCCTTCGTGTACCGGG

AGGCATATAAGGACTTCTACTCAGAGCACACTGTAT

GTGGTATTAACTATGGTGGGGGTAGCTT 

CASP3 
NM_009810.

2 
631-730 

GAGGCTGACTTCCTGTATGCTTACTCTACAGCACCT

GGTTACTATTCCTGGAGAAATTCAAAGGACGGGTCG

TGGTTCATCCAGTCCCTTTGCAGCATGC 

CAV1 
NM_007616.

3 

1921-

2020 

AACCCAAACTGAGGAATTTCACCTGTGTACCTGAGT

CTCCAGAAAGCTGCCTGCCTGGGACACCCAAAAGC

CTTTTACTTCCCAGCTCACATTACAGCTC 

CAV2 
NM_016900.

4 
361-460 

CTACACACTCCTTTGACAAAGTGTGGATCTGCAGCC

ATGCTCTCTTTGAAATCAGCAAATATGTGATGTACAA

GTTCCTGACCGTATTTCTGGCCATCCC 

CCL11 
NM_011330.

3 
431-530 

CAACCTCCTCTCTTGACACTAACCCAGAGCCTAAGA

ACTGCTTGATTCCTTCTCTTTCCTAAGACGTGCTCTG

AGGGAATATCAGCACCAGTCGCCCAAG 

CCL12 
NM_011331.

1 
1-100 

TTTCGAAGTCTTTGACCTCAACATGAAGATTTCCACA

CTTCTATGCCTCCTGCTCATAGCTACCACCATCAGT

CCTCAGGTATTGGCTGGACCAGATGCG 

CCL19 
NM_011888.

2 
466-565 

CTTCTGCCAAGAACAAAGGCAACAGCACCAGAAGG

AGCCCTGTGTCTTGAGTAAAGAGATGTGAATCACTC

TGGCCCAGGAAACCAAGGACCAGAAGAGA 

CCL2 
NM_011333.

3 
416-515 

TCTTCAGCACCTTTGAATGTGAAGTTGACCCGTAAA

TCTGAAGCTAATGCATCCACTACCTTTTCCACAACCA

CCTCAAGCACTTCTGTAGGAGTGACCA 

CCL20 
NM_016960.

1 
121-220 

GCAGCAAGCAACTACGACTGTTGCCTCTCGTACATA

CAGACGCCTCTTCCTTCCAGAGCTATTGTGGGTTTC

ACAAGACAGATGGCCGATGAAGCTTGTG 

CCL22 
NM_009137.

2 

1097-

1196 

CCAAGAATCAACTTCCACCCCTCTTCAACCACATGC

TAGGGTCTTTTACTTTCTCTGCCCCACACCTTTGACT



 

 

CCTTGCCTGTGTAGCTGATAGTCGAAG 

CCL26 
NM_0010134

12.2 
141-240 

CAGCTATAAGTTCACCGACAAGAGCTGCACCAGTGA

CGGTGTGATATTCTTTACAAAAACAGGTAAGCAATT

CTGTGTCCAGCCAGGGGCCAAATGGGTG 

CCL3 
NM_011337.

1 
61-160 

TCTGTCACCTGCTCAACATCATGAAGGTCTCCACCA

CTGCCCTTGCTGTTCTTCTCTGTACCATGACACTCTG

CAACCAAGTCTTCTCAGCGCCATATGG 

CCL5 
NM_013653.

1 
166-265 

CCTCGTGCCCACGTCAAGGAGTATTTCTACACCAGC

AGCAAGTGCTCCAATCTTGCAGTCGTGTTTGTCACT

CGAAGGAACCGCCAAGTGTGTGCCAACC 

CCL7 
NM_013654.

2 
216-315 

ACAGAAGGATCACCAGTAGTCGGTGTCCCTGGGAA

GCTGTTATCTTCAAGACAAAGAAGGGCATGGAAGTC

TGTGCTGAAGCCCATCAGAAGTGGGTCGA 

CCL9 
NM_011338.

2 

1126-

1225 

ATGGCAACCCAGGTACATTCAACTAGGATGAAATAA

ATTCTGCCTTAGCCCAGTAGTATGTCTGTGTTTGTAA

GGACCCAGCTGATTTTCCCACCACCCC 

CCR1 
NM_009912.

4 

1527-

1626 

CTTCTGATTCAGACCATAGGTGTCAACCAAGGAAGG

TCTAAGAAGAGAATGAGGAGACAGTATATAGCTCTC

CAAGACTGATACTGACAGTTCTTACAGT 

CCR2 
NM_009915.

2 

2966-

3065 

ATGAACTAACATAGACAGCTCAGGATTAACAGGGAC

TTGTGGTTTGTGGTCTGTGGGCTTATCCAAGCATGG

TGATTTAGACTCTAAGGTCCGTCTGGAT 

CD163 
NM_053094.

2 

3226-

3325 

TCACGGCACTCTTGGTTTGTGGAGCCATTCTATTGG

TCCTCCTCATTGTCTTCCTCCTGTGGACTCTGAAGC

GACGACAGATTCAGCGACTTACAGTTTC 

CD36 
NM_007643.

3 

1521-

1620 

GGGACCATTGGTGATGAAAAAGCAGAAATGTTCAAA

ACACAAGTGACTGGGAAAATCAAGCTCCTTGGCATG

GTAGAGATGGCCTTACTTGGGATTGGAG 

CD38 
NM_007646.

4 

1491-

1590 

TATTCACATGGTAAACCTGAGGTCATAGGGTCATTA

TAGGGAAGGTGCTGTGTGGGAACTACCCACGTGCC

CTGTGCTTTAATCTTTAACTCAACACATC 

CD4 
NM_013488.

2 

951-

1050 

AAGAGGTGTCCGTACAAAAGTCCACCAAAGACCTCA

AGCTCCAGCTGAAGGAAACGCTCCCACTCACCCTCA

AGATACCCCAGGTCTCGCTTCAGTTTGC 

CD68 
NM_009853.

1 
637-736 

AGCCCGAGTACAGTCTACCTGGACTACATGGCGGT

GGAATACAATGTGTCCTTCCCACAGGCAGCACAGTG

GACATTCATGGCGCAGAATTCATCTCTTC 

CD80 
NM_009855.

2 
211-310 

TGGCTTTCCCCATCATGTTCTCCAAAGCATCTGAAG

CTATGGCTTGCAATTGTCAGTTGATGCAGGATACAC

CACTCCTCAAGTTTCCATGTCCAAGGCT 

CD86 
NM_019388.

3 
252-351 

CAAAACATAAGCCTGAGTGAGCTGGTAGTATTTTGG

CAGGACCAGCAAAAGTTGGTTCTGTACGAGCACTAT

TTGGGCACAGAGAAACTTGATAGTGTGA 

CD8A 
NM_0010811

10.2 
356-455 

CCACCTTCGTTGTCTATATGGCTTCATCCCACAACAA

GATAACGTGGGACGAGAAGCTGAATTCGTCGAAAC

TGTTTTCTGCCATGAGGGACACGAATAA 

CDH1 
NM_009864.

2 

1611-

1710 

TCGAAGTGCCCGAAGACTTTGGTGTGGGTCAGGAA

ATCACATCTTATACCGCTCGAGAGCCGGACACGTTC

ATGGATCAGAAGATCACGTATCGGATTTG 

CDH5 
NM_009868.

3 

1616-

1715 

CAGCAACTTCACCCTCATAAACAACCATGACAACAC

CGCCAACATCACGGTCAAGTATGGGCAGTTTAATCG

GGAGCATGCCAAGTTCCACTACCTGCCC 

CDKN1A 
NM_007669.

4 

1671-

1770 

AATACCGTGGGTGTCAAAGCACTTAGTGGGTCTGAC

TCCAGCCCCAAACATCCCTGTTTCTGTAACATCCTG

GTCTGGACTGTCTACCCTTAGCCCGCAC 

CIDEB NM_009894. 180-279 ATCCACTGTGAGCTCGGAGTTAAGCCGTAGGGTCT



 

 

3 GGAACTCAGCTCCTCCACCTCAGCGACCCTTCCGTG

TCTGTGATCATAAGCGGACAGTCCGGAAA 

CIDEC 
NM_178373.

3 

1516-

1615 

GTAACCTAAAAGCTCATAGATTCACCAAGCTGGACT

TGGGTGAAACCGCGGCTTAGCCTCTCATTGCCTGAA

TGGACACAGTTCCTGTTCTCCTGGGAAA 

CMA1 
NM_010780.

2 
861-960 

GAGGGAGAATTAACTCTGGAGCTTTTGCCAGCCTGT

GAGGAAATCTGGAACTGGAATAGTGCAGGTTTTGT

GTGCCATGCGATCTGGCCTGTCTGTAGTT 

COL1A1 
NM_007742.

3 
216-315 

CAATGGTGAGACGTGGAAACCCGAGGTATGCTTGA

TCTGTATCTGCCACAATGGCACGGCTGTGTGCGATG

ACGTGCAATGCAATGAAGAACTGGACTGT 

COL1A2 
NM_007743.

2 

4026-

4125 

GCTGTGCTTCTGCAGGGTTCCAACGATGTTGAACTT

GTTGCTGAGGGCAACAGCAGGTTCACCTACTCTGTC

CTAGTCGATGGCTGCTCCAAAAAGACAA 

COL3A1 
NM_009930.

1 

4371-

4470 

CAAGACAGTCTTTGAATATCAAACACGCAAGGCAAT

GAGACTACCCATCATAGATATCGCACCCTATGACAT

TGGGGGTCCTGATCAAGAATTTGGTGTG 

COL4A1 
NM_009931.

2 

6111-

6210 

CATGGTGTCTGATAATGAGCCCTGTGCCTGGCGCTT

CTTGCTTCTGCTCTGCGTGGAGTATTTTCAGGGTTT

GCAACACTAACCACAGACTGAATGACTG 

COL4A2 
NM_009932.

3 

5601-

5700 

TTGTGGCAAACCTCCTGCCTCAGCTTCCCAGATGCT

GGGATTATGGGCATGCGCCACCACACCCAGCTTGG

TGCTTACTCTTAACTTATTACCTCAGATG 

CPM 
NM_027468.

1 

1245-

1344 

TATCCAATCCTTCGTGCCCGATGATTCCGCTGTACA

AATTCATGCCAAGCCACTCGGCTGCCACAAAGCCTA

GTCTGGGCGTGTTTTTCATGACTCTTTT 

CRP 
NM_007768.

4 
164-263 

TTGTATTTCCCAAGGAGTCAGATACTTCCTATGTGTC

TCTGGAAGCAGAGTCAAAGAAGCCACTGAACACCTT

TACTGTGTGTCTCCATTTCTACACTGC 

CSF1 
NM_0011135

30.1 
834-933 

TCCAGCTGCTGGAGAAGATCAAGAACTTCTTTAATG

AAACAAAGAATCTCCTTGAAAAGGACTGGAACATTT

TTACCAAGAACTGCAACAACAGCTTTGC 

CSF2 
NM_009969.

4 
733-832 

CTGAATCCAGCTTCTCAGACTGCTGCTTTTGTGCCT

GCGTAATGAGCCAGGAACTTGGAATTTCTGCCTTAA

AGGGACCAAGAGATGTGGCACAGCCACA 

CTGF 
NM_010217.

2 

2241-

2340 

GGCTCAGGGTAAGGTCCGATTCCTACCAGGAAGTG

CTTGCTGCTTCTTTGATTATGACTGGTTTGGGGTGG

GGGGCAGTTTATTTGTTGAGAGTGTGACC 

CTSG 
NM_007800.

1 
786-885 

CTATGGAAGCAACAATGGTAACCCTCCAGCTGTATT

CACCAAAATCCAGAGCTTCATGCCCTGGATCAAAAG

AACAATGAGACGCTTTGCACCAAGATAT 

CTSK 
NM_007802.

4 

1201-

1300 

GCGCTCCTGAGAGGGACGCAGCGATGCTAACTAAG

ATTGTTTCATTTCTCCTCTCGTTGGTGCTTCCAGTGA

CAACTCTACTTCCCTTCTCTCTGCCCAG 

CTSS 
NM_021281.

2 
741-840 

AGACGCTTCCTATCCCTACAAAGCCACGGATGAAAA

GTGTCACTATAACTCAAAAAATCGAGCTGCCACGTG

TTCAAGGTACATTCAGCTCCCGTTTGGT 

CX3CL1 
NM_009142.

3 
126-225 

CGTTCTTCCATTTGTGTACTCTGCTGCCGGGTCAGC

ACCTCGGCATGACGAAATGCGAAATCATGTGCGAC

AAGATGACCTCACGAATCCCAGTGGCTTT 

CX3CR1 
NM_009987.

3 

2697-

2796 

TCCTGTGTTGGTTGTGATAACCATTTCAGAAGTCTCT

CCCAGCCTGTTGCTCACGGCGGCATGTCTGATATCT

CCTTGGCAGTCTGTATGTTTGTGTCGA 

CXCL1 
NM_008176.

1 
561-660 

TGCTAGTAGAAGGGTGTTGTGCGAAAAGAAGTGCA

GAGAGATAGAGTTTAGTATTATGTTTTGTATGTATTA

GGGTGAGGACATGTGTGGGAGGCTGTGT 



 

 

CXCL10 
NM_021274.

1 
116-215 

AGGACGGTCCGCTGCAACTGCATCCATATCGATGAC

GGGCCAGTGAGAATGAGGGCCATAGGGAAGCTTGA

AATCATCCCTGCGAGCCTATCCTGCCCAC 

CXCL11 
NM_019494.

1 
346-445 

TTAAGGCGTCAAAACATGTGACATCCTGGGAACGTC

TGACTGTGAGCCCTCCAATAAGAACTCTGTGCCAGG

AACCTGACCCTCTGCTGTCTTGGAACAT 

CXCL12 
NM_021704.

3 
260-359 

CTGAAAATCCTCAACACTCCAAACTGTGCCCTTCAG

ATTGTTGCACGGCTGAAGAACAACAACAGACAAGT

GTGCATTGACCCGAAATTAAAGTGGATCC 

CXCL2 
NM_009140.

2 
766-865 

GGTGGGGGTGGGGACAAATAGATGCAGTCGGATG

GCTTTCATGGAAGGAGTGTGCATGTTCACATCATTT

TTTTGTAAGCACCGAGGAGAGTAGAACAGC 

CXCL5 
NM_009141.

2 
566-665 

CCCAGTGAAGATAAGAAGAAAGGGCTGATTCTCTCC

ACCCACGGATTTTCTTTATGAACTCCCTGCTTTGATG

AGAAAAGGGAAACCATTGTCCCTGAAG 

CXCL9 
NM_008599.

2 
41-140 

TAGAACTCAGCTCTGCCATGAAGTCCGCTGTTCTTT

TCCTCTTGGGCATCATCTTCCTGGAGCAGTGTGGAG

TTCGAGGAACCCTAGTGATAAGGAATGC 

CYBB 
NM_007807.

2 

1536-

1635 

ACAGAAGACTCTGTATGGACGGCCCAACTGGGATA

ACGAGTTCAAGACCATTGCAAGTGAACACCCTAACA

CCACAATAGGCGTTTTCCTGTGTGGCCCT 

DCN 
NM_0011904

51.1 

1320-

1419 

CCAAACACCTTCAGATGTGTCTATGTGCGTTCTGCC

ATTCAACTTGGAAACTACAAGTAACCCTCAGACGGC

CTAATTCTTATAATCTGGAAAAACACCC 

DPP4 
NM_0011595

43.1 

1304-

1403 

AAGAGGGGATCACTATTTATGTGATGTGGTGTGGG

CTACAGAAGAAAGAATTTCACTACAGTGGCTCAGGA

GGATTCAGAACTATTCCGTGATGGCTATC 

EDNRA 
NM_010332.

2 

1915-

2014 

CGCATGTCATTTCCAACACTTGAAAATTAGAGCTGG

GAGAAAGGAGATGATGGTTCAAAGAAGCCACCTAG

CTGCCGCCTTTGCATGAACACAGAGTTTG 

EDNRB 
NM_0011360

61.2 

973-

1072 

ACAGTGCTGAGTCTTTGTGCTCTAAGTATTGACAGA

TATCGAGCTGTTGCTTCTTGGAGTCGAATTAAAGGA

ATTGGGGTTCCAAAATGGACAGCAGTAG 

EGFR 
NM_207655.

2 

1336-

1435 

TGCTACAAACATCAAACACTTCAAATACTGCACTGC

CATCAGCGGGGACCTTCACATCCTGCCAGTGGCCTT

TAAGGGGGATTCTTTCACGCGCACTCCT 

ELANE 
NM_015779.

2 
492-591 

AGGTTGGGCACAAACAGACCATCACCCAGTGTGCT

ACAAGAGCTCAATGTGACAGTGGTGACTAACATGTG

CCGCCGTCGTGTGAACGTATGCACTCTGG 

ESM1 
NM_023612.

3 

1006-

1105 

GAACTTGAGATGGCCTTGCTGTCGATGAGTAATCCA

ATCAAAGCTGAAGGACCGACCGGTGGTTTCATTGAC

CTGGGTGCACATTCTTATTGTGATACAG 

ETS1 
NM_0010386

42.1 
741-840 

GAAAGAGGATGTGAAACCATATCAGGTTAATGGAG

CCAACCCTACCTACCCAGAATCCTGTTACACCTCGG

ATTACTTCATCAGCTACGGTATCGAGCAT 

F3 
NM_010171.

3 

1171-

1270 

AGAGAGGCTGCCTTCATGGCCTGTTACTCCAGCTAA

CGCTTTGATTCCAACACTAGCATTTGTCACGTTAGG

ACGAACTGAAACGGTACAAACTGGTTAA 

FASN 
NM_007988.

3 

6561-

6660 

TTCTCCTCTGTAAGCTGCGGGCGTGGTAATGCTGGC

CAAACTAACTACGGCTTCGCCAACTCTACCATGGAG

CGTATATGTGAACAGCGCAGGCACGATG 

FAIM3 
NM_026976.

2 
191-290 

ATGCCCACTCCCTCAACTACACGTAAGGATGTATCT

GTGTCGGCAGATGGCCAAACCTGGGATATGCTCCA

CTGTGGTGTCCAACACCTTTGTCAAGAAG 

FGA 
NM_010196.

3 

1376-

1475 

TGGCGATGCCACCGAGTTAGACATATCCCACAGTTT

TAGCGGCAGTCTCGACGAACTCTCTGAAAGGCATCC



 

 

TGACCTTTCTGGGTTTTTTGACAACCAC 

FGF2 
NM_008006.

2 
288-387 

CTCTACTGCAAGAACGGCGGCTTCTTCCTGCGCATC

CATCCCGACGGCCGCGTGGATGGCGTCCGCGAGAA

GAGCGACCCACACGTCAAACTACAACTCC 

FGF9 
NM_013518.

3 

1071-

1170 

ATTAGCAGTGCCGTCACCTCAGCTCCACTGTTGCCA

AACTTTGTCGCATGCATATGAATGATGGAAGCTTGG

ATGAGGACTTGCCAATTTGCTCTGCACT 

FGG 
NM_133862.

1 

1106-

1205 

ACGCAGGCCACCTCAATGGAGTTTATCACCAAGGTG

GTACTTACTCAAAATCATCTACTACTAATGGTTTCGA

CGACGGCATTATTTGGGCGACCTGGAA 

FN1 
NM_010233.

1 

2628-

2727 

TCCAGACCCTACCGTGGACCAGGTTGATGATACTTC

CATTGTTGTTCGGTGGAGTAGACCCCAGGCACCTAT

CACAGGGTATAGAATTGTCTATTCACCT 

FOXC1 
NM_008592.

2 

2161-

2260 

CCCTGCCAGTCAGTCTCTGTACCGCACGTCGGGGG

CTTTCGTCTATGACTGTAGCAAATTCTGACCCTATTC

CCGGCACTCTTAGAGCCAAATGGAATGG 

GAPDH 
NM_0010013

03.1 
891-990 

AGGTTGTCTCCTGCGACTTCAACAGCAACTCCCACT

CTTCCACCTTCGATGCCGGGGCTGGCATTGCTCTCA

ATGACAACTTTGTCAAGCTCATTTCCTG 

GCG 
NM_008100.

3 
311-410 

GCCCAAGATTTTGTGCAGTGGTTGATGAACACCAAG

AGGAACCGGAACAACATTGCCAAACGTCATGATGAA

TTTGAGAGGCATGCTGAAGGGACCTTTA 

GCGR 
NM_008101.

2 

1311-

1410 

GCACCCTGCGCTCCACCAAGCTCTTTTTTGACCTGT

TCCTCAGCTCCTTCCAGGGTCTGCTGGTGGCTGTTC

TCTACTGTTTCCTCAACAAGGAGGTGCA 

GIPR 
NM_0010808

15.1 
469-568 

TGATGGCCAGTGGGGATCTTGGAGAGACCACACTC

AGTGTGAGAATCCAGAGAAGAATGGGGCTTTTCAG

GACCAGACGCTGATCCTGGAGCGCCTGCAG 

GLP1R 
NM_021332.

2 
408-507 

AGAGAAACTTTCCTGAGGAACAGCTCCTGTCCCTGT

ACATTATCTACACAGTGGGGTACGCACTTTCTTTCTC

CGCCTTGGTCATCGCTTCAGCCATCCT 

GLP2R 
NM_175681.

3 

1109-

1208 

TGTTATTCCCTGGATTTTTGTCCGAGCAAGCCTGGA

GAATACAGGGTGCTGGGCAGTAAATGAGAATAAGA

AAATCTGGTGGATCATCAGAGGACCCATT 

GMFG 
NM_0010391

92.1 
643-742 

TATCTGCAAAATCTGAGCCTCTTTGTTGGTGCCGCC

GGACAGTCCCTACAGTTCCAACTTTGGCCGGGAGG

GGGCGGACGTTTCCAGCGAAACCAAGCTG 

GREM1 
NM_011824.

4 

1086-

1185 

GAGGGCTGCATTAGACTCGGAACTGTTCAGTGCTC

GCCCTATGCTCCCATAGCCCATCCCTTTCTTTGCTCT

CCCTGACATCTCAGTCGTAGCCCATGTT 

GUSB 
NM_010368.

1 

1736-

1835 

AATACGTGGTCGGAGAGCTCATCTGGAATTTCGCCG

ACTTCATGACGAACCAGTCACCGCTGAGAGTAATCG

GAAACAAGAAGGGGATCTTCACTCGCCA 

GZMB 
NM_013542.

2 

1021-

1120 

TTCTGCCACCATGCTGTGACAACCCAACTGACATCT

TCCTATGGAAGTTTGCCCTCTCCACAAAAGAAGTAG

AATGTTTGCATTGGAGCTGGGCATGCTC 

KIM-1 
NM_134248.

2 
116-215 

CATGTACTTACTCAACATATCGTGGAATCACAACGA

CATGTTGGGGCCGAGGGCAATGCCCATCTTCTGCTT

GTCAAAATACACTTATTTGGACCAATGG 

HIF1A 
NM_010431.

2 

1295-

1394 

ACCATGATATGTTTACTAAAGGACAAGTCACCACAG

GACAGTACAGGATGCTTGCCAAAAGAGGTGGATAT

GTCTGGGTTGAAACTCAAGCAACTGTCAT 

HMOX1 
NM_010442.

2 
611-710 

CTGGGGAGGGCCTGGCTTTTTTTACCTTCCCGAACA

TCGACAGCCCCACCAAGTTCAAACAGCTCTATCGTG

CTCGAATGAACACTCTGGAGATGACACC 

HPRT NM_013556. 31-130 TGCTGAGGCGGCGAGGGAGAGCGTTGGGCTTACCT



 

 

2 CACTGCTTTCCGGAGCGGTAGCACCTCCTCCGCCG

GCTTCCTCCTCAGACCGCTTTTTGCCGCGA 

HSPG2 
NM_008305.

3 

6163-

6262 

CACGCATTCAGGTGGTCGTCCTCTCAGCTTCGGGTG

CCAACTCAGTGCCAGTCAGGATAGAATCCTCGTCGC

CATCCGTGACTGAAGGACAGACGCTTGA 

ICAM1 
NM_010493.

2 

2196-

2295 

CACATGGGTCGAGGGTTTCTCTACTGGTCAGGATG

CTTTTCTCATAAGGGTCGACTTTTTTCACCAGTCACA

TAAACACTATGTGGACTGGCAGTGGTTC 

IFNG 
NM_008337.

1 
96-195 

CTAGCTCTGAGACAATGAACGCTACACACTGCATCT

TGGCTTTGCAGCTCTTCCTCATGGCTGTTTCTGGCT

GTTACTGCCACGGCACAGTCATTGAAAG 

IGF1R 
NM_010513.

2 

3391-

3490 

CGTATGAGAACTTCATGCATCTGATCATTGCTCTGC

CGGTTGCCATCCTGCTGATCGTTGGGGGGCTGGTT

ATCATGCTGTATGTCTTCCATAGAAAGAG 

IGFBP3 
NM_008343.

2 

1646-

1745 

ATGTTCTAGGGCACTCTGGGAGCCCATAAGGACAA

GGATAAGGACCTTTCTTTGTCAGGCATCTTCTTGAT

GACTTGGCCCAGCAGAAAGCCCCAAGTGG 

IL10 
NM_010548.

1 

986-

1085 

GGGCCCTTTGCTATGGTGTCCTTTCAATTGCTCTCA

TCCCTGAGTTCAGAGCTCCTAAGAGAGTTGTGAAGA

AACTCATGGGTCTTGGGAAGAGAAACCA 

IL-11 
NM_008350.

2 
286-385 

GCGCTGGGACATTGGGATCTTTGCAGCTTCCTGGT

GTGCTGACAAGGCTTCGAGTAGACTTGATGTCCTAC

CTCCGGCATGTACAATGGCTGCGCCGTGC 

IL12A 
NM_008351.

1 
356-455 

TCATGAAGACATCACACGGGACCAAACCAGCACATT

GAAGACCTGTTTACCACTGGAACTACACAAGAACGA

GAGTTGCCTGGCTACTAGAGAGACTTCT 

IL12B 
NM_008352.

1 

1046-

1145 

TCGTAGAGAAGACATCTACCGAAGTCCAATGCAAAG

GCGGGAATGTCTGCGTGCAAGCTCAGGATCGCTAT

TACAATTCCTCGTGCAGCAAGTGGGCATG 

IL13 
NM_008355.

2 
426-525 

AGCTACACAAAGCAACTGTTTCGCCACGGCCCCTTC

TAATGAGGAGAGACCATCCCTGGGCATCTCAGCTGT

GGACTCATTTTCCTTTCTCACATCAGAC 

IL17A 
NM_010552.

3 
206-305 

ACCTCAAAGTCTTTAACTCCCTTGGCGCAAAAGTGA

GCTCCAGAAGGCCCTCAGACTACCTCAACCGTTCCA

CGTCACCCTGGACTCTCCACCGCAATGA 

IL18 
NM_008360.

1 
271-370 

ACTTTGGCCGACTTCACTGTACAACCGCAGTAATAC

GGAATATAAATGACCAAGTTCTCTTCGTTGACAAAA

GACAGCCTGTGTTCGAGGATATGACTGA 

IL1A 
NM_010554.

4 
226-325 

ACCTCTGAAACGTCAAAGATGTCCAACTTCACCTTC

AAGGAGAGCCGGGTGACAGTATCAGCAACGTCAAG

CAACGGGAAGATTCTGAAGAAGAGACGGC 

IL1B 
NM_008361.

3 

1121-

1220 

GTTGATTCAAGGGGACATTAGGCAGCACTCTCTAGA

ACAGAACCTAGCTGTCAACGTGTGGGGGATGAATT

GGTCATAGCCCGCACTGAGGTCTTTCATT 

IL1R1 
NM_0011233

82.1 
821-920 

CTTCTTCGGAGTAAAAGATAAACTGTTGGTGAGGAA

TGTGGCTGAAGAGCACAGAGGGGACTATATATGCC

GTATGTCCTATACGTTCCGGGGGAAGCAA 

IL1RN 
NM_031167.

5 
225-324 

CAACCAGCTCATTGCTGGGTACTTACAAGGACCAAA

TATCAAACTAGAAGAAAAGATAGACATGGTGCCTAT

TGACCTTCATAGTGTGTTCTTGGGCATC 

IL2 
NM_008366.

2 
486-585 

GCAACTGTGGTGGACTTTCTGAGGAGATGGATAGC

CTTCTGTCAAAGCATCATCTCAACAAGCCCTCAATA

ACTATGTACCTCCTGCTTACAACACATAA 

IL22 
NM_016971.

1 
478-577 

AGAAGAATGTCAGAAGGCTGAAGGAGACAGTGAAA

AAGCTTGGAGAGAGTGGAGAGATCAAGGCGATTGG

GGAACTGGACCTGCTGTTTATGTCTCTGAG 



 

 

IL2RA 
NM_008367.

2 
326-425 

AAGGAATTGGTCTATATGCGTTGCTTAGGAAACTCC

TGGAGCAGCAACTGCCAGTGCACCAGCAACTCCCA

TGACAAATCGAGAAAGCAAGTTACAGCTC 

IL2RB 
NM_008368.

3 

2366-

2465 

TTATTTTATGTGTTCTTGGGCGATGCTGGTCTATGTA

AGGGGTGGGGGCGCGGGGTTGATTGAAGTGAGGG

CTCCTTCTATGTTGCTTTGGGGACCTTGT 

IL3 
NM_010556.

4 
156-255 

TGCAGCTCTATTGTCAAGGAGATTATAGGGAAGCTC

CCAGAACCTGAACTCAAAACTGATGATGAAGGACCC

TCTCTGAGGAATAAGAGCTTTCGGAGAG 

IL33 
NM_133775.

1 

1012-

1111 

ATGACTTACGGCGTTGGTAAAGAAACTGAAGGAGA

TTCAGCCTTGCTCTTTCCTTTTCTCTGCCTTGAGTCC

TGTATGAAATCACACTCACGGACTTCAG 

IL4 
NM_021283.

1 
346-445 

TGCTTGAAGAAGAACTCTAGTGTTCTCATGGAGCTG

CAGAGACTCTTTCGGGCTTTTCGATGCCTGGATTCA

TCGATAAGCTGCACCATGAATGAGTCCA 

IL6 
NM_031168.

1 
41-140 

CTCTCTGCAAGAGACTTCCATCCAGTTGCCTTCTTG

GGACTGATGCTGGTGACAACCACGGCCTTCCCTACT

TCACAAGTCCGGAGAGGAGACTTCACAG 

IL7 
NM_008371.

2 

1056-

1155 

AAACATTCATTGGTGAACCACTGGGGGAGTGGAAC

TGTCCTGTTTTAGACTGGAGATACTGGAGGGCTCAC

GGTGATGGATAATGCTCTTGAAAACAAGA 

INSR 
NM_010568.

2 

1083-

1182 

CACTGTCATCAATGGGCAGTTTGTGGAACGGTGCT

GGACACACAGTCATTGTCAGAAAGTTTGCCCAACCA

TCTGTAAGTCACATGGCTGCACAGCTGAA 

IRS1 
NM_010570.

4 

2136-

2235 

CCACTTCAGACTGTCTCTTCCCGAGGCGCTCTAGTG

CTTCCGTGTCCGGTTCGCCTAGCGATGGCGGTTTCA

TCTCTTCTGATGAGTATGGTTCTAGTCC 

IRS2 
NM_0010812

12.1 

3877-

3976 

GGCACTGGAGCTTTGCCCTCTGCCAGCACCTATGCA

AGCATCGACTTCCTGTCCCATCACTTGAAGGAAGCC

ACAGTCGTGAAAGAGTGAAGCGCTACCA 

ITGA1 
NM_0010332

28.3 

2551-

2650 

ATTGAAGTCTAAAGAAGACTCAGTTTACGAGGCTGA

TCTGCAGTACCGTGTCACCCTTGATTCGCTGAGGCA

GATATCACGGAGCTTTTTTTCTGGAACT 

ITGA3 
NM_013565.

2 

1066-

1165 

AAGGACTGGGATTTATCTGAATATAGCTACAGGGGC

TCAGAGGAGCAAGGAAACCTTTATATTGGGTACACG

GTGCAGGTAGGCAACGCCATCCTACATC 

ITGA4 
NM_010576.

3 

6601-

6700 

AATTTGTTGAGACCACTGGTCACTTGGACAGTCCCT

TACTTCAACAGGGTGGAGCTTTGATCTTCAGGCTAC

TGGCCTTAGTCATCTGACAAGACTTAGA 

ITGA5 
NM_0013140

41.1 

2623-

2722 

CCTCAGCAAGAACCTGAACAACTCACAAAGCAACGT

GGTCTCCTTCCCACTCTCGGTGGAGGCTCAAGCCCA

GGTCTCCCTTAATGGTGTCTCCAAGCCT 

ITGAM 
NM_0010829

60.1 

3026-

3125 

ATCCCTGTTCAGATCAACAATGTGACCGTATGGGAT

CATCCCCAGGTCATCTTCTCCCAGAACCTCTCAAGT

GCCTGTCACACTGAGCAGAAATCCCCCC 

ITGAX 
NM_021334.

2 
328-427 

GGGCCTGTCCCTTGCTGCTGCCACCAACCCTTCCTG

GCTGTTGGCTTGTGGTCCTACTGTGCACCACACATG

CAGAGAGAATATATACTTGACAGGGCTC 

ITGB1 
NM_010578.

1 

1856-

1955 

CTGTGATAGGTCTAATGGCTTAATTTGTGGAGGCAA

TGGCGTGTGCAGGTGTCGTGTTTGTGAATGCTATCC

CAATTACACTGGCAGTGCATGTGACTGT 

ITGB2 
NM_008404.

4 

2543-

2642 

GCTCGGTTTCTTTCCGCCATTATATCAAGTCTGCCA

GGGTTTCCAGGGACTTGTCTTCCGACCTGCACAATC

TTGCCGCAGAGCCCTAAGAATTGTCCCG 

KCP 
NM_0010299

85.4 
595-694 

GCCGGCCAGGCTGTGAATATGAAGGGCAGCTTCAC

CAGGAAGGGTCTAGTTTCTTGTCCAGTTCCAACCCA



 

 

TGCCTCCAGTGCTCTTGCCTGAGGAGCCT 

NEPH1 
NM_0011709

85.1 

1247-

1346 

CTTGATTGAAGACGCCCATGAGAGTCGCTATGAGAC

AAACGTTGACTATTCCTTCTTCACGGAGCCTGTGTC

TTGTGAGGTTTATAACAAAGTCGGGAGC 

NEPH2 
NM_0011909

14.1 
113-212 

TCCGAGTGGGCACATTGCTAAGGATCCCGGCTTCC

CGAGGCGACTGAAAACAAGCATTTGGTTTCGGCTG

CCTGCAGATACCCGGAGACACAACGAGACC 

KITL 
NM_013598.

1 
281-380 

CTGCGGGAATCCTGTGACTGATAATGTAAAAGACAT

TACAAAACTGGTGGCAAATCTTCCAAATGACTATAT

GATAACCCTCAACTATGTCGCCGGGATG 

KLF2 
NM_008452.

2 
106-205 

ACCCGAGGCGGGCGGCACGGATGAGGACCTAAAC

AACGTGTTGGACTTCATCCTCTCCATGGGATTGGAC

GGTCTGGGCGCCGAAAATCCTCCCGAGCCC 

KLF4 
NM_010637.

3 

2398-

2497 

GACTGGAAGTTTGTGGATATCAGGGTATACACTAAA

TCAGTGAGCTTGGGGGGAGGGAAGACCAGGATTCC

CTTGAATTGTGTTTCGATGATGCAATACA 

KRT18 
NM_010664.

1 
10-109 

GAACTCCTGTTCTGGTCTCTCGCTTCGCTCTCCTCTC

CAGACAAGATGAGCTTCACAACTCGCTCCACCACCT

TCTCCACCAACTACCGGTCCCTGGGCT 

KRT8 
NM_031170.

2 

1490-

1589 

CGCACCACCAAGGCTGTGGTTGTGAAGAAGATTGA

AACCCGAGATGGGAAGCTGGTGTCCGAGTCTTCTG

ATGTCGTGTCCAAGTGAATGGCCACTGAAG 

LAMB1 
NM_008482.

2 

1971-

2070 

GAGTCATTGTGGTGGAAAGGCAGTACATTCAGGAC

CGCATTCCTTCCTGGACAGGACCTGGGTTCGTCCG

GGTGCCTGAAGGGGCTTATTTGGAGTTTTT 

LAMC1 
NM_010683.

2 

1046-

1145 

GTTCTCAAGTCTTACTATTACGCAATCTCAGACTTTG

CTGTGGGCGGCAGGTGTAAATGTAACGGACATGCC

AGCGAGTGTGTAAAGAACGAGTTTGACA 

NGAL 
NM_008491.

1 
191-290 

GCAGGCAATGCGGTCCAGAAAAAAACAGAAGGCAG

CTTTACGATGTACAGCACCATCTATGAGCTACAAGA

GAACAATAGCTACAATGTCACCTCCATCC 

LEP 
NM_008493.

3 

1116-

1215 

CCTATTGATGGGTCTGCCCAAGGCAAACCTAATTTT

TGAGTGACTGGAAGGAAGGTTGGGATCTTCCAAAC

AAGAGTCTATGCAGGTAGCGCTCAAGCTT 

LEPR  
NM_010704.

2 

3187-

3286 

TGTTCCTGGGCACAAGGACTGAATTTCCAAAAGGTC

ACTGTTTAAGTATTTTAACCCAGATATCTAAGGTTGC

AGTTTAGATGCCACAGTACTTACAGAT 

LEPR  
NM_146146.

2 

3999-

4098 

TCACAAGATAATGGAGAATAAGATGTGTGACTTAAC

TGTGTAATCTCATCCAAGAAGCCTCAAGGTTCCATT

CCAGTAGAGCCTGTCATGTATAATGTGT 

LGALS3 
NM_0011459

53.1 

1006-

1105 

CATCCATTTAATAAAGTCTCATGCTGAGAGATACCC

ATCGCTTTGGGGGTTTTTATGATACTGGATGTCAAA

TCTTAGGACTGCTCGTGACTGCTAGGCA 

LIF 
NM_008501.

2 

3436-

3535 

ACATCTTTCACCTGGAAGCATTGACTTCCACCGAGC

ATAGTAGGTAGTGTGTCTGGACCAGAGAAAAAGGG

ATGGGGCATTTTGCAGTTTATCCAGAGAG 

LOXL2 
NM_033325.

2 

3701-

3800 

TTCCACTTGGCGCTCTGGTCTTCCAAACTCCCACCA

CAATAACCCATTCAGTTCTGTTCTCTAAAAGCGCTCT

AGGGCTTCTGGACCCAAAGTTCTAAGT 

LPL 
NM_008509.

1 

2806-

2905 

CCATGCTGTAACCAAGTCTGGCCTAGAACTAAACTA

TGTATTTCAGGCTGGCCTTGAACTCTCAACCATCCT

GCCTTAGCTTCCTGTGTCCTGGGAGCTT 

LY6C1 
NM_010741.

3 
52-151 

AACCCTTCTCTGAGGATGGACACTTCTCACACTACA

AAGTCCTGTGTGCTCATTCTTCTTGTGGCCCTACTG

TGTGCAGAAAGAGCTCAGGGACTGCAGT 

MEF2C NM_0011705 4342- TTCTACTACTAAAGGTATCAATGGAACATGAAGACG



 

 

37.1 4441 AGTATTTAGGCAGAAGCAAAACAGGAAACCATCCTT

ACAAACATGCTTACCTGCACATCTGTTT 

MMP12 
NM_008605.

3 
593-692 

AAGGTGGTACACTAGCCCATGCTTTTTATCCTGGAC

CTGGTATTCAAGGAGATGCACATTTTGATGAGGCAG

AAACGTGGACTAAAAGTTTTCAAGGCAC 

MMP13 
NM_008607.

1 
191-290 

ACAGTGACCTCCACAGTTGACAGGCTCCGAGAAAT

GCAATCTTTCTTTGGCTTAGAGGTGACTGGCAAACT

TGATGATCCCACCTTAGACATCATGAGAA 

MMP14 
NM_008608.

3 
555-654 

AGTTTGGGACTGAGATCAAGGCCAATGTTCGGAGG

AAGCGCTATGCCATTCAGGGCCTCAAGTGGCAGCA

TAATGAGATCACTTTCTGCATTCAGAATTA 

MMP1A 
NM_032006.

3 

955-

1054 

ACATTCGGGTAAATAGATTCATGCCAGAACCTGAGC

TCAATTTAATAGGTATTCTCTGGCCAAATCTTCCAGT

TAAACTTGACGCTGCTTATGAAGCTAG 

MMP2 
NM_008610.

2 

2377-

2476 

AGTTAACCAGCCTTCTCCTTCACCTGGTGACTTCAG

ATTTAAGAGGGTGGCTTCTTTTTGTGCCCAAAGAAA

GGTGCTGACTGTACCCTCCCGGGTGCTG 

MMP3 
NM_010809.

1 

1576-

1675 

TCTTTGTGAAAGGAAGTGCTTTGTTCAGCATGTGCT

ATGGCAGAACCAAACAGGAGCTATGGATGACACCA

GTCAACGTCAAGTTGTCAAAGGATGTTCA 

MMP7 
NM_010810.

4 
351-450 

CACCTACAGAATTGTATCCTATACTTCAGACTTACCT

CGGATCGTAGTGGATCAAATCGTGAAAAAAGCTCTC

AGAATGTGGAGTATGCAGATCCCACTG 

MMP8 
NM_008611.

4 

2286-

2385 

GGAGGGCTGTATCTATAAATCTATTTGCCAATAAGT

TCCCAGGCAGAGGCAGGTAGGAGGGGTTTAAAAAA

AAGGACCATTCCTTTCTCAAGCACATTCC 

MMP9 
NM_013599.

2 

1571-

1670 

CCTCTACAGAGTCTTTGAGTCCGGCAGACAATCCTT

GCAATGTGGATGTTTTTGATGCTATTGCTGAGATCC

AGGGCGCTCTGCATTTCTTCAAGGACGG 

MPO 
XM_0065324

04.1 

1389-

1488 

CAGTACCGATCTTACAACGACTCAGTAGACCCTCGA

ATCGCCAATGTCTTCACCAACGCTTTCCGTTATGGC

CACACCCTCATCCAACCCTTCATGTTCC 

MRC1 
NM_008625.

1 

3993-

4092 

GTTCCGAAATGTTGAAGGGAAGTGGCTTTGGTTGAA

CGACAATCCTGTCTCCTTTGTCAACTGGAAAACAGG

CGATCCCTCTGGTGAACGGAATGATTGT 

MSR1 
NM_0011133

26.1 
556-655 

GATTTCGTCAGTCCAGGAACATGGGAATTCACTGGA

TGCAATCTCCAAGTCCTTGCAGAGTCTGAATATGAC

ACTGCTTGATGTTCAACTCCATACAGAA 

MTOR 
NM_020009.

2 

2433-

2532 

CATGGAGCCTATCCTGAAGGCTTTAATTTTGAAACT

GAAAGATCCAGACCCTGACCCAAACCCGGGCGTGA

TCAATAACGTGTTGGCCACTATAGGAGAA 

NFE2L2 
NM_010902.

3 

1666-

1765 

CCAAGGAGCAATTCAATGAAGCTCAGCTCGCATTGA

TCCGAGATATACGCAGGAGAGGTAAGAATAAAGTC

GCCGCCCAGAACTGTAGGAAAAGGAAGCT 

NFKB1 
NM_008689.

2 

2126-

2225 

GTCTTACACTTAGCCATCATCCACCTCCACGCTCAG

CTTGTGAGGGATCTGCTGGAAGTCACATCTGGTTTG

ATCTCTGATGACATCATCAACATGAGAA 

NGF 
NM_0011126

98.1 
631-730 

CAAGGAGGTGACAGTGCTGGCCGAGGTGAACATTA

ACAACAGTGTATTCAGACAGTACTTTTTTGAGACCA

AGTGCCGAGCCTCCAATCCTGTTGAGAGT 

NID1 
NM_010917.

2 
735-834 

AAAGCCAAGTACCTGCTGTGGTTGGTTTCAGCAAAG

GTCTAGTAGGATTTCTATGGAAGAGCAACGGAGCCT

ATAACATATTTGCCAATGACAGAGAATC 

NID2 
NM_008695.

2 

2587-

2686 

GGCCCTAATTCTGTGTGTGTCAACTTGGTGGGAAGC

TACAGGTGTGAATGCCGCAGTGGCTATGAATTTGCA

GATGACCAGCACACTTGTATCTTGATCG 



 

 

NLRP3 
NM_145827.

3 
509-608 

ACGTGTACATCACATTCCTCTATGGTATGCCAGGAG

GACAGCCTTGAAGAAGAGTGGATGGGTTTGCTGGG

ATATCTCTCCCGCATCTCCATTTGTAAAA 

NOS2 
NM_010927.

3 

3716-

3815 

CCCCCCTCCTCCACCCTACCAAGTAGTATTGTACTAT

TGTGGACTACTAAATCTCTCTCCTCTCCTCCCTCCCC

TCTCTCCCTTTCCTCCCTTCTTCTCC 

NOS3 
NM_008713.

4 

3614-

3713 

ATACCTGGTTCCTGACAGTCTTCCTCCCCTCCAGTT

CCCGGAAAGAGGGATTGTGTCACTTCGTTCGGTTG

ACCAAGGCTAGCCACCCTCTCTGAAGAAT 

NOX1 
NM_172203.

1 
476-575 

CTCCAAACATGACAGTGATGTATGCAGCATTTACCA

GTATTGCTGGCCTTACTGGAGTGATTGCCACTGTAG

CTTTGGTTCTCATGGTAACGTCAGCTAT 

NOX3 
NM_198958.

2 

1241-

1340 

CAGATGTATTTCACTACCCCGTGAGCGTGTGCATTG

CAACGGGAATTGGAGTCACTCCCTTCGCCTCTCTTC

TGAAGTCTGTGTGGTATAAGTGTTGTGA 

NOX4 
NM_015760.

4 
501-600 

TCCCAGAAAGCTTCTCTTCACAACCATTCCTGGTCT

GACGGGTGTCTGCATGGTGGTGGTATTGTTCCTCAT

GGTTACAGCTTCTACCTACGCAATAAGA 

NPHS1 
NM_019459.

2 
382-481 

TGGAAGGAGACAGTGCTAAAGGTGAGTTCCACCTG

CTTATTGAAGCCTGTGACCTCAGCGATGATGCGGAG

TACGAGTGCCAAGTCGGCCGCTCCGAGTT 

NPHS2 
NM_130456.

3 
551-650 

GGTTGATCTCCGTCTCCAGACCTTGGAAATACCTTT

CCATGAGGTGGTAACCAAAGATATGTTTATAATGGA

GATAGACGCTGTCTGCTACTACCGCATG 

NPNT 
NM_0010298

36.1 

2651-

2750 

ATGGTGACCTGTCATCTATGCTATGACTTAAACCAG

CAGCAAGAAAACTGGCAAAGGTGTGCGGCTTGGGG

TAGTGTCATGATGGCTTTGTTTCTGTGTC 

OLR1 
NM_138648.

1 

1491-

1590 

TGCCTCCTGTTGCTGCATGAAAGACAGGATGTAGAA

ATCCTCCTCAAGTGCAGGCAGAGGGCTCAAAGGCA

AAGCTCGTCCGAGAAATAACATGCAAAGA 

OSM 
NM_0010133

65.2 
580-679 

CACGGTCCACTACAACACCAGATGTCTTTAATACCA

AGATAGGCAGCTGTGGCTTTCTCTGGGGATACCATC

GCTTCATGGGCTCAGTGGGGAGGGTCTT 

PCSK9 
NM_153565.

2 

2789-

2888 

CAGGAAGATCATAATGGACAGAGATCCTTGGAGGT

TCAAAGACCAAGTACCAGACTGGAAAATTGAGTCTG

AAAGCCACAAGGACAGTCAACTCACAGCC 

PDGFA 
NM_008808.

3 
806-905 

TGTGCGTGGCGTGTGACATTCCTGAACATACTATGT

ATGGTGCTTCATTGCCAATGTGCGTGCGGTCTTTGT

TCTCCTCCGTGAAAAACTGTGTCCGAGG 

PDGFB 
NM_011057.

3 

2326-

2425 

AGCAAGGTTGTAATGGGATGTATATTGCACATGATG

CACTGCGTGTGGAGACTGCTGTTCACACCCTAAATA

TGGCCAACTTGCCTATTATGACGTTCTG 

PDGFC 
NM_019971.

2 

1166-

1265 

GTTGTCACTATATCTGGTAATGGGAGCATCCACAGC

CCGAAGTTTCCTCATACATACCCAAGAAATATGGTG

CTGGTGTGGAGATTAGTTGCAGTAGATG 

PDGFD 
NM_027924.

2 
157-256 

ACGCGATCCCTAGGTCGCTGAGCCCAAATGCAACG

GCTCGTTTTAGTCTCCATTCTCCTGTGCGCGAACTTT

AGCTGCTATCCGGACACTTTTGCGACTC 

PDGFRB 
NM_008809.

1 

1186-

1285 

CTCAAGGACAACCGTACCTTGGGTGACTCCGGCGC

TGGCGAGTTAGTTTTGTCTACTCGCAACATGTCTGA

GACCCGGTACGTGTCAGAACTGATCCTGG 

PECAM1 
NM_008816.

2 

1101-

1200 

ACACCTGCAAAGTGGAATCAAACCGTATCTCCAAAG

CCAGTAGCATCATGGTCAACATAACAGAGCTGTTTC

CCAAGCCGAAGTTAGAGTTCTCCTCCAG 

PLA2G5 
NM_0011229

54.1 

1541-

1640 

AGCCCTGGCTTCTGGCAGCTGTATGGTCTTTTAAAC

CTTTGGATAGTCCGAATCTCTCTGGCTCTCCTCAAA



 

 

ATATAAAACAAGGCTCCTTCCAGGAGTA 

PLAT 
NM_008872.

1 
646-745 

CCCTGGTGCTATGTCTTTAAGGCAGGGAAGTATACC

ACGGAGTTCTGTAGCACACCAGCTTGCCCTAAGGG

AAAAAGCGAGGACTGCTATGTTGGGAAAG 

PLAU 
NM_008873.

2 

1951-

2050 

CAAGTCTAGGTATTTCCCTAACTCCAGACTGTGATG

CGGGGCCATTTGGTCTTCCATGTGATGCTCCACGTG

AATGTATCATTCCCGGGCGTGACCCGTG 

PLAUR 
NM_011113.

3 

1086-

1185 

TTCTTTGGACCTCAGTTTTTCCATGAACCAGAAGAG

AATTGGAACAAGGGCTGCGGGCAGCAGGGGCCTCT

TAGTTGAGATAATATTGTTGCTGTTATTA 

PLIN2 
NM_007408.

3 
197-296 

TGCCCTTGGTGAGCTCTACCTACGACCTTGTGTCCT

CCGCTTATGTCAGTACAAAGGATCAGTACCCGTATT

TGAGATCCGTGTGTGAGATGGCCGAGAA 

PLIN4 
XM_0065247

05.2 

2217-

2316 

GATACTAGCCAGAGAGTGCTGACAGGCACAAAGGA

CAATGTATATGCTGGGGTCACTGGTGCAGTAAATGT

GGCCAAAGGTACCATCCAGGGCGGCTTGG 

PLIN5 
NM_0010773

48.1 

1584-

1683 

CCCCTGGTGGTCATGTGACAGCACTCACGCAGGCT

AGGGCTTCTGTTCCCTTCCCTGCCCTGGATGATTTT

GAGGTCTAAGTGGACCTCAGCAGGTCACT 

PODX1 
NM_013723.

3 

2801-

2900 

GATCTAACCTACCAGGCATTATTATTATTCCACAGG

AAGCTCAGGGACTTTTCAAGTTGCTGAGAGCTTGGG

TTGGTGTGCTGTGGTGTGTTGTGTGTGT 

PPARA 
NM_011144.

2 

1346-

1445 

GGACTTGAACGACCAAGTCACCTTGCTAAAGTACGG

TGTGTATGAAGCCATCTTCACGATGCTGTCCTCCTT

GATGAACAAAGACGGGATGCTGATCGCG 

PPARG 
NM_011146.

1 

1061-

1160 

ACCAAGTGACTCTGCTCAAGTATGGTGTCCATGAGA

TCATCTACACGATGCTGGCCTCCCTGATGAATAAAG

ATGGAGTCCTCATCTCAGAGGGCCAAGG 

PPIA 
NM_008907.

1 
391-490 

CCAAGACTGAATGGCTGGATGGCAAGCATGTGGTC

TTTGGGAAGGTGAAAGAAGGCATGAACATTGTGGA

AGCCATGGAGCGTTTTGGGTCCAGGAATGG 

PRF1 
NM_011073.

2 

1351-

1450 

ACAGCTACTGATGCCTACCTAAAGGTCTTCTTTGGT

GGCCAGGAGTTCAGGACCGGTGTCGTGTGGAACAA

TAACAATCCCCGGTGGACTGACAAGATGG 

PROCR 
NM_011171.

1 
306-405 

GCCTGCAGATCTATCTGACCCAGTTCGAAAGCCTGG

TGAAGCTGGTATATCGCGAGCGCAAGGAGAACGTG

TTCTTTCCTCTCACTGTTAGCTGCTCCCT 

PRTN3 
NM_011178.

2 
641-740 

GCAATGGCATTCTTCATGGAGTGGACTCCTTCGTGA

TCCGCGAATGCGCCTCCCTCCAGTTCCCTGATTTCT

TCGCCCGGGTGTCCATGTATGTGGACTG 

PTGIR 
NM_008967.

3 

1732-

1831 

GGTTCTATGGCTCTCAAGAAGGATTCTCTCAAAATA

ACCAGGGCCTGGGCAGGCTGCTCTGGCCCCTGGGC

TCCTCCATCCATCTCTCTGTCTAAATATT 

PTGIS 
NM_008968.

3 

1065-

1164 

CACGGTCTGGCAAGCAGAGCAGCCTGTTTCACAGA

TGACCACACTCCCACAGAAGATTCTAGACAGCATGC

CTGTGCTAGACAGTGTGCTCAATGAGACA 

PTGS2 
NM_011198.

3 
676-775 

CCATCAGTTTTTCAAGACAGATCATAAGCGAGGACC

TGGGTTCACCCGAGGACTGGGCCATGGAGTGGACT

TAAATCACATTTATGGTGAAACTCTGGAC 

RASGRP

3 

NM_0011664

93.1 

941-

1040 

CATGGCTGTCTGGAGAATAACCCGACATTGGAGAG

ATCTATTGCTTTATTTAATGGAATCTCTAAGTGGGTC

CAGTTGATGGTTCTTAGCAAACCAAGTG 

REN1 
NM_031192.

3 
26-125 

GAACCAGATGGACAGAAGGAGGATGCCTCTCTGGG

CACTCTTGTTGCTCTGGAGTCCTTGCACCTTCAGTC

TCCCAACACGCACCGCTACCTTTGAACGA 

REN2 NM_031193. 18-117 CTTTCATGGTCCCACAGGCCCTGGGGTAATAAATCA



 

 

2 GAGCAGAGCCTGTGATACATGGTGTGTATAAAAGA

AGGCTCAGGGGGTCTGGGCTACACAGCTC 

RETNLB 
NM_023881.

3 
530-629 

GGCCTCTGCCCGCTGCTGCCGAATGGTTTAAGAAT

GAGGAGGTTGAGAAACCAATTTCAAAATGATGAGCA

TAATGAAACCACGGTCTCGACCAGGAAAC 

RPS18 
NM_011296.

2 
421-520 

CAGCACACCAAGACCACTGGCCGCAGGGGCCGAAC

TGTGGGTGTATCCAAGAAGAAATGAGTCTCTGGGC

CTTTGCTGTTAATAAATAGTTTATATACCT 

S100A8 
NM_013650.

2 
281-380 

ATAAAAGTGGGTGTGGCATCTCACAAAGACAGCCA

CAAGGAGTAGCAGAGCTTCTGGCCTAGGGCTGGGT

CCCTGGATATGTCTACAGAATAAAGTCATC 

S100A9 
NM_009114.

2 
358-457 

AAAGGCTGTGGGAAGTAATTAAGAGGTCAGCCATG

TGACAGCTGCCCAACCAAGTCTAAAGGGAATGGCTT

ACTCAATGGCCTTTGTTCTGGGAAATGAT 

S1PR1 
NM_007901.

4 
851-950 

CTGCCCAGTGGTTTCTGCGGGAAGGGAGTATGTTT

GTGGCTCTCTCTGCATCAGTCTTCAGCCTCCTTGCC

ATCGCCATTGAGCGCTACATCACCATGCT 

SAA1 
NM_009117.

3 
352-451 

GGCAAAGACCCCAATTACTACAGACCTCCTGGACTG

CCTGACAAATACTGAGCGTCCTCCTATTAGCTCAGT

AGGTTGTGCTGGGGGCCTGAGGGTGGGG 

SAA2 
NM_011314.

2 
342-441 

ACATGGCCGCAGTGGCAAAGACCCCAATTACTACA

GACCTCCTGGACTGCCTGCCAAATACTGAGAGTCCT

CCTATTAGTTCAGAAGGCTGTGTTGGGGT 

SAA3 
NM_011315.

3 
253-352 

TAAAGTCATCAGCGATGCCAGAGAGGCTGTTCAGA

AGTTCACGGGACATGGAGCAGAGGACTCAAGAGCT

GACCAGTTTGCCAATGAGTGGGGCCGGAGT 

SAA4 
NM_011316.

3 

1625-

1724 

CGAAACAAAAGTCTGCTTTCCGCTCTAGAAGGGAAG

CAAGACACAACATCACTGAGCGGGAGTAAATGAATT

GGTTCCCTCATAAAGCAAAGGCATTCTT 

SCARB1 
NM_016741.

1 
671-770 

CCTTGGCGCTGGTCACCATGGGCCAGCGTGCTTTTA

TGAACCGCACAGTTGGTGAGATCCTGTGGGGCTAT

GACGATCCCTTCGTGCATTTTCTCAACAC 

SELE 
NM_011345.

2 

2576-

2675 

TCAGTGGCTGCCGAAGTATTCTTGAACATTGTGTTC

TGTGTCCTGGCACTGAAGCCAGCATGAGATCCATCA

TTCTTATGTCAGCTCAAGGGTCAAAAGG 

SELP 
NM_011347.

1 

1571-

1670 

TGGATTGTTCTCATGTCCACGGAGAGTTTGGTGTTG

GCTCTATCTGTCACTTCTCCTGCAATGAGGACTTTG

AGCTACTGGGATCTGAAAATGTGGAATG 

SERPIND

1 

NM_008223.

3 
766-865 

TCGAAAGCTGACCCATCGTCTATTCAGGAGGAATTT

TGGGTACACACTTCGGTCAGTTAATGGCCTTTATAT

TCAGAAGCAGTTTCCCATACGGGAGGAC 

SERPINE

1 

NM_008871.

2 

1823-

1922 

AGGGGCAACGGATAGACAGATCAAATGGTGGCCCA

ATAGCGAGCCTTCTCCCTGCTCCCTCCCTTGACACA

GCTTGCTTATGTTATTTCAGAGTGTAGGT 

SH2D1A 
NM_011364.

3 
251-350 

TTGTATCAAGGTTACATCTACACATATCGAGTGTCC

CAGACAGAAACAGGTTCTTGGAGTGCCGAGACAGC

ACCTGGAGTACATAAAAGATTTTTCCGGA 

SLC27A4 
NM_011989.

4 

2981-

3080 

TAGCCCCTTTCGCTTAGCCCTTGGGATAAGCCCTTA

GCCAGTCCTCTTTTCCAAAGCTCTGCCTTCCTATAAC

TCCTTAGGAGAGACTCCCACCAGATCT 

SMPDL3

A 

NM_020561.

2 

1067-

1166 

TGTTTGTGGCACCTGCTGTTACACCAGTGAAAGGAG

TTTTACAAAAGGAGACCAACAATCCCGGTGTCCGCC

TATTTCAGTACAAGCCTGGTGATTACAC 

SNAI1 
NM_011427.

2 

911-

1010 

TCACTGCCAGGACTCCTTCCAGCCTTGGTCCGGGG

ACCTGTGGCGTCCATGTCTGGACCTGGTTCCTGCTT

GGCTCTCTTGGTGGCCTTTGCCGCAGGTG 



 

 

SNAI2 
NM_011415.

2 
816-915 

AGACCCACTCTGATGTAAAGAAATACCAGTGCAAAA

ACTGCTCCAAAACCTTCTCCAGAATGTCGCTTCTGC

ATAAACATGAGGAGTCTGGCTGCTGTGT 

SOX17 
NM_011441.

4 

2151-

2250 

ACTGAGCTCCTAGGGGAGGTGGACCGCACGGAATT

CGAACAGTATCTGCCCTTTGTGTATAAGCCCGAGAT

GGGTCTTCCCTACCAGGGACACGACTGCG 

SOX7 
NM_011446.

1 

2486-

2585 

TAGAAACCTAAAACGTCTGTCCACAAAAGTGTTGGG

GTGTGCTGATTTCTAGAGCAGAGCTGTAGCATACTC

TTATCTACAGATGCAAAAGATGACTCTC 

SPP1 
NM_009263.

3 
421-520 

TGAATCTGACGAATCTCACCATTCGGATGAGTCTGA

TGAGACCGTCACTGCTAGTACACAAGCAGACACTTT

CACTCCAATCGTCCCTACAGTCGATGTC 

SPRY1 
NM_011896.

2 

1611-

1710 

GAGCAGCGAGGGCCTGTGTGCTGCATCCGCTCTCC

AGCTGCTTCCGTGAAGATATACGCATGCCCGGATTT

GGCCGAGAGTTGTTTGGGGTCTGGTACTG 

SYK 
NM_011518.

2 

3971-

4070 

TGATAGGGAGGCACTATGCTTAGAGCATGGTTAGG

AAGTATTTAGAAGCTATTGGTGTGTCTTGGAATTGT

GTTAGTAGGTCAACCGTCCTGTGGAGGGA 

SYNPO 
NM_177340.

2 

1099-

1198 

CGCCCACTAAGGTGTATAGTGAAGTACATCTCACAC

TAGCCAAGCCTGCATCCGTGGTCAACAGGACCGCC

AGGCCTTTTGGGATCCAGTCGCCAGGGAC 

TAGLN 
NM_011526.

2 
421-520 

GTTGACCTCTATGAAGGTAAGGATATGGCAGCAGT

GCAGAGGACTCTAATGGCTTTGGGCAGTTTGGCTG

TGACCAAAAACGATGGAAACTACCGTGGAG 

TBP 
NM_013684.

3 
71-170 

GTGGCGGGTATCTGCTGGCGGTTTGGCTAGGTTTC

TGCGGTCGCGTCATTTTCTCCGCAGTGCCCAGCATC

ACTATTTCATGGTGTGTGAAGATAACCCA 

TFRC 
NM_011638.

3 

1931-

2030 

CTGAACCAGTTCAAAACAGATATCAGGGATATGGGT

CTAAGTCTACAGTGGCTGTATTCCGCTCGTGGAGAC

TACTTCCGTGCTACTTCTAGACTAACAA 

TGFB1 
NM_011577.

1 

1471-

1570 

GGAGTTGTACGGCAGTGGCTGAACCAAGGAGACGG

AATACAGGGCTTTCGATTCAGCGCTCACTGCTCTTG

TGACAGCAAAGATAACAAACTCCACGTGG 

TGFB2 
NM_009367.

1 

1686-

1785 

CCCAAAGCCAGAGTGGCCGAGCAGCGGATTGAACT

GTATCAGATCCTTAAATCCAAAGACTTAACATCTCCC

ACCCAGCGCTACATCGATAGCAAGGTTG 

TGFB3 
NM_009368.

2 

2411-

2510 

TCATGTAATTAGTTTCTGGGCCAGCAACTAGCTATC

TCAGGTCCCTTAGAGATGCTGGACTCAAAAGCAGA

GGTCAGAATTGGTTCTCTCATGTATTCCC 

TGFBI 
NM_009369.

4 

1296-

1395 

TCTGTGTTCAAAGATGGTGTCCCTCGCATCGACGCC

CAGATGAAGACTTTGCTTCTGAACCACATGGTCAAA

GAACAGTTGGCCTCCAAGTATCTGTACT 

TGFBR2 
NM_009371.

2 
476-575 

TGTGCAAGTTTTGCGATGTGAGACTGTCCACTTGCG

ACAACCAGAAGTCCTGCATGAGCAACTGCAGCATCA

CGGCCATCTGTGAGAAGCCGCATGAAGT 

THBD 
NM_009378.

3 

2846-

2945 

CCCTTTGACATGACAATAGGACATTGCTATCTTGAG

ACATACTGGGCCACATTCATAGCTTTCCAAGGATGT

ATGTGGTCCTGCCTCAACATATCAGAGC 

THPO 
XM_0112458

68.1 
647-746 

ATCCCTGTTCTGCTGCCTGCTGTGGACTTTAGCCTG

GGAGAATGGAAAACCCAGACGGAACAGAGCAAGGC

ACAGGACATTCTAGGGGCAGTGTCCCTTC 

THY1 
NM_009382.

3 
426-525 

ACTTTTGTGAGCTTCAAGTCTCGGGCGCGAATCCCA

TGAGCTCCAATAAAAGTATCAGTGTGTATAGAGACA

AGCTGGTCAAGTGTGGCGGCATAAGCCT 

TIMP1 
NM_011593.

2 
437-536 

AAGCCTCTGTGGATATGCCCACAAGTCCCAGAACCG

CAGTGAAGAGTTTCTCATCACGGGCCGCCTAAGGA



 

 

ACGGAAATTTGCACATCAGTGCCTGCAGC 

TIMP2 
NM_011594.

3 
656-755 

TTGCAGGAAAGGCAGAAGGAGATGGCAAGATGCAC

ATTACCCTCTGTGACTTCATTGTGCCCTGGGACACG

CTTAGCATCACCCAGAAGAAGAGCCTGAA 

TLR2 
NM_011905.

2 
256-355 

GCAGGCGGTCACTGGCAGGAGATGTGTCCGCAATC

ATAGTTTCTGATGGTGAAGGTTGGACGGCAGTCTCT

GCGACCTAGAAGTGGAAAAGATGTCGTTC 

TLR4 
NM_021297.

2 

2511-

2610 

AACGGCAACTTGGACCTGAGGAGAACAAAACTCTG

GGGCCTAAACCCAGTCTGTTTGCAATTAATAAATGC

TACAGCTCACCTGGGGCTCTGCTATGGAC 

TNF 
NM_013693.

1 

1136-

1235 

TTCCTGAGTTCTGCAAAGGGAGAGTGGTCAGGTTG

CCTCTGTCTCAGAATGAGGCTGGATAAGATCTCAGG

CCTTCCTACCTTCAGACCTTTCCAGACTC 

TNFRSF1

A 

NM_011609.

2 
616-715 

CTCCTTGCCAAGCTGACAAGGACACGGTGTGTGGC

TGTAAGGAGAACCAGTTCCAACGCTACCTGAGTGA

GACACACTTCCAGTGCGTGGACTGCAGCCC 

TNFRSF1

B 

NM_011610.

3 

3271-

3370 

GTGTGTGTCCATGTTTGCATGTATGTGTGTGCCAGT

GTGTGGAGGCCAGAGGTTGGCTTTGGGTGTGTTTG

ATCACTCTCAGTTACTGAGGCAGGGCTCT 

TNPO1 
NM_0010482

67.1 

2161-

2260 

GCATGCAGGATAAAATGCCCGAGGTTCGGCAGAGT

TCTTTTGCATTGCTAGGTGACCTGACTAAAGCGTGC

TTCCAGCATGTTAAGCCTTGTATAGCTGA 

TPSAB1 
NM_031187.

4 
664-763 

GGCTGGGGTAACATCGACAATGGTGTAAACCTGCC

GCCACCATTTCCTTTGAAGGAGGTGCAAGTTCCCAT

TATAGAAAACCACCTTTGTGACTTGAAGT 

TPSB2 
NM_010781.

3 
503-602 

TGATAATGACGAGCCTCTCCCACCTCCTTATCCTCT

GAAGCAAGTGAAGGTTCCCATTGTGGAAAACAGCC

TGTGTGACCGGAAGTACCACACTGGCCTC 

TYROBP 
NM_011662.

2 
131-230 

CCCAGAGTGACACTTTCCCAAGATGCGACTGTTCTT

CCGTGAGCCCTGGTGTACTGGCTGGGATTGTTCTG

GGTGACTTGGTGTTGACTCTGCTGATTGC 

UCP2 
NM_011671.

4 

951-

1050 

TGTGCTGAGCTGGTGACCTATGACCTCATCAAAGAT

ACTCTCCTGAAAGCCAACCTCATGACAGATGACCTC

CCTTGCCACTTCACTTCTGCCTTCGGGG 

UTS2 
NM_011910.

2 
81-180 

GAATCCACTGCTGTCCCTTCCCGTCACGGACACTGG

TGAGAGGACTCTTCAGCTTCCAGTGCTTGAGGAAGA

CGCTCTTCGGGCTCTGGAGGAGCTGGAG 

VCAM1 
NM_011693.

2 

1441-

1540 

GGTTTTGAGGATGAACACTCTTACCTGTGCGCTGTG

ACCTGTCTGCAAAGGACACTGGAAAAGAGAACCCA

GGTGGAGGTCTACTCATTCCCTGAAGATC 

VEGFA 
NM_0010252

50.3 

3016-

3115 

TCTCTCTCTCCCAGATCGGTGACAGTCACTAGCTTG

TCCTGAGAAGATATTTAATTTTGCTAACACTCAGCTC

TGCCCTCCCTTGTCCCCACCACACATT 

VIM 
NM_011701.

4 
35-134 

CAGCGCTCCTACGATTCACAGCCACCGCGCCCTCAT

TCCCTTGTTGCAGTTTTTCCAGCCGCAGCAAGCCAG

CCCACCTTCGAAGCCATGTCTACCAGGT 

VIPR1 
NM_011703.

4 

2481-

2580 

CCTCCATCTTTATAGCGATAATGGCTTCTAATCCAAA

CTGGTGTCAGCGGGCTCTTCTCAGAGCTGCACCAG

GCTTGTATGACAATAAACATTGGCTCTA 

 

 



Supplementary Table 2: Differentially expressed genes (FDR ≤ 0.05) comparing semaglutide (60 µg/kg) vs vehicle in both LDLr ‐/‐ and ApoE ‐/‐ mouse models.

Gene Name ApoEnull_1nmol log2FC ApoEnull_3nmol log2FC ApoEnull_15nmol log2FC ApoEnull_WD log2FC LDLrnull_WD log2FC LDLrnull_1nmol log2FC LDLrnull_3nmol log2FC LDLrnull_15nmol log2FC

ABCA1 0.156377748 ‐0.085844435 ‐0.005455508 0.803691626 2.02068329 ‐0.749083698 ‐0.848304331 ‐0.619913816

ACAT1 0.014194483 0.178516567 0.050777804 ‐0.408624887 ‐0.58811748 0.31094268 0.346458614 0.348287761

ACTA2 ‐0.041655552 0.215455398 0.057511102 ‐0.650441706 ‐0.58057332 0.257323474 0.296232671 0.323773563

APOE 0.413108885 0.078764498 0.28395319 0.008784231 2.44155836 ‐0.98855871 ‐1.14337718 ‐1.13820863

AR 0.199892133 0.309169888 0.105842166 ‐0.511753261 ‐0.354829371 0.225609317 0.331265867 0.340179384

B2M 0.097155601 ‐0.066011198 ‐0.03056662 0.152774841 0.484860301 ‐0.16113539 ‐0.228917137 ‐0.18528536

BGLAP ‐0.459750026 ‐0.615572333 ‐0.784233391 0.923024952 N/A N/A N/A N/A

C5AR1 0.204558849 ‐0.070407733 ‐0.002291024 0.12141338 1.40374315 ‐0.67559582 ‐0.879105806 ‐0.837910771

CAV1 0.075222336 0.283389091 0.224000037 ‐0.485750109 ‐0.49789691 0.396446794 0.412646949 0.460096985

CAV2 ‐0.100055538 0.094666697 0.053055529 ‐0.540583611 ‐0.324758828 0.152658969 0.152981535 0.239088759

CCL11 0.069831155 0.125469953 ‐0.041241143 ‐0.309211493 ‐0.335497797 0.283275306 0.279398978 0.352170378

CCL2 ‐0.016792303 ‐0.519303083 ‐0.604586661 1.19283235 2.67918181 ‐1.14289224 ‐1.20947337 ‐1.5515821

CCL22 0.138395488 ‐0.299993396 ‐0.367426693 0.794493377 N/A N/A N/A N/A

CCL3 0.202688828 ‐0.195311159 0.031622138 0.977045894 2.27934504 ‐0.943845689 ‐1.24693429 ‐1.05986559

CCL5 ‐0.228194475 ‐0.618411124 ‐0.337211072 1.10703337 1.42146349 ‐0.806186378 ‐0.900726616 ‐0.714021385

CCL7 ‐0.048327792 ‐0.470572174 ‐0.469394416 0.60258317 1.16772914 ‐0.672049463 ‐0.602434099 ‐0.83244431

CCL9 0.204599932 ‐0.177494466 ‐0.126066655 0.668391764 1.04117632 ‐0.471951455 ‐0.584326744 ‐0.682536662

CD163 0.333634466 0.504445493 0.44650659 ‐0.555077553 ‐0.148022771 0.276435226 0.127139866 0.405385226

CD36 0.202385515 ‐0.134203285 0.003363297 0.936490655 2.17600369 ‐0.659309268 ‐0.878015757 ‐0.758809388

CD38 0.299752176 0.01491341 0.246391132 0.828761697 2.75206923 ‐1.01350236 ‐1.18058693 ‐1.21881735

CD68 0.126211047 ‐0.251505584 0.056588959 1.54801238 3.58366942 ‐1.19527221 ‐1.4441551 ‐1.36260736

CD80 ‐0.077226713 ‐0.411765546 ‐0.447759986 0.792810023 0.756422758 ‐0.578110278 ‐0.490071803 ‐0.386595339

CD86 0.015660012 ‐0.315178931 ‐0.071945518 0.507973313 0.686850667 ‐0.346008152 ‐0.351397425 ‐0.420013189

CIDEC 0.183966517 0.104338802 0.116483301 ‐0.731345892 ‐0.73760426 0.614104211 0.617093086 0.950284481

CTGF ‐0.098522268 ‐0.128188953 ‐0.164855391 ‐0.132449999 ‐0.297161728 0.030661803 ‐0.172315523 ‐0.499388218

CTSK 0.013502215 ‐0.156408966 ‐0.037792161 0.573311687 1.19294095 ‐0.615476131 ‐0.693227649 ‐0.676216245

CTSS 0.162911117 ‐0.252644598 0.09802223 1.87069583 4.45166492 ‐1.43527615 ‐1.7016052 ‐1.82294595

CX3CL1 ‐0.197021052 ‐0.287043333 ‐0.314471155 1.03042674 2.10467267 ‐0.920223415 ‐0.91125536 ‐0.921193361

CX3CR1 ‐0.295784444 ‐0.611384392 ‐0.513590038 0.44973585 0.972283542 ‐0.52094382 ‐0.578545272 ‐0.623208821

CXCL1 ‐0.433919966 ‐0.656914413 ‐0.661747754 0.954715967 3.19591475 ‐1.36600804 ‐1.58324432 ‐1.3302629

CXCL12 ‐0.121844292 ‐0.133177817 ‐0.250011116 0.251525044 0.484036654 ‐0.208861738 ‐0.287229836 ‐0.223711729

CYBB 0.146884561 ‐0.301487774 ‐0.048898738 1.0902766 2.50714517 ‐1.02127051 ‐1.19040251 ‐1.10780048

ESM1 ‐0.156215459 ‐0.085704446 ‐0.18399331 ‐0.476823449 0.1653191 ‐0.230034038 ‐0.277421385 ‐0.626069009

F3 ‐0.023107752 0.051503267 ‐0.026479997 ‐0.677915931 ‐0.458307236 0.355707377 0.322773367 0.315097302

FN1 ‐0.198133349 ‐0.234133422 ‐0.242688924 0.58600843 0.731227815 ‐0.647753 ‐0.689080179 ‐0.787452877

FOXC1 0.074487716 0.33123219 0.275315523 ‐0.566359937 ‐0.031708114 0.073135637 0.146320686 0.209520638

Gusb 0.074855432 ‐0.144333452 ‐0.045039021 0.808841825 1.39315856 ‐0.574973762 ‐0.77399534 ‐0.681098759

HMOX1 0.148422211 ‐0.002266648 0.184544384 0.597583234 1.7005657 ‐0.94570601 ‐0.913900554 ‐0.954026043

ICAM1 0.180185527 ‐0.034392331 0.082935579 0.293924123 1.16642559 ‐0.52031827 ‐0.579770207 ‐0.541573286

IGFBP3 ‐0.231889933 ‐0.018295525 ‐0.389901012 0.34006083 1.04593718 ‐0.540739894 ‐0.233968213 ‐0.664474964

IL1RN 0.056777865 ‐0.488344401 ‐0.277733207 1.70297921 3.09791708 ‐1.22977746 ‐1.53515875 ‐1.69621217

IL6 ‐0.630379915 ‐1.2380079 ‐0.794885457 0.68738842 3.16039729 ‐1.34027338 ‐1.62830877 ‐1.0972333

INSR 0.215611145 0.410555571 0.269072264 ‐0.497658461 ‐0.071278736 0.237216145 0.291041225 0.396401137

ITGAM 0.149535507 ‐0.272197813 ‐0.115592226 0.667678475 1.44122255 ‐0.713085353 ‐0.922876239 ‐0.886340201

ITGB2 0.103495568 ‐0.291593343 ‐0.010098788 1.29999745 3.07440615 ‐1.02282906 ‐1.2699579 ‐1.18152392

KITL 0.079747737 0.355192333 0.224881217 ‐0.344032526 ‐0.471607834 0.240175486 0.285906881 0.375660568

KRT18 ‐0.179321125 ‐0.035876639 ‐0.261282265 ‐0.32838586 ‐0.053688977 0.17370145 0.03726282 0.281721413

LOXL2 ‐0.055522252 0.02909446 ‐0.168944553 0.130295843 0.445444077 ‐0.329389125 ‐0.266757786 ‐0.397949189

LPL 0.154966563 ‐0.16063334 0.048277754 0.903596044 2.50077534 ‐0.935853124 ‐1.11253381 ‐1.09562314

Lamc1 0.073693223 0.226581976 0.113193192 ‐0.187693194 ‐0.227771357 0.229928821 0.235977083 0.265713871

MEF2C 0.005238886 0.231933281 0.100211069 ‐0.492725104 ‐0.588142574 0.264762729 0.261213243 0.272022635

MMP12 0.126688942 ‐0.344200045 ‐0.11308898 1.90660834 5.72159576 ‐1.34426165 ‐1.89811516 ‐2.00209689

MMP13 ‐0.647028863 ‐0.779073417 ‐0.880751014 1.64470661 1.78871942 ‐1.18752229 ‐1.51593268 ‐1.00027239

MMP14 0.041322127 ‐0.19745551 ‐0.216311216 0.348691672 0.907277107 ‐0.458344817 ‐0.42331478 ‐0.43781963

MMP3 ‐0.182189032 ‐0.133744583 ‐0.194355696 0.525550187 0.906479061 ‐0.226259187 ‐0.299102068 ‐0.401074231

MMP8 ‐0.126448989 ‐0.005004423 ‐0.0969989 0.319655895 1.73123574 ‐0.67661351 ‐0.952573419 ‐0.726093352

MSR1 0.153154418 ‐0.171917856 0.056243215 1.19154012 3.04747868 ‐1.20614398 ‐1.53780222 ‐1.40244925

NGAL ‐0.281766683 ‐0.319433302 ‐0.45026651 1.41099167 6.18294573 ‐1.75051403 ‐2.24517727 ‐2.32898378

NGF ‐0.373219997 ‐0.494836718 ‐0.427142203 0.731911838 1.53115857 ‐0.960328758 ‐0.863818049 ‐0.886613846

NID1 0.183240116 0.097828783 ‐0.019487733 ‐0.207906693 ‐0.192592517 0.209012568 0.252758563 0.322117656

NOS3 0.113943331 0.066454411 0.282671034 0.008681623 ‐0.001311733 0.196966723 0.296693683 0.442201674

NOX4 ‐0.135177732 0.207933411 0.075155698 ‐0.425558358 ‐0.393499881 0.230200097 0.244954556 0.264049947

Nos2 ‐0.274444431 ‐0.45235002 ‐0.281211078 1.11868346 1.26928508 ‐0.575095236 ‐0.797021747 ‐0.639125288

Npnt 0.06810005 0.433044404 0.198377833 ‐0.586808443 ‐0.766683578 0.367358595 0.398467809 0.423808664

PDGFB ‐0.200610012 ‐0.273715526 ‐0.221093506 0.22648932 0.475095451 ‐0.418175608 ‐0.439861476 ‐0.399070531

PDGFD 0.008816618 0.201049998 0.153633401 ‐0.569391847 ‐0.480021954 0.243282154 0.26089257 0.244137138

PLAT ‐0.089848988 ‐0.043737624 ‐0.218776569 ‐0.238377526 ‐0.162438929 ‐0.013198576 0.003253655 ‐0.093043566

PLAU 0.067144349 ‐0.283111066 ‐0.106527768 0.625462532 1.51800871 ‐0.883138835 ‐1.06146348 ‐1.16642368

PLAUR 0.05224783 ‐0.210641161 ‐0.153863221 0.223854899 0.723117411 ‐0.534722626 ‐0.605013251 ‐0.535212636

PLIN2 0.210972086 ‐0.00646114 0.171799913 1.02761686 1.77220392 ‐0.725759268 ‐0.880770504 ‐0.888544381

PLIN4 0.120544456 0.481300026 0.260377795 ‐0.419341594 ‐0.191545814 0.255375683 0.35203895 0.366965652

PPARA ‐0.172768846 ‐0.079157725 ‐0.157146588 ‐0.343953282 ‐0.285208851 0.357353896 0.281017959 0.471093744

PPARG 0.00838099 ‐0.131335586 ‐0.201168939 0.231013313 0.858418167 ‐0.375515789 ‐0.577828825 ‐0.386135757

Ptgis 0.02048892 0.321822226 0.229822204 ‐0.614974976 ‐0.589168727 0.209944189 0.275975972 0.234644055

S100A8 0.066485614 ‐0.674647689 ‐0.261819929 0.472124219 0.893953502 ‐0.766991019 ‐0.91993767 ‐0.70115608

SAA3 0.12777786 ‐0.360388964 ‐0.42598328 0.219179079 3.33600354 ‐1.4738394 ‐1.84705234 ‐1.69808972

SELE ‐0.115832202 ‐0.531665623 ‐0.367026657 1.42821848 2.53044534 ‐0.785635591 ‐0.854079843 ‐1.01095057

SELP 0.055728871 ‐0.225171059 ‐0.133259997 0.771022439 2.19462109 ‐0.597043753 ‐0.718531609 ‐0.802608848

SOX7 0.313685626 0.266963333 0.328496754 ‐0.064946704 0.628926337 ‐0.212876484 ‐0.045562819 ‐0.037506446

SPP1 ‐0.287322074 ‐0.57748884 ‐0.337544203 2.26584983 5.97615194 ‐2.4194777 ‐2.93843961 ‐3.17414761

SYK 0.340196729 ‐0.127319947 0.043141052 0.914128304 1.69410098 ‐0.758381367 ‐0.977894843 ‐1.08772647

TAGLN ‐0.084199913 0.185744435 0.066355482 ‐0.573966742 ‐0.622029305 0.246379495 0.223347589 0.206729531

TGFB1 0.069143377 ‐0.081912242 ‐0.027845493 0.399631619 0.994891703 ‐0.476419389 ‐0.428484023 ‐0.433829367

TGFB2 0.100235566 0.288396716 0.478435457 ‐0.188979954 ‐0.330223322 0.09895356 0.104591653 ‐0.204261512

TGFBR2 0.174688637 0.229133308 0.144910857 ‐0.143424779 0.083097734 0.060439747 0.109628506 0.181879774

TIMP1 ‐0.19859992 ‐0.439727664 ‐0.40332216 0.915170729 2.01045322 ‐1.12047112 ‐1.2789185 ‐1.27966607

TLR2 ‐0.150532201 ‐0.436987758 ‐0.2925933 0.399684966 1.07208955 ‐0.575779617 ‐0.482919455 ‐0.583989739

TNPO1 0.098735549 0.261735559 0.154568925 ‐0.177246571 ‐0.274134576 0.205332041 0.241447017 0.229266986

TYROBP 0.073766746 ‐0.323505521 ‐0.007344311 1.20548308 2.62460232 ‐1.06000972 ‐1.27348781 ‐1.24207973

Tbp 0.100033335 0.164949954 0.144166663 ‐0.229204223 ‐0.047750056 0.126040071 0.074204572 0.24297002

Tfrc 0.118370958 0.045998953 0.193615451 0.298177451 1.20678866 ‐0.530046463 ‐0.59389925 ‐0.728166342

UCP2 0.113522232 ‐0.147699907 ‐0.02320002 1.05604982 2.1453495 ‐0.774155021 ‐0.864054739 ‐0.866314948

VCAM1 ‐0.138101161 ‐0.195534512 ‐0.060873445 0.996902764 2.39356637 ‐0.934309244 ‐0.999156773 ‐1.06766927

VIPR1 ‐0.156469956 ‐0.233647808 ‐0.203931063 0.775674224 0.780907214 ‐0.658897221 ‐0.547596157 ‐0.423122287

actn4 ‐0.006510975 0.157155693 0.003989045 ‐0.396225184 ‐0.491323531 0.297323734 0.325414479 0.27652356

emr1 0.143480003 ‐0.26963675 ‐0.165364385 0.513924241 1.30392551 ‐0.62147814 ‐0.739506602 ‐0.797658145

itgax 0.040241104 ‐0.226947755 0.081429996 1.20123649 2.25633216 ‐0.8908571 ‐1.31654167 ‐0.957692266

lgals3 0.10109777 ‐0.36668545 ‐0.132574424 1.49112177 2.73648453 ‐1.08501637 ‐1.0972327 ‐1.1205914

ptgs2 ‐0.407685548 ‐0.518052161 ‐0.383035541 0.278434098 1.22213852 ‐0.638861358 ‐0.804935694 ‐0.720696449

tnfrsf1b 0.050187804 ‐0.309828848 ‐0.129267707 0.653560817 1.50152826 ‐0.72548604 ‐0.800468564 ‐0.885585964



 

 

 

Supplementary Table 3.  p-values from all comparisons in Figure 4D. 

 
 LDLr-/- mice ApoE-/- mice 

 

Vehicle, WD vs. 

Semaglutide, WD, 

4µg/kg 

Vehicle, WD vs. 

Semaglutide, 

WD,12µg/kg  

Vehicle, WD vs. 

Semaglutide, 

WD,60µg/kg  

Vehicle, WD vs. Vehicle, 

Chow  

Vehicle, WD vs. 

Semaglutide, WD, 

4µg/kg 

Vehicle, WD vs. 

Semaglutide, WD, 

12µg/kg 

Vehicle, WD vs. 

Semaglutide, WD, 

60µg/kg 

Vehicle, WD vs.  

Vehicle, Chow  

Gene name p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value p-value 

BH 

Corrected 

p-value 

Abca1 <0.0001 0.0005 <0.0001 0.0002 0.0004 0.0015 <0.0001 <0.0001 0.2608 0.7789 0.5127 0.6387 0.9588 0.9813 <0.0001 0.0002 

Ccl2 0.0002 0.0011 0.0006 0.0020 <0.0001 0.0002 <0.0001 <0.0001 0.9318 0.9704 0.0121 0.0674 0.0024 0.0500 0.0022 0.0080 

Cd163 0.0927 0.1620 0.3743 0.4567 0.0111 0.0246 0.4918 0.6030 0.1093 0.7645 0.0085 0.0586 0.0161 0.1252 0.0275 0.0645 

Il1rn <0.0001 0.0003 <0.0001 <0.0001 <0.0001 0.0001 <0.0001 <0.0001 0.7413 0.9226 0.0012 0.0232 0.0995 0.3336 <0.0001 <0.0001 

Il6 0.0030 0.0091 0.0024 0.0062 0.0240 0.0473 <0.0001 <0.0001 0.1615 0.7645 0.0026 0.0331 0.0419 0.1863 0.1669 0.2636 

Mmp13 0.0002 0.0013 <0.0001 <0.0001 0.0029 0.0083 0.0005 0.0011 0.0211 0.7222 0.0242 0.0995 0.0045 0.0661 0.0005 0.0024 

Mmp3 0.1161 0.1913 0.0445 0.0788 0.0076 0.0186 <0.0001 0.0001 0.1812 0.7645 0.4223 0.5790 0.1853 0.4299 0.0077 0.0233 

Ptgis 0.0006 0.0025 <0.0001 <0.0001 0.0006 0.0021 <0.0001 <0.0001 0.8226 0.9405 0.0006 0.0181 0.0015 0.0500 <0.0001 <0.0001 

Sele 0.0031 0.0093 0.0035 0.0084 0.0021 0.0064 <0.0001 <0.0001 0.4404 0.8566 0.0011 0.0232 0.0306 0.1747 <0.0001 0.0002 

Spp1 (Opn) <0.0001 0.0003 <0.0001 <0.0001 <0.0001 0.0002 <0.0001 <0.0001 0.1349 0.7645 0.0086 0.0586 0.1100 0.3523 <0.0001 0.0001 

Vcam1 <0.0001 0.0006 <0.0001 <0.0001 0.0001 0.0004 <0.0001 <0.0001 0.2080 0.7645 0.1999 0.3632 0.5642 0.7932 <0.0001 <0.0001 

 

BH = Benjamini-Hochberg 

 

 



 

 

Supplementary Table 4.  p-values from all comparisons in Figures 5B & C 

 

 Vehicle. WD vs. Semaglutide, WD, 4µg/kg Vehicle, WD vs. Semaglutide, WD, 12µg/kg  Vehicle, WD vs. Semaglutide, WD, 60µg/kg  Vehicle, WD vs. Vehicle, Chow  

Gene name p-value BH Corrected p-value p-value BH Corrected p-value p-value BH Corrected p-value p-value BH Corrected p-value 

Agtr1a 0.0276 0.1147 0.0134 0.0473 <0.0001 0.0003 0.0029 0.0081 

Casp3 0.0011 0.0155 0.0002 0.0025 0.0002 0.0028 0.0134 0.0289 

Cx3cr1 0.0047 0.0404 0.0003 0.0025 0.0109 0.0588 <0.0001 0.0002 

Hmox1 0.0615 0.1777 0.0668 0.1483 0.0422 0.1561 <0.0001 <0.0001 

S100A8 <0.0001 0.0001 0.0001 0.0022 0.0001 0.0025 0.0008 0.0030 

S100A9 <0.0001 0.0001 0.0001 0.0013 <0.0001 0.0017 0.0005 0.0021 

Timp1 0.0036 0.0318 0.0002 0.0025 0.0061 0.0402 0.0001 0.0005 

Ace 0.0026 0.0279 0.0002 0.0025 0.0021 0.0223 0.0003 0.0013 

Col1a1 0.1829 0.3505 0.0024 0.0127 0.1471 0.3014 0.0025 0.0073 

Col3a1 0.1948 0.3564 0.0018 0.0115 0.2020 0.3665 0.0004 0.0019 

Col1a2 0.1233 0.2748 0.0022 0.0124 0.3270 0.4928 0.0027 0.0077 

Col4a2 0.3702 0.5622 0.3073 0.4375 0.8863 0.9414 0.0300 0.0549 

Tlr2 0.0003 0.0058 0.0128 0.0462 0.0053 0.0385 <0.0001 <0.0001 

Vegfa 0.0239 0.1044 0.0001 0.0021 0.0048 0.0385 0.0077 0.0183 

Col4a1 0.4608 0.6285 0.1083 0.2000 0.4406 0.5942 0.0037 0.0099 

 

BH = Benjamini-Hochberg 
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