CDR_SBD_Mouse (627 genes)

Abcbla
Abcfl
Acan
Aco2
Acp5
Actal
Asma
Bact
Actn3
Acvrl
Acvr2b
Admts5
Adcy10
Adipoq
Adnp2
Adoral
Adora2a
Adora2b
Adora3
Adrb2
Ager
Agrn
Aktl
Akt2
Alcam
Alox12
Alox15
Alox5
Alpl
Ankl
Anpep
Anxa3
Anxa5
App

Ar
Ascl2
Atf4
Atg7
Fspl
Atp2al
Atp5al
Atp5b
Atp5cl
Atp5d
Atp5e
Atp5g1l
Atp5g3
Atp5h
Atp5j
Atp5j2

NM_011076.1
NM_013854.1
NM_007424.2
NM_080633.2
NM_001102405.1
NM_001272041.1
NM_007392.2
NM_007393.3
NM_013456.2
NM_007394.3
NM_007397.2
NM_011782.2
NM_173029.3
NM_009605.4
NM_175028.1
NM_001008533.3
NM_009630.2
NM_007413.4
NM_009631.4
NM_007420.2
NM_007425.2
NM_021604.3
NM_001165894.1
NM_001110208.1
NM_009655.1
NM_007440.4
NM_009660.3
NM_009662.2
NM_007431.3
NR_102385.2
NM_008486.2
NM_013470.2
NM_009673.2
NM_007471.2
NM_013476.3
NM_008554.2
NM_009716.2
NM_028835.1
NM_178628.5
NM_007504.2
NM_007505.2
NM_016774.3
NM_020615.4
NM_025313.2
NM_025983.3
NM_007506.6
NM_175015.2
NM_027862.1
NM_016755.2
NM_020582.2

2601-2700
876-975
4861-4960
768-867
441-540
172-271
46-145
72-171
353-452
2256-2355
771-870
2721-2820
3947-4046
781-880
1867-1966
1604-1703
2307-2406
1095-1194
574-673
681-780
362-461
7156-7255
899-998
2505-2604
2606-2705
1231-1330
816-915
1976-2075
1456-1555
2985-3084
1716-1815
1230-1329
1596-1695
512-611
2216-2315
346-445
813-912
856-955
1511-1610
381-480
1761-1860
1306-1405
53-152
77-176
187-286
378-477
173-272
179-278
356-455
10-109

AAGGGGCTACAGGGTCTAGGCTTGCTGTGATTTTCCAGAACATAGCAAATCTTGGGACAGGAATCATCATATCCCTAATCTATGGCTGGCAACTAACACT
GAGGTGTCTTCCCGCCAGGCAATGTTAGAAAATGCATCTGACATTAAGTTGGAAAAGTTCAGCATCTCCGCCCACGGCAAGGAGCTATTCGTCAATGCTG
CAGAACTTTGGTGGAATCTATAACTCAGGCTCCTACTGCTCAAGAAGCTGGAGAAGGACCTTCGGGCATTTTGGAATTCAGTGGTGCCCATTCTGGGACA
GGTTGGACCTCACCCAAAGATGTGATCCTGAAAGTGGCAGGTATCCTCACGGTGAAAGGTGGCACAGGTGCTATTGTGGAATACCACGGACCCGGTGTCG
AACATCCCCTGGTATGTGCTGGCTGGAAACCATGATCACCTTGGCAACGTCTCTGCACAGATTGCATACTCTAAGATCTCCAAGCGCTGGAACTTCCCCA
CTGAAACTAGACACCATGTGCGACGAAGACGAGACCACCGCTCTTGTGTGTGACAACGGCTCTGGCCTGGTGAAAGCTGGCTTTGCCGGGGATGATGCCC
GGAACCCTGAGACGCTGCTCCAGCTATGTGTGAAGAGGAAGACAGCACAGCCCTGGTGTGCGACAATGGCTCTGGGCTCTGTAAGGCCGGCTTCGCTGGT
AGTTCGCCATGGATGACGATATCGCTGCGCTGGTCGTCGACAACGGCTCCGGCATGTGCAAAGCCGGCTTCGCGGGCGACGATGCTCCCCGGGCTGTATT
TTCCACAAAATCGCCAATGTCAATAAAGCCCTAGACTTCATTGCCAGCAAAGGAGTTAAGCTAGTGTCCATCGGTGCTGAAGAAATTGTTGACGGGAACC
TCTGGGCATTAAGACAGTGGCTCTCTGCGTATCTTTCGCGGGTCTCCTAGACACTCCCCACGGGAAGCTCAAGGAGGCGGTGAATTCGTAATCAGCAATA
CTTCCCACTTCAGGACAAGCAGTCGTGGCAGAGTGAACGGGAAATCTTCAGCACACCCGGCATGAAGCACGAAAACTTGTTGCAGTTCATTGCTGCCGAG
CCCACCCAATGGTAAATCTTTTCGCCATGAGCAGTGTGAAGCCAAAAATGGCTATCAGTCTGATGCAAAAGGAGTCAAAACATTTGTAGAATGGGTTCCC
AAAATGACTTCCAGATCATCAAGGCTTACCTGGACTTTTCCCTGTACCACCACCTCGCTGGCTACCAGGGCGTGTGGTTCAAATATGAAATACTGGTCAT
GACCACAATGGACTCTATGCAGATAACGTCAACGACTCTACATTTACTGGCTTTCTTCTCTACCATGATACCAACTGACTGCAACTACCCATAGCCCATA
CCAGCCGGTGAGAGCTGGAACGTCACAAAACACTACTTTCTTTACTTCAGGCTCTATTCTCAGACAGCTCATTCCTACTGGGAAACAGGTGAATGGAATC
AAGTGTGAGTTCGAGAAGGTTATCAGCATGGAGTACATGGTCTACTTCAACTTCTTCGTCTGGGTGCTGCCGCCATTGCTCCTCATGGTTCTTATCTACC
ACTATGAAAGGCAGGGTGCCAGAGTGTGGGCTCACGTCTCAGGATTGAGTTTAGAGACATCAAGTCATGGACCCGAGCTGGATAGTTCAGAGCTGCCCTG
CTACTCTCAGTCTGGGCTTATGACCTAGGCTCTGGCCTTTTGGAGAAGAAGGCTTAAAATAAACAATGGGACTAGACACAACTGGCCGATCCTCACTGTG
GGTCACACCTTTGGCCATTGCTGTCAGCCTGCAAGTCAAGATGCACTTCTATGCCTGCCTTTTCATGTCCTGTGTGCTGCTGATCTTCACCCATGCTTCC
GATTGTATCTGGCCTTACCTCCTTTTTGCCTATCCAGATGCACTGGTACCGTGCCACCCACAAGAAAGCTATCGATTGTTACACCGAGGAGACTTGCTGT
CAACTACCGAGTCCGAGTCTACCAGATTCCTGGGAAGCCAGAAATTGTGGATCCTGCCTCTGAACTCACAGCCAGTGTCCCTAATAAGGTGGGGACATGT
TAGAGCCAAAAATGACTGAAACTGAAGCATCCATCTGCTTCTCCATTCCCTGTCTTTTAAGTCCAGCACATTGGGAGACAAACTAAGCAAATCTGGGATG
GCCATGAAGATCCTCAAGAAGGAGGTCATCGTCGCCAAGGATGAGGTTGCCCACACGCTTACTGAGAACCGTGTCCTGCAGAACTCTAGGCATCCCTTCC
CCGCTCGGCCCCTTTGGATGGCTCCGTTCTCTGCCTGGGGCAGAGGGAAGCCAACCTTGGCTGTTACACATCTCACACCAAGACAGTATTGGGCCCCTTG
ATTTATCCTTAAACCCAAGTGGGGAGGTGACCAAGCAGATTGGCGATACCCTGCCTGTGTCATGCACAATATCTGCAAGTAGGAACGCGACTGTGGTGTG
CTCCTCGTTCCACACATCCGTTACACTATGGAAATTAACACGCGAAGCCGGACCCAGCTCATCTCAGATGGAGGAATATTTGATCAGGTAGTGAGCACAG
CAGCTGGATGAGGAGCTCAAGAAAGGCACTCTGTTTGAAGCGGATTTCTTCCTTCTGGATGGGATCAAGGCCAATGTCATCCTTTGTAGTCAGCAGTACC
TTGAGCCAGTTTCAAGAAAATGAGCTGTTTCTAGGCATGTACCCAGAGGAGCATTTCATTGAGAAGCCAGTGAAGGAAGCCATGATCCGATTCCGCAAGA
ACGGACAAGAAGCCCTTCACGGCCATCCTATATGGTAACGGGCCTGGCTACAAGGTGGTGGACGGTGAACGGGAAAATGTCTCCATGGTAGATTACGCTC
TCCCAAGGATCCCTTGTGTCACACCTGAGACCGTTGTGATCCGATCTGAAGATCAGGAACAAGCATCTAAAGAATATGATGAGGATTCCCTCATTCCCAG
ATCATGGACCGCTGGATTCTACAGATGGGCTTTCCCGTTATCACTGTGAACACCAATACAGGAGAAATCTCCCAGAAACACTTCCTCCTGGATTCCAAGT
CGCCTCAAAATCTCTGCACACTGCTTTCATGCAGCACTCTAAAGTGCAAGCAAATGCAAGACAGAACCTGTCTGCCTGATAGGCATTGGCATCGTTCAGT
CCTTAGCGGTGAAATTGTGAACTCTTGGAAATGCTGTCAATCAAGCTTACTGCTCTAGCAGACCTGCAAAATTATGATGGTAGTATCCAAAACATTGGCG
GTGAGCGACGCCCTTCTCGTGCCCGACAAGTGCAAGTTCCTACACCAGGAGCGGATGGATGTTTGTGAGACCCATCTTCACTGGCACACCGTCGCCAAAG
CATGGGTTGGCGGTCCTTCACTAATGTCAACTCCAGGATGCTCTACTTTGCACCTGACTTGGTTTTCAATGAGTACCGCATGCACAAGTCTCGGATGTAC
GCCTGAGGCCCGTGAAGGTGCAAACGTCCACTTCCCACCGCACCCGGTTCCTCGCGAGCACTTTTCCTGTGCCGCACCAGAACTCGTAGCAGGGGCCCAG
CAAGGAGGATGCCTTTTCCGGGACAGATTGGATGTTGGAGAAAATGGATCTGAAAGAGTTTGACTTCGATGCTCTGTTTCGAATGGATGACCTGGAAACC
TGCAGGGAGCTAGAGACGTGACACATAGCATCATCTTTGAAGTGAAACTTCCAGAAATGGCATTTAGCCCAGATTGTCCTAAAGCTGTTGGCTGGGAGAA
GAGGTTTGTGGTGGTGATAAACCATTTTTGGCCCCTAACGACCTGCAAAGCAAGCACCTGCAGCTAAAAGAAGAATCTGTGAAGTTATTCCGAGGCGTGA
GGTTTGAGGAAGGCGAAGAAACCGTCACTGCCTTTGTGGAACCTTTTGTCATTCTCTTGATCCTCATTGCCAACGCCATTGTGGGGGTTTGGCAGGAACG
GGGGTTATCTTGACAAACTGGAGCCCAGCAAGATCACAAAGTTTGAGAATGCTTTCTTGTCTCACGTTATCAGCCAGCACCAGTCCCTCTTGGGCAATAT
AGGACTACAAATCTCTCCAGGACATCATTGCCATCTTGGGTATGGATGAACTTTCTGAGGAAGATAAATTGACTGTGTCCCGGGCAAGAAAGATACAGCG
TGAGCTCCCGCGCACGCGCACTGAGTCCCGTCTGCCCGACCTTCAAGGCTCCACCATGTTCTCGCGGGCGAGCGTTGTCGGGCTGTCGGCCTGCGCCGTG
CTCCCTGAAGGCCGCCTCGCTTGCCCAGTGTGTCGGCCGCCCGCGAAGCTAGAGTCCACTGACTTTTCCGCCACCATGTTGCCCGCCTCACTGCTTCGTC
AAGACCGAGTTCAAAGCGAACGCTGAGAAGACTTCGGGCAGCAGCATAAAAATTGTGAAAGTCTCGAAGAAGGAGTAGCTGAATCTGAAGCCTGAAGTGC
CATCTCTCAAGCAGCAGCTCTTCTCCTATGCCATTCTGGGGTTTGCCCTGTCTGAGGCCATGGGACTCTTCTGTTTGATGGTCGCCTTCCTCATCCTCTT
ATATAGACCAATTTCTGCATCAGTGTTATCTCGGCCAGAGACTAGGACTGGAGAGGGCTCTACAGTTTTTAATGGGGCCCAGAATGGTGTGTGTCAGCTG
AAACCACCTGCGATTGACTGGGCTTACTACAGGGCCAATGTGGCCAAGCCTGGCTTGGTGGATGATTTTGAAAAGAAGTATAATGCCCTGAAGATTCCTG
GAGGATCTTCAGGCTCTCCTCTGTCCTTCGGTCAGCAGTCTCTGTGCATTTGAAGAGGAACATTGGTGTTACAGCTGTGGCCTTTAATAAGGAACTTGAT
GGGGTGCGTGCGCCCTTCCCAGCAGCCTTTGCGCGCGGCTGGAGTTCTGCGGACACCAGGACTTCAAGATGGCGTCACTCGTGCCGCTGAAGGAGAAGAA



Atp5k
Atp50
Atp5f1
Atp6v0d2
Atpbvlgl
Atp6vlh
Atxnll
Axin2
B2m
Bcl2
Bdnf
Bglap
Bmpl
Bmp2
Bmp3
Bmp4
Bmp5
Bmp6
Bmp7
Bmp8a
Bmprla
Bmprilb
Bmpr2
Bnip2
Bsg
Calca
Caler
Camk2g
Capn2
Capn3
Carl
Car2
Car3
Casp3
Casr
Casr_var
Cast
Cavl
Cav3
Ccl2
Ccl3
Ccl5
Ccl7
Ccl8
Cyr61
CD274
Cd34
Cd36
Cd40
Cdh11
Cdh15
Cdh2
P21/Cdknla

NM_007507.3
NM_138597.2
NM_009725.3
NM_175406.2
NM_024173.1
XM_006495434.2
NM_001080930.1
NM_015732.4
NM_009735.3
NM_009741.3
NM_007540.4
NM_007541.3
NM_009755.2
NM_007553.2
NM_173404.2
NM_007554.2
NM_007555.3
NM_007556.2
NM_007557.2
NM_001256019.1
NM_009758.4
NM_007560.3
NM_007561.3
NM_001008238.3
NM_009768.2
NM_007587.2
NM_001042725.1
NM_001039138.1
NM_009794.3
NM_001109761.1
NM_001083957.1
NM_009801.4
NM_007606.3
NM_009810.2
NM_013803.3
NM_013803.3
NM_009817.1
NM_007616.3
NM_007617.3
NM_011333.3
NM_011337.1
NM_013653.1
NM_013654.3
NM_021443.2
NM_010516.1
NM_021893.2
NM_001111059.1
NM_007643.3
NM_011611.2
NM_009866.4
NM_007662.2
NM_007664.4
NM_007669.4

227-326
517-616
705-804
631-730
196-295
1297-1396
3091-3190
1121-1220
178-277
1845-1944
3261-3360
119-218
1712-1811
886-985
1656-1755
1501-1600
166-265
2266-2365
691-790
2085-2184
1791-1890
2751-2850
506-605
1077-1176
971-1070
222-321
806-905
2526-2625
2125-2224
2081-2180
445-544
1175-1274
226-325
631-730
1517-1616
2347-2446
1821-1920
1921-2020
1009-1108
416-515
61-160
166-265
142-241
151-250
805-904
516-615
561-660
1521-1620
1426-1525
1516-1615
1415-1514
2862-2961
1671-1770

AGCTCAAGATGACAGCATTCTCAAGTGAGGCGTCAGCGAGCTTGCTTTTCTCTAGTCGTTGAGAACGAATAAAGCTTCATTGTGTGATGCTGTGAAAAAA
CCTCTAGATGACGCTGTTCTCTCTGAGTTAAAGACGGTGCTGAAGAGCTTCCTGAGTCCAAACCAAATACTGAAACTGGAGATCAAGACTGACCCGTCAA
CTGAATATGGAGGAAAAGTGCGTCTTGGGCTGATTCCTGAGGAATTTTTCCAGTTCCTTTACCCTAAGACTGGTGTAACAGGACCTTATGTGCTTGGAAC
TCTTACCTTGAGGCATTCTACAAATTCTGCAAGGATCACGGTGATGTCACAGCAGACGTTATGTGTCCCATTCTTGAGTTTGAGGCCGACAGACGCGCTT
AGGCCAAAGAAGAAGCCCAGGCTGAAATTGAACAGTACCGCCTGCAGAGGGAGAAGGAGTTCAAGGCCAAGGAAGCTGCGGCATTGGGCTCCCATGGCAG
TGGAAAAACTTGGTGAGAGTGTCCAGGACCTTAGCTCATTTGATGAATACAGTTCAGAACTTAAATCTGGAAGATTGGAATGGAGCCCTGTACACAAGTC
GAGAGAGAGAGAGAAGCCCCTTCGGGTTTGAAAATGAAGGACTGCCTTGCCAGGAACCCAGTCGGGACTGTGGAGAAAAGATTTGACTGATAGATGTTGG
ACCGCGAGTGTGAGATCCACGGAAACAGCTGAAAACGGATTCAGGTCCTTCAAGAGAAGCGACCCAGTCAATCCTTATCACGTAGGTTCCGGCTATGTCT
CTGAACTGCTACGTAACACAGTTCCACCCGCCTCACATTGAAATCCAAATGCTGAAGAACGGGAAAAAAATTCCTAAAGTAGAGATGTCAGATATGTCCT
GGCCTTCTTTGAGTTCGGTGGGGTCATGTGTGTGGAGAGCGTCAACAGGGAGATGTCACCCCTGGTGGACAACATCGCCCTGTGGATGACTGAGTACCTG
AGTCCCGTCTGTACTTTACCCTTTGGGGTTAGAAGTCAAGTTGGAAGCCTGAATGAATGGACCCAATGAGAACTAGTGTTAAGCCCATTTCCCTAGTCAG
CCAAGCCCAGCGGCCCTGAGTCTGACAAAGCCTTCATGTCCAAGCAGGAGGGCAATAAGGTAGTGAACAGACTCCGGCGCTACCTTGGAGCCTCAGTCCC
GATGACATCAAAAGCACATCCAGTCGGCTCTGGCTCAAGTTCGTCTCTGACGGGTCCATTAACAAAGCTGGCTTCGCAGTCAACTTTTTCAAAGAGGTGG
GAGGATTAGCAGGTCTTTGCACCAAGATGAACACAGCTGGTCACAGATAAGGCCATTGCTAGTGACTTTTGGACATGATGGAAAAGGACATCCGCTCCAC
AGTAGGAACAAAAAGAAACAGAGGAAAGGGTCCCATCAGAAGGGACAGACGCTGCAATTTGATGAGCAGACCCTGAAGAAGGCAAGGCGAAAGCAGTGGG
AGACCCTAGTCAACTCTGTTAATTCTAGTATCCCTAAGGCCTGTTGTGTCCCCACTGAACTGAGTGCCATTTCCATGTTGTACCTGGATGAGTATGACAA
CACTAAGACCATACAAAAGATGTTCAAGTTATCACTAGGCTGCCGGACAAATCTAATTCCAACACCAAGGTGCAGATCAGCGTAGATCTGTGATTCAGAC
TCAGCAGGCTCTGTGGAGGTGCCTTCTGTCTACTGTTGTAGTTACGTGTTTTGTGTTGACTCTCGGTGGTGTGAGAATGTACTAATCTCTGTCAAGACAA
GGTTTGATCTTTCCAAGATCCCCGAGGGCGAAGCGGTGACCGCAGCCGAATTCAGGATCTATAAGGACTACATCCGGGAGCGATTTGACAACGAGACCTT
GACTGATCCTTGGCCATCCTCAGCCCACAATGGCAAATTCTGGATGGTCTAAGAAGGCCCTGGAATTCTAAACTAGATGATCTGGGCTCTCTGCACCATT
CCAGTGACCCATCCTATGAGGACATGCGTGAGGTTGTGTGTGTGAAACGCTTGCGGCCAATCGTGTCTAACCGCTGGAACAGCGATGAATGTCTTCGAGC
AGGAGCAGCAGATACATGGCTTGTTCCTTCTATGTGCATAAGAACCCATCACAGCAGCCCAGGAAAGAAGTGTGCACGGCACAGTTTGTATAGATATGTA
TTGATAGTCGCCTTATGTTTTGGATACAGAATGTTGACAGGAGACCGGAAACAGGGTCTTCACAGCATGAACATGATGGAGGCGGCAGCAGCAGAGCCCT
TCAAAGTTCAGTCAGAAGATCAGATACGTCTTTAACTTGGCCGAGCTGGCAGAGCTTGTTCCCATGGAGTATGTCGGCATACCAGAGTGCATCAAACAAG
AGCACTGAAGCCAATGGCAAGTATGTGGTGGTATCCACGCCTGAGAAGTCACAGCTGACCATCAGCAACCTTGACGTAAATGTTGACCCTGGCACCTACG
CTCCAGGCAGTGCCTTTGAGGTCAATCTTGGAAAGCAGCCCAGGCATGGCCACTCTCAGTGAAGAAGAAGTTCGCCTGCTGGCTGCACTGGTGCAGGACT
CCTGGCTCTTGTGGGTCACTCCTTGTCGATTGCTGCTTTGGTTGCTTCCATGCTGATCTTCTGGATTTTCAAGAACCTTAGCTGCCAGAGGGTGACCTTG
TTCCTGTTGGTTTTCCTGACATAACAAGGAGAGATCCAGAAGTCGTTGGCCAGGGCTCCTTTTGCCACTTTTGGCAGTTGTTTGTGTGCTGATCTGGACC
TTGGTCCGTCTGGAAACGCTATTCAAGATATTCAAGCAGCTAGACCCTGAGAACACTGGAACGATACAGCTCAACCTTGCTTCGTGGCTGAGTTTTTCAG
TTCATCTGCTGCTTCGTCAGGCTGGAAGGGATGTTCAGAGCTTTTAACGCATTTGACAAGGATGGCGATGGTATCATCAAACTGAATGTACTTGAGTGGC
CTGGAATTCTGCAAAGTACTCCAGTGCTTCTGAAGCCATCTCCAAGGCTGATGGCCTGGCAATCCTTGGCGTTTTGATGAAGGTTGGTCCAGCCAACCCA
TAGGCTGGGTGATTTGGATCCCGACTCGCATCTGGTATTGTAGACCTTTTACCTCTCATCCGTTGTGCTTACTAACAAAATGTGAAAAGCAAGACCCAGG
GACCTGCAGAGTTGTGTTTGATGATACTTATGACAGGTCTATGCTGAGGGGTGGTCCTCTCTCTGGACCCTACCGACTTCGCCAATTCCATCTTCACTGG
GAGGCTGACTTCCTGTATGCTTACTCTACAGCACCTGGTTACTATTCCTGGAGAAATTCAAAGGACGGGTCGTGGTTCATCCAGTCCCTTTGCAGCATGC
GAATTCCTACAGAAAGTCCATCCCAGGAAGTCTGTCCACAATGGTTTTGCCAAAGAGTTTTGGGAAGAAACATTTAATTGCCACCTGCAAGACGGCGCAA
GACTGAGCCCTTTGGAATCGCTCTCACTCTCTTTGCGGTGCTGGGCATTTTCCTGACCGCCTTTGTGCTGGGCGTCTTCATCAAGTTCCGAAACACGCCC
ATTTCTGAAGTAGTTTCTCAGACACCTGCTCCAAGCACCCATGCAGCAGCTCCACTGCCTGGCACTGAGCAGAAAGACAAAGAACTTGATGATGCCTTGG
AACCCAAACTGAGGAATTTCACCTGTGTACCTGAGTCTCCAGAAAGCTGCCTGCCTGGGACACCCAAAAGCCTTTTACTTCCCAGCTCACATTACAGCTC
CCTTAAGAGGCAGCTAGCGCAAGGCTTTGCGTTCACATGTACTGTAATAGCCAGTCTTCTAGAGGTGTGACTCGTCTCCTCATGCTAGGGGGAGCAAGCA
TCTTCAGCACCTTTGAATGTGAAGTTGACCCGTAAATCTGAAGCTAATGCATCCACTACCTTTTCCACAACCACCTCAAGCACTTCTGTAGGAGTGACCA
TCTGTCACCTGCTCAACATCATGAAGGTCTCCACCACTGCCCTTGCTGTTCTTCTCTGTACCATGACACTCTGCAACCAAGTCTTCTCAGCGCCATATGG
CCTCGTGCCCACGTCAAGGAGTATTTCTACACCAGCAGCAAGTGCTCCAATCTTGCAGTCGTGTTTGTCACTCGAAGGAACCGCCAAGTGTGTGCCAACC
CAACCAGATGGGCCCAATGCATCCACATGCTGCTATGTCAAGAAACAAAAGATCCCCAAGAGGAATCTCAAGAGCTACAGAAGGATCACCAGTAGTCGGT
ACCTGCTGCTTTCATGTACTAAAGCTGAAGATCCCCCTTCGGGTGCTGAAAAGCTACGAGAGAATCAACAATATCCAGTGCCCCATGGAAGCTGTGGTTT
CTTCCTGTCTTTGGCACCGAACCGCGAGTTCTTTTCAACCCTCTGCACGCCCATGGCCAGAAATGCATCGTTCAGACCACGTCTTGGTCCCAGTGCTCCA
TGAACTAATATGTCAGGCCGAGGGTTATCCAGAAGCTGAGGTAATCTGGACAAACAGTGACCACCAACCCGTGAGTGGGAAGAGAAGTGTCACCACTTCC
CTGATTATTCGCCTAATAATAGCAGCTTTGAGATGACATCACCCACCGAGCCATATGCTTACACATCATCTTCTGCTCCGAGTGCCATTAAGGGAGAAAT
GGGACCATTGGTGATGAAAAAGCAGAAATGTTCAAAACACAAGTGACTGGGAAAATCAAGCTCCTTGGCATGGTAGAGATGGCCTTACTTGGGATTGGAG
GCTGCCCAAACCCGGTTACCTGATTTTGATCCCTGGGACTTCATGGTAAAAGGGAGAGAACCAAATCCAGAGGGTTGTCATTTGACCTCCATGTGTGCTC
TTGAAACCAAAAGAGCTTATAGCTTGAAGATAGAGGCCGCCAATGTTCACATTGATCCGAAGTTCATCAGCAATGGACCTTTCAAGGACACTGTGACCGT
GAGTGCTGAGCCCTGCTTCACCCTTTTTGAAGGACGGCTGGTACAGAGCCATCATCCTAGCCCTGGACAATGCCATTCCTCCTAGCACAGCCACAGGCAC
TGATCCTTGTTCTCATGTTTGTGGTATGGATGAAACGGCGGGATAAAGAGCGCCAAGCCAAGCAGCTTTTAATTGACCCAGAAGATGATGTAAGAGATAA
AATACCGTGGGTGTCAAAGCACTTAGTGGGTCTGACTCCAGCCCCAAACATCCCTGTTTCTGTAACATCCTGGTCTGGACTGTCTACCCTTAGCCCGCAC



P16/Cdkn2a
Chrd
Chst11/C4st
Clen7
Cnr2
Col10al
Col14a1
Col15a1
Collal
Col2al
Comp
Comt
Cox10
Cox15
Cox4il
Cox4i2
Cox5a
Cox5b
Cox6a2
Cox6b1
Cox6c
Cox7al
Cox7a2
Cox7b
Crebl
Crtap
Cs

Csfl
C-Fms
Csf2
Csf3
Ctnnal
Ctsk
Cxcll
Cxcl12
Cxcl15
Cycl
Cycs
Cypl9al
D2hgdh
Dagl
Dbp
Ddr2
Dkk1
Dlat
DIx5
Dmd
Dmp1l
Dmpk
Dnm1l/Drpl
Duxf3
Dysf
Efnbl

NM_001040654.1
NM_009893.2
NM_021439.2
NM_011930.3
NM_009924.3
NM_009925.4
NM_181277.4
NM_009928.3
NM_007742.3
NM_031163.3
NM_016685.2
NM_007744.3
NM_178379.3
NM_144874.4
NM_009941.2
NM_053091.2
NM_007747.2
NM_009942.2
NM_009943.2
NM_025628.3
NM_053071.2
NM_009944.3
NM_009945.3
NM_025379.2
NM_001037726.1
NM_019922.2
NM_026444.3
NM_001113530.1
NM_001037859.2
NM_009969.4
NM_009971.1
NM_009818.1
NM_007802.3
NM_008176.1
NM_021704.3
NM_011339.2
NM_025567.2
NM_007808.4
NM_007810.3
NM_178882.3
NM_010017.3
NM_016974.3
NM_022563.2
NM_010051.3
NM_145614.4
NM_010056.2
NM_007868.5
NM_016779.2
NM_001190490.1
NM_001025947.1
XR_001779775.1
NM_001077694.2
NM_010110.4

567-666
583-682
2895-2994
1206-1305
2651-2750
73-172
1341-1440
859-958
134-233
3917-4016
2234-2333
626-725
717-816
579-678
71-170
381-480
283-382
333-432
468-567
349-448
2-101
98-197
420-519
691-790
2735-2834
623-722
1915-2014
834-933
1893-1992
733-832
831-930
156-255
1-100
561-660
260-359
420-519
961-1060
2511-2610
1181-1280
293-392
611-710
976-1075
596-695
716-815
2047-2146
1017-1116
10046-10145
1611-1710
353-452
2076-2175
3786-3885
1175-1274
1148-1247

CCAATCCCAAGAGCAGAGCTAAATCCGGCCTCAGCCCGCCTTTTTCTTCTTAGCTTCACTTCTAGCGATGCTAGCGTGTCTAGCATGTGGCTTTAAAAAA
CGAGTCTCTTTGCTGCGCTCAAGTTTACGCTTCTCTGTCTCCTACCAGCGGCTGGACCGTCCCAGCAGGGTTCGTTTCACAGATCCCACAGGCAACATCC
GGTTGACATTTGAGCCACATTCCCATGACAGCCAGTGTCCGGGTACGTAGCAGATGCTGTACATAGTTCTGATGATAAGGGAGCTGGTAGGCTGTAAATT
GTCTTCATCGCCATGGGTGTGGTGGGTGGCATTCTTGGAGCTGTGTTCAATGCCTTGAATTACTGGCTAACCATGTTTCGAATCAGGTACATCCACCGGC
TCCCAAGACAAGTTCTGTGCATCAAAAGCTGCTGCAAATTCTAATCGCTGTTTGGGAGGATCAGGGGAAGAAGTCGATTCGCCCACGCTTAGTGATTTAG
GAAAATATGCTGCCTCAAATACCCTTTCTGCTGCTAATGTTCTTGACCCTGGTTCATGGGATGTTTTATGCTGAACGGTACCAAACGCCCACAGGCATAA
CTACAGAGCTGATCACTTCTGAAGTCACTGCCAGGAGCTTTATGGTTAACTGGACTCAGTCCCCAGGAAAAGTGGAAAAATACAGAGTTGTGTATTATCC
TGCTCTTTTCATGGACTGTGAGGAACAGAGCCAAGTCCGTTTCCAGCGATCGTCCTGGCCTTTGACCTTTGAGCCCAGTGCCGGGATCTTTGTGGGCAAT
TCTTAGGGGCCACTGCCCTCCTGACGCATGGCCAAGAAGACATCCCTGAAGTCAGCTGCATACACAATGGCCTAAGGGTCCCCAATGGTGAGACGTGGAA
GAGAGAAGGGCCCCGACCCCATGCAGTACATGCGGGCCGACGAGGCAGACAGTACCTTGAGACAGCACGACGTGGAGGTGGACGCTACACTCAAGTCACT
ACCGTTGCAATGATACAATCCCTGAGGACTACGAGAGTCACCGGCTGCAGAGAGTCTAGGGACCAGTGGGGTCCCGCTGCCTGATGGACTGTGGTGGCAC
AAAGGCCAAATCATGGATGCAGTGATTCGGGAGTACAGGCCCTCGCTGGTGCTGGAGCTAGGAGCTTATTGTGGCTACTCAGCCGTGCGAATGGCCCGCC
TTTTTGAGGTGCCGTTCGACTCAAACATGAATAGAACAAAGAACAGGCCTCTGGTTCGAGGGCAGATAAGCCCATTGCTAGCCGTGTCTTTTGCCACCTG
CTTGCATACATCCTGCCTGCTGCCTACTTTTGGAGAAAGGGTTGGCTCAACCGTGGCATGAAAGGACGTGTTCTCGCCCTCTGTGGCTTAGTCTGTTTCC
TTGGCTTCCAGAGCGCTGAGCCTGATTGGCAAGAGAGCCATTTCTACTTCGGTGTGCCTTCGAGCACATGGGAGTGTTGTGAAGAGTGAAGACTATGCTT
TCTTCTTCTTCATTGGATTCACGGCTCTGGTGATTTGGTGGCAGCGAGTCTATGTGTTCCCTAAGAAGGTTGTCACCCTGACGGAAGAACGGAAAGCCCA
GCCTGGGAATTGCGTAAAGGGATGAATACACTTGTTGGCTATGATCTGGTTCCTGAGCCCAAAATCATTGATGCTGCATTGCGAGCATGTAGACGGTTAA
ATCTAGTCCCGTCCATCAGCAACAAGAGAATAGTGGGCTGCATCTGTGAAGAGGACAACTGTACTGTCATCTGGTTTTGGCTGCACAAAGGCGAGAGTCA
GGTGTGGAAGTTTTGTGTCCTCTGGCTCTTTGGGAACAGCATGGTGGAAGGGGCTGGGCAGGCTCTTGGGCAGTTGGTATCTGGGTTCCAGTTATTTTTT
CTCTCCTCTGTTCTTTGTCTTTCTCCCCGGATAGAAAAGGGGGACCTCAGCATATGATGGTCCTTACCCTGGGACCCTGAATCATGATGCAACTACTAAT
CGCTTGAATACTTTTGGACTCCTTAGGCCACCGTCGCCGGGTCCTCCATCGACTCTTGCGCATGCGTGCTGCTGGAAGGCTCTCCGTTTCTCCGAGAACC
CTTTTAGCTCATCTACCAGAAGCCACTTAGAAAACCGTGTGGCAGAGAAGCAGAAGCTCTTCCAGGCCGACAATGACCTCCCAGTACACTTGAAAGGCGG
TGGCTGCATTTCCCAAGAAGCAGAACTAATGTCGTCATCCCAGTCTTCACGTGGTTCAGTTTCATCAACGCTCGATGGACCAGGAATCTGATGAGTAACT
AGCTGTTTTAGGAGCCCACTGGGTCATTGGCCATATAGGTTATGCTTACTGCCCTCTACCTCGTGGTTATATTTGGAATTGCCATTAGCTCCCTTCTGCT
TTCTGTCTGGACAGTTCACCAGATTCTCCAGAAGGCTTTCAAACGGCTAAAGTTTGATCTTTGTCCTGCTGAGCTTGCTGGGAAGGAGATAGCATAAAAG
TCTCCTGAAGCATCCAGATGACGAGATGATGAAGAGAAACATGGAGTATTATAAGAGCTTGCCTGGAGCCGAGGACCACATTAAAGACTTGGAAACCAAG
GATGCCAGCTGTGTCCAACACTAGGGCCTTTCCCAATGTACACAAACACCTCCTACCTAGCAAGATCTCTTGGTTAGCTGGAGACGCTTTGGCAACTTTT
TCCAGCTGCTGGAGAAGATCAAGAACTTCTTTAATGAAACAAAGAATCTCCTTGAAAAGGACTGGAACATTTTTACCAAGAACTGCAACAACAGCTTTGC
GTACAAGCAGAAGCCGAAGTACCAGGTGCGCTGGAAGATCATCGAGAGATACGAAGGCAATAGCTACACCTTCATTGACCCTACTCAGTTGCCCTACAAT
CTGAATCCAGCTTCTCAGACTGCTGCTTTTGTGCCTGCGTAATGAGCCAGGAACTTGGAATTTCTGCCTTAAAGGGACCAAGAGATGTGGCACAGCCACA
TTGTTCTCCTGCTTAGAGCAGAGAGAGAAGGCTCTTGTGTCCTCCTGTGGAGGCCAGGGAAGGAGATGGGTAAATACCAAGTATTGATTCCTGCTGCTGC
GTTGGAGCCTCTTGTTACACAGGTTACAACCCTGGTAAACACCAATAGTAAAGGGCCGTCTAATAAAAAGAGAGGCCGTTCTAAGAAGGCCCATGTTTTG
AGCCACGCTTCCTATCCGAAAAGAGCCTAGCGAACAGATTCTCAACAGCAGGATGTGGGTGTTCAAGTTTCTGCTGCTACCCATGGTGAGCTTTGCTCTG
TGCTAGTAGAAGGGTGTTGTGCGAAAAGAAGTGCAGAGAGATAGAGTTTAGTATTATGTTTTGTATGTATTAGGGTGAGGACATGTGTGGGAGGCTGTGT
CTGAAAATCCTCAACACTCCAAACTGTGCCCTTCAGATTGTTGCACGGCTGAAGAACAACAACAGACAAGTGTGCATTGACCCGAAATTAAAGTGGATCC
AGAGAATATTTCCCTTTCCAATTCGGGAGACCTCTAGACACTTTGCTGATTTAGCTCACAACAGTGATAGGAATTTTCTACGGGACTCCAGTGAAGTCAG
AGCGGCATAAGTGGTCAGTCCTGAAGAGTCGAAAGCTGGCTTATCGGCCACCCAAGTGACCCTGTTCAGTATCTGCTTGTCATCTTGCCAGAACAAGCTC
CCTGTGAGATGCAGAAAGGGGACAGTCTCTGTACACTGATTTTACAAGTCAGGAAGTGGGACCACTCTAGCTGATCTGCTTGCTCTTAGTTGCTTTGTAG
TGACGTAATTGACGGCTACCCGGTTAAAAAGGGAACTAACATCATTCTGAACATCGGAAGAATGCACAGGCTCGAGTACTTCCCTAAGCCCAATGAATTT
AGCGATATCCGGTGCAACGGCTGCCGTTTTCTACTGTGTCCGAGGAGGACCTGGCTGCATTTGAATGCATCATACCTGGCAGAGTTATCACAGATCCAGA
CCACCGTGGTTGGCATTCCAGACGGTACGGCTGTTGTCGGGCGCTCATTTCGAGTGAGCATTCCAACGGATTTAATTGCCTCCAGTGGGGAGATCATCAA
AGGTGCTAATGACCTTTGAACCTGATCCCGCTGATCTCGCCCTGTCAAGCATTCCAGGCCATGAGACTTTTGACCCTCGGAGACACCGCTTCTCAGAGGA
TGCTTGATGGAAACAGTAACCCTTATGATGTATTCCTGAAGGACTTGGAGCCACCCATCGTCGCCAGATTTGTTCGCCTTATCCCAGTCACTGACCACTC
ACTGTGCCGCAGGGCTGTGTTGTGCAAGACACTTCTGGTCCAAGATCTGTAAACCTGTCCTTAAAGAAGGTCAGGTGTGCACCAAGCACAAACGGAAAGG
CTCAGGCATGTATTCTGGCAATCGGTGCTTCAGAGGATAAACTGATCCCAGCAGATAATGAGAAAGGCTTTGATGTGGCTAGTGTGATGTCCGTTACACT
CACCCGCTGGCACTGGCCTCCGGGACGCTTTATTAGATGGGCTACTTTCTCTTGCTCAGTTTTGGGACTACAGTGTTGTGCTGGTTTAGAAATCAGAAAG
CCTGAGATTGAAGCTGCTCTCTTCCTTGACTGGATGCGCCTGGAACCCCAGTCTATGGTGTGGCTGCCCGTCTTGCACAGAGTGGCTGCTGCTGAAACTG
CTGTCAGGACGGCTACTAGCATTAGCTTGTCTAAGAAATGGCTCTCACAGGACGGAGTCTTGGGGGCTCCAGAGTAGAGAGTTCACTATAACTATAATTT
TGATTTTGAGATTTTGAAGGTGATCGGGCGTGGGGCGTTCAGCGAGGTAGCGGTGGTGAAGATGAAACAGACGGGCCAAGTGTATGCCATGAAGATTATG
GGTTAATCATGTGAAAGATACTCTTCAGAGTGAACTGGTAGGGCAGCTGTATAAGTCATCCTTATTAGATGACCTTCTGACTGAATCCGAGGACATGGCC
AAAGAAGAATGTGTGTAAGGCATAACCTTGTCAAGAAAGATCATCTTGGGAATACAGTGCAGCTAGGTGTGAACATCTTATTCCAAGCTTGAAACACAGC
GATCCAGAAGGGAAATAGCCCACTCTTCAATGAGACTCTTTTCTTCAACGTATTTGACTCTCCCTTGGAGCTGTTTGATGAGCCCATCTTCATCACGGTG
ATTACTACATTACATCAACGTCCAATGGGAGCTTGGAGGGACTGGAGAACCGGGAGGGAGGTGTGTGTCGCACCCGCACTATGAAGATCGTTATGAAGGT
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CTGGTACTATACCCACAGATAGGAGACAAATTGGATATTATTTGCCCCAAAGTGGACTCTAAAACTGTTGGCCAGTATGAATATTATAAAGTTTATATGG
AAGTTCTGCTCAGCCGGCAGATGGGAATGGTTTTTGCCTTGGATTATGACCCTGTGGAAAGCAAGATATATTTTGCACAGACAGCCCTGAAGTGGATAGA
TGCTACAAACATCAAACACTTCAAATACTGCACTGCCATCAGCGGGGACCTTCACATCCTGCCAGTGGCCTTTAAGGGGGATTCTTTCACGCGCACTCCT
CGGCAGCAGCGCCTTCAATCCTCAAGGGGAGCCGAGCGAACAACCCTATGAGCACCTGACCACAGAGTCCTTTTCTGACATCGCTCTGAATAATGAGAAG
CAGCTCTGTCCCACCTTCTCACGGACGGCCTTCCGAAAACTTAGGCCATTTGAAGGGAGTTGACTGTCACTCCAAGAAATGGGGGAGCAAAAAGAGGGCT
CAAAGATGTTCAGAATGACTCTATTCCAACACCGGCAGAAACTTCCACAACAAAAGCCTCTGTCACAATACCAGGCATCGTGTCAGTGACAAATCCTAAC
AGTTCTGATGGTGGTTCAGGTCTTAGCAAGAGCAGATATTGCTCTATGCTGAGGCTAAGTCTGGAAGCCACTTTGTCCTTGTGACCTAAAAACAAACATC
ATTTTCCCGGAATGCTGTCACATCTGGAGCTGACTCTTCAGGCATCCAAGCAAAATGGCACGGAGACCCAGGAGGTGTTCCTGGTCCTCGTTTCGAACAA
GTGGAAGTGGATTTCATGGCTCTGACAACTTGTTTTCAAACATGCAAGCTCTTTTTATTGGCTATGGACCTGCCTTCAAGCATGGTGCTGAAGTTGACTC
ATGTGCTGAGTGAGATCGAGAAGAACGACGTGGTGTTCTCCATGGACCAGACCGAATCCCTGTTCAAGCCACACCTGATGGCCATGAACAGCATCTTTGA
AGGATCTGCCAACATGGCGGTGATCGGCGGTGTGGCTGTAGGTGTTGTTTTGCTTCTGGTACTGGCAGGAGTTGGCCTCTTCATCCATCGAAGGAGGAGG
CCTCATCGTTGGCTCCTCCGCCGCCGGCTTAGTCTTCCTCATCGCTGTGGTCGTCATTGCCATCGTATGTAACAGACGGGGGTTTGAGCGTGCCGACTCA
GGCAGCGGCGGGACTTCCTAAGTGAGGCTTCCATTATGGGTCAGTTTGACCATCCCAATATAATCCGTCTAGAGGGTGTGGTCACCAAAAGTCGTCCAGT
GCACGGTACCAAGGTCTACATTGATCCTTTTACTTACGAAGACCCTAATGAGGCAGTGAGGGAATTTGCCAAAGAGATCGATGTCTCCTATGTCAAGATT
AGATCACAGGTTACCTATACATTTCAGCATGGCCAGAGAGCTTCCAAGACCTCAGTGTCTTCCAGAACCTTCGGGTCATTCGGGGACGGATTCTCCATGA
ACTCGCTACTGTGCCGTGTGCAATGACTATGCCTCTGGCTACCATTATGGGGTCTGGTCCTGCGAAGGCTGCAAGGCTTTCTTTAAGAGAAGCATTCAAG
TGCTTCTTATAACTGTAGCCAGTCCATCCTACCCTTGGAGCATGGTCCCATCTATATCCCTTCCTCCTATGTAGAGAGCCGTCACGAATACTCAGCCATG
AAAGTCCTGGCCCATTTCTATGGGGTGAAGCTGGAGGGCAAGGTGCCCATGCACAAGCTGTTTTTGGAAATGCTTGAGGCCATGATGGACTGAGGCAAGG
AAGGATTGTACACCCATTGAGTATCCGAAACCTGATGGACAGATCAGTTTTGACCTCTTATCCTCTGTGGCTTTGAGTGGTACTAATCATGAACATGACC
TGCTCAGCAACGGATGGGAGTTGCCATTCTCCGAAGTGATTAATTGGAACCAAGCTGCCGTCATAGGCGATGAGAGATTGCTATTACAGATTCCTTCTAC
GCATACTTCCAGTCCATTAAAGCCATTGCCCTGGCCACCCTACAGATCATCAATGACAGGATCTATCCATATGCAGCCATCTCCTATGAAGAGTGGAATG
CATTTAACAGGGAACCCCCACTCAAGGTCCATCCCTCTGGAATGGGAAGACACATATGGAACCGCTCTGATCTCTGGAGTGAAGTATAAGAAAGGTGGCC
CTCCCGGTAGTTACACATGCGATTGTCCTCCGGATTTTGAGCTGAATCCAACTCGTGTCGGCTGTGTCGATACTCGCTCTGGAAACTGCTATCTGGATAT
CTTCCTGATTCAGACTTCGGAATGTTGACCCTCGCAGGGAAGGATAATTTAGACTCTGGTATGGCCAAAGATTTGAGTGCAAAGGCAAACATAGTTACTG
AAATCTGCACGGGCTTAAGTCCTTATCCTATGAAGATGCCACACAATGGTCTACCTCTAAAAGCATAGCGTGTTCTCTGGCAACATACTTTATCTGGGAG
TTTTGGTTGACCCTACCATGTTCCCTTGACCATTGGCTGCGCTAACCCTCAGGCCACAGAGCCTGAATTTGTAAGCAGTGCTTCTAAAATAGCCAGTTCA
CTTCCTCCCCATGACGATCCAAACATAGAAGAAAACACTGTTGGTGGATGCAGTACAACCAATGACTCTTTGGACAGAAAGAGATGGTATCCTCACTGAA
CTCTACTGCAAGAACGGCGGCTTCTTCCTGCGCATCCATCCCGACGGCCGCGTGGATGGCGTCCGCGAGAAGAGCGACCCACACGTCAAACTACAACTCC
CTAACAGGTAAACCAGACACTTGGCCTTTATTAGCCGGGTCTCTTGCCTAGCATTTTAATCGATCAGTTAGCACGAGGAAAGAGTTCACGCCTTGAACAC
TGCAGCAACTGGCCTTGTCACGACCTGTTTCTATAAGGATATACCTATCAGCTGTGTTCCTGAAGGAGGAATCGTGTTATTGGTATCAGAAGCTAAAAGA
ATTAGCAGTGCCGTCACCTCAGCTCCACTGTTGCCAAACTTTGTCGCATGCATATGAATGATGGAAGCTTGGATGAGGACTTGCCAATTTGCTCTGCACT
CCCACTCTGCGCTGGTTGAAAAATGGCAAAGAGTTTAAGCCTGACCACCGAATTGGAGGCTACAAGGTTCGCTATGCCACCTGGAGCATCATAATGGATT
CAAATGGGCGACTTCCAGTCAAGTGGATGGCTCCTGAAGCCCTTTTTGATAGAGTTTACACTCATCAGAGCGATGTCTGGTCCTTCGGGGTGTTAATGTG
TCCCAGGGTATTGCAGCCATCTTAAGTTGTAACTTATTAACAGCGGAAGAGGTTCATGCTGGATTTAGGGAATTGCTGAGAACGTGCGTCTGGCCTCCAC
CTGAAAGACAATGCCTCCGACAAGGATTTGGCAGACCTGGTCTCCGAGATGGAGGTGATGAAGCTAATCGGAAGACACAAGAACATCATCAACCTGCTGG
GAAAAGTCCGTGTCCTCGCTTCCAAGCCCACCTCTCTATCCGCTGGGCAGCAGACAAGTCCTCACTTGCACCGTGTATGGCATCCCTCGGCCAACAATCA
TCCAGACCCTACCGTGGACCAGGTTGATGATACTTCCATTGTTGTTCGGTGGAGTAGACCCCAGGCACCTATCACAGGGTATAGAATTGTCTATTCACCT
AGCTGGTGCATTACAGAGAGGAGAAACACGTCTTCCCTCGAAGGTTCCCGTCGACCTAGGGAGGACCTTACCTGTTCGTGAAACACACCAGGCTGTGGGC
TAGCATACTTAAGAGGGGGCTGAGTTCCCACTATCCCACTCCATCCAATTCCTTCAGTCCCAAAGACGAGTTCTGTCCCTTCCCTCCAGCTTTCACCTCG
CGGATCATGTACCAGGATTATCCCGGGAACTTTGACACCTCGTCCCGGGGCAGCAGCGGCTCTCCTGCGCACGCCGAGTCCTACTCCAGCGGTGGCGGCG
CAGCAACGATGACTTTGATAACTGGAGTACATTTCGTCCTCGAACCAGCTCAAATGCTAGTACCATCAGTGGGAGACTTTCTCCCATCATGACAGAGCAG
GATGCTGACGGGTTGGATTTTAACTTTGACTCCCTCATCTCCACACAGAACGTTGTTGGTTTGAATGTGGGGAACTTCACTGGTGCTAAGCAGGCCTCAT
GGGCAGATCCATTGGATTAGCCTATGAGGGAAAGTGTATCACAAAGTCCTGTGAAGATATCCAGTGTGGCGGCGGGAAAAAATGCCTATGGGATTCCAAG
AGATTGGTCTGACTCATCAGAAGTCAGCCATCCATGTCTCTATGCTTTGGTGTATGTCTGTGGTAGCCCTGGAGCTGTGGGTACTCATTTCCAGACTTGC
GGTTTTTGAAAGCCGGTGGGTATGAGATAGTGGAAGGATTGTGCCCACAGGTGGGGTTTTCTTTGGTGGTTGGATTCCTCAAACCGTCTGAACCTGGAAA
TTCTTATCCGCGAGAGCGAAACCACCAAAGGTGCCTACTCACTTTCCATCCGTGATTGGGATGATATGAAAGGGGACCACGTCAAACATTATAAAATCCG
GCCGGGACGGTGGAGCGGGGAAAGTTCTCCTGCCCGCGCGCCCTCAGGGTGCCCTCCTACCTCAACTACCACTTTCTGGGGGAGAAGGACTGCGGCGCAC
CCTGGGATCTTTGGCGCTTCCGTTCCCTTCTCTCCCGGTAGGCTGCTCTTCCGCGGTGGGATCCAGGTTAGCTGTTTGTAGGATTGGGTTGTGTGTTATG
CCATTGAAATGCACAGTTCTTATTTCCACATCGCAGCCTGGGCTATTCCCGCAGTGAAAACCATTGTCATCTTGATTATGAGACTAGTGGATGCCGATGA
CGAATCTGCGGCTCCGGCCCACCTCCTTTATCATGTTAAACAGTCCTCCTTGCTTTTCTTATTCCTCCTGGTGGAGAGTGGTGATTAGAAACCACACCCA
CGCGCCTTCACCGTCTTCTGGATCGGCCTGTGGTCGGTGCTCTGCTTCGTCTCCACCTTCGCCACTGTCTCTACCTTCCTCATCGATATGGAGCGCTTTA
GTTTCTTCTCCACGGCCTTCACCGTGTTCACCTTCCTGCTGGAGCCTCACCGGTTCCAGTACCCAGAGCGCCCGATTATCTTCCTTTCTATGTGCTACAA
TGCCTGTTAAAAACCTGAAGCGTCAAGATGCTCGAATCATCGTGGGACTTTTCTATGAGACCGAAGCCCGGAAAGTTTTTTGTGAGGTCTATAAGGAACG
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TGGAGGCTTCCAGGAGGCACCACTGGCCTATGATGCTATCTGGGCCTTGGCTTTGGCCTTGAACAAGACCTCTGGAGGAGGTGGCCGTTCAGGAGTGCGC
AGAGACACCCTGAAGTACGGGGTTCGCACAGGTCACCCTCGATTTTTCAACCAGCTCTCTACTGGTTTGGATATCATTGGTTTAGCTGGTGAATGGCTGA
ATAATTGGGAATTGGCAGACCAACCGCAAAATCTGGAGGAAATTTTGACGCATTGCCAAACAACTCTAAAATATGCAATTAAAACAGGGCATCCCCGATA
AGGTTGTCTCCTGCGACTTCAACAGCAACTCCCACTCTTCCACCTTCGATGCCGGGGCTGGCATTGCTCTCAATGACAACTTTGTCAAGCTCATTTCCTG
TGTTGAGTTCCTGGAAGAAATCTGGAATTAACTGTGGTCTGCAATTTGCCCATCATCCCTGCCCACACTTTTCAAGGCCTAGAAATAACGTGTGTCCTCA
GCTGAGCATGTGCGTGGGCGAGTGTCCCCACCTGTATCGCTCCGCGAACACGCATGCGCAGATCAAAGCACGCCTGCATGGCCTGCAGCCTGACAAGGTG
CGGCTGAGTCCTATTAGCATCCTCTTCATCGACTCTGCCAACAACGTGGTGTATAAACAGTACGAGGACATGGTCGTGGAATCTTGTGGCTGCAGGTAGC
GCATCTCAGATTGGTTGTTTCTACCTGTGTAAGAAAGTGAGGCCTTTGGGTCTTTCTAGCCAAGTCTCAGCTGGCGTCCTTGACCTCACAGGAAGTATTT
CTGTGCGCCGCGCTGCGGGTTCTGGCTTCAGGAACGGCTCGGTGGTGCCACACCACTTCATGATGTCGCTTTACAGGAGCCTGGCGGGGAGGGCTCCGGT
CTGGGGTGTTCATTTCGTTCCCGTGGAGGTGGTACTCAACAACCTCAGTAATGAGGCGTAGAAAACAAAGACATTACAATATCTAGGTTCCTTGGGGGGT
CCACCTTCCATGTCAGCCAACTAATCACTATGAGGATGTCTAGGTAAAAAATTAACCACTGTGAGAATGTACGCTAGATAAAACTTGGGGTAGGGGATTC
TTGTGGAATAAGTGTTCCAGCGACAAAGCAATCCAGTTTCCTCGGCACTTGAGTAGTGGATTCAGAGTGGATGGATTAGAAAAAAGATCAGCAGCATCTG
GAGCCAGAGGTTGGAACTTCTGTGATGGGCAATGGTCTGAACCCATACATGGATTTTTCCTCCACTGATACTCTGGGATATGGGGGACCCGAGGGGACGG
ACACTATCCAGTCCATCATTGCCATCATTAGAGCCATGGGGAGGTTGAAAATCGACTTCGGAGACTCTGCTCGGGCGGATGATGCTCGCCAACTTTTCGT
TCCCTGACCATCTGTTTCCCTGAGTACACGGGGGCCAACAAGTACGACGAGGCAGCCAGCTACATCCAGAGCAAGTTTGAGGATCTAAATAAGCGCAAAG
TGCAATCATACGAGCCATGGGACGGTTGAAGATTGATTTTGGGGAATCTGCCAGAGCAGATGATGCCCGACAGTTATTTGTTTTAGCTGGGAGTGCTGAA
GAATTGGGCGCTTGAACCTAAGAAAGATTGTGGACTTATCAAAAGTCACCGCTCAGTGTTCCGTCAAGCATGTATTTATGTGACGATCATACTAGGAGGG
CAGTTCAGAGTGGACTACATTCTGAGCGTGATGAACGTGCCGAACTTTGACTTCCCACCTGAATTCTATGAGCATGCCAAGGCTCTGTGGGAGGATGAGG
GAGTTTGAAAACCTTGTAGAAGAGACAAGCCACTTTGTGAGGACCACGTTTGTGTCGAGGCACAAGAAATTTGATGAGTTTTTCCGAGAGCTGCTGGAAA
AGATCTTGAAGAGTGATACACCTTGTGATGACTTCACTAGGTGTCCTACAAACAATACCTGCTGCAAACTCAATTCTGGGGACTGGGGCTGCTGTCCCAT
GGCCTTCATCAGAGACTACCATCTGAGCCGGCATGTCCTGATTCACACCGGGGAAAAGCCGTTTGTTTGTGCAGATGATGGCTGTAATCAGAAATTCAAC
CCCTTCGGGACTTTATTGGCTGGGTGTGGTATGAACGGGAAGCAATCCTGCCACGGCGATGGACCCAAGATACCGACATGAGAGTGGTGTTGAGGATCAA
CCCAGCTCCGAGGTGCCTTCAAGGGCCCAAGATTCTTGTCCGGAGAGGAGAGGATCTTAGAAAATGGATGCGCTGAGACCTCTCTGCAAAGCCTCCGAGA
GCGACTTGCTCAAGAGTGAAGCCCTTGTTCCCCAGAATACCTGCAGATTTCTGTGCATCGTGCTGTGAACCTCTGATGACCCTAAAGTTATCTATGTTCT
TACGTCAATGACATCGTCCTGGCCATCCTGGAACTGCTAAAGTACCACCAGAGGGTGCTCTATATTGACATTGATATTCACCATGGCGATGGCGTGGAAG
AGACGCTGAGTACTTGGCAGCCTTCAGAACGGTGGTTATGCCTATCGCAAATGAGTTTGCCCCAGATGTGGTACTGGTGTCATCGGGCTTCGATGCTGTG
GGAGGAAGAGGAGGACTGCATTCAGGTCAAGGATGAGGATGGCGAGAGTGGTCCTGATGAAGGCCCTGACTTAGAAGAGTCCAGTGCTGGTTACAAAAAG
AATAGTATGTCAAGTGGAGTGAAAAAAGGGTTTGGCCATGAATTTGACCTCTATGAAAACAAAGACTATATTAGAAACTGCATCATTGGTAAAGGAGGCA
AGCTCATCCAAGGAGCCTTAAGCTGTCTGCCACTTTGAATCAAAGAAATACTGTTCCTGAGGAAGAATTAAACCCAAAGACAATAGCTTCGCAGAATGCT
CAGCGACTTCCTCCACTCCACAGACCTATAATCTCTGGATCTTGAATACTTGACTCCCACCTTTACTGTTTGTAGACTGTGCAACTTCTAGCCTTCCCTG
CATGGAGAAAAGGAAGATCAAGGACAAGAAATTACCCGTGGGATTCACGTTTTCCTTCCCGTGCCGACAATCCAAAATAGACGAGGCCGTACTGATCACG
TTTTAAAGTCACATCAGATCGTTGGAGCAGACCACATGAAGCATCGAGAGAACTCGACCAAACCTCAGGGGCGTCTCGGGGTGTTTGTACATTTATTTGC
ACAGTGGCTTATAAATATCAGATTCTCATTCCGGGTCTTCGGATGGGCCTTACAGAAACCTCATTTTGGCCAGCTCATAAAAACTGAAGCAGCTTCTCGT
GTGGGACTATTAGGATCAAGCAATCTGAACGTCTGTCCTTGAAGGACTGATAGAAAAGTACCTTCTAATCCTTACACGAGGACTCTCCTTTAACCGCCAT
CTGGGGAGGGCCTGGCTTTTTTTACCTTCCCGAACATCGACAGCCCCACCAAGTTCAAACAGCTCTATCGTGCTCGAATGAACACTCTGGAGATGACACC
GCCATCTGTTCCCTTGGATGTGTCTTCTGATGCCAGCCTGGCAACTTGCATCCACTAGAAAGGCCATTTCAGGGCTCGGGTTGTCATCCCTGTTCCTTAG
GCTTTTATTGTCTCCTAAAGAACTGGGGTTCCACAATGAGCTACAGCACCCAGGTCCTGAGATTACCTCTCCTGTCTCTAATCCAGCTCTAAAACTGTTA
TGCTGAGGCGGCGAGGGAGAGCGTTGGGCTTACCTCACTGCTTTCCGGAGCGGTAGCACCTCCTCCGCCGGCTTCCTCCTCAGACCGCTTTTTGCCGCGA
TGAGAGTTCGCACTAAACTCTTAGGTAGTTAAGGCAGCACTTAGAACACTAACTGGGACTTTCCCTAAACTGTCCTCATAAAAGACCAGGTAATGAGTCA
CACTGAAACATTTATACAAGGGCTTGTGTGCCAATGTTCCTACCATACCAGCAACTCTTTCTATCCCGTGAATAAAAGCATCCCTTGGCTGGGATATAGG
GCGCAAGACCCAGTACCTGTTTGAGAAGACCTTCAACATGAACTTTATCTCGCCGTTTACCCAGTATAATACCACTAGGGCCTCTAGTGTTGAGATCAAT
TCACCTGCCGGCCTGAGAACGGGACCATGGATGAAAGGTTCAACAAGTGGCTGCTGACGCCGGTGCTCACTCTCCTCTTCGTGGTCATCATGTACCAGTA
CAGGTCCCTGTTTGATGGCAGTTATGAAAAATTACCTCCTCCCGATCCTGGTGCTCTTCCTGGCCTACTACTACTATTCTACAAATGAAGAGTTCAGACC
GGAATGGCCTGTGCTTTCTCGATGAAAAATTTCCATCGAAGAATCAAAGCAGAGGATTCTGAAGAAAACGGGGTCTTTAAGTACCGGCCACGCTACTTTC
CACATGGGTCGAGGGTTTCTCTACTGGTCAGGATGCTTTTCTCATAAGGGTCGACTTTTTTCACCAGTCACATAAACACTATGTGGACTGGCAGTGGTTC
TGTCGTAGAGTCAAAGACTTAGATTAGCACTCCTGCTGGTGGATTTGCTGCAGTCAGTCAATCACTCCAAAAGGATACCCTGTAATCCTCCTTGAGGGCG
AAGGAGCATCATCTGAGCGAGGTGCAGAATATGGCTTCTGAGGAGAAGCTGGAGCAGGTGCTGAGTTCCATGAAGGAGAACAAAGTTGCCATCATTGGAA
GCTAAGTATGGTGGGCGGCATACAGTGACTATGATCCCAGGGGATGGCATCGGCCCAGAGCTCATGTTGCATGTTAAGTCTGTATTCAGGCATGCATGTG
CTAGCTCTGAGACAATGAACGCTACACACTGCATCTTGGCTTTGCAGCTCTTCCTCATGGCTGTTTCTGGCTGTTACTGCCACGGCACAGTCATTGAAAG
AAAAAGGCAGCGGTGCCCCTTGAGACTCCTTCTCCTTCTTTGAATGTCAATGTGAAATGTGGCATGTCTGTGTACATGAAACCATCTCATACCCTATGGC
TTACCCGAACCCTTAACTGACATGGGCCTCTGCAAACCTTAATGACAACACTTAATAGCAACAGGACACTCGAGAATTGAGTCTCTTCGTTCTCTGCCTT
ATGTTCTAGGGCACTCTGGGAGCCCATAAGGACAAGGATAAGGACCTTTCTTTGTCAGGCATCTTCTTGATGACTTGGCCCAGCAGAAAGCCCCAAGTGG
AACATACTATGTGCCAGCTTTAGTTTTCAGCGCCGGGAAGCCTCGTTGTGATTTCCTCCGATTGTAGAATGTGACGAGGTGTTCTCAACTCAAGGCCCAC



Igfbp5
Ihh
Ikbkb
1110
I111ral
1115
I117a
I11a
111b
116
ll6ra
Inhba
Irfl
Irx6
Itgal
Iltgall
Itga2
Itga3
Itga5
Itgab
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Itgav
Itgax
Itghl
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NM_010518.2
NM_010544.2
NM_010546.2
NM_010548.2
NM_010549.3
NM_001254747.1
NM_010552.3
NM_010554.4
NM_008361.3
NM_031168.1
NM_010559.2
NM_008380.1
NM_008390.1
NM_022428.2
NM_001033228.3
NM_176922.5
NM_008396.2
NM_013565.2
NM_001314041.1
NM_008397.3
NM_001082960.1
NM_008402.2
NM_021334.2
NM_010578.1
NM_016780.2
NM_013822.2
NM_146145.2
NM_010591.2
NM_010592.5
NM_020005.3
NM_172262.3
XR_377436.1
NM_010612.2
NM_013598.1
NM_010637.3
NM_008480.2
NM_010693.2
NM_008491.1
NM_010699.2
NM_008492.2
NM_010703.3
NM_008493.3
NM_010195.2
NM_001033409.3
NM_008501.2
NM_145833.1
NM_001002011.2
NM_010728.2
NM_010729.2
NM_033325.2
NM_013586.4
NM_053083.3
NM_008512.2

2771-2870
536-635
499-598
251-350
732-831
287-386
66-165
513-612
109-208
201-300
2826-2925
751-850
366-465
619-718
2551-2650
1027-1126
1861-1960
1066-1165
2623-2722
911-1010
3026-3125
3146-3245
328-427
1856-1955
2596-2695
2156-2255
4081-4180
2213-2312
1637-1736
3031-3130
2035-2134
2315-2414
996-1095
281-380
2398-2497
1303-1402
1181-1280
191-290
1355-1454
1139-1238
1338-1437
1116-1215
2124-2223
404-503
3436-3535
2741-2840
1612-1711
2301-2400
2031-2130
3701-3800
2085-2184
4579-4678
1311-1410

CTTCCAACCCGCAGAAAGTAACTGTCTCACACCACACCACATAAACCTGCCAGATCCATCTGTAACCCACTGGCCTGCCCAGACCTTTTTTTCCCATCTG
GGTGGGCAGCCGCCGGAGGCCGCCTCGCAAGCTCGTGCCTCTTGCCTACAAGCAGTTCAGCCCCAACGTGCCGGAGAAGACCCTGGGCGCCAGCGGGCGC
CTTACCCTGCTGAGTGACATCGCATCGGCTCTTAGATACCTTCACGAAAACAGAATCATCCATCGAGACCTGAAGCCAGAAAACATCGTTCTGCAGCAAG
GACAACATACTGCTAACCGACTCCTTAATGCAGGACTTTAAGGGTTACTTGGGTTGCCAAGCCTTATCGGAAATGATCCAGTTTTACCTGGTAGAAGTGA
CCTACTGGATGTGAGATTACAGAGCATCTTGCGTCCTGATCCACCCCAAGGACTGCGGGTGGAATCCGTACCTGGTTACCCGAGACGCCTGCATGCCAGC
GAATCCACCTTGACACATGGCCCTCTGGCTCTTCAAAGCACTGCCTCTTCATGGTCCTTGCTGGTGAGGTCCTTAAGAACACAGAAACCCATGTCAGCAG
AGGGAGAGCTTCATCTGTGTCTCTGATGCTGTTGCTGCTGCTGAGCCTGGCGGCTACAGTGAAGGCAGCAGCGATCATCCCTCAAAGCTCAGCGTGTCCA
CAAACACTATCTCAGCACCACTTGGTTAAATGACCTGCAACAGGAAGTAAAATTTGACATGTATGCCTACTCGTCGGGAGGAGACGACTCTAAATATCCT
TTGACAGTGATGAGAATGACCTGTTCTTTGAAGTTGACGGACCCCAAAAGATGAAGGGCTGCTTCCAAACCTTTGACCTGGGCTGTCCTGATGAGAGCAT
ATGTTCTCTGGGAAATCGTGGAAATGAGAAAAGAGTTGTGCAATGGCAATTCTGATTGTATGAACAACGATGATGCACTTGCAGAAAACAATCTGAAACT
CACCTCACTGCCACCTTGGCCTTCCTTGCTTTACGTTTGACTGAGTGGCCTCAGATGCTTTCCCCTGGGGCTTTGAGGAATCCAGTGATGTTAGTGGTCA
GGAAATGGGCTTAAAGGGGGAGAGGAGTGAACTGTTGCTATCAGAGAAAGTAGTTGATGCTCGGAAGAGTACCTGGCACATCTTTCCAGTGTCCAGCAGC
TGTTCCGGAGCTGGGCCATTCACACAGGCCGATACAAAGCAGGAGAAAAAGAGCCAGATCCCAAGACATGGAAGGCAAACTTCCGTTGTGCCATGAACTC
TGAAGACGCCCTGCTATGGCCTTTTCACCTTTTGGACACCCGTATGGCAGCACATCCCAGTTTCTGGTGTCTGCAAGTTCCAGTGCCACTTGCTGCGAAA
ATTGAAGTCTAAAGAAGACTCAGTTTACGAGGCTGATCTGCAGTACCGTGTCACCCTTGATTCGCTGAGGCAGATATCACGGAGCTTTTTTTCTGGAACT
TTTCTAAATGAAATCAAATACATCGCCAGCGACCCTGACGACAAGCACTTCTTCAACGTCACAGATGAGGCGGCCCTGAAGGACATTGTTGATGCCCTTG
ATTTACAATGGTCACCAGGGTACCATTCGCACCAAGTACTCCCAGAAAATCCTTGGGTCCAATGGAGCCTTTAGGAGACATCTCCAGTTCTTTGGAAGGT
AAGGACTGGGATTTATCTGAATATAGCTACAGGGGCTCAGAGGAGCAAGGAAACCTTTATATTGGGTACACGGTGCAGGTAGGCAACGCCATCCTACATC
CCTCAGCAAGAACCTGAACAACTCACAAAGCAACGTGGTCTCCTTCCCACTCTCGGTGGAGGCTCAAGCCCAGGTCTCCCTTAATGGTGTCTCCAAGCCT
CAGTGGGGCTGTAGTTTTGCTAAAAAGAGACATGAAGTCCGCGCATCTGCTCCCTGAGTATATATTTGACGGAGAAGGCCTGGCTTCCTCGTTTGGCTAT
ATCCCTGTTCAGATCAACAATGTGACCGTATGGGATCATCCCCAGGTCATCTTCTCCCAGAACCTCTCAAGTGCCTGTCACACTGAGCAGAAATCCCCCC
CAAGGAGAACCAGAACCATTCCTATTCGCTGAAGTCATCTGCTTCCTTTAATATCATAGAATTCCCTTACAAGAACCTGCCGATCGAGGATCTCTTCAAC
GGGCCTGTCCCTTGCTGCTGCCACCAACCCTTCCTGGCTGTTGGCTTGTGGTCCTACTGTGCACCACACATGCAGAGAGAATATATACTTGACAGGGCTC
CTGTGATAGGTCTAATGGCTTAATTTGTGGAGGCAATGGCGTGTGCAGGTGTCGTGTTTGTGAATGCTATCCCAATTACACTGGCAGTGCATGTGACTGT
TGGGAATGTATCTCTCTGTGTGTACTTATGTGTGTGACGAGTGTGGGGAAATGTGTAATTTAAAACTTGTGATGTGTCTCACAGGCAGAGCTCCACAGCC
AAAATGGCTGGAAAGGAAAGACTTGCCATTCCCGTGACAGCCAGTGTGACGAAGCCACGTGTAATAATGGTGGTACCTGCTATGATGAAGTGGACACGTT
CATAGCAAAGGACTGTGCCGCTGGCATATTGATCTCAGATAAAAACTTGTGGACTTGGCTGACACTCTCCCTTGCCCTGAAATCTCAATGTCTATTCAGT
CGCGACCAGAACGATGGACTTTTCGTTAACATTGACCAAGAACTGCATGGACCTAACATTCGATCTCATTCAGTATTAAAGGGGGGTGGGAGGGGTTACA
ATCATCCAGTCCAACGGGCTGGTGACCACTACCCCGACCAGTACGCAGTTCCTCTACCCGAAGGTGGCAGCTAGCGAGGAGCAGGAGTTCGCCGAAGGCT
CTTCCACAATAGCGGCTGCTATGACTCCTAAGGAAGGGACTTTTTATAAGCTCCTGGGGCTTTGATCATTCTGTCTACCTATTACAGACTTGAGAGTGCA
CCACGACAGATGGTATGGGGCATTCTGCACAAAAGGTGTTAGTCACTGTGCCATTGGCCATACTACAGAGAGGTGCCATCCAGTTTAATCCACCATTGTC
ATGCAGAACAAATGTCTTAGGTACCGCTATCCACTAGAAGACCTTCCATCTCTGCTTTATGGTGTCAAAGTGAGAGCACAATCCTATGACACTTGGGTCA
TTAAATTGTACAGCGAGAACAGAGCTCAATGTGGGGCTTGATTTCACCTGGCACTCTCCACCTTCAAAGTCTCATCATAAGAAGATTGTAAACCGGGATG
CTGCGGGAATCCTGTGACTGATAATGTAAAAGACATTACAAAACTGGTGGCAAATCTTCCAAATGACTATATGATAACCCTCAACTATGTCGCCGGGATG
GACTGGAAGTTTGTGGATATCAGGGTATACACTAAATCAGTGAGCTTGGGGGGAGGGAAGACCAGGATTCCCTTGAATTGTGTTTCGATGATGCAATACA
TCTGAGTTCTGTCTGTATCAAGGATGACCGCCATGCCGATTTAGCCAATGGAAAGTGGCCAGGTCAGTGTCCATGTAGGAAAGGTTATGCTGGAGATAAA
TCGGGCATCAAGTTGAATGTCAACAAACTTTTGGACATGGCAGCCCAGATTGCAGAGGGCATGGCGTTCATCGAAGAACAGAATTACATACATCGGGACC
GCAGGCAATGCGGTCCAGAAAAAAACAGAAGGCAGCTTTACGATGTACAGCACCATCTATGAGCTACAAGAGAACAATAGCTACAATGTCACCTCCATCC
CTGCAGGCTTCGATTACCCCTGTGAGCCTGCTGCATTGCTGCCCTGCACCAAACATGCCTAGGCCGACGAGTTCCCAGTTAAGTCGTATAACCTGGCTCC
TGTGACCATGAACCTTTAGTCTTCAGCCATGTATGTAGGTCACAGTTTGCTTCTTCCCTGACATGTGATATGAGCTCACAGATCAAAGCCCAGGCTTGTT
ATAATGATGCCCAATATGAACAGCGACCCGTACATGTCAAATGGGTCCCTTTCTCCACCCATCCCGAGGACATCAAATAAAGTGCCCGTGGTGCAGCCCT
CCTATTGATGGGTCTGCCCAAGGCAAACCTAATTTTTGAGTGACTGGAAGGAAGGTTGGGATCTTCCAAACAAGAGTCTATGCAGGTAGCGCTCAAGCTT
CTGGCTGCCGTGGATGCATTCACTTTTGGCCGTTTTGCTCAGCACGGTGCGTGGTGGGAAGACGGAATCGGCTGCCAAATCGTTGGCTTCCTGTCCATTT
CGCTTCCTGGAGGAGCTGCGGCTCTCAGGGAACCACCTCTCACACATCCCGGGACAGGCATTCTCTGGCCTCCACAGCCTCAAAATTCTAATGCTGCAGA
ACATCTTTCACCTGGAAGCATTGACTTCCACCGAGCATAGTAGGTAGTGTGTCTGGACCAGAGAAAAAGGGATGGGGCATTTTGCAGTTTATCCAGAGAG
AAGGACCCATGTGAAAATTCTGAAGAAGCCAGGAACCTCATTCTTTCCTTGTCCCTAACTCAGTGAAGAGTTTTGGTTGGTGGTTTTGAGACAGGGCCTC
CCAGTCCATGGGCAACTGGCAGATCAGGCGTCAGAATGGTGACGATCCTTTGATGACCTATCGCTTCCCACCGAAGTTCACCCTAAAGGCTGGGCAGGTG
GATACTTGTTGCTATTCGATCCCACGCTGCTTAGCTTTTCTGTGGGCAGAAATGTCTAATGTGACAATCAGCACATCCCCATTGTGAGGTTTCACGGCAT
ACATTGTTCTGGAGTCTGACTTCACCAACAACGTGGTGAGATGCAACATCCACTACACAGGTCGCTACGTTTCTACAACAAACTGCAAAATCGTCCAGTC
TTCCACTTGGCGCTCTGGTCTTCCAAACTCCCACCACAATAACCCATTCAGTTCTGTTCTCTAAAAGCGCTCTAGGGCTTCTGGACCCAAAGTTCTAAGT
CGTGGGATGTTGGGATCTCTACAGGCATGACATTGACTGTCAGTGGATCGACATCACAGATGTGAAGCCAGGAAACTACATTCTTCAGGTCGTTATCAAC
TTTCAGAGCAGCCACAGCACTCAAACAGCTCTCCTTATCTTGGAGAGTTCTGTTCTCTGAGAGCAGCAGCCGCACTGTGTTCTCCCATTAGCTCCTCTTA
GAGCAGATGGCAATCGACTGGCTGACGGGAAACTTCTACTTTGTCGACGACATTGACGACAGGATCTTTGTCTGTAACCGAAACGGGGACACCTGTGTCA
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Lta
Ltbp2
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NM_008513.3
NM_008514.3
NM_010735.2
NM_013589.3
NM_010738.2
NM_001164040.1
NM_011839.3
NM_008927.3
NM_172688.2
NM_011949.3
NM_011951.2
NM_011952.2
NM_016700.3
NM_001164048.1
NM_023061.2
NM_008618.2
NM_008617.2
NM_145494.2
NM_001033713.1
NM_001045484.1
NM_001170537.1
NM_133665.3
NM_053172.2
NM_027334.3
NM_024200.4
NM_133201.3
NM_026243.4
NM_001178049.1
NM_019471.3
NM_008605.3
NM_008607.1
NM_008608.3
NM_008610.2
NM_010809.1
NM_008611.4
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NM_013601.2

1681-1780
3316-3415
777-876
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207-306
465-564
1633-1732
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1211-1310
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971-1070
669-768
631-730
56-155
536-635
711-810
487-586
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ENSMUST0000008240z 558-657
ENSMUST0000008240¢% 507-606
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NR_027809.1
NM_001037127.2
NM_010849.4
NM_008656.5
NM_008657.2
NM_030679.1
NM_001039545.2
NM_010865.3
NM_010866.2
NM_031189.2
NM_001033621.3
NM_028016.2
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ATGCCAAAACTGATAAAATCGAGGTGATCAACATAGATGGGACAAAGCGGAAGACCCTGCTTGAGGACAAGCTCCCACATATTTTTGGGTTCACACTGCT
GCTACCAATGTCATTGATGTGACGAGATTAGATGGACGATCAGTTGGAGTGGTTCTAAAAGGCGAGCAAGACAGACCTCGAGCCATTGTGGTAAACCCCG
CCAGCAGTGTATTCTTTGGAGCCTTTGCACTGTAGATTCTAAAGAAACCCAAGAATTGGATTCCAGGCCTCCATCCTGACCGTTGTTTCAAGGGTCACAT
GGCATGAGCTCTTTTTGCCACATCTCCATCTCTTAGACAGTTCTGCAGCCCCTCATCTCAGAGGATGAAGACTAATACTAACTCGCTGAGTGGTAAGAAA
GAGGCAGCAGTTATTGTGGATTCTCAAACAAGGAAAGTAAAGAACAATCTTTGCTTACCCATCTGCCCTCCTAATATTGAAAGTATGGAGATCCTGGGTA
TGGCTACACCCTGAACAAGGGCTGCTCCCCGATCTGCCCCAGTGAAAATGTCAATCTCAATCTCGGTGTGGCGTCCGTGAACAGCTACTGCTGCCAAAGC
GGAAATCCTCACCAATCCCAAAAGCTTGGACAAACTATAGAGTGCTGCCGACTGCGTGGAAAGCAACATAAATGGGCATGCTCTCCCAGAACACACAACA
CTTTGTGCTTGGGGCTATTTGTCTGTTCATCAAACACATGCCAGGCTGAACTACAGTGAAACCCTAGTGACCTGGGTGGTCGTTCTTACTGATGTTTGCA
CAATACTAACTGTAGTCCCACCTGTTACTATTAAAGGTGAGTGGTGGCAGCTGTGCTTAAGGAGAGCAAGTTTACTGACTTTCGTGAGGTTGAGCATCGT
TGCTGAAGCGCCATTCAAGTTTGACATGGAGTTGGACGACTTACCTAAGGAGAAGCTCAAAGAACTCATTTTTGAAGAGACTGCTAGATTCCAGCCAGGA
GAAGACCTTCTCATGGGAACTCTCCAAATACCATTCAAGTGCCTCTTGTTGAAAGATTCCTTCATGGTGGAAGGGGGTGCATGTATGTGTTAGTGTTTGT
ACCTTAATTGCATCATTAACATGAAGGCCCGAAACTACCTGCAGTCTCTGCCCTCGAAAACCAAGGTGGCTTGGGCCAAGCTCTTTCCTAAATCTGACTC
GAAAACAGGCCTAAATACGCTGGATATAGCTTTGAGAAACTGTTCCCCGATGTGCTTTTCCCAGCTGACTCAGAGCATAACAAACTTAAAGCCAGTCAGG
TCTGGGCAGTGTTACCCTGGAGCCCAGAGGTGCAAAGTGGCCTTCGTCAGCTCTGCCGGGTCATGCTCAGGTCTCCTAAGTCCCAGTCCATTTTCTTCTG
CCAGTGGCTTGTACACCTTGAAGAGTGTTCTGAGTGCACGCCTAGTTAAGGAAGACAAAGATGCCCAGTTTTACTGTGAACTCAGCTACCGGCTACCCAG
TGCCTTTTGCAGGTGCAGAGATCGGCCTTGCAGTTTGCAATAATGTCTGAACCAATCAGAGTCCTTGTGACTGGAGCAGCTGGTCAAATTGCATATTCAC
TCACAGCAGAAGTTTTCAAGAAGCACGGTGTGTACAACCCTAACAAGATCTTCGGTGTGACAACCCTTGACATCGTCAGAGCGAACACGTTTGTGGCAGA
CGTGGGCACTGATAACATGGCACTATTAAAAGATCCGTTTTATATGGGCTTGTATCAGAAGCGAGATCGTTCCCAGCTCTATGATGATCTGATGGACGAG
TCTAATAAGCTGTTTCAGTACGCTAGCACTGACATGGACAAAGTCCTTCTCAAATACACTGAGTATAACGAGCCTCATGAAAGCAGGACGAACTCGGATA
GACAGCTGGCCACGGTAGCGCTCCAAGAGGTTCCTCCAGCCTCCACAGAGTTCCCGAAGTCTCAGGTTCCCTATACCACCAGGACGGACGGACGAGGGCA
TTCTACTACTAAAGGTATCAATGGAACATGAAGACGAGTATTTAGGCAGAAGCAAAACAGGAAACCATCCTTACAAACATGCTTACCTGCACATCTGTTT
CACAGTGCCCGTGTCCAATCAGAGCTCCATGCAGTTCAGCAATCCAAGTAGCTCTCTGGTCACTCCTTCCCTGGTGACATCATCCCTTACGGACCCACGG
CCCGAAGAAGCCAAGCTTTCCTGAAGGTGAATGACGCCAGAGGGCCTCATGAAGATGCAGGCTGTGTCTGTTGGACTGCTCCTCTTCAGTATGACCTGGG
CTACCTGGAATTACTTCTGGCAGCAGGTCCTGGATCCTGTCTGGTTCCTTTTTTTTGATGGATGCAATCTGACGAGAGAGAGCTGGAAGACCATAGAGCA
CTCTGTCACCTTAAGTATGTACGGAGCTCTGTACCTTTATGAGAGGCTGACGTGGACGACCCGTGCGAAAGAGAGAGCGTTTAAGCAGCAGTTTGTAAAC
ATGTCCCTGCTCTTTTCTCGATGCAACTCCATCGTCACCGTCAAGAAGGATAAGCGACACATGGCTGAAGTGAATGCTTCCCCTCTCAAGCACTTTGTCA
AGTCATAGCATCCTTGGAAGGAACATACTGGGTAACTCTTGAGTTCTCTAAACTTGGCTACATTGGTAAACTCTATCATTCTCACGATCTCCCACGTCTG
TACGATTGAATCCTGTGTGGCATAAAGCATACCCTTTCAGAATGAAGTGCCTTAAAAATCTCAGCAGTCTCTTTTGGACCAGCACTGACTGAACTGTAAC
CTTTCTCAAGATGATATAGAGGGCATTCAATCCCTGTATGGAGCCGGTCCCTCCTCCGATGCCACAGTGGTTCCTGTGTTGTCTGTCTCTCCAAGACCTG
GTGTGGCTCATTTCACATCAGAAAGTGGGTTGTAGCATTGCTATGTGGCCTTACAGGACATTAAATGGAAGCCTCCTTAAGCACAGGAGGAACTATGAGT
ACAGTGACCTCCACAGTTGACAGGCTCCGAGAAATGCAATCTTTCTTTGGCTTAGAGGTGACTGGCAAACTTGATGATCCCACCTTAGACATCATGAGAA
AGTTTGGGACTGAGATCAAGGCCAATGTTCGGAGGAAGCGCTATGCCATTCAGGGCCTCAAGTGGCAGCATAATGAGATCACTTTCTGCATTCAGAATTA
AGTTAACCAGCCTTCTCCTTCACCTGGTGACTTCAGATTTAAGAGGGTGGCTTCTTTTTGTGCCCAAAGAAAGGTGCTGACTGTACCCTCCCGGGTGCTG
TCTTTGTGAAAGGAAGTGCTTTGTTCAGCATGTGCTATGGCAGAACCAAACAGGAGCTATGGATGACACCAGTCAACGTCAAGTTGTCAAAGGATGTTCA
CTACAACTTACCAAGCAATCAATTCCGGTCTTCGAGGAATGCCACGATGGTTGCAGAGAAGCTTAAAGAGATGCAGCGCTTCTTCAGCTTAGCAGAGACT
CCTCTACAGAGTCTTTGAGTCCGGCAGACAATCCTTGCAATGTGGATGTTTTTGATGCTATTGCTGAGATCCAGGGCGCTCTGCATTTCTTCAAGGACGG
CTGGAATCCGATCTCTGAAACTTGACATGAGCCCAGGCACTGGTATTTGGCAGAGTATTGATGTGAAGACAGTGTTGCAAAATTGGCTCAAACAGCCTGA
CTACCCCTTCCATAGACCTGTGCTCCCCATCCCGCCTGTTGGACTCTATGCCACGCCGGTTGGATATGGCATGTACCATCTATCCTAAGGAAGACCAGAT
ATCCGTACTTATTACAGCCGTACTGCTCCTATTATCACTACCAGTGCTAGCCGCAGGCATTACTATACTACTAACAGACCGCAACCTAAACACAACTTTC
ACTTAAAACTGATGCCATCCCAGGCCGACTAAATCAAGCAACAGTAACATCAAACCGACCAGGGTTATTCTATGGCCAATGCTCTGAAATTTGTGGATCT
TGAGGACAAATATCATTCTGAGGTGCCACAGTTATTACAAACCTCCTATCAGCCATCCCATATATTGGAACAACCCTAGTCGAATGAATTTGAGGGGGCT
GAAGGCCTGCACAGAGATAGGCATCTCTTGCCCTATCCTGCCTGGGATCTTCCCTATTCAGGGCTACACTTCCCTTCGGCAGCTTGTAAAACTGTCCAAG
GTCATCACCACGCCTCTTGAAACTGTAGATGCCTTGGTTGAAGAAGTAGCGACTTTCATGTGTGCCGTGGAATCCTACCCTCAGCCCGAGATTTCTTGGA
CCCTCAACGTGAACTTCACCAACAGGAACTATGACCTCGACTACGACTCCGTACAGCCCTATTTCATCTGCGACGAGGAAGAGAATTTCTATCACCAGCA
CTTTGACAGCATCTACTGTCCTGATGTATCAAATGCATGTGCTGCAGATAAAAGCTCCGTGTCCAGCTTGGATTGCTTGTCCAGCATTGTGGATCGGATC
CTAAGGAAGGAGGAGCAAACGTGGATGCCTCAGCCTCCAGCAGTCTTCAGCGCCTTTCTTCCATCGTGGACAGTATTTCTTCAGAGGAACGCAAACTCCC
CCGCTCTCTCAGCACAGAGCTGTTCAAGATTAAGAATGCTTATGAGGAATCTTTAGACCATCTCGAAACCTTGAAAAGGGAGAATAAGAATTTGCAACAG
AGAGAGGACGACTGCAGACCGAATCCGGTGAATTTTCCAGGCAGCTTGATGAGAAGGAAGCGCTGGTATCTCAGTTATCAAGGGGGAAGCAAGCATTCAC
CTACTCTTCAGCCCATGCAACCGTCAACTTCGCCTACGACACTAAAACGGGGACCAGTAAGACCCTGACCATCCCATTCACGAATCGCTACAAGTACAGC
TGGGGATGGTGTCCCTGGTTCTTCACGCCCAAAAGATGAAGCTTAAATGACACTCTTCCCAACTGTCCTTTCGAAGCCGTTCTTCCAGAGGGAAGGGAAG
GCGGCTGACCCTACAGACGCCCACAATCTGCACTCCCTTACGTCCATCGTGGACAGCATCACGGTGGAGGATATGTCTGTTGCCTTCCCAGACGAAACCA
GTGAAACAAGCTTTTAACCCTGAAGGAGAATTTCAGCGCCTGGCAGCTCAATCCGGACTCTACGAAAGTGAAGAACTTTAATAACTTTGCCCACAGGGAA
TCCTCTGAAGACCTGCCTCTTCAAGGCAGCCCTGATTCTTCTACCAGTCCCAAACAAAAGCTCTCAAGTCCTGAGGCTGACAAGGGCCCTGAGGAGGAGG



Ncoa2 XM_017319230.1 379-478 AGCTGGCCGAGCTGATCTTCGCAAACTTTAATGATATTGACAACTTCAACTTCAAACCTGACAAATGTGCCATCCTAAAAGAAACTGTGAAGCAGATCCG

Ndstl NM_008306.5 1768-1867 ATCTGTGCTGGCAGAGCAGATGGCCCTGAACAAGAAGTTCGCTGTCGAGCACGGCATCCCCACAGATATGGGCTATGCGGTGGCGCCCCACCACTCCGGT
Ndst2 NM_010811.2 991-1090 ACTCGAACGGAACCTGTGGTCCTTGTGTTTGTGGAAAGTGCATACTCACAACTGGGGCAGGAGATTGTGGCCATCTTGGAATCTAGTCGCTTTCGTTATA
Ndst3 NM_031186.2 1433-1532 TCTGAAACCAGCTAGATATCGGAGAGGCTTCATTCACAAAAACATCATGGTTCTCCCAAGACAAACCTGTGGGCTCTTCACCCACACAATTTTCTACAAG
Ndst4 NM_022565.2 67-166 ATAGTTCTCATAGCCTTTTTGCTGTACCCGGTCTGCTCCCTGGGGTAAGGCTCGTGTCCGAGAAGGAAGCTGCATTTTAACGGTGTGCTGAACAGAGGTC
Ndufal NM_019443.2 233-332 TTCACCAACGGGGGCAAGGAAAAACGAGTTGCTCGTGTTCAGTACCAGTGGTATCTGATGGAACGCGATAGACGTATCTCTGGAGTCAATCGCTACTATG
Ndufal0 NM_024197.1 71-170 GCCTCGCGGCCGGAGCCCAGCGCGTGGGACGAATTCATACCAGTGTGCACTGCAAGCTGAGGTATGGGCTTTTGGCCGCCATTCTTGGTGATAAGACAAC
Ndufall NM_027244.1 2339-2438 CCCACCTCTTGCCTCCATCTACCTCAGGGCCAAGGCTCAAGTCCTCTCTGCTCCAGCGGCTGCACCATGTTGTCACGTGTCATCTCGTCCTGTGTGTCCC
Ndufal2 NM_025551.3 121-220 AGGGCAAATGATATAAGGATTGGTACACTGGTGGGAGAAGACAAATATGGAAATAAATACTACGAAGACAACAAGCAATTTTTTGGCCGCCACCGATGGG
Ndufal3 NM_023312.2 1028-1127 CAGATTCTCCGGGAAAACCTGGAGGAGGAAGCCATCATCATGAAGGATGTGCCCAACTGGAAGGTGGGCGAGTCTGTGTTCCATACCACACGATGGGTGC
Ndufa3 NM_025348.2 16-115 CAAGAACAAGATGGCCGGGAGAATCTCTGCCTTCCTCAAGAATGCCTGGGCGAAGGAGCCGGTGCTGGTGGTGTCCTTCTCTGTCTGGGGCCTCGCTATA
Ndufad NM_010886.2 115-214 CATCCCAGCTTGATTCCTCTCTTCGTATTTATTGGAGCAGGGGGTACTGGAGCAGCACTGTATGTGATGCGCTTGGCACTGTTTAATCCAGATGTCAGCT
Ndufa4l2 NM_001098789.1 300-399 ACTTCTAAGTCAGAGATCTCCACGTAAATCACTCTTTCTGCTCCCTGCCCCAGACCCTTGGGCGTCTGTCTAGCAGCATCAGTCCAGCTTCTGCTTAAAG
Ndufa5 NM_026614.3 365-464 GTGGTGAAGTGGAAGAGGTGATTCTTCAGGCTGAAAAAGAACTAAGTCTGGCAAGGAAAATGTTGAAGTGGAAGCCATGGGAGCCATTGGTGGAAGAGCC
Ndufa6 NM_025987.3 110-209 CCAGTACCTCGGTGAAGCCCATTTTCAGTCGCGACCTGAACGAGGCCAAGCGGAGGGTGCGCGAGCTCTACCGCGCTTGGTATCGGGAGGTGCCGAACAC
Ndufa8 NM_026703.2 45-144 GCCGTCATGCCGGGGATAGTGGAGCTGCCAACTCTGGAAGAGCTGAAAGTGGAGGAGGTGAAAGTCAGCTCAGCTGTGCTTAAAGCTGCCGCCCATCACT
Ndufa9 NM_025358.3 281-380 ATATCGGTGTGATGTATATGACATCATGCACCTTCGTCTGATGGGTGACCTGGGCCAGCTTACCTTTCTGGAATGGGATGCACGAGACAAAGATTCTATC
Ndufb10 NM_026684.2 179-278 ACTGGCCCGTGACCCTCGTGAGAGAGTTTATTGAACGACAGCATGCCAAGAACCGAACCTACTACTACCACCGACAGTACCGTCGAGTGCCAGACATCAC
Ndufb2 NM_026612.3 233-332 CTGGATTCTTTGGCGATTTTGGCATGACTCGGATGCTGTGCTGGGTCACTTTTCATATCCAGATCCTTCACAGTGGACAGATGAAGAACTGGGAATCCCT
Ndufb4 NM_026610.1 198-297 TGCCTTGATTCGCTGGACCTATGCAAGATCAGCAAATATTTATCCTAATTTCAGGCCCACTCCCAAGAACTCACTTTTAGGAGCTGTGGCAGGGTTTGGG
Ndufb5 NM_025316.2 107-206 GGAAGTTTTCTCACGCGGAGCTTTCCGAAGACTGTCGCTCCTGTGCGGCACAGTGGGGACCATGGCAAGAGACTGTTTGTCGTCAAGCCTTCTTTATACT
Ndufb6 NM_001033305.2 311-410 CCATACACCATTGTTAGCTCGAAGCCCAGGATATTTCCAGGTGATACAATTCTGGAGACTGGAGAAGTAATTCCACCAATGAGAGATTTTCCTGATCAAC
Ndufb8 NM_026061.2 380-479 CCCTGTGTCCTGGGATGTCATGTGTAAACATCTCTTCGGCTTTGTGGCTTTCATGGTTTTCATGTTCTGGGTAGGGCACGTGTTCCCTTCCTACCAGCCT
Ndufb9 NM_023172.3 295-394 TTCCTTCGAGAGATATGAGTGCTACAAGGTTCCAGAATGGTGCTTAGATTACTGGCATCCCTCTGAGAAAGCAATGTATCCTGATTACTTTTCCAAGAGA
Ndufcl NM_025523.1 273-372 AGTCAGCTTCATGTGATGATCACAGTCCTTCCTCTGGATTCACCCTCAGTGACGGATGTGAGAAAAGAGTTACATGCGAATATGAGTCAGTCAACACGTT
Ndufc2 NM_024220.2 270-369 CCCGCGGCTTGTCTACATGGGCTTGTTGGGCTACTGCACGGGCCTGATGGACAACATGCTGCGGATGCGACCGGTGATGAGAGCAGGTTTGCACCGCCAG
Ndufs1 NM_001160038.1 553-652 CCTAAAGGATATGTTCGCACAACTGGCACAGCAGCAAGTAACTTGATTGAAGTATTTGTTGATGGTCAGTCTGTCATGGTGGAACCAGGAACCACTGTTC
Ndufs2 NM_153064.4 403-502 AAGACCTATCTGCAGGCCCTTCCATACTTTGACCGGTTGGACTATGTGTCCATGATGTGTAATGAACAGGCCTATTCGATAGCTGTGGAGAAGTTGCTAA
Ndufs3 NM_026688.2 351-450 ATCCCAACGCTGACTTTTCTCAGGGATCACACCAATGCACAATTCAAATCCTTGGCTGACTTGACGGCAGTGGATGTCCCAACTCGGCAGAACCGTTTTG
Ndufs4 NM_010887.1 71-170 GTAGAGTTCCATCCAGGTTGTTGAGCACATCCACTTGGAAGCTGGCAGACAACCAGACTCGGGACACACAGCTTATAACAGTTGATGAGAAACTGGATAT
Ndufs5 NM_001030274.1 111-210 TCAGCCTGGACCGGCACTTTATGTTCCTAAGCGCAGAACAGCCCTATAAGAACGCCGCTCGGTGCCACGCATTTGAAAAAGAGTGGATAGAGTGTGCACA
Ndufs6 NM_010888.2 410-509 TGACTCCTATGGAACATCTCCACGCTGGGTGTTCTGTGTGAGGCCACTGCTCTGTGAATGGTGTCCCTTGTTTTGAATAAAGGATGCTCCCACCATGAAA
Ndufs7 NM_029272.3 328-427 GTGGAGATGATGCACATGGCTGCGCCGCGCTATGACATGGACCGCTTCGGTGTGGTGTTCCGTGCCAGTCCGCGCCAGGCTGATGTGATGATTGTAGCTG
Ndufs8 NM_144870.5 721-820 GCAGCCGCCGAACGACACGCTATGACATCGACATGACCAAGTGTATCTACTGTGGTTTCTGCCAGGAAGCCTGCCCTGTTGATGCCATTGTGGAGGGCCC
Ndufvl NM_133666.2 1151-1250 GGCACGGCTGCAGTTATTGTTATGGATCGCTCGACAGACATTGTGAAAGCCATCGCTCGTCTCATTGAGTTCTACAAGCATGAGAGCTGTGGCCAGTGTA
Ndufv2 NM_001278415.1 545-644 TACAATGTATAATCGAAAGCCAGTTGGGAAGTACCATATCCAGGTCTGCACTACTACACCTTGCATGCTGCGAGATTCTGACAGCATATTGGAGACCCTT
Ndufv3 NM_001083891.1 103-202 GCGGTCTCTCTCCTCCTGCGGGGAGGACGGATCCGGGCGCTGAAGGCTGTGCTCCTGGAGGCAAGGGTGTTCCCGGGAGAACTGGTTTCTGTAGTGAGGC
Neb NM_010889.1 7143-7242 AAGATTCATGTGATGCCGGATACACCAGATATTTTGCAAGCCAAGCAGAATCAAACACTTTACAGTCAGAAATCCTATAGACTTGGTTGGGAAGAGGCTC
Nelll NM_001037906.2 2575-2674 ACCAAAGTCTCCATCAGAGGAAGGCGTTTGGGTTGCCTTTACCACTTTGCTCATCCTTGCTGACCTAGTCTAGATGCCTGCAGTACCGTGTATTTCGGTC
Neol NM_001042752.1 6449-6548 TTACTTTCAACAAGATGAGCTCTTTGTATGATTGCGGGCGGGGGATATGAAAATGCAATGATCTAACTCCTGTTGCTCTTCTAGCTGGTCACATGACGGC
Nes NM_016701.3 2717-2816 GCAGAGAATTGTGAAACCTCTAGAAAAAGTGAGCCAGGTCTCCCTCGAATCTCTCGAAAAAGAGAATGTGCAGTCACCAAGGTATCTGGAAGAAGATGAC
Nf1 NM_010897.2 2706-2805 CCCACCTATGGGCGCTGTCAGTGAACGCAAAGGGTCTATGATTTCTGTAATGTCTTCTGAAGGGAATATTGATTCACCTGTCAGCAGATTTATGGACCGG
Nfatcl NM_016791.4 1571-1670 ATCCCGTTGCTTCCAGAAAATAACATGCGAGCCATCATCGACTGTGCTGGGATCCTGAAGCTCAGAAACTCTGATATTGAGCTGAGGAAAGGGGAGACAG
Nfkb1 NM_008689.2 2126-2225 GTCTTACACTTAGCCATCATCCACCTCCACGCTCAGCTTGTGAGGGATCTGCTGGAAGTCACATCTGGTTTGATCTCTGATGACATCATCAACATGAGAA
Ngf NM_013609.2 281-380 TGAGGTGCATAGCGTAATGTCCATGTTGTTCTACACTCTGATCACTGCGTTTTTGATCGGCGTACAGGCAGAACCGTACACAGATAGCAATGTCCCAGAA
Ngfr NM_033217.3 904-1003 TTCCTGTCTATTGCTCCATCTTGGCTGCTGTGGTTGTGGGCCTTGTGGCCTATATTGCTTTCAAGAGATGGAACAGCTGCAAGCAAAATAAACAAGGAGC
NLRP3 NM_145827.3 509-608 ACGTGTACATCACATTCCTCTATGGTATGCCAGGAGGACAGCCTTGAAGAAGAGTGGATGGGTTTGCTGGGATATCTCTCCCGCATCTCCATTTGTAAAA
Nog NM_008711.2 1310-1409 ACCTCCAACCAGTTTCACCACCCTCTAGCGAGGGTTTTCAATGAACTTTTTTTCTTCTTGGCTACAGAGACCTGGCTTTCTGGTTCCTGTAATGCACTGT

Nos2 NM_010927.3 3716-3815 CCCCCCTCCTCCACCCTACCAAGTAGTATTGTACTATTGTGGACTACTAAATCTCTCTCCTCTCCTCCCTCCCCTCTCTCCCTTTCCTCCCTTCTTCTCC

Nos3 NM_008713.4 3614-3713 ATACCTGGTTCCTGACAGTCTTCCTCCCCTCCAGTTCCCGGAAAGAGGGATTGTGTCACTTCGTTCGGTTGACCAAGGCTAGCCACCCTCTCTGAAGAAT
Notchl NM_008714.2 1426-1525 TGAGATTGATGTTAATGAGTGCATCTCCAACCCATGTCAGAATGATGCCACTTGCCTGGACCAGATTGGGGAGTTCCAATGCATATGTATGCCAGGTTAT
Npnt NM_001029836.1 2651-2750 ATGGTGACCTGTCATCTATGCTATGACTTAAACCAGCAGCAAGAAAACTGGCAAAGGTGTGCGGCTTGGGGTAGTGTCATGATGGCTTTGTTTCTGTGTC

Npy NM_023456.2 231-330 GACACTACATCAATCTCATCACCAGACAGAGATATGGCAAGAGATCCAGCCCTGAGACACTGATTTCAGACCTCTTAATGAAGGAAAGCACAGAAAACGC



Nr3cl NM_008173.3 1801-1900 ACCAGGATTCAGAAACTTACACCTGGATGACCAAATGACCCTTCTACAGTACTCATGGATGTTTCTCATGGCATTTGCCCTGGGTTGGAGATCATACAGA

Nt5e NM_011851.3 1601-1700 AAGCATGACTCTGGTGATCAAGATATCAGCGTGGTTTCTGAATACATCTCAAAAATGAAAGTAGTTTACCCAGCCGTTGAAGGGCGGATCAAGTTCTCTG
Ntn3 NM_010947.3 4527-4626 GCCAGGCACTCTCTTAAGTGCTTGTTGGAGGGAATAAAGATGCCACTTTTTGAATGCTACATGTCAACTAGTGAACTAGCAATGTAGTGGCTTTTGGCTG
Ntrkl NM_001033124.1 1482-1581 ACTCCAGGGCCACATCATGGAGAACCCACAGTACTTCAGTGATACCTGTGTCCATCACATCAAGCGCCAGGACATCATTCTCAAGTGGGAGCTAGGGGAG
Nudt6 NM_153561.2 643-742 ACAGGAGCCCTGGGGCCTTCGGGATGTCAGACATGTACCTGGTCTGCCGCCTGCAGCCTCGTTCCTTCACTATCAACTTCTGCCAGCAGGAATGCTTGAA
Ogdh NM_010956.3 3641-3740 ACTATAGCTGCCAGGATTTGGGAGTCATCAGGATGTTGTGTGAATAGAGATTGTCATGGGGTATTTAGAGGACTTTAGCAGTGATGTTAGTCTAGCCCTG
Ogdhl NM_001081130.1 295-394 AGCAGAAGCGGAGTCAGCTCCAGTTATGTGGAAGAGATGTACTTTGCCTGGTTGGAAAACCCACAGAGCGTTCACAAGTCCTGGGACAGCTTTTTTCAGA
Olfm4 NM_001030294.1 1035-1134 TTAATCTATTCCCACTTCCGAGACTATCGGATTCGCTATGGCCAAGGAGGTGGTACAGTAGCATTCAACAACAACCTGTATGTGAATTGGTACAATGGGG
Opal NM_001199177.1 2846-2945 CTACCAGAGGCATTTTATAGATTCTGAGCTGGAATGCAATGACGTGGTCCTGTTTTGGCGAATACAGCGCATGCTCGCTATCACTGCCAATACATTAAGG
Opa3 NM_207525.3 1899-1998 ATGAGGGGCATAATTAATACGGACCTTCAAACTGGGCCAGTGATCATTAACAATAGAGAAATCCGGGCTTGGTAGCTCATATCTGAAATTCCAGCACTCT
Oscar NM_175632.2 1125-1224 CTGGCCGCGTTGGGATCATAGGTTCATTCTACCACACCCAGCAAAAATTTCTAATTCCATATTTTAAGGGTAATACCCAGGCCTCAGCCGTGTGTAGAGG
Ostn NM_198112.2 417-516 GGATTGGTAGAAACCGGCTCTCCAGTTCCAGAGGCTGATGGATTCTTATTGTGCGACTTACTTGTGTGAGATGGCACAGAACTATAGAAGACACTTCAGT
P2rx7 NM_001038839.2 379-478 GGAGAATGTCACAGAGGGTGGGGTGACGAAGTTAGGACACAGCATCTTTGACACTGCAGACTACACCTTCCCTTTGCAGGGGAACTCATTCTTTGTCATG
Pappa NM_021362.1 3037-3136 CTCTGCTAGAAGATGTAGCCTCATTACTCCACCTCAACAGAAGATTCATGGACACGGATCTGAAACTTGGCAGTGTGTACCAGTACCGGATTATCACCAT
Park7 NM_020569.3 335-434 TGCAAAAACGCAGGGACCATACGATGTGGTGGTTCTTCCAGGAGGAAATCTGGGTGCACAGAATTTATCTGAGTCGCCTATGGTGAAGGAGATCCTCAAG
Pax3 NM_008781.4 851-950 GCCGCATCCTGAGGAGTAAATTTGGAAAAGGAGAAGAGGAGGAGGCGGATCTAGAAAGGAAGGAAGCAGAAGAAAGCGAGAAAAAGGCTAAACACAGCAT
Pax7 NM_011039.2 942-1041 GCCCACGCTGCCACCCTACCAGCTGCCGGACTCTACCTACCCCACCACCACCATCTCCCAAGATGGAGGCAGCACAGTACACAGGCCCCAGCCCCTTCCG
Pdcd1lg2 NM_021396.2 1871-1970 ATTGTTAGGGCACTTGAGGGTGGGCGTTCTGGAAGTCCTTTCAGGTTAGTGTTTGGGGGCAGGGTTGCTCAGAATACATAAAGGTGCTAACTTAAACTGC
Pdgfa NM_008808.3 806-905 TGTGCGTGGCGTGTGACATTCCTGAACATACTATGTATGGTGCTTCATTGCCAATGTGCGTGCGGTCTTTGTTCTCCTCCGTGAAAAACTGTGTCCGAGG
Pdgfrb NM_008809.1 1186-1285 CTCAAGGACAACCGTACCTTGGGTGACTCCGGCGCTGGCGAGTTAGTTTTGTCTACTCGCAACATGTCTGAGACCCGGTACGTGTCAGAACTGATCCTGG
Pdhal NM_008810.2 2181-2280 TGGCTCTGTGTAGAGGTGTGGATCTTTAAACAAGAGTGTAAAGAAAGGTCTATCACTTCATGCCTTGCCACCCTGAACCTGAGAAAATGAGCTCTGTTTG
Pdhb NM_024221.3 1193-1292 CTTCACCTGATGTGTACTGCGAGACTGCTAGTCATAAAGTTAATGCTGAAGTGACAGCAGGTGTCTGAACTGTAAGAAGTTTCAATGTGCTTATGAGTGG
Pdhx NM_175094.4 2186-2285 AGTTGGGGGAGCAGCTGGGTTTGTACCTATAACCTCAGCCTTTGAGAGAGATTGAGAAAGGAGGCCCGCTTTGAGGCTAGCTGGGCTACGCGGTGAGGCC
Pdk1 NM_172665.3 646-745 GATTCTACATGAGTCGCATCTCAATTAGAATGCTACTCAACCAGCACTCCTTATTGTTCGGTGGAAAAGGAAGTCCATCTCATCGAAAGCACATTGGAAG
Pdk2 NM_133667.2 671-770 AAACACATTGGCAGCATCGATCCCAACTGCAGCGTGTCTGATGTGGTGAAAGACGCCTATGACATGGCTAAGCTCCTGTGTGACAAGTATTACATGGCTT
Pdk4 NM_013743.2 1356-1455 AGCGGATGACGCCTGACATTTTACGGGATCAAAGTGGGTCTGTGGCATTGCTGCTTCGTGAATGTGTGTGGACTCTAGTTTCCGCAAAACAACGCAACAC
Pdp1 NM_001098231.1 121-220 AGTCTGCCACTGTTCTCTGATGCCATGCCAGCACCAACTCAACTGTTTTTTCCTCTCGTCCGTAACTGTGAACTGAGCAGAATCTATGGCACTGCATGTT
E11/Pdpn NM_010329.3 541-640 AAGCCTCCCTTAGAGGAACTGTCCACCTCAGCAACCTCAGACCATGATCACAGAGAACACGAGAGTACAACCACTGTCAAAGTGGTGACTAGCCACTCTG
Pdpr NM_198308.1 1795-1894 GTACCTGTAGGCCACATCGTTCATACTGGCATGCTCAATGAATATGGAGGATACGAAAACGACTGCAGCATCGCACGCCTGACCAAACGCAGTTTCTTTA
Penk NM_001002927.2 1011-1110 CGCTTTGCTGAGTCTCTGCCCTCCGATGAAGAAGGCGAAAATTACTCGAAAGAAGTTCCTGAGATAGAGAAAAGATACGGGGGCTTTATGCGGTTCTGAA
Pfkfb3 NM_133232.2 3786-3885 CTGTCTCAGCCTCTCAAATGTTAGCTGTTCGGGTTATAAGCATGAGCCACCACCACACCACGCCTGGTACTATGGCTTTGTACCTAAATGTGGTTTCTTC

Pfkl NM_008826.4 2155-2254 AGGCCATGTTGTGGGTGTCTGAGAAGCTACGTGATGTCTACCGTAAAGGGCGGGTGTTTGCCAATGCTCCAGACTCAGCCTGTGTGATCGGCCTGCGGAA
Pfkp NM_019703.2 311-410 GGGACCATCATCGGTAGTGCGCGCTGCAAAGCCTTTCGAAGCCGTGAAGGGCGCCTGAAAGCTGCCTGTAACTTGGCGCGCTTGGGCATAACCAATCTGT
Pgkl NM_008828.2 37-136 CCGGCATTCTGCACGCTTCAAAAGCGCACGTCTGCCGCGCTGTTCTCCTCTTCCTCATCTCCGGGCCTTTCGACCTCACGGTGTTGCCAAAATGTCGCTT

Phex NM_011077.2 2581-2680 TCTTCCTGAGTTATGCTCATGTAAGGTGCAATTCCTATAGACCAGAAGCTGCCAGAGAACAAGTGCAAATTGGTGCTCACAGTCCTCCACAATTTAGGGT
Phf20 NM_172674.2 1966-2065 CAGCTCCATGGTTCAGATAATGGAAACCACAAAGGGAAATTGAAAACCTGTGAGGAGGATAATTTGAGTGAGTCCTCTTCCGAGAGCTTTCTTTGGAGTG
Phf6 NM_027642.1 2051-2150 AATGCGCTAAAGGACTTTGGACATCATGTCTGAAACCAGCTTCTCTCAAGTGCCCTGTTGTGTGGAACACTTCACATATTGGCCCAGCATATATAAGGAG
Phf8 NM_001113354.1 1406-1505 GAGGGAAAAAGTCCTCAATGTCATTAGTTTGGAATTCTCCGATACCAGGCTTTCAAACCTCGTGGAAACACCCAGGATTGTTCGCAAGCTGTCATGGGTG
Pigs NM_201406.1 1913-2012 TCAGAAGGTACCCTTCCTGATCTCCATATCTGGCTCGAACTTGAAAGCCTTTGTGTGCCTACCTCTGGACAGGGGTACTTTGTCCTTGCAGCCTGTCAGC
Pik3ca NM_008839.1 1256-1355 ACTGTCCGTTGGCCTGGGGAAACATAAACTTGTTTGATTATACAGACACCCTAGTGTCCGGGAAAATGGCTTTGAATCTCTGGCCTGTACCGCATGGGTT
Pink1 NM_026880.2 689-788 GGAGCAGGCTCCAGGGACTCCCACCTTTCCCTTTGCCATCAAGATGATGTGGAATATCTCGGCAGGTTCCTCCAGCGAAGCCATCTTAAGCAAAATGAGC
Pknox1 NM_016670.3 560-659 TCTTGAACTGGAGAAGGTTAATGAGCTCTGTAAAGATTTCTGTAGTCGGTACATTGCTTGTCTGAAGACAAAAATGAACAGCGAGACCTTGTTGAGTGGG
Plod2 NM_001142916.1 2926-3025 AACCTGAAAGCCTGGGATTCTGACGCCTACTGGCTCTATGTAATTATTAAGTCACATTGACCTCTGTGTAGGGCTGTTTTCCAGGAATTAGGAAGAAAAC
Polg NM_017462.2 2095-2194 GCGGGTCACTCCTAAGCTCATGGCACTGACCTGGGATGGTTTTCCTCTACACTACTCAGACTCTCATGGTTGGGGCTACCTAGTGCCTGGGCGTCGGGAT
Polrlb NM_009086.2 2796-2895 TGCCTTTCACTGAGAGTGGCATGATGCCGGACATTCTGTTTAATCCTCACGGGTTTCCCTCCCGTATGACCATAGGTATGTTAATCGAGAGCATGGCTGG
Postn NM_015784.2 760-859 GACCTTTCATCATTTAGAGCAGCCGCCATCACCTCTGACCTCTTGGAGTCCCTTGGAAGAGATGGTCACTTCACGCTCTTTGCTCCCACCAATGAAGCTT
Pou5f1 NM_013633.2 736-835 AAAGCGAACTAGCATTGAGAACCGTGTGAGGTGGAGTCTGGAGACCATGTTTCTGAAGTGCCCGAAGCCCTCCCTACAGCAGATCACTCACATCGCCAAT
Pparg NM_011146.1 1061-1160 ACCAAGTGACTCTGCTCAAGTATGGTGTCCATGAGATCATCTACACGATGCTGGCCTCCCTGATGAATAAAGATGGAGTCCTCATCTCAGAGGGCCAAGG
Ppargcla NM_008904.2 691-790 CGAGAATTCATGGAGCAATAAAGCGAAGAGCATTTGTCAACAGCAAAAGCCACAAAGACGTCCCTGCTCAGAGCTTCTCAAGTATCTGACCACAAACGAT
Ppargclb NM_133249.2 3011-3110 CCCACATCTGAGGAGTCCCTTCCCTCATCTGGGAAAAGCAAGTACGAAGCCATGGATTTTGACAGCTTACTGAAAGAGGCCCAGCAGAGCCTGCATTGAT
Ppid/Cyp-40 NM_026352.3 1577-1676 GGGTCACCACATGAAGAACTGTACTAAAAGGTTGCAGCACTAGTAAGGTTGGGAACCACTGATGTAACTGTCACGTTTATGTGTATTAACCAGCTATGTG
Ppp3ca NM_008913.4 1676-1775 AGGGCATGATGGGATTGCTGCATCTCAGCAGTTGGATGTTCTTGCCTCTGAAGGTAGCTTGTTTGCTCTGGGGGCCAGGAATTGGATTCAGTTTACACTA

Prdm16 NM_027504.3 6816-6915 GCAGGGCAGAGGTTCAGCCACGATTGTTTCCCAATGATACTTTCCATTGTTTGCACTTGCCTCCTCAAATAGAAATTCATTCATCGGGAGGCCACCTAGC



Prkaal NM_001013367.3 1861-1960 GAATTGAATGAGGATCACTCTGTTATCCCGTATTCAGTAGGTACACACAGCGTAACACACACACAATGGACTGTAGGTCTCAAGCTTACTTGACTTTTGG

Prkab2 NM_182997.2 2127-2226 GCTCACTGGGTGCTCATGCGAGGTTTCCCTACCATTAAAGATGTGTGAGGCAAGGAACTACCCTCGGTGTTCATAACCGTGCACAGTATTGCTCTTTGCA
Prkagl NM_016781.2 1510-1609 GAGGCGCGTCCGGGTTCTTGTGCTGTGCAGACGAAGGCAGATGGCTATGTGGAGGAGGGCGGTGGGTAGGTAGCCAAGATTAATGCTTTTTGTGGCGAAT
Prkag3 NM_153744.3 1189-1288 GTTCTGGAAACAGCTCCTGTCCTGACTGCGCTGGACATCTTTGTGGACCGACGTGTGTCTGCACTGCCTGTGGTCAATGAATCTGGTCAGGTCGTGGGCC
Prkd1 NM_008858.3 3336-3435 GAGCCAGGACCTATCCAGGACACCATTGTGTTTGGTGTGCTCCCATTGATAGTGGTGTTGTAAGCAAACTCTTGAGGAGTAGATAATCTGCCGGTGTTCT
Prx1 NM_175686.3 106-205 TCTGCCCTCCCAGGGGTCTCCAATTTTCTTGTATTCCCTACAAAGCCTCCTCTCCATGCCAGCCTGTGCCTTTTGAAGTGCCAGAGAGCTTCTTGATCCA

Ptgs2 NM_011198.3 676-775 CCATCAGTTTTTCAAGACAGATCATAAGCGAGGACCTGGGTTCACCCGAGGACTGGGCCATGGAGTGGACTTAAATCACATTTATGGTGAAACTCTGGAC
Pthilr NM_001083936.1 397-496 CGATGTCTTTACCAAAGAGGAACAGATTTTCCTGCTGCACCGTGCCCAGGCGCAATGTGACAAGCTGCTCAAGGAAGTTCTGCACACAGCAGCCAACATA
Pth2r NM_139270.2 296-395 CGAGCCTGGGATACAGACTGCTTTTGCCTTGGGCAGTTTTGGACATGGCCTGGCTGGAGACTTTCACCTACATTTGTGGATGGCTGATTCTCAGTAGCTG
Pthlh NM_008970.3 791-890 AAAAACCACCCCGTGCGGTTTGGGTCAGACGATGAGGGCAGATACCTAACTCAGGAAACCAACAAGGTGGAGACGTACAAAGAACAGCCACTCAAGACAC
Ptk2 NM_007982.2 1061-1160 TGTACAGATTTGACAAAGAGTGCTTCAAGTGTGCCCTTGGGTCAAGTTGGATCATTTCTGTGGAATTGGCAATCGGCCCAGAAGAAGGGATCAGTTACCT
Ptprc NM_011210.3 2321-2420 AGTGGATGTCTATGGTTATGTTGTCAAGCTAAGGCGACAGAGGTGTCTGATGGTGCAAGTGGAGGCACAGTATATCCTGATTCATCAGGCTTTAGTGGAA
Racl NM_009007.2 1046-1145 GCCAAAATACCTTCTGAACTAAGTTGCGTTGTGCTGAGAACACCTAAGCACTAAACTCTCTTGAGAGACTTCTGTTGCTAAGAAGACCGCAGCTTCTGGA
Rhoa NM_016802.4 1886-1985 CCTGAGGCAGTTATACTTTGGAGGTGGCATAGCCTTTCTCACCTGGACTGCAGGGTCTGGCTCTAAGTCACAGTGCTCCTTTCTCCACACTGTATCCAAG
Rhot1/Mirol NM_001163355.1 2116-2215 CAAGAGCTCAACGTTCTGGCTTCGCGCAAGCTTTGGTGCTACGGTCTTTGCAGTCGTGGGCTTTGCTATGTACAGAGCACTACTGAAACAGCGATGATTA
Rpl19 NM_009078.1 21-120 GAAGAGGCTTGCCTCTAGTGTCCTCCGCTGCGGGAAAAAGAAGGTCTGGTTGGATCCCAATGAGACCAATGAAATCGCCAATGCCAACTCCCGTCAGCAG
Rplp0 NM_007475.5 1022-1121 AAGGAAGAGTCGGAGGAATCAGATGAGGATATGGGATTCGGTCTCTTCGACTAATCCCGCCAAAGCAACCAAGTCAGCCTGCTTAATTTGAGAAAGATGG
Rps6kbl NM_001114334.1 534-633 AACATTCTGGAGGAAGTGAAACACCCTTTCATTGTGGACCTGATTTATGCCTTTCAGACCGGAGGAAAGCTCTACCTCATCCTCGAGTATCTCAGTGGAG
Runx2 NM_009820.5 1117-1216 TCCTATGACCAGTCTTACCCCTCCTATCTGAGCCAGATGACATCCCCATCCATCCACTCCACCACGCCGCTGTCTTCCACACGGGGCACCGGGCTACCTG
510034 NM_011311.2 358-457 AAGACTCCTCAGATGAAGTGTTGGGGTGTAGTTTGCCAGTGGGGGATCTTCCCTGTTGGCTGTGAGCATAGTGCCTTACTCTGGCTTCTTCGCACATGTG
$100a6 NM_011313.2 2-101 CAGAGTTTCGAGTCACGTGCCAGAAGGGAAAACTAAACACGGAATTAGAGAAAACTTGATGCCTCTGGCTTGCACTGGTCTCCTTTGGGCCCGTTAGGGC
Satb2 NM_139146.2 1381-1480 CAAGTTAGAGATGAGTTGAAGAGGGCTAGTGTGTCTCAAGCTGTCTTTGCAAGAGTGGCATTCAACCGCACACAGGGATTATTGTCAGAGATACTGCGTA
Scx NM_198885.2 712-811 AGATCTGCACCTTCTGCCTCAGCAACCAGAGAAAGTTGAGCAAAGACCGTGACAGAAAGACGGCGATTCGAAGTTAGAAGGAGGAGGGTCCACAGCAGCC
Sdha NM_023281.1 251-350 CTTGCGAGCTGCATTTGGCCTTTCTGAGGCAGGGTTTAATACTGCATGCCTTACAAAGCTCTTTCCTACCCGATCACATACTGTTGCAGCACAGGGAGGT
Sdhb NM_023374.3 566-665 TTTGAGTAACTTCTACGCACAATACAAATCCATTGAGCCTTATCTGAAGAAGAAGGATGAGTCCCAGGAGGGCAAGCAACAGTATCTGCAGTCCATCGAG
Sdhc NM_025321.3 326-425 ATGTTTGTGAAGTCCCTGTGTTTGGGGCCAACACTGATCTACTCGGCTAAGTTTGTGCTTGTCTTCCCGCTCATGTACCACTCACTGAATGGGATCCGAC
Sdhd NM_025848.2 186-285 CAAGCCACCACTCTGGTTCCAAGGCTGCATCTCTCCACTGGACCAGTGAGAGGGTTGTCAGTGTTCTGCTCTTGGGGCTGATCCCTGCTGGGTACTTGAA
Serpinb2 NM_001174170.1 716-815 TGGGCTTTATCCTTTCCGTGTGAACTCGCATGAGAGCATACCTGTCCAGATGATGTTCCTCCATGCAAAGCTGAACATTGGATACATAAAGGACCTGAAG
Serpinb5 NM_009257.3 991-1090 TTTCTCTGGAATGTCAGAGACCAAGGGAGTGTCCCTGTCAAATGTGATTCATAGAGTATGCCTAGAAATAACCGAAGATGGTGGTGAGTCCATCGAGGTG
Serpinel NM_008871.2 1823-1922 AGGGGCAACGGATAGACAGATCAAATGGTGGCCCAATAGCGAGCCTTCTCCCTGCTCCCTCCCTTGACACAGCTTGCTTATGTTATTTCAGAGTGTAGGT
Serpinhl NM_009825.2 1846-1945 GGAGCCCAGATACTATGATACCAAATTCAGGGGTGTCACAGCCATTTTGTTCTGCCCTGCAAGTTTTAGATCCAATCTGCCTCAACAGTCAATCAGTGTT
Sfrpl NM_013834.2 2506-2605 TGCATTCCTCCGGTCATATTCTTTTGAGGCTAAAGTGCCCTATCCGAGGAGATGGTTTCAAAGGCTAACTAATCTGCAGCTTTCCCAAGTGCCCAGAGGT
Sfrp4 NM_016687.2 896-995 GGAGTGGTTGCAATGAGGTCACAACTGTGGTAGATGTAAAAGAGATCTTCAAGTCTTTGTCACCTATCCCTCGAACACAAGTCCCTCTCATCACCAATTC
Sgca NM_001136080.1 877-976 AGACTTCCTGACAGATGCCTTGGTGACCCTCTTGGTGCCTTTGTTGGTGGCTCTGCTGCTTACTCTGTTGCTGGCTTACATCATGTGCTTTCGGCGTGAA
Shbg NM_011367.2 825-924 ATGGCTCAGGACAACTCCTTGCTCTTGGAACAGGAACAAATTCTTCTTGGCTTAACATTCACCTCCAAAACCAAAGCGTGGTTCTGTCTTCCGAGGCAGA
Shprh NM_001077707.1 1171-1270 CTGCACTTCTTATGGCGAGAAATTGTTACACCTGATGGCTTGAAACTCTACTATAATCCATATACAGGCTGCATCATTCGAGATTTCCCACATGCGGGTC
Sirpbla NM_001002898.1 451-550 TGCTAAACCATCTTCACCTATGGTCTCCGGTCCTGCAGCCAGAGCTGTCCCTCAGCAGACAGTGACCTTTACATGCAGATCCCATGGATTCTTTCCGCGG
Sirtl NM_019812.2 844-943 GGATTCCTGACTTCAGATCAAGAGACGGTATCTATGCTCGCCTTGCGGTGGACTTCCCAGACCTCCCAGACCCTCAAGCCATGTTTGATATTGAGTATTT
Sirt3 NM_001127351.1 806-905 CCAGCTTGTCTGAAGCAGTACAGAAATCAGTGCCCCGACTGCTCATCAATCGAGACTTGGTGGGGCCGTTCGTTCTGAGTCCTCGAAGGAAAGATGTGGT
Ski NM_011385.2 1211-1310 TGATTCGAGACAGCTTCTACTCCTACAAGAGCTTTGAGACAGCCGTGGCCCCCAATGTGGCCCTAGCACCACCAACCCAGCAAAAGGTTGTGAACAGTCC
Slc17a5 NM_172773.2 1421-1520 GGGAATGGCAGACTGTCTTCTGTATCGCTGCTGCTATTAACGTGTTTGGGGCCATTTTCTTCACGCTGTTTGCCAAAGGGGAAGTGCAGAGCTGGGCTCT
Slc25a31 NM_178386.3 859-958 AGTTAGAAGACGTATGATGATGCAGAGTGGGGAATCTGATCGGCAATATAAAGGAACCATAGACTGCTTTCTGAAAATCTACCGTCATGAAGGAGTTCCT
Slc25a4 NM_007450.4 855-954 CTGCTGGAGGAAGATTGCAAAAGATGAAGGAGCCAACGCTTTCTTCAAAGGTGCTTGGTCCAATGTACTGAGAGGCATGGGTGGTGCTTTTGTATTGGTA
Slc2al NM_011400.3 2191-2290 GGACTCCATTTTAGGATTCGCCCATTCCTGTCTCTTCCTACCCAACCACTCAATTAATCTTTCCTTGCCTGAGACCAGTTGGAAGCACTGGAGTGCAGGG
Slc2a3 NM_011401.4 1191-1290 CTCAGCAGCTCTCTGGGATCAATGCTGTGTTCTATTACTCAACAGGAATCTTCAAGGACGCGGGTGTCCAGGAACCGATCTATGCCACGATTGGAGCAGG
Slc2a4 NM_009204.2 961-1060 CTGATGTGTCTGACGCACTAGCTGAGCTGAAGGATGAGAAACGGAAGTTGGAGAGAGAGCGTCCAATGTCCTTGCTCCAGCTCCTGGGCAGCCGCACCCA
Slc36a2 NM_153170.3 925-1024 TTCATTTGAAAGCATCGGTGTGGTCCTGCCTCTGGAAAACAAGATGAAGGATGCCCGCGGCTTCCCAACCATTCTGTCTTTGGGGATGTCCATCATCACC
Smadl NM_008539.3 241-340 ACAGGAGGGACAGTATTTTCTACCTTTCCAAACCGCAGACCAAGAAGCTAAGGAGAATCTATGTAAATATACTGAAATCTCTGTTGGCTCTGCGCCCAAC
Smad2 NM_010754.4 881-980 TCACAGCTTGGATTTGCAGCCAGTTACTTACTCGGAACCTGCATTCTGGTGTTCAATCGCATACTATGAACTAAACCAGAGGGTTGGAGAGACCTTCCAT
Smad3 NM_016769.3 1846-1945 GTGTATCGCCACCTGACTCCTTGTTTAATGACAGAGGTCTGGGATGTCACAGTCCAAAAGGAAAGTGCCTTTCTCCATGGCTGGAGTATGGAGTTTACCT
Smad4 NM_008540.2 2886-2985 TCCTAGGGAGAAGGTTTTGTATAAAACACTAAAAGCAGTGTCACTCTGCCTGCTGCTTCACTGTTCTGCAAGGTGGCAGTACTTCAACTGAAATAATGAA
Smad5 NM_008541.2 2631-2730 ATACCTTTGCTCCTTACCAGACTTGTCATACAAGGACTCGTGCAGTGTAGCCAGTAGAGGCTCTTTGGTTGGCCCAAGAATGAGGCTGTTGGTGTAAGTG

Smad9 NM_019483.4 2574-2673 AGCCTTGGGAAAGCTCGAGGCATCTTTGGATCTTATTTATGCATCTCTCAGCCTGGCACCTATGTTAAGTTATTAGCTGGTTACATCAGTGCAGCCTCTT
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CAACGAACCATAAAGTGCTCCTCTTTTGCCAAATGACCTCCCTCATGACCATCATGGAAGACTACTTTGCATACCGTGGCTTCAAATACCTCAGGCTTGA
GAGGAGAAGGCGCCGGGAGGCCTCTGAGAACCTTCCGTTTTCCTTTCCCTTTCCCTCGGCCCTCCGCCTCCTCAGAGTCAGCCCGCCTTCCCTGACCTCC
ATGTTTGGTGATGCAGGTGGTGGACCCAGGAAAAGGAAATTATCTTCTTCTTCTGAGGAGGATGACGTTAATGATGATCAGTCTGTAAAACAGCCGCGAG
TGGTTCTTTTGCTGGCTTGCTCTCCTCAACCTGCCTTCCCTGGGTTTCCATCTCAGTATCCTGTAAATGCATCCACCCTGGTAAACCCTGCTCTATTTTG
CAACTTCACTTCCTCGTCCCTCTGTGGAGGGCCTGGTTTATTCCCTTGCCCTTTCCTCTGCCTGCAGTCTCCGTTGGCTTGCTCTCCGTGCTCTTGATGC
ACTAGTCTCTCAATTCTGCCTTGCCCCAGTAGGGCTTCTGTACTTCATCTACCTTCATGCTTCCGAGGGTGTTCTAAAACCCAGCTCCCTCGTGACTCTC
GGGATCTTAGCAACATCAATTGTGAAGAGCTCGGTCCTTTGCCTCCTGGATGGGAGATCCGCAATACCGCAACAGGAAGAGTTTATTTCGTTGACCATAA
TCACTGCCAGGACTCCTTCCAGCCTTGGTCCGGGGACCTGTGGCGTCCATGTCTGGACCTGGTTCCTGCTTGGCTCTCTTGGTGGCCTTTGCCGCAGGTG
AGACCCACTCTGATGTAAAGAAATACCAGTGCAAAAACTGCTCCAAAACCTTCTCCAGAATGTCGCTTCTGCATAAACATGAGGAGTCTGGCTGCTGTGT
TCGCTGGATGGTGAGTGAGACAGAAGCCATTGCGGAATTGAGTTGTTCCAAGGATTTCCCAAGCCTTATTCATTACGCAGGTTGCTATGGGCAGGAAAAG
CAGCTTGTGTCTGGGGCCAGGACCTGAATTCCACTCCTACCTCTCCATGTTTACATATTCCCAGTATCTTTGCACAAACCAGGGGTCGGGGAGGGTCTCT
TGTGTCCATTGAAGATCGTGTGATCTCACTCTCAGGAGAGCATTCCATCATTGGCCGTACAATGGTGGTCCATGAGAAACAAGATGACTTGGGCAAAGGT
ATAGCTTTGCTCCTGCTTGAGGAGTGCTTATTATGAGAGGAAGGTAATGGTGCCTCTGGGTTTTCTATAGGCAGACATGCAAAAACAGCTAATCTTGTCT
CCCGCGCGGCTGCTGCCCAACGCCATCGGGCGCGTGAAGTGGTGGCGCCCGAACGGACCGGATTTCCGCTGCATCCCGGATCGCTACCGCGCGCAGCGGG
CGCAGCACCCGGGCCTCAACGCTCACGGCGCGGCACAGATGCAACCGATGCACCGCTACGACGTCAGCGCCCTGCAGTACAACTCCATGACCAGCTCGCA
TTTTTCTGCAATGAAGACAGAAAGAAGGCTCTGGGGTGATGCGTTTGGCATTTGTGTTGAGCTTAGGGGAGCATTGGCATGGAGAAACTCCACGCTGGCG
ACAAATGAGAGGTTTCAGATGCAGTGAGGAGCACTGAGTCCTTTGCAATGTTTTCAGCCATAGACCTTTGGGTCTGCCTGGACTGTATGTGGATGTGTGC
TCATTAGGAACCAGAGTTAAGGAGATTGGTGTTAGTAACCTGGCCGGGAGCAGAGTGCCAAGAAGGGGGAAGTCCAATGGGGATCTGATCCCAAAGATGG
AGATGGCGGGTCTGTTGTTGGAGCGAGTGTATTTTACAAGGATATTGCTGGTTTGGACACTGAAGGCAGTAAACAGCGGAGTGCGTCTCAGAGTAGTTTA
CTCCAAGAGGCTTCCTGCTGCTCGCCTCTAAACCCCTCCACATTCCTGCAGCCCTTCAGACCGCCAGAACTCTTCTGCCGCCTGCCTGCCTGCCTGCCTG
TGAATCTGACGAATCTCACCATTCGGATGAGTCTGATGAGACCGTCACTGCTAGTACACAAGCAGACACTTTCACTCCAATCGTCCCTACAGTCGATGTC
ACGCTGGGAACAGAACTAATGAGGGGCCTCTCATTGTCACCGAAGAACTTCACTCTCTTAGCTTTGAAACCCAGTTGTGCCAGCCAGGCTTGGTGATTGA
CATCGGCCTCGATGGGAGCATAGGATGTCTAGTAAATGGTGCTGGCTTGGCTATGGCCACAATGGATATAATAAAACTACACGGAGGGACTCCAGCCAAC
CATTCACAAGAAGGGAAGAATAGGTATCGTGTCCAGGTCCGGTACTCTGACTTATGAAGCAGTTCACCAAACAACCCAAGTCGGATTGGGGCAGTCCTTG
GAGGAAGAGGAAAAGGTGTCTTCAATAGCGGTTTGAAAGGAGGTGTTCATTTAACAAAAGACCCTAAAGTAGTGGGAGAGTTGGCTCAACAGATGATTGG
TGTCCAATAAGACAAGTCCCTACTGGTAAAAAGCAGGTGCCTTTGAATCCTGACCTCAATCAAACAAAACCAGGAAATTTTCCATCCCTGGCAGTTTCCA
TGAGGCTTCGCAATTACTACTACGACGTGGTTAACTAACAGCTCCGGCGCCTGTCCGTGCACACCACGGATTCCCAAGCGATCACAGGAAATTCATTCAG
GGACCTCTTAAAGTGACAGTGCAAGAGTTAGATGGATCCTTCAACCATACCTTGCAAATTGAAGAAAACAGCCTTAAACATGACATACCCTGCCACTCCA
GTTGACCTCTATGAAGGTAAGGATATGGCAGCAGTGCAGAGGACTCTAATGGCTTTGGGCAGTTTGGCTGTGACCAAAAACGATGGAAACTACCGTGGAG
AAAGCAGACGAAAATAATGGGTTCGGTTCAAAGAACACTGCGTTTTGCACCCACGTCTTCCCGGAGACAGCTTTTATCGCTGTGACTTCGTACCAGAATC
CCGCTCTGAGGCTAATTACCTATGGAATCCAAGAGCAATGGTCACGGTTCCTTACCCTAGCTTTACTTCTGTCCTTTGAGTTGGCTGGTCCGTGGGGGGT
GAGCGGAATGCCTATGCCACCTTTGGGAGAGACACCAGTGTTGGCACCTTGAGTCAGGCTGGCTTCCTGCCAGGTGAGCTGAGCCTCAGCAGTCCCGGGC
AATTACCGGATATTGAATAGGGGAAGCCCGGCTGCCCTCGTAACAAAACCAGCAAACGTCCTGATGGCAACGAAGTGATGACATTAGCCATTCCTTAGGG
CAGGGTAAGCTGGTGGAGGTTGTTGCCAATATGATCAGGCACTCGGAGAGCACGTACTGTATCCGCCAGTATGCAGTGGTCCGGAGAGATAGCCAAGGCC
ATTCAAGTGCTAAACTGAAATATCCTGATGCGCAGACTGCCAACGATGTGGCCATCCCAGACGATTTCTCAGACTTCTCCCTTGCCAAGACGATTAGCAG
GGAGTTGTACGGCAGTGGCTGAACCAAGGAGACGGAATACAGGGCTTTCGATTCAGCGCTCACTGCTCTTGTGACAGCAAAGATAACAAACTCCACGTGG
CCCAAAGCCAGAGTGGCCGAGCAGCGGATTGAACTGTATCAGATCCTTAAATCCAAAGACTTAACATCTCCCACCCAGCGCTACATCGATAGCAAGGTTG
TCATGTAATTAGTTTCTGGGCCAGCAACTAGCTATCTCAGGTCCCTTAGAGATGCTGGACTCAAAAGCAGAGGTCAGAATTGGTTCTCTCATGTATTCCC
TCAGAAGTAGTGGCCAGCTGTGTCTCTAGTAGGACAGTAAAGGCATGAAGCTCAGCCTGTAATCCTGCTACTACAGTAGTACTCCAGAAGTGCCTTGAGG
GAGCTCTAACATCCTAGTGAAGAACGACTTGACCTGTTGCCTGTGTGACTTCGGGCTGTCCTTGCGCCTGGACCCTACTCTGTCTGTGGATGACCTGGCC
CACACCAACTCCAAAAGTGCCTTAAAGCCAGGTTTGTGTCTCCTTTCAGGAGAGAGCGTGTAACGTCAGATTTGTGCCTGTCTCGAACATTCTGTCCTAA
TTTAGTGGATTCCAGCTTCTAGTGGATGTTGCACTCAAACGAGCGGCAGAGATGGAGCTTCAGGCCAAACTCACAGCTTAACCGTTTTTTCAAACAAAAC
ACTTTTGTGAGCTTCAAGTCTCGGGCGCGAATCCCATGAGCTCCAATAAAAGTATCAGTGTGTATAGAGACAAGCTGGTCAAGTGTGGCGGCATAAGCCT
AAGCCTCTGTGGATATGCCCACAAGTCCCAGAACCGCAGTGAAGAGTTTCTCATCACGGGCCGCCTAAGGAACGGAAATTTGCACATCAGTGCCTGCAGC
TTGCAGGAAAGGCAGAAGGAGATGGCAAGATGCACATTACCCTCTGTGACTTCATTGTGCCCTGGGACACGCTTAGCATCACCCAGAAGAAGAGCCTGAA
TGGCTACTCTAAGGGTTCCTGCTGGGCTGGCTTTGCTACGCTTTCCTCAAGCTGCTTTCTTATTACCAGGATGCCTCACAGCTACAAAGTCCAATCTCAC
CGCGCTCAAGTGGAATTGAATGCAGCTATTGTAGCTTGTGAGATGGAACTGAAAACCTCTCTGGTTAAAGGCAATCAATCGGATCCCAGTGGCTCTTCCT
TCCATTCCTGAGTTCTGCAAAGGGAGAGTGGTCAGGTTGCCTCTGTCTCAGAATGAGGCTGGATAAGATCTCAGGCCTTCCTACCTTCAGACCTTTCCAG
GGCTGAACAACTTCTTCCTCAGGCTTTGTATTTGAGCAATATGCGGAAAGCTGTGAAGATACGAGAGAGAACCCCAGAAGACATTTTCAAACCTACCAAT
ATTGGTGTCTCTCTTATGTTGGGGTCCATCCCATAGGCAGCTTATAAAACCAAATAGCATAAAAGCTTATATTACAGGTGCAGGAAGTGCTGCTGGGTAG
TTCTCAGGTGAGACTTCATCGAAAGCACCCTGTATAAAACACACGAACTGCAGCACATTTGGCCTCCTGCTAATTCAGAAAGGAAATGCAACACATGACA
GTGTGTGTCCATGTTTGCATGTATGTGTGTGCCAGTGTGTGGAGGCCAGAGGTTGGCTTTGGGTGTGTTTGATCACTCTCAGTTACTGAGGCAGGGCTCT
CTGTACTTTCGAGCGCAGATGGATCCTAACAGAATATCAGAAGACAGCACTCACTGCTTTTATAGAATCCTGAGACTCCATGAAAACGCAGATTTGCAGG
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NM_009393.2
NM_009405.2
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CAAAGCTGCGGTAGAACAGTTGACAGAGGAGCAGAAGAATGAGTTCAAGGCTGCCTTTGATATCTTTGTCCTGGGCGCGGAGGATGGCTGCATCAGCACC
CTGCCCGCCACTGCACATCCCAGGCTCCATGTCTGAAGTGCAGGAACTCTGCAAACAACTGCATGCGAAGATCGACGTGGCTGAAGAGGAGAAATATGAC
AAGGGGAGCGTGTGGATTTTGATGACATCCACCGGAAGCGCATGGAGAAAGACTTACTGGAGCTGCAGACGCTCATCGACGTGCACTTTGAACAGCGGAA
GACAGCCCGGGAAATGAAAAAGAAGATTCTTGCCGAAAGGCGCAAGCCTCTGAACATTGACCATCTTAGCGATGACAAGCTGAGGGACAAGGCCAAGGAA
GCATGCAGGATAAAATGCCCGAGGTTCGGCAGAGTTCTTTTGCATTGCTAGGTGACCTGACTAAAGCGTGCTTCCAGCATGTTAAGCCTTGTATAGCTGA
TTGGACATTGACGATGTTCGTGGCAATCTGCCACAGGATTTGAGTGTCTGGATCGACCCGTTTGAGGTTTCCTACCAGATCGGCGAAAAGGGACCAGTGA
ATCACGCCTGGTCATTGTGTGACTGGCGATTGTCACAAAGTGGGAAGGAAGCCAAGACAATAGAGATGCCTACTTCCTTTCCTTGGTGGGAGGGCTGGGT
CCCTCTCTGAGTAGTGGTTCCTGGCCCAAGTTGGGGAATAGGTTGATAGTTGTCAGGTCTCTGCTGGCCCAGCGAAATTCTATCCAGCCAGTTGTTGGAC
AGGAGTTGCTGACGGTCTATTCATCAGAAGACGGCTCCGAGGAGTTTGAGACTATCGTTTTGAGGGCTCTTGTGAAAGCCTGTGGGAGCTCTGAGGCCTC
GGCTGGCTGGCGAGGTCATCACGCTCTTCACAGGAGTCCTGTTCTTCTTTACCAGTATCAAAGACTTGTTCACGAAGAAATGCCCTGGAGTGAATTCTCT
CTAAGCAGAAGCAACCTCTCTCTTCTTCTCTGTCTTTTCCAGGCAGGGGCAGAGATGGGAGAGATTGAGCCAAATGAGCCTTCTGTTGGTTAATACTGTA
ATGACTTCGGTCCCTGAAAACGCATTCCAGGGCCTATGCAATGAAACCTTGACCCTGAAACTGTACAACAATGGATTTACTTCAGTCCAAGGACATGCTT
GAAATACACTGTGAAAGGCTTAAAAGAAGGCGATACATATGAGTACCGCGTCAGTGCCGTCAATATCGTTGGACAAGGCAAGCCATCATTTTGCACCAAG
AATGGACAGTCTAGAGACTCTGGAGCTGGATAACTAAAAATAAATCTATATGACAAAGATTTTCATGGAAATTAGAAGAGCAGAGACCAAATTCACAAGA
CCTGAGTGCTGCGATCAAAGGCCCAGCTTGGTTATTGCTTTTGAGGCTTTCTCCCAACGCACAGACTTGTGTAATTCTAACACTAATCCTGTGAAGGGTT
CAGTACTTGTCACTTGATGCTGTTTGAGTGCGAGAATAGGTGTGGCTCTGCCCTTGGGGTTTGGATAAATCTTTTGGCAGAAGAGGGAATGAAAGGATTC
CTGCGTCTGGGAGCTTGGAACGTGATGATGTTTGTAACATATGAGCAACTGAAGAGGGCCTTAATGAAAGTCCAGGTACTGCGGGAATCTCCGTTTTGAA
TAAGGATGAGTTTCAAGTTGCCGTTCACCGACCGCCAGTGTGTGGGCAAGCTATGGCTCCACTGTACAAACAGACTCACTTCTGCTGTGTTTGAGTACAG
GCAGCGGAACGGGGTGACCCTGAGTATTGAGACCCTGCAGCGATGCTGAGCAGGTTTCTAGGCCCGCGCTACCGGGAACTGGCCAGAAACTGGATTCCCA
CCTGAGGACCTTTATAATGACAGGATGTTTCGAATTAAGAGAGCCCTGGACCTGACTATGAGGCATCAGATCTTGCCTAAGGATCAGTGGACAAAATATG
TTTGCCAGAGTTTCCAGACCTTCAACATCTCCTACTCTGATACTGGGCTGCTGGGCGCACACTTTGTCTGTGATGCCATGAGTATCGATGACATGGTCTT
TTTGACTACCAAAGGAGCTTCATCTTTCAAGATAACCCGTGGGATTGAAGCAGTTGGTGGTAAATTAAGTGTGACTGCAACAAGGGAAAACATGGCGTAC
TGGGTGTTGCTTATGCGGCCAAAAATGTGGTCTCCCAGTTTGTTTCCAGCATGAGTGCTTCTGCTGACGTACTGGCCATGTCGAAGATCGAGATCAAGTT
AAAAACTTGAAGTAAATGTGCAGATTCGTCCTCCTCAGCCTTGTCACTGGGAATCAGGAACAGTTCCTTGTGGTTCTGGACGTCGGTGTCTGATGGAGTG
TTTGTAGTGGTCTACCTGATCTACACATGGGGCAACCAGGAGTTTGAGCAGTCGAAAAGGAAGAATCCAGCCATGTATGAAAATGACAAGTAGACGGCCT
GGTTTTGAGGATGAACACTCTTACCTGTGCGCTGTGACCTGTCTGCAAAGGACACTGGAAAAGAGAACCCAGGTGGAGGTCTACTCATTCCCTGAAGATC
GACGGATGAATTCCAGCTTCATACTAATGTGAATGACGGGACAGAGTTTGGTGGCTCCATTTACCAGAAGGTGAACAAGAAGTTGGAGACTGCTGTCAAT
TTTTCAACATCTGGCTCATCTAATACAGACACTGGTAAAGTTAGCGGGACCTTGGAGACCAAGTACAAATGGTGTGAGTATGGTCTGACTTTCACAGAGA
CTCGGGTTGTAGCTATGTGTAACACACCAACTTATTGCGACCTAGGAAAGGCTGCCAAGGATGTCTTTAACAAAGGGTATGGGTTTGGCATGGTCAAGAT
GTCCAGTTCCTCCTGACTCTTCACTCTACCACCCAAAAGTCAATGTAGACCTACGAAACGGTCAGGTGATGGGCTAGGGACGTATCTTCAAACTCCATTT
TCTCTCTCTCCCAGATCGGTGACAGTCACTAGCTTGTCCTGAGAAGATATTTAATTTTGCTAACACTCAGCTCTGCCCTCCCTTGTCCCCACCACACATT
GGCTCGCACCCAGGCCCCTGTGTCCCAGTTTGATGGCCCCAGCCACCAGAAGAAAGTGGTGCCATGGATAGACGTTTATGCACGTGCCACATGCCAGCCC
GTCAGCATCTACGGCGCTATCATGTATGAAGTCAGGTTTACCCATCTTGGCCACATCCTCACATACACGCCACAAAACAACGAGTTCCAACTGCAGCTTA
ATCACATGGCGGGACCAACATTTTCTCCCTTTTTGGCTAGCATTGCTGGTGTCCAAACTGTAGCAGCATCCACACCGTCAGTATCAGTCCCTATAACAAG
TCGGAGAACGCTTCTCTAAGGACTTTCTGGACTCCCGAGAGCCTCACAGAGACATCCATGCTCGAATGAGACTCCACAACAACCGTGTGGGCCGGCAGGC
CGGTCTCGGCCTCCGCCCTTAGGCCTCGCGGGTCTCCTGTTCTTGGCTTTGTTCAGTCGGGCTCTAAGCAATGAGATTCTGGGCCTTAAACTTCCCGGTG
CTGCAAGAGCTCCAGGACGTGGCTGCTGACCTCAAGACCCGCTACCTGTCAGCCACGAAGGTGGTACACCGGCCTATGGGCACCCGCAAACACTTGGTGC
AGATCCTACCTGTGAGGGTCTCATACCTAAGGACCCGGTTTCTGCCTTCAGCCTGGGCTCCTATTTGGGATCTGGGTTCCTTTTTAGGGGAGAAGCTCCT
TGAGCCTTTGTGTGTGGCTGCCTCTGACCAAAGGGACTTTGTTTATGCCTCTGGCTGTCCACATTGACCACTGTTGACTACTCAGTCTTGTCAAGTGTCC
TGGAGGTACGGTAACTTGATGTGTTTTGATGATATCTCTTGGCCCAGGGAGTCCACAGAGGTGTTGCAGCTGTTTGGTTGTTATCCTCCTGCGTTTAGAC
GCAGCAGGACATCCGAGAGACAGCTTTCGTGTTTGCAATCACCGCAGCTGGTGCCAGCCACGCGGTCACTCAAGCCTGTTCCATGGGAGAGCTCCTACAG
CATTGACCTGGGGAAGGTGACCCTTGTTTGCCCTTGCCTTGCATCCAGCTGTGTGTCCCTATCATGTCAGGATGTTCCAAGCCTCTGGGCCACTGGAAAT
GAAGGCAGACAAGTGGCCGTGGTCTGTAGCCATTTCCAAGGCATATGTTTACTACCGTGCTCAATTGCTTAGACTGATCTCATTCGGGGAGTTCACTCCC
GCGCTTCTCCCTGGATTTCAACTTGCGCACCCATATCCGCATCCACACCGGGGAGAGGCGCTTTGTGTGTCCTTTTGATGGCTGCGAGAAGAGCTTTATT



