Library Number

RMK024

Library Name

Nuclear Receptors Library (Sundrud)

Old Document Name

Library Purpose

CRISPR/Cas9 Knockout of genes encoding nuclear receptors and co-
activators/repressors in CD4 positive T cells. Genes were identified
from previously utilized shRNA screen in CD4 positive T cells.

Location

Designer Name Zach Bacigalupa (for Sundrud Lab)
Designing Date Aug-23
Design Reference

Usage Reference n/a

Species Mouse (Mus musculus)

Total Gene # 82

Total Target # 328
Gene Group

1. Negative Controls rgeting controls from BRIE library) + 6 user supplied (4 guides each) =28

2. Positive Controls 2 (4 guides each) = 8

3. NR Genes 81
Target Number

1. Negative Controls 28

2. Positive Controls 8

3. IEM Genes 82*4=328

Note: The Nuclear Receptors Library was designed from genes that support nuclear receptor
signaling critical to CD4 T cell programs and was inspired by a previously published screen (doi:
10.1038/s41586-021-03421-6). Genes without mouse orthologs, mitochondrial DNA-encoded
genes, genes encoding noncoding RNAs, and genes without guides in either the BRIE or Gecko
libraries were excluded. 4 NTCs (~1%) were added from the BRIE library controls, as well as 28
additional negative control guides (7 genes, 4 guides each) and 8 positive controls (2 genes, 4
guides each). This brings total # of guides to 364 guides. Available in GFP and BFP vectors.




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
11835 Ar GGTGGAAAGTAATAGTCGAT
11835 Ar ACCAGGATACCACACTTCGG
11835 Ar GACTTGGGTAGTCTACATGG
11835 Ar GCTCCTGGGAGGTCCACCCG
13982 Esrl GGCATACGGAAAGACCGCCG
13982 Esrl CACTGTGTTCAACTACCCCG
13982 Esrl TATTCAGAATAGATCATGGG
13982 Esrl AGAGGCATAGTCATTGCACA
13983 Esr2 TGGCGCTTGGACTAGTAACA
13983 Esr2 TTCGTGACGGCTCTCTACAT
13983 Esr2 GAAGTAGGAATGGTCAAGTG
13983 Esr2 CGGCTCACTAGCACATTGGG
26379 Esrra CTACGGTGTGGCATCCTGTG
26379 Esrra CAGCGGGGAGGTGTCCATCG
26379 Esrra TGTACTTCTGCCGTCCGCCG
26379 Esrra CGACACCAGAGCGTTCACTG

Esrrb
not found in Brie Esrrb

Esrrb

Esrrb
26381 Esrrg TGGCGTCGGAAGACCCACCA
26381 Esrrg GGTCTGGGGATCCTCTACGA
26381 Esrrg CCAAGTCACAGAGTGTGGTG
26381 Esrrg TGTGTGGCGACATCGCCTCT
15378 Hnfda GCAATGACTACATCGTCCCT
15378 Hnf4a AATGTGCAGGTGTTGACCAT
15378 Hnfda AGCGGGACCGGATCAGCACG
15378 Hnf4a GGCTCCGTAGTGTTTGCCGG
30942 Hnfdg TACAAGAAGAAGTACCTACG
30942 Hnf4g TGTTGCGGTGAATAACATAG
30942 Hnfdg TCCAGCATGGGCTCTCAAGA
30942 Hnf4g GCATGTTCTTAATCTTCACA
11614 NrOb1 GCCAACTCAAGCATGAGTAG
11614 NrOb1 CAGGGTCTTCAACAGGCCAG
11614 NrOb1 CGTTGGTGAGCATAGAGTAG
11614 NrOb1 CTTCACCGCACACATAGCTG
23957 NrOb2 ACTTAAGAAGATCCTGCTAG
23957 NrOb2 GGATGCTGTGACCTTCGAGG
23957 NrOb2 TGCCCCATGAGGATCAGCGG
23957 NrOb2 AGAAGTGCATACAGAATAGT
217166 Nridl GTTGCGATTGATGCGAACGA
217166 Nridl GAGTAGGTGAGGTCTCTAGA
217166 Nridl CACAACAGCTGACACCACCC
217166 Nridl TTCTGGGGCCGAATATACGT




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes

Nrld2
not found in Brie Nrid2

Nrld2

Nrld2
22260 Nr1h2 TTCCTTAATAGTGGGTGACG
22260 Nr1lh2 CACCGAGCTAGCCATCATCT
22260 Nr1h2 CGGCGCAGTGTGGTCCACGG
22260 Nr1lh2 CTCCGACCAGCCCAAAGTCA
22259 Nr1h3 AAAGCAACCCCAGTTGACTG
22259 Nr1lh3 CAAGTACCGTGACGCGCAGG
22259 Nr1h3 AATCTCCTGCACGGACACGA
22259 Nr1lh3 TTCCGCCGCAGTGTCATCAA
20186 Nrilh4 AAACGGGACATTGTTGTATG
20186 Nrlh4 TGATGGACATGTACATGCGC
20186 Nrlh4 TGTGACAAAGAAGCCGCGAA
20186 Nrlh4 AGTGTAAATCTAAACGGCTA

Nr1h5
not found in Brie Nrihs

Nr1h5

Nr1h5
18171 Nrli2 GTTCAACACGATGTTCGACA
18171 Nrli2 TGTAGGTTGACACATCGGCC
18171 Nrli2 TGGCCTTGTCCCCACATACA
18171 Nrli2 TGATCTCGCAGGTTCCCTTG
12355 Nrli3 TGCATGAACAGATAGGCCGG
12355 Nrli3 GGCGAGCCAGACAGGCACAG
12355 Nrli3 AAACGGACAGATGGGACCAA
12355 Nrli3 ACACAGGTCCCTAACCATGG
22025 Nr2cl GGTGCAGAGCTTACGCAATG
22025 Nr2cl ACAGTCTTGCTTCATCCCGA
22025 Nr2cl GTTCATTCTGGCAAACCACG
22025 Nr2cl ACGTGCGACTCGCTCAGCAG
22026 Nr2c2 GATCCAGATAGTCACCGCAG
22026 Nr2c2 AGGGACAAGGTTGTCCGAGG
22026 Nr2c2 GTACCATCCTCACGTATCAA
22026 Nr2c2 TGGAGGTGAAGCACTATCTG
21907 Nr2el CACTTCGTAGAGATACATTG
21907 Nr2el AGGACCCCGCTCGTGCTGCA
21907 Nr2el AGTGTTAGCATCAACCGGAA
21907 Nr2el TTCTGTGTGTCTTGTCTACG
23958 Nr2e3 TGACCCCCGATCAGAACCAG
23958 Nr2e3 CAGTTTAGCACAAGTTTCGG
23958 Nr2e3 GCCTCCAAGAAGGAGTCTCC
23958 Nr2e3 TCCTTCTTGGAGCCATACAG
13865 Nr2f1 CCAGTATGCACTCACAAACG
13865 Nr2fl GGCTGCCATAACGCGACGTG




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
13865 Nr2fl CGAGCTGTTCGTGCTCAACG
13865 Nr2f1 GATGTTGCGGGCCCACTCGA
11819 Nr2f2 GCAGTTTGCCCTGACCAACG
11819 Nr2f2 CTACGGCCAGTTCACGTGCG
11819 Nr2f2 GGCGCTGAAGAGCATCCGTG
11819 Nr2f2 CTCAAAAAGTGCCTCAAAGT
13864 Nr2f6 GAGCTACCCACGCGCGACCG
13864 Nr2f6 GCATGCGCTCCCCGGTCCAG
13864 Nr2f6 CGGGCGACGAGGAGCGTCCG
13864 Nr2f6 CATCGACAACGTGTGCGAGT
14815 Nr3cl CATTATGGGGTGCTGACGTG
14815 Nr3cl AGCTTGCCTGGCAATAAACC
14815 Nr3cl AAAGCCGTTTCACTGTCCAT
14815 Nr3cl AAAACTGGAATAGGTGCCAA
110784 Nr3c2 GATGATTGGGCTCTTAACGA
110784 Nr3c2 CAAGGAACTTTCAGCCACGG
110784 Nr3c2 TCCACTAATGCATTGACAGG
110784 Nr3c2 GAATGGAAATGGGTTGACTG
15370 Nrd4al GGAAGTGTCACGGTTCGGAG
15370 Nrdal TGCTTCGTGTCAGCACTATG
15370 Nrd4al GGCAAACAAGGATTGCCCTG
15370 Nrdal GCCTTCATAAGTCTGGCTCG
18227 Nr4a2 TGTCAAGCAACTGCGATGCG
18227 Nr4a2 TGCCGGATTGGAATCGACGT
18227 Nrda2 AGTACTGACAACGATTTCGG
18227 Nrda2 TAGTAAACCGACCCGCTGTG
18124 Nr4a3 GCATTCATCATACAGATCGG
18124 Nr4a3 ACCAAGCTGACCATGGACCT
18124 Nr4a3 CGGCCGTGGGGTCATAGCCG
18124 Nr4a3 AGTGTCGGGATGGTTAAGGA
26423 Nr5al TGGAGACCGGACCACCGATG
26423 Nr5al GTGCGTGCTGATCGAATGCG
26423 Nr5al CGCACGTGAGCAGCCCGTAG
26423 Nr5al CCATTGTCGACTGGGCACGA
26424 Nr5a2 TGTGTGGCGATAAAGTGTCT
26424 Nr5a2 GTAAGAGCCGACCGCATGCG
26424 Nr5a2 TCGCCACTCCCCCAAACGTG
26424 Nr5a2 CTTCTGTCATAGTCTGTCGG
14536 Nr6al CCTTACCCACCGTTGCGCGG
14536 Nr6al CATAGTGCAAGCCCGTAGCG
14536 Nr6al CCAGAATAGCTAAAAAGGTG
14536 Nr6al CACCTATGTTGATTGAAGAT
18667 Pgr CTCTGGCCGACTCATGAGCG
18667 Pgr AGGAGGAGTCGCAGCCAACG
18667 Pgr GGCGCGAACGAACCCTGCGT
18667 Pgr CAGTCTGGGAAGTCACCGCA




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
19013 Ppara CATCGAGTGTCGAATATGTG
19013 Ppara GATTTCTCAGTCCATCGGTG
19013 Ppara TCTGTCGGGATGTCACACAA
19013 Ppara CTGCTGCCAGTGCATGTCCG
19015 Ppard CCTCCGGCATCCGTCCAAAG
19015 Ppard GGCCTCGGGCTTCCACTACG
19015 Ppard TCGAGTATGAGAAGTGCGAT
19015 Ppard CCTCAAGTATGGCGTGCACG
19016 Pparg AATGCTGGAGAAATCAACTG
19016 Pparg AGAACCTTCTAACTCCCTCA
19016 Pparg GCACCCTTGAAAAATTCGGA
19016 Pparg CTGCCTATGAGCACTTCACA
19401 Rara GAGCTACACGCTGACGCCTG
19401 Rara ATCATCCGGCTACCACTATG
19401 Rara AGATTCTGCGAATCTGCACG
19401 Rara CAAGTGCATCATTAAGACTG
218772 Rarb AAGCAGGGCTTGTACACCCG
218772 Rarb CCAAGTCCAATCGGACCCGG
218772 Rarb ACCGGCATACTGCTCAATGT
218772 Rarb TGACGCAGTTCTTATCTCGA
19411 Rarg TGGGCAAGTACACCACGGTG
19411 Rarg AAGCATGGCTTATAGACCCG
19411 Rarg GCTACAAAAGTGTTTCGAAG
19411 Rarg ACACTATGACATTCTCGGAT
19883 Rora TTGGCTGAGATGTTGTAGGT
19883 Rora CATTGATGTCCAATCCCGAC
19883 Rora GAGAGACAGCTTGTACGCCG
19883 Rora AGCTATGCGAGCTCCAGCCG
225998 Rorb CACCACGTACTGGATAGCAT
225998 Rorb GGAGACATGTCAGTACACCA
225998 Rorb TCCCAGCTGTAAAGTTCGGG
225998 Rorb ACAAGTTGGGTACAGATGTG
19885 Rorc CTTGAGTATAGTCCAGAACG
19885 Rorc GTCATCTGGGATCCACTACG
19885 Rorc TCTGGGGCACTGCAGAAACT
19885 Rorc GACAAGCAGAGGCCTCGGGT
20181 Rxra CAAGACTGAGACATACGTGG
20181 Rxra AGGACGCCATTGAGGCCTAG
20181 Rxra CATGGGCCCGCACTCCATGT
20181 Rxra GGGGCAGCTCAGAAAAGTGT
20182 Rxrb ATTGTGGGGTCGCGTCCCGG
20182 Rxrb GCTGTTCACACTCGTTGAGT
20182 Rxrb GTTCAGGAGGAGCGTCAACG
20182 Rxrb TCCACAGTGTCGCTCCCTGG
20183 Rxrg TAGCCACGAAGACATGCCCG
20183 Rxrg TGCGTTTGGCCCACTCAACG




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
20183 Rxrg TCGTAACCAGGGAAGCACTA
20183 Rxrg CACAGCACTCAGCGTCCGAG
21833 Thra ACAGCGGTAGTGATAACCGG
21833 Thra TGTCACTCTCAGGGTCGTAG
21833 Thra TCTAGATGATTCGAAGCGGG
21833 Thra AAAACTGCCCATGTTCTCCG
21834 Thrb GAAGACAGTCCGGCTCTCAG
21834 Thrb CCCATCGTGAATGCCCCAGA
21834 Thrb CATCTTTGTCTAAATAGCTG
21834 Thrb CAGGTTTCCAGGGTAACTAC
22337 Vvdr TGGAGATTGCCGCATCACCA
22337 vdr AGCGTTGAAGTGGAAGCCCG
22337 Vvdr TTCTTCATTCAGATCCATCG
22337 vdr TTCGTGCAGACGTAAGTACA
17977 Ncoal TTGACTGAGGGATTTATTCG
17977 Ncoal GATGCTAATTCACCCTCCAG
17977 Ncoal ACCACTAGTAATGCCAACTG
17977 Ncoal AGTTTGGACAACCAGGAGCG
17978 Ncoa2 AGTGCATAGTTACTACCCTG
17978 Ncoa2 GGGAGGATTCATATTAACTG
17978 Ncoa2 AGTCAGATGTGTCGTCCACG
17978 Ncoa2 CTTTGCAAAGTGATGTCAAG
17979 Ncoa3 CAAGGAGAAACGATACACGG
17979 Ncoa3 TCGTCCTCCATATAACCGAG
17979 Ncoa3 AGAACATCATGATTTCCCCT
17979 Ncoa3 ACGTGCTCCTCCGACGACCG
27057 Ncoa4 CGTCGCTGATTGTTGCGCCG
27057 Ncoa4d TTCAAGAAGTCAGCATCCAG
27057 Ncoad GGTCTTAAGGGATCCAAATG
27057 Ncoa4d AATTAAAGATAATTTACGAG
228869 Ncoa5 GGGTGGATGACTATTGCCGG
228869 Ncoa5 GTAGAGAGGAGCTTTATCGT
228869 Ncoa5 CTGCGGTCCCGCAAATCCCG
228869 Ncoa5 TAACAGATACCTCACTGCCG
56406 Ncoa6 TGAACCATAGGATTCCGACC
56406 Ncoab GCTGTTATGACGCCCCAGGG
56406 Ncoab CAATGACTACAAATCAAGGG
56406 Ncoab TGTGCCCAACTTGTTACACA
211329 Ncoa7 AGGCCTTAAAACCCATCGAG
211329 Ncoa7 AGTTCAACGTTACAGCAGAG
211329 Ncoa7 GGTACACTCTGGGTAAAAGG
211329 Ncoa7 CTAAGGGATCGGACTTATGA
170826 Ppargclb AGGGCTTGCTAACATCACAG
170826 Ppargclb TGGACGAGCTTTCACTGGTG
170826 Ppargclb GGCCTTGACTACTGTCTGTG
170826 Ppargclb TCCTGTGCTAGGGAGTCTTG




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
19017 Ppargcla GAATGAGGCAAACTTGCTAG
19017 Ppargcla TATTGAGCGAACCTTAAGTG
19017 Ppargcla TTGCATGCGCACCTTAACAA
19017 Ppargcla AAGACCAGTGAACTAAGGGA
19018 Scand1l AGCGCTGGCGAAAGGTCTCG
19018 Scand1l TTCGCTACCAGGACGCGGCC
19018 Scand1l GCTCCCGGAATCGGGCGACG
19018 Scandl CGCGCCCGCAGCTTTGAACA
20185 Ncorl GGCTTCACGGAAACCCCGTG
20185 Ncorl GGGCCTAGCAAACTACCCCG
20185 Ncorl ATATGCCGAGCATTACCCAG
20185 Ncorl CCCTACCAAAGCCGACTCCG
20602 Ncor2 GCCATCTCGACTGTCCAAGG
20602 Ncor2 GCATAGAGAACAATCCGCGA
20602 Ncor2 GCTACCACACCCTCGTGAGT
20602 Ncor2 TACCGACTGAGCCCCCACGC
11622 Ahr AGCTGTGCACAAGAGGATCG
11622 Ahr GTATAATAGACTGCTGCCTG
11622 Ahr TCTCCGGTAGCAAACATGAA
11622 Ahr GTGGAAAGAATCCTTACTTG
18671 Abcbla ACTGAATGCTCCAATTAACA
18671 Abcbla CAGGAAGCTTAGTACCAAAG
18671 Abcbla CAAAGATCAGCATCATAAGT
18671 Abcbla AATGACGTCAGCATTACGAA
18669 Abcblb AGCCTTTGCAAACGCACGAG
18669 Abcblb TGATGCTTCTAGTGTTAAAG
18669 Abcblb TCATCTCTTGAAAAAACCTG
18669 Abcblb CAGATGACAATCCAATAAGA
65256 Asb?2 GGAGACAGACTCGTGCAGTG
65256 Asb?2 CAGTGCATCAGCCCTCTACG
65256 Asb?2 CGAGCGCGCCCGCCTCTACG
65256 Asb?2 CCTCCAAGAAGGGCAACTAT
58208 Bclllb GTTGTGCAAATGTAGCTGGA
58208 Bclllb CTGAGAGCCCGTCGTCTGAG
58208 Bclllb GCGGGAAGTTCATCTGACAC
58208 Bclllb CAGAGGTGAAGTAATCACGG
22042 Tfrc CTACACGCTTACAATAGCCC
22042 Tfrc GAATACATACACTCCTCGTG
22042 Tfrc GGGCTCCTACTACAACATAA
22042 Tfrc AACCCTCGGGAGACTCCACT
13813 Eomes GCCATACGCCGGAACCTCAG
13813 Eomes GCTGTCCATGGAGTAGCGCG
13813 Eomes CACCCAGAATCTCCTAACAC
13813 Eomes TTCCACGAAAACATTGTAGT
20371 Foxp3 CATACCTGATGCATGAAGTG
20371 Foxp3 TCTACCCACAGGGATCAATG




Target Gene ID Target Gene Symbol |sgRNA Target Sequence Notes
20371 Foxp3 AGGTCGGGACCTGCGAAGTG
20371 Foxp3 GCAAGAGCTCTTGTCCATTG
14462 Gata3 CTACTACGGAAACTCCGTCA
14462 Gata3 CCGGGTTCGGATGTAAGTCG
14462 Gata3 GCAGCTGCACCTGATACTTG
14462 Gata3 TCCAAGACGTCCATCCACCA
16153 1110 GCTAACCGACTCCTTAATGC
16153 1110 AACTGCACCCACTTCCCAGT
16153 1110 AAGGAGCATTTGAATTCCCT
16153 1110 ACTGGCATGAGGATCAGCAG
16171 117a CTCAGCGTGTCCAAACACTG
16171 I117a GAACGGTTGAGGTAGTCTGA
16171 117a CTTACGTACTGGAGAGTCCA
16171 I117a CTGAGCTTCCCAGATCACAG
212391 Lcor ACAGCACTTAATCTTATCCA
212391 Lcor ATCTGCAGAGATCGAGCCAG
212391 Lcor GATACCACAAGTTCGAGGAA
212391 Lcor TCCATCCAATTAGGCGACCT
17132 Maf GTGGCTTCGATGGCTATGCG
17132 Maf GACCGCATCATCAGCCAGTG
17132 Maf GGTGTCCGCCGTGATCGCCG o
screen-specific
17132 Maf ACCACCACCACCACGCCGCG control or
19014 Med1 CCAACCAACACCTTTCCGGG -
presumed activity
19014 Med1 AGGTGTATCCAGCGCGTCAG
19014 Med1 TAACTTACCCCCACTCCGCG
19014 Med1 GTGAGCTGTAAACTCTACAA
Nripl
not found in Brie qul
Nripl
Nripl
12142 Prdm1 TTGGAACTAATGCCGTACGG
12142 Prdm1 GGATAGGATAAACCACCCGA
12142 Prdm1 GTGTAGACTTCACCGATGAG
12142 Prdm1 TTGTACCACGTGTTCTGACG
17128 Smad4 TGAATCCATATCACTATGAG
17128 Smad4 GGTGGCGTTAGACTCTGCCG
17128 Smad4 TGTCACCATACAGAGAACAT
17128 Smad4 CAAAAGCGATCTCCTCCCGA
20846 Statl GGATAGACGCCCAGCCACTG
20846 Statl TGTGATGTTAGATAAACAGA
20846 Statl TTAATGACGAGCTCGTGGAG
20846 Statl GAAAAGCAAGCGTAATCTCC
Stat2
not found in Brie Stat2
Stat2

Stat2
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20848 Stat3 CCAACAAATTAAGAAACTGG
20848 Stat3 CTGCTTCTCTGTCACTACGG
20848 Stat3 GTTTACCACGAAAGTCAGGT
20848 Stat3 CAAAGAGTCACATGCCACGT
20849 Stat4 AATGTCTAAACTCCACTGAG
20849 Stat4 GCATGCCAACGCACCCTCAG
20849 Stat4 AAATCCAATGCATGTAGCTG
20849 Stat4 TGGCCTCACCATTAACCTAG
20850 Stat5a CATGGACGATAACGACCACA
20850 Stat5a GTTCGTTGTACAGAATGTGA
20850 Stat5a AGTGGATCGAGAGCCAGCCG
20850 Stat5a GTGGGCGCTGAGCGTGCCAG
20851 Stat5b CTGATTCGCAGTGATTACAG
20851 Stat5b TACAGCGAACCAGCTCCATG
20851 Stat5b GGCGTTGTCCCAGAGGACAG
20851 Stat5b AGTGGATCGAAAGCCAAGCC
20852 Stat6 ATAAAGCGCTGTGAGCGGAA
20852 Staté GCTGAAAGGCCTCCACACTG
20852 Stat6 AGAAAGCATCTGAACCGACC
20852 Staté CATCAGACAAATACTTCAAG
57765 Tbx21 AGTCTGGGTGGACATATAAG
57765 Tbx21 AGGACTACGCATTGCCCGCG
57765 Tbx21 GACCCGACCGATCGCCGCGC
57765 Tbx21 GGCTTCCAACAATGTGACCC
12525 Cd8a TGGGTGAGTCGATTATCCTG
12525 Cd8a ATCCCACAACAAGATAACGT
12525 Cd8a GTGTTGGGGTCCGTTTCGCA
12525 Cd8a GGACGCCGAACTTGGTCAGA .
negative controls

12478 Cd19 GAATGACTGACCCCGCCAGG
12478 Cd19 AATGTCTCAGACCATATGGG
12478 Cd19 GGCACCTATTATTGTCTCCG
12478 Cd19 TTTAGCCCACACATACAGCT

dsRed

dsRed

dsRed

dsRed

EGFP

EGFP

EGFP
not found in Brie EGFP

Fluc

Fluc

Fluc

Fluc

mCherry

mCherry




Target Gene ID

Target Gene Symbol

sgRNA Target Sequence

Notes

mCherry
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mCherry .

negative controls
17879 Myh1 GCTGCCAGTGTATAACGCAG
17879 Myh1l TGACCTCGCTAGTAACATGG
17879 Myh1 AGTTGGCCCAGCTTATAACC
17879 Myh1l TAAAACATGACTTACATCTG
19373 Ragl ACACCAAAGCAGAGTCGTAG
19373 Ragl TGAAACGATTCCCACAGATG
19373 Ragl TCCCGCGCAAGATTGCAATG
19373 Ragl TGGGAAGTAGACCTGACTGT
19374 Rag2 CATCAATATATCATTCACGG
19374 Rag2 ATTGACGTGGTGTATAGTCG
19374 Rag2 TAACTTGTATAGAATAAGAG
19374 Rag2 CATACCAGGAGACAATAAGC
11657 Alb ACAAGAGTGAGATCGCCCAT
11657 Alb TACTCACTGTCCCATAAAGG
11657 Alb TCCCGCATGCTACGGCACAG
11657 Alb GCTCCACCTCACTAAGACAG
12504 Cd4a TCAAAACGATCAAACTGCGA
12504 Cd4a TATCACGGCCTATAAGAGTG .
positive control
12504 Cd4a ACTCACCCTCAAGATACCCC
12504 Cd4 TTCTTCTGGGAACTCTCGCA
21838 Thyl CCTTGGTGTTATTCTCATGG
21838 Thyl TAAGGACCTTGATATAGGGC .
positive control
21838 Thyl CAGTCTTGCAGGTGTCCCGA
21838 Thyl CGTGTGCTCGGGTATCCCAA
BRDNO000737505 NTC AAAAAGTCCGCGATTACGTC
BRDNO000737693 NTC AAAACGGCTCGATCGGTGAT
BRDNO000737637 NTC AAAACGTAATTATACCGAGC
BRDNO000738185 NTC AAAATTGCACCTTCCCGGCC .
negative controls

BRDNO000737801 NTC AAACCCCCGCGCGGAGCGTC
BRDNO000737467 NTC AAACCTAGCGTAGATTCGGC
BRDNO000737848 NTC AAACGAGGCTGTTCGTACAC
BRDN0O000737609 NTC AAACTCATACGTAGCGAATC




Original Doc Name: Nuclear Receptors Library (Sundr

*0ligo name |guide sequence
example 1

Ar GGTGGAAAGTAATAGTCGAT
Ar ACCAGGATACCACACTTCGG
Ar GACTTGGGTAGTCTACATGG
Ar GCTCCTGGGAGGTCCACCCG
Esrl GGCATACGGAAAGACCGCCG
Esrl CACTGTGTTCAACTACCCCG
Esrl TATTCAGAATAGATCATGGG
Esrl AGAGGCATAGTCATTGCACA
Esr2 TGGCGCTTGGACTAGTAACA
Esr2 TTCGTGACGGCTCTCTACAT
Esr2 GAAGTAGGAATGGTCAAGTG
Esr2 CGGCTCACTAGCACATTGGG
Esrra CTACGGTGTGGCATCCTGTG
Esrra CAGCGGGGAGGTGTCCATCG
Esrra TGTACTTCTGCCGTCCGCCG
Esrra CGACACCAGAGCGTTCACTG
Esrrg TGGCGTCGGAAGACCCACCA
Esrrg GGTCTGGGGATCCTCTACGA
Esrrg CCAAGTCACAGAGTGTGGTG
Esrrg TGTGTGGCGACATCGCCTCT
Hnf4a GCAATGACTACATCGTCCCT
Hnf4da AATGTGCAGGTGTTGACCAT
Hnf4a AGCGGGACCGGATCAGCACG
Hnfda GGCTCCGTAGTGTTTGCCGG
Hnfdg TACAAGAAGAAGTACCTACG
Hnfdg TGTTGCGGTGAATAACATAG
Hnf4g TCCAGCATGGGCTCTCAAGA
Hnfdg GCATGTTCTTAATCTTCACA
NrOb1 GCCAACTCAAGCATGAGTAG
NrOb1 CAGGGTCTTCAACAGGCCAG
NrOb1 CGTTGGTGAGCATAGAGTAG
NrOb1 CTTCACCGCACACATAGCTG
NrOb2 ACTTAAGAAGATCCTGCTAG
NrOb2 GGATGCTGTGACCTTCGAGG
NrOb2 TGCCCCATGAGGATCAGCGG
NrOb2 AGAAGTGCATACAGAATAGT
Nrldl GTTGCGATTGATGCGAACGA
Nrid1 GAGTAGGTGAGGTCTCTAGA
Nrldl CACAACAGCTGACACCACCC
Nrid1 TTCTGGGGCCGAATATACGT
Nr1lh2 TTCCTTAATAGTGGGTGACG
Nrih2 CACCGAGCTAGCCATCATCT
Nr1lh2 CGGCGCAGTGTGGTCCACGG




*0ligo name

guide sequence

Nrlh2 CTCCGACCAGCCCAAAGTCA
Nrilh3 AAAGCAACCCCAGTTGACTG
Nrlh3 CAAGTACCGTGACGCGCAGG
Nrilh3 AATCTCCTGCACGGACACGA
Nrlh3 TTCCGCCGCAGTGTCATCAA
Nrih4 AAACGGGACATTGTTGTATG
Nrlh4 TGATGGACATGTACATGCGC
Nrlh4 TGTGACAAAGAAGCCGCGAA
Nrlh4 AGTGTAAATCTAAACGGCTA
Nrili2 GTTCAACACGATGTTCGACA
Nrli2 TGTAGGTTGACACATCGGCC
Nrili2 TGGCCTTGTCCCCACATACA
Nrli2 TGATCTCGCAGGTTCCCTTG
Nrli3 TGCATGAACAGATAGGCCGG
Nrli3 GGCGAGCCAGACAGGCACAG
Nrli3 AAACGGACAGATGGGACCAA
Nrli3 ACACAGGTCCCTAACCATGG
Nr2cl GGTGCAGAGCTTACGCAATG
Nr2cl ACAGTCTTGCTTCATCCCGA
Nr2cl GTTCATTCTGGCAAACCACG
Nr2cl ACGTGCGACTCGCTCAGCAG
Nr2c2 GATCCAGATAGTCACCGCAG
Nr2c2 AGGGACAAGGTTGTCCGAGG
Nr2c2 GTACCATCCTCACGTATCAA
Nr2c2 TGGAGGTGAAGCACTATCTG
Nr2el CACTTCGTAGAGATACATTG
Nr2el AGGACCCCGCTCGTGCTGCA
Nr2el AGTGTTAGCATCAACCGGAA
Nr2el TTCTGTGTGTCTTGTCTACG
Nr2e3 TGACCCCCGATCAGAACCAG
Nr2e3 CAGTTTAGCACAAGTTTCGG
Nr2e3 GCCTCCAAGAAGGAGTCTCC
Nr2e3 TCCTTCTTGGAGCCATACAG
Nr2f1 CCAGTATGCACTCACAAACG
Nr2fl GGCTGCCATAACGCGACGTG
Nr2f1 CGAGCTGTTCGTGCTCAACG
Nr2fl GATGTTGCGGGCCCACTCGA
Nr2f2 GCAGTTTGCCCTGACCAACG
Nr2f2 CTACGGCCAGTTCACGTGCG
Nr2f2 GGCGCTGAAGAGCATCCGTG
Nr2f2 CTCAAAAAGTGCCTCAAAGT
Nr2f6 GAGCTACCCACGCGCGACCG
Nr2f6 GCATGCGCTCCCCGGTCCAG
Nr2f6 CGGGCGACGAGGAGCGTCCG
Nr2f6 CATCGACAACGTGTGCGAGT
Nr3cl CATTATGGGGTGCTGACGTG




*0ligo name

guide sequence

Nr3cl AGCTTGCCTGGCAATAAACC
Nr3cl AAAGCCGTTTCACTGTCCAT
Nr3cl AAAACTGGAATAGGTGCCAA
Nr3c2 GATGATTGGGCTCTTAACGA
Nr3c2 CAAGGAACTTTCAGCCACGG
Nr3c2 TCCACTAATGCATTGACAGG
Nr3c2 GAATGGAAATGGGTTGACTG
Nrdal GGAAGTGTCACGGTTCGGAG
Nrdal TGCTTCGTGTCAGCACTATG
Nrdal GGCAAACAAGGATTGCCCTG
Nrdal GCCTTCATAAGTCTGGCTCG
Nrda2 TGTCAAGCAACTGCGATGCG
Nr4a2 TGCCGGATTGGAATCGACGT
Nrda2 AGTACTGACAACGATTTCGG
Nrda2 TAGTAAACCGACCCGCTGTG
Nrda3 GCATTCATCATACAGATCGG
Nr4a3 ACCAAGCTGACCATGGACCT
Nrda3 CGGCCGTGGGGTCATAGCCG
Nr4a3 AGTGTCGGGATGGTTAAGGA
Nr5al TGGAGACCGGACCACCGATG
Nr5al GTGCGTGCTGATCGAATGCG
Nr5al CGCACGTGAGCAGCCCGTAG
Nr5al CCATTGTCGACTGGGCACGA
Nr5a2 TGTGTGGCGATAAAGTGTCT
Nr5a2 GTAAGAGCCGACCGCATGCG
Nr5a2 TCGCCACTCCCCCAAACGTG
Nr5a2 CTTCTGTCATAGTCTGTCGG
Nr6al CCTTACCCACCGTTGCGCGG
Nr6al CATAGTGCAAGCCCGTAGCG
Nr6al CCAGAATAGCTAAAAAGGTG
Nr6al CACCTATGTTGATTGAAGAT
Pgr CTCTGGCCGACTCATGAGCG
Pgr AGGAGGAGTCGCAGCCAACG
Pgr GGCGCGAACGAACCCTGCGT
Pgr CAGTCTGGGAAGTCACCGCA
Ppara CATCGAGTGTCGAATATGTG
Ppara GATTTCTCAGTCCATCGGTG
Ppara TCTGTCGGGATGTCACACAA
Ppara CTGCTGCCAGTGCATGTCCG
Ppard CCTCCGGCATCCGTCCAAAG
Ppard GGCCTCGGGCTTCCACTACG
Ppard TCGAGTATGAGAAGTGCGAT
Ppard CCTCAAGTATGGCGTGCACG
Pparg AATGCTGGAGAAATCAACTG
Pparg AGAACCTTCTAACTCCCTCA
Pparg GCACCCTTGAAAAATTCGGA
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guide sequence

Pparg CTGCCTATGAGCACTTCACA
Rara GAGCTACACGCTGACGCCTG
Rara ATCATCCGGCTACCACTATG
Rara AGATTCTGCGAATCTGCACG
Rara CAAGTGCATCATTAAGACTG
Rarb AAGCAGGGCTTGTACACCCG
Rarb CCAAGTCCAATCGGACCCGG
Rarb ACCGGCATACTGCTCAATGT
Rarb TGACGCAGTTCTTATCTCGA
Rarg TGGGCAAGTACACCACGGTG
Rarg AAGCATGGCTTATAGACCCG
Rarg GCTACAAAAGTGTTTCGAAG
Rarg ACACTATGACATTCTCGGAT
Rora TTGGCTGAGATGTTGTAGGT
Rora CATTGATGTCCAATCCCGAC
Rora GAGAGACAGCTTGTACGCCG
Rora AGCTATGCGAGCTCCAGCCG
Rorb CACCACGTACTGGATAGCAT
Rorb GGAGACATGTCAGTACACCA
Rorb TCCCAGCTGTAAAGTTCGGG
Rorb ACAAGTTGGGTACAGATGTG
Rorc CTTGAGTATAGTCCAGAACG
Rorc GTCATCTGGGATCCACTACG
Rorc TCTGGGGCACTGCAGAAACT
Rorc GACAAGCAGAGGCCTCGGGT
Rxra CAAGACTGAGACATACGTGG
Rxra AGGACGCCATTGAGGCCTAG
Rxra CATGGGCCCGCACTCCATGT
Rxra GGGGCAGCTCAGAAAAGTGT
Rxrb ATTGTGGGGTCGCGTCCCGG
Rxrb GCTGTTCACACTCGTTGAGT
Rxrb GTTCAGGAGGAGCGTCAACG
Rxrb TCCACAGTGTCGCTCCCTGG
Rxrg TAGCCACGAAGACATGCCCG
Rxrg TGCGTTTGGCCCACTCAACG
Rxrg TCGTAACCAGGGAAGCACTA
Rxrg CACAGCACTCAGCGTCCGAG
Thra ACAGCGGTAGTGATAACCGG
Thra TGTCACTCTCAGGGTCGTAG
Thra TCTAGATGATTCGAAGCGGG
Thra AAAACTGCCCATGTTCTCCG
Thrb GAAGACAGTCCGGCTCTCAG
Thrb CCCATCGTGAATGCCCCAGA
Thrb CATCTTTGTCTAAATAGCTG
Thrb CAGGTTTCCAGGGTAACTAC
Vdr TGGAGATTGCCGCATCACCA
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Vvdr AGCGTTGAAGTGGAAGCCCG
vdr TTCTTCATTCAGATCCATCG
Vdr TTCGTGCAGACGTAAGTACA
Ncoal TTGACTGAGGGATTTATTCG
Ncoal GATGCTAATTCACCCTCCAG
Ncoal ACCACTAGTAATGCCAACTG
Ncoal AGTTTGGACAACCAGGAGCG
Ncoa2 AGTGCATAGTTACTACCCTG
Ncoa2 GGGAGGATTCATATTAACTG
Ncoa2 AGTCAGATGTGTCGTCCACG
Ncoa2 CTTTGCAAAGTGATGTCAAG
Ncoa3 CAAGGAGAAACGATACACGG
Ncoa3 TCGTCCTCCATATAACCGAG
Ncoa3 AGAACATCATGATTTCCCCT
Ncoa3 ACGTGCTCCTCCGACGACCG
Ncoa4d CGTCGCTGATTGTTGCGCCG
Ncoad TTCAAGAAGTCAGCATCCAG
Ncoa4d GGTCTTAAGGGATCCAAATG
Ncoa4d AATTAAAGATAATTTACGAG
Ncoa5 GGGTGGATGACTATTGCCGG
Ncoa5 GTAGAGAGGAGCTTTATCGT
Ncoa5 CTGCGGTCCCGCAAATCCCG
Ncoa5 TAACAGATACCTCACTGCCG
Ncoab TGAACCATAGGATTCCGACC
Ncoab GCTGTTATGACGCCCCAGGG
Ncoab CAATGACTACAAATCAAGGG
Ncoab TGTGCCCAACTTGTTACACA
Ncoa7 AGGCCTTAAAACCCATCGAG
Ncoa7 AGTTCAACGTTACAGCAGAG
Ncoa7 GGTACACTCTGGGTAAAAGG
Ncoa7 CTAAGGGATCGGACTTATGA
Ppargclb AGGGCTTGCTAACATCACAG
Ppargclb TGGACGAGCTTTCACTGGTG
Ppargclb GGCCTTGACTACTGTCTGTG
Ppargclb TCCTGTGCTAGGGAGTCTTG
Ppargcla GAATGAGGCAAACTTGCTAG
Ppargcla TATTGAGCGAACCTTAAGTG
Ppargcla TTGCATGCGCACCTTAACAA
Ppargcla AAGACCAGTGAACTAAGGGA
Scandl AGCGCTGGCGAAAGGTCTCG
Scandl TTCGCTACCAGGACGCGGCC
Scandl GCTCCCGGAATCGGGCGACG
Scandl CGCGCCCGCAGCTTTGAACA
Ncorl GGCTTCACGGAAACCCCGTG
Ncorl GGGCCTAGCAAACTACCCCG
Ncorl ATATGCCGAGCATTACCCAG
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Ncorl CCCTACCAAAGCCGACTCCG
Ncor2 GCCATCTCGACTGTCCAAGG
Ncor2 GCATAGAGAACAATCCGCGA
Ncor2 GCTACCACACCCTCGTGAGT
Ncor2 TACCGACTGAGCCCCCACGC
Ahr AGCTGTGCACAAGAGGATCG
Ahr GTATAATAGACTGCTGCCTG
Ahr TCTCCGGTAGCAAACATGAA
Ahr GTGGAAAGAATCCTTACTTG
Abcb1la ACTGAATGCTCCAATTAACA
Abcbla CAGGAAGCTTAGTACCAAAG
Abcb1la CAAAGATCAGCATCATAAGT
Abcbla AATGACGTCAGCATTACGAA
Abcb1b AGCCTTTGCAAACGCACGAG
Abcblb TGATGCTTCTAGTGTTAAAG
Abcb1b TCATCTCTTGAAAAAACCTG
Abcblb CAGATGACAATCCAATAAGA
Asb2 GGAGACAGACTCGTGCAGTG
Asb2 CAGTGCATCAGCCCTCTACG
Asb2 CGAGCGCGCCCGCCTCTACG
Asb2 CCTCCAAGAAGGGCAACTAT
Bclllb GTTGTGCAAATGTAGCTGGA
Bclllb CTGAGAGCCCGTCGTCTGAG
Bclllb GCGGGAAGTTCATCTGACAC
Bclllb CAGAGGTGAAGTAATCACGG
Tfrc CTACACGCTTACAATAGCCC
Tfrc GAATACATACACTCCTCGTG
Tfrc GGGCTCCTACTACAACATAA
Tfrc AACCCTCGGGAGACTCCACT
Eomes GCCATACGCCGGAACCTCAG
Eomes GCTGTCCATGGAGTAGCGCG
Eomes CACCCAGAATCTCCTAACAC
Eomes TTCCACGAAAACATTGTAGT
Foxp3 CATACCTGATGCATGAAGTG
Foxp3 TCTACCCACAGGGATCAATG
Foxp3 AGGTCGGGACCTGCGAAGTG
Foxp3 GCAAGAGCTCTTGTCCATTG
Gata3 CTACTACGGAAACTCCGTCA
Gata3 CCGGGTTCGGATGTAAGTCG
Gata3 GCAGCTGCACCTGATACTTG
Gata3 TCCAAGACGTCCATCCACCA
1110 GCTAACCGACTCCTTAATGC
110 AACTGCACCCACTTCCCAGT
1110 AAGGAGCATTTGAATTCCCT
1110 ACTGGCATGAGGATCAGCAG
I117a CTCAGCGTGTCCAAACACTG
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117a GAACGGTTGAGGTAGTCTGA
l117a CTTACGTACTGGAGAGTCCA
117a CTGAGCTTCCCAGATCACAG
Lcor ACAGCACTTAATCTTATCCA
Lcor ATCTGCAGAGATCGAGCCAG
Lcor GATACCACAAGTTCGAGGAA
Lcor TCCATCCAATTAGGCGACCT
Maf GTGGCTTCGATGGCTATGCG
Maf GACCGCATCATCAGCCAGTG
Maf GGTGTCCGCCGTGATCGCCG
Maf ACCACCACCACCACGCCGCG
Med1 CCAACCAACACCTTTCCGGG
Med1 AGGTGTATCCAGCGCGTCAG
Med1 TAACTTACCCCCACTCCGCG
Med1 GTGAGCTGTAAACTCTACAA
Prdm1 TTGGAACTAATGCCGTACGG
Prdm1l GGATAGGATAAACCACCCGA
Prdm1 GTGTAGACTTCACCGATGAG
Prdm1l TTGTACCACGTGTTCTGACG
Smad4 TGAATCCATATCACTATGAG
Smad4 GGTGGCGTTAGACTCTGCCG
Smad4 TGTCACCATACAGAGAACAT
Smad4 CAAAAGCGATCTCCTCCCGA
Statl GGATAGACGCCCAGCCACTG
Statl TGTGATGTTAGATAAACAGA
Statl TTAATGACGAGCTCGTGGAG
Statl GAAAAGCAAGCGTAATCTCC
Stat3 CCAACAAATTAAGAAACTGG
Stat3 CTGCTTCTCTGTCACTACGG
Stat3 GTTTACCACGAAAGTCAGGT
Stat3 CAAAGAGTCACATGCCACGT
Stat4 AATGTCTAAACTCCACTGAG
Stat4 GCATGCCAACGCACCCTCAG
Stat4 AAATCCAATGCATGTAGCTG
Stat4 TGGCCTCACCATTAACCTAG
Stat5a CATGGACGATAACGACCACA
Stat5a GTTCGTTGTACAGAATGTGA
Stat5a AGTGGATCGAGAGCCAGCCG
Stat5a GTGGGCGCTGAGCGTGCCAG
Stat5b CTGATTCGCAGTGATTACAG
Stat5b TACAGCGAACCAGCTCCATG
Stat5b GGCGTTGTCCCAGAGGACAG
Stat5b AGTGGATCGAAAGCCAAGCC
Stat6 ATAAAGCGCTGTGAGCGGAA
Stat6 GCTGAAAGGCCTCCACACTG
Stat6 AGAAAGCATCTGAACCGACC
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Stat6 CATCAGACAAATACTTCAAG
Thx21 AGTCTGGGTGGACATATAAG
Thx21 AGGACTACGCATTGCCCGCG
Thx21 GACCCGACCGATCGCCGCGC
Thx21 GGCTTCCAACAATGTGACCC
Cd8a TGGGTGAGTCGATTATCCTG
Cd8a ATCCCACAACAAGATAACGT
Cd8a GTGTTGGGGTCCGTTTCGCA
Cd8a GGACGCCGAACTTGGTCAGA
Cd19 GAATGACTGACCCCGCCAGG
Cd19 AATGTCTCAGACCATATGGG
Cd19 GGCACCTATTATTGTCTCCG
Cd19 TTTAGCCCACACATACAGCT
Myh1 GCTGCCAGTGTATAACGCAG
Myh1 TGACCTCGCTAGTAACATGG
Myh1 AGTTGGCCCAGCTTATAACC
Myh1 TAAAACATGACTTACATCTG
Ragl ACACCAAAGCAGAGTCGTAG
Ragl TGAAACGATTCCCACAGATG
Ragl TCCCGCGCAAGATTGCAATG
Ragl TGGGAAGTAGACCTGACTGT
Rag?2 CATCAATATATCATTCACGG
Rag2 ATTGACGTGGTGTATAGTCG
Rag2 TAACTTGTATAGAATAAGAG
Rag2 CATACCAGGAGACAATAAGC
Alb ACAAGAGTGAGATCGCCCAT
Alb TACTCACTGTCCCATAAAGG
Alb TCCCGCATGCTACGGCACAG
Alb GCTCCACCTCACTAAGACAG
Cd4 TCAAAACGATCAAACTGCGA
Cd4 TATCACGGCCTATAAGAGTG
Cd4 ACTCACCCTCAAGATACCCC
Cd4 TTCTTCTGGGAACTCTCGCA
Thyl CCTTGGTGTTATTCTCATGG
Thyl TAAGGACCTTGATATAGGGC
Thyl CAGTCTTGCAGGTGTCCCGA
Thyl CGTGTGCTCGGGTATCCCAA
NTC AAAAAGTCCGCGATTACGTC
NTC AAAACGGCTCGATCGGTGAT
NTC AAAACGTAATTATACCGAGC
NTC AAAATTGCACCTTCCCGGCC
NTC AAACCCCCGCGCGGAGCGTC
NTC AAACCTAGCGTAGATTCGGC
NTC AAACGAGGCTGTTCGTACAC
NTC AAACTCATACGTAGCGAATC
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Example row, 59
don't delete | example 1 example 1 AATATTTAAGGTCTGCCTTAACGTGATCCCCATTGCTGAATTTTACCTCCTGACTCCAA GGAAAGGACGAAACACCG GTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
1 Ar Ar_1 GGAAAGGACGAAACACCGGGTGGAAAGTAATAGTCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGTGGAAAGTAATAGTCGAT
2 Ar Ar_2 GGAAAGGACGAAACACCGACCAGGATACCACACTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCAGGATACCACACTTCGG
3 Ar Ar_3 GGAAAGGACGAAACACCGGACTTGGGTAGTCTACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GACTTGGGTAGTCTACATGG
4 Ar Ar_4 GGAAAGGACGAAACACCGGCTCCTGGGAGGTCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCTCCTGGGAGGTCCACCCG
5 Esrl Esrl_1 GGAAAGGACGAAACACCGGGCATACGGAAAGACCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAI 73 GGCATACGGAAAGACCGCCG
6 Esrl Esrl_2 GGAAAGGACGAAACACCGCACTGTGTTCAACTACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!H 73 CACTGTGTTCAACTACCCCG
7 Esrl Esrl_3 GGAAAGGACGAAACACCGTATTCAGAATAGATCATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TATTCAGAATAGATCATGGG
8 Esrl Esrl_4 GGAAAGGACGAAACACCGAGAGGCATAGTCATTGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGAGGCATAGTCATTGCACA
9 Esr2 Esr2_1 GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGGCGCTTGGACTAGTAACA
10 Esr2 Esr2_2 GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTCGTGACGGCTCTCTACAT
11 Esr2 Esr2_3 GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 GAAGTAGGAATGGTCAAGTG
12 Esr2 Esr2_4 GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 CGGCTCACTAGCACATTGGG
13 Esrra Esrra_1 GGAAAGGACGAAACACCGCTACGGTGTGGCATCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTACGGTGTGGCATCCTGTG
14 Esrra Esrra_2 GGAAAGGACGAAACACCGCAGCGGGGAGGTGTCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAGCGGGGAGGTGTCCATCG
15 Esrra Esrra_3 GGAAAGGACGAAACACCGTGTACTTCTGCCGTCCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTACTTCTGCCGTCCGCCG
16 Esrra Esrra_4 GGAAAGGACGAAACACCGCGACACCAGAGCGTTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 CGACACCAGAGCGTTCACTG
17 Esrrg Esrrg_1 GGAAAGGACGAAACACCGTGGCGTCGGAAGACCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGGCGTCGGAAGACCCACCA
18 Esrrg Esrrg_2 GGAAAGGACGAAACACCGGGTCTGGGGATCCTCTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 GGTCTGGGGATCCTCTACGA
19 Esrrg Esrrg_3 GGAAAGGACGAAACACCGCCAAGTCACAGAGTGTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CCAAGTCACAGAGTGTGGTG
20 Esrrg Esrrg_4 GGAAAGGACGAAACACCGTGTGTGGCGACATCGCCTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTGTGGCGACATCGCCTCT
21 Hnf4da Hnf4a_1 GGAAAGGACGAAACACCGGCAATGACTACATCGTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GCAATGACTACATCGTCCCT
22 Hnf4da Hnf4a_2 GGAAAGGACGAAACACCGAATGTGCAGGTGTTGACCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AATGTGCAGGTGTTGACCAT
23 Hnf4da Hnf4a_3 GGAAAGGACGAAACACCGAGCGGGACCGGATCAGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAI 73 AGCGGGACCGGATCAGCACG
24 Hnf4da Hnfda_4 GGAAAGGACGAAACACCGGGCTCCGTAGTGTTTGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGCTCCGTAGTGTTTGCCGG
25 Hnfdg Hnfdg_1 GGAAAGGACGAAACACCGTACAAGAAGAAGTACCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TACAAGAAGAAGTACCTACG
26 Hnfdg Hnfdg_2 GGAAAGGACGAAACACCGTGTTGCGGTGAATAACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGTTGCGGTGAATAACATAG
27 Hnfdg Hnfdg_3 GGAAAGGACGAAACACCGTCCAGCATGGGCTCTCAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCAGCATGGGCTCTCAAGA
28 Hnfdg Hnfdg_4 GGAAAGGACGAAACACCGGCATGTTCTTAATCTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 GCATGTTCTTAATCTTCACA
29 NrOb1 NrObl_1 GGAAAGGACGAAACACCGGCCAACTCAAGCATGAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCCAACTCAAGCATGAGTAG
30 NrOb1 NrObl_2 GGAAAGGACGAAACACCGCAGGGTCTTCAACAGGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAGGGTCTTCAACAGGCCAG
31 NrOb1 NrObl_3 GGAAAGGACGAAACACCGCGTTGGTGAGCATAGAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CGTTGGTGAGCATAGAGTAG
32 NrOb1 NrObl_4 GGAAAGGACGAAACACCGCTTCACCGCACACATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 CTTCACCGCACACATAGCTG
33 NrOb2 NrOb2_1 GGAAAGGACGAAACACCGACTTAAGAAGATCCTGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTTAAGAAGATCCTGCTAG
34 NrOb2 NrOb2_2 GGAAAGGACGAAACACCGGGATGCTGTGACCTTCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGATGCTGTGACCTTCGAGG
35 NrOb2 NrOb2_3 GGAAAGGACGAAACACCGTGCCCCATGAGGATCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGCCCCATGAGGATCAGCGG
36 NrOb2 NrOb2_4 GGAAAGGACGAAACACCGAGAAGTGCATACAGAATAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGAAGTGCATACAGAATAGT
37 Nridl Nrldl_1 GGAAAGGACGAAACACCGGTTGCGATTGATGCGAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GTTGCGATTGATGCGAACGA
38 Nridl Nrldl_2 GGAAAGGACGAAACACCGGAGTAGGTGAGGTCTCTAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAGTAGGTGAGGTCTCTAGA
39 Nridl Nrldl_3 GGAAAGGACGAAACACCGCACAACAGCTGACACCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACAACAGCTGACACCACCC
40 Nridl Nrldl_4 GGAAAGGACGAAACACCGTTCTGGGGCCGAATATACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCTGGGGCCGAATATACGT
41 Nr1h2 Nrih2_1 GGAAAGGACGAAACACCGTTCCTTAATAGTGGGTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCCTTAATAGTGGGTGACG
42 Nr1h2 Nrih2_2 GGAAAGGACGAAACACCGCACCGAGCTAGCCATCATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 CACCGAGCTAGCCATCATCT
43 Nr1h2 Nrih2_3 GGAAAGGACGAAACACCGCGGCGCAGTGTGGTCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(C 73 CGGCGCAGTGTGGTCCACGG
44 Nr1h2 Nrih2_4 GGAAAGGACGAAACACCGCTCCGACCAGCCCAAAGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCCGACCAGCCCAAAGTCA
45 Nrih3 Nrih3_1 GGAAAGGACGAAACACCGAAAGCAACCCCAGTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAAGCAACCCCAGTTGACTG
46 Nrih3 Nrih3_2 GGAAAGGACGAAACACCGCAAGTACCGTGACGCGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CAAGTACCGTGACGCGCAGG
47 Nrih3 Nrih3_3 GGAAAGGACGAAACACCGAATCTCCTGCACGGACACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AATCTCCTGCACGGACACGA
48 Nrih3 Nrih3_4 GGAAAGGACGAAACACCGTTCCGCCGCAGTGTCATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TTCCGCCGCAGTGTCATCAA
49 Nrih4 Nrih4_1 GGAAAGGACGAAACACCGAAACGGGACATTGTTGTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAACGGGACATTGTTGTATG
50 Nrih4 Nrih4_2 GGAAAGGACGAAACACCGTGATGGACATGTACATGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGATGGACATGTACATGCGC
51 Nrih4 Nrih4_3 GGAAAGGACGAAACACCGTGTGACAAAGAAGCCGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGTGACAAAGAAGCCGCGAA
52 Nrih4 Nrih4_4 GGAAAGGACGAAACACCGAGTGTAAATCTAAACGGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 AGTGTAAATCTAAACGGCTA
53 Nrii2 Nrli2_1  GGAAAGGACGAAACACCGGTTCAACACGATGTTCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTCAACACGATGTTCGACA
54 Nrii2 Nrli2_2  GGAAAGGACGAAACACCGTGTAGGTTGACACATCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTAGGTTGACACATCGGCC
55 Nrii2 Nrli2_3  GGAAAGGACGAAACACCGTGGCCTTGTCCCCACATACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TGGCCTTGTCCCCACATACA
56 Nrii2 Nrli2_4 GGAAAGGACGAAACACCGTGATCTCGCAGGTTCCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TGATCTCGCAGGTTCCCTTG
57 Nrii3 Nrli3_1 GGAAAGGACGAAACACCGTGCATGAACAGATAGGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGCATGAACAGATAGGCCGG
58 Nrii3 Nrli3_2 GGAAAGGACGAAACACCGGGCGAGCCAGACAGGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 GGCGAGCCAGACAGGCACAG
59 Nrii3 Nrli3_.3  GGAAAGGACGAAACACCGAAACGGACAGATGGGACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AAACGGACAGATGGGACCAA
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60 Nrii3 Nrli3_4 GGAAAGGACGAAACACCGACACAGGTCCCTAACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACACAGGTCCCTAACCATGG
61 Nr2cl Nr2c1_1 GGAAAGGACGAAACACCGGGTGCAGAGCTTACGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGTGCAGAGCTTACGCAATG
62 Nr2cl Nr2cl_2 GGAAAGGACGAAACACCGACAGTCTTGCTTCATCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 ACAGTCTTGCTTCATCCCGA
63 Nr2cl Nr2c1_3 GGAAAGGACGAAACACCGGTTCATTCTGGCAAACCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTCATTCTGGCAAACCACG
64 Nr2cl Nr2c1_4 GGAAAGGACGAAACACCGACGTGCGACTCGCTCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ACGTGCGACTCGCTCAGCAG
65 Nr2c2 Nr2c2_1 GGAAAGGACGAAACACCGGATCCAGATAGTCACCGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GATCCAGATAGTCACCGCAG
66 Nr2c2 Nr2c2_2 GGAAAGGACGAAACACCGAGGGACAAGGTTGTCCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 AGGGACAAGGTTGTCCGAGG
67 Nr2c2 Nr2c2_3 GGAAAGGACGAAACACCGGTACCATCCTCACGTATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GTACCATCCTCACGTATCAA
68 Nr2c2 Nr2c2_4 GGAAAGGACGAAACACCGTGGAGGTGAAGCACTATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGGAGGTGAAGCACTATCTG
69 Nr2el Nr2el_1 GGAAAGGACGAAACACCGCACTTCGTAGAGATACATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACTTCGTAGAGATACATTG
70 Nr2el Nr2el_2 GGAAAGGACGAAACACCGAGGACCCCGCTCGTGCTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGGACCCCGCTCGTGCTGCA
71 Nr2el Nr2el_3 GGAAAGGACGAAACACCGAGTGTTAGCATCAACCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGTGTTAGCATCAACCGGAA
72 Nr2el Nr2el_4 GGAAAGGACGAAACACCGTTCTGTGTGTCTTGTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGC 73 TTCTGTGTGTCTTGTCTACG
73 Nr2e3 Nr2e3_1 GGAAAGGACGAAACACCGTGACCCCCGATCAGAACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGACCCCCGATCAGAACCAG
74 Nr2e3 Nr2e3_2 GGAAAGGACGAAACACCGCAGTTTAGCACAAGTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGTTTAGCACAAGTTTCGG
75 Nr2e3 Nr2e3_3 GGAAAGGACGAAACACCGGCCTCCAAGAAGGAGTCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCCTCCAAGAAGGAGTCTCC
76 Nr2e3 Nr2e3_4 GGAAAGGACGAAACACCGTCCTTCTTGGAGCCATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TCCTTCTTGGAGCCATACAG
77 Nr2fl Nr2fl_ 1  GGAAAGGACGAAACACCGCCAGTATGCACTCACAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCAGTATGCACTCACAAACG
78 Nr2fl Nr2fl_2 GGAAAGGACGAAACACCGGGCTGCCATAACGCGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGCTGCCATAACGCGACGTG
79 Nr2fl Nr2fl_3 GGAAAGGACGAAACACCGCGAGCTGTTCGTGCTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGAGCTGTTCGTGCTCAACG
80 Nr2fl Nr2fl_4 GGAAAGGACGAAACACCGGATGTTGCGGGCCCACTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GATGTTGCGGGCCCACTCGA
81 Nr2f2 Nr2f2_1  GGAAAGGACGAAACACCGGCAGTTTGCCCTGACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCAGTTTGCCCTGACCAACG
82 Nr2f2 Nr2f2_2  GGAAAGGACGAAACACCGCTACGGCCAGTTCACGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTACGGCCAGTTCACGTGCG
83 Nr2f2 Nr2f2_3 GGAAAGGACGAAACACCGGGCGCTGAAGAGCATCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCGCTGAAGAGCATCCGTG
84 Nr2f2 Nr2f2_4 GGAAAGGACGAAACACCGCTCAAAAAGTGCCTCAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCAAAAAGTGCCTCAAAGT
85 Nr2f6 Nr2f6_1 GGAAAGGACGAAACACCGGAGCTACCCACGCGCGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAGCTACCCACGCGCGACCG
86 Nr2f6 Nr2f6_2 GGAAAGGACGAAACACCGGCATGCGCTCCCCGGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCATGCGCTCCCCGGTCCAG
87 Nr2f6 Nr2f6_3 GGAAAGGACGAAACACCGCGGGCGACGAGGAGCGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 CGGGCGACGAGGAGCGTCCG
88 Nr2f6 Nr2f6_4 GGAAAGGACGAAACACCGCATCGACAACGTGTGCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CATCGACAACGTGTGCGAGT
89 Nr3cl Nr3cl_1 GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CATTATGGGGTGCTGACGTG
90 Nr3cl Nr3cl_2 GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGCTTGCCTGGCAATAAACC
91 Nr3cl Nr3cl_3 GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 AAAGCCGTTTCACTGTCCAT
92 Nr3cl Nr3cl_4 GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AAAACTGGAATAGGTGCCAA
93 Nr3c2 Nr3c2_1 GGAAAGGACGAAACACCGGATGATTGGGCTCTTAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GATGATTGGGCTCTTAACGA
94 Nr3c2 Nr3c2_2 GGAAAGGACGAAACACCGCAAGGAACTTTCAGCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAAGGAACTTTCAGCCACGG
95 Nr3c2 Nr3c2_3 GGAAAGGACGAAACACCGTCCACTAATGCATTGACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCACTAATGCATTGACAGG
96 Nr3c2 Nr3c2_4 GGAAAGGACGAAACACCGGAATGGAAATGGGTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GAATGGAAATGGGTTGACTG
97 Nrdal Nr4al_1 GGAAAGGACGAAACACCGGGAAGTGTCACGGTTCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGAAGTGTCACGGTTCGGAG
98 Nrdal Nrdal_2 GGAAAGGACGAAACACCGTGCTTCGTGTCAGCACTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TGCTTCGTGTCAGCACTATG
99 Nrdal Nr4al_3 GGAAAGGACGAAACACCGGGCAAACAAGGATTGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGCAAACAAGGATTGCCCTG
100 Nrdal Nr4al_4 GGAAAGGACGAAACACCGGCCTTCATAAGTCTGGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GCCTTCATAAGTCTGGCTCG
101 Nr4a2 Nr4a2_1 GGAAAGGACGAAACACCGTGTCAAGCAACTGCGATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGTCAAGCAACTGCGATGCG
102 Nr4a2 Nr4a2_2 GGAAAGGACGAAACACCGTGCCGGATTGGAATCGACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGCCGGATTGGAATCGACGT
103 Nr4a2 Nr4a2_3 GGAAAGGACGAAACACCGAGTACTGACAACGATTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTACTGACAACGATTTCGG
104 Nr4a2 Nr4a2_4 GGAAAGGACGAAACACCGTAGTAAACCGACCCGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAGTAAACCGACCCGCTGTG
105 Nr4a3 Nr4a3_1 GGAAAGGACGAAACACCGGCATTCATCATACAGATCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCATTCATCATACAGATCGG
106 Nr4a3 Nr4a3_2 GGAAAGGACGAAACACCGACCAAGCTGACCATGGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCAAGCTGACCATGGACCT
107 Nr4a3 Nr4a3_3 GGAAAGGACGAAACACCGCGGCCGTGGGGTCATAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CGGCCGTGGGGTCATAGCCG
108 Nr4a3 Nr4a3_4 GGAAAGGACGAAACACCGAGTGTCGGGATGGTTAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTGTCGGGATGGTTAAGGA
109 Nr5al Nr5al_1 GGAAAGGACGAAACACCGTGGAGACCGGACCACCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 TGGAGACCGGACCACCGATG
110 Nr5al Nr5al_2 GGAAAGGACGAAACACCGGTGCGTGCTGATCGAATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GTGCGTGCTGATCGAATGCG
111 Nr5al Nr5al_3 GGAAAGGACGAAACACCGCGCACGTGAGCAGCCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CGCACGTGAGCAGCCCGTAG
112 Nr5al Nr5al_4 GGAAAGGACGAAACACCGCCATTGTCGACTGGGCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CCATTGTCGACTGGGCACGA
113 Nr5a2 Nr5a2_1 GGAAAGGACGAAACACCGTGTGTGGCGATAAAGTGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTGTGGCGATAAAGTGTCT
114 Nr5a2 Nr5a2_2 GGAAAGGACGAAACACCGGTAAGAGCCGACCGCATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTAAGAGCCGACCGCATGCG
115 Nr5a2 Nr5a2_3 GGAAAGGACGAAACACCGTCGCCACTCCCCCAAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TCGCCACTCCCCCAAACGTG
116 Nr5a2 Nr5a2_4 GGAAAGGACGAAACACCGCTTCTGTCATAGTCTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CTTCTGTCATAGTCTGTCGG
117 Nr6al Nréal_1 GGAAAGGACGAAACACCGCCTTACCCACCGTTGCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTTACCCACCGTTGCGCGG
118 Nr6al Nr6al_2 GGAAAGGACGAAACACCGCATAGTGCAAGCCCGTAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CATAGTGCAAGCCCGTAGCG
119 Nr6al Nr6al_3 GGAAAGGACGAAACACCGCCAGAATAGCTAAAAAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 CCAGAATAGCTAAAAAGGTG
120 Nr6al Nréal_4 GGAAAGGACGAAACACCGCACCTATGTTGATTGAAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACCTATGTTGATTGAAGAT
121 Pgr Pgr_1 GGAAAGGACGAAACACCGCTCTGGCCGACTCATGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTCTGGCCGACTCATGAGCG
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122 Pgr Pgr_2 GGAAAGGACGAAACACCGAGGAGGAGTCGCAGCCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 AGGAGGAGTCGCAGCCAACG
123 Pgr Pgr_3 GGAAAGGACGAAACACCGGGCGCGAACGAACCCTGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGCGCGAACGAACCCTGCGT
124 Pgr Pgr_4 GGAAAGGACGAAACACCGCAGTCTGGGAAGTCACCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAGTCTGGGAAGTCACCGCA
125 Ppara Ppara_l GGAAAGGACGAAACACCGCATCGAGTGTCGAATATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATCGAGTGTCGAATATGTG
126 Ppara Ppara_2 GGAAAGGACGAAACACCGGATTTCTCAGTCCATCGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GATTTCTCAGTCCATCGGTG
127 Ppara Ppara_3 GGAAAGGACGAAACACCGTCTGTCGGGATGTCACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTGTCGGGATGTCACACAA
128 Ppara Ppara_4 GGAAAGGACGAAACACCGCTGCTGCCAGTGCATGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCTGCCAGTGCATGTCCG
129 Ppard Ppard_1 GGAAAGGACGAAACACCGCCTCCGGCATCCGTCCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCTCCGGCATCCGTCCAAAG
130 Ppard Ppard_2 GGAAAGGACGAAACACCGGGCCTCGGGCTTCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGCCTCGGGCTTCCACTACG
131 Ppard Ppard_3 GGAAAGGACGAAACACCGTCGAGTATGAGAAGTGCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TCGAGTATGAGAAGTGCGAT
132 Ppard Ppard_4 GGAAAGGACGAAACACCGCCTCAAGTATGGCGTGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CCTCAAGTATGGCGTGCACG
133 Pparg Pparg_1 GGAAAGGACGAAACACCGAATGCTGGAGAAATCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AATGCTGGAGAAATCAACTG
134 Pparg Pparg_2 GGAAAGGACGAAACACCGAGAACCTTCTAACTCCCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 AGAACCTTCTAACTCCCTCA
135 Pparg Pparg_3 GGAAAGGACGAAACACCGGCACCCTTGAAAAATTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCACCCTTGAAAAATTCGGA
136 Pparg Pparg_4 GGAAAGGACGAAACACCGCTGCCTATGAGCACTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 CTGCCTATGAGCACTTCACA
137 Rara Rara_1 GGAAAGGACGAAACACCGGAGCTACACGCTGACGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 GAGCTACACGCTGACGCCTG
138 Rara Rara_2 GGAAAGGACGAAACACCGATCATCCGGCTACCACTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 ATCATCCGGCTACCACTATG
139 Rara Rara_3 GGAAAGGACGAAACACCGAGATTCTGCGAATCTGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGATTCTGCGAATCTGCACG
140 Rara Rara_4 GGAAAGGACGAAACACCGCAAGTGCATCATTAAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAAGTGCATCATTAAGACTG
141 Rarb Rarb_1 GGAAAGGACGAAACACCGAAGCAGGGCTTGTACACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAGCAGGGCTTGTACACCCG
142 Rarb Rarb_2 GGAAAGGACGAAACACCGCCAAGTCCAATCGGACCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CCAAGTCCAATCGGACCCGG
143 Rarb Rarb_3 GGAAAGGACGAAACACCGACCGGCATACTGCTCAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCGGCATACTGCTCAATGT
144 Rarb Rarb_4 GGAAAGGACGAAACACCGTGACGCAGTTCTTATCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TGACGCAGTTCTTATCTCGA
145 Rarg Rarg_1 GGAAAGGACGAAACACCGTGGGCAAGTACACCACGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGGGCAAGTACACCACGGTG
146 Rarg Rarg_2 GGAAAGGACGAAACACCGAAGCATGGCTTATAGACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 AAGCATGGCTTATAGACCCG
147 Rarg Rarg_3 GGAAAGGACGAAACACCGGCTACAAAAGTGTTTCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 GCTACAAAAGTGTTTCGAAG
148 Rarg Rarg_4 GGAAAGGACGAAACACCGACACTATGACATTCTCGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 ACACTATGACATTCTCGGAT
149 Rora Rora_1 GGAAAGGACGAAACACCGTTGGCTGAGATGTTGTAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGGCTGAGATGTTGTAGGT
150 Rora Rora_2 GGAAAGGACGAAACACCGCATTGATGTCCAATCCCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 CATTGATGTCCAATCCCGAC
151 Rora Rora_3 GGAAAGGACGAAACACCGGAGAGACAGCTTGTACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAGAGACAGCTTGTACGCCG
152 Rora Rora_4 GGAAAGGACGAAACACCGAGCTATGCGAGCTCCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGCTATGCGAGCTCCAGCCG
153 Rorb Rorb_1 GGAAAGGACGAAACACCGCACCACGTACTGGATAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CACCACGTACTGGATAGCAT
154 Rorb Rorb_2 GGAAAGGACGAAACACCGGGAGACATGTCAGTACACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGAGACATGTCAGTACACCA
155 Rorb Rorb_3 GGAAAGGACGAAACACCGTCCCAGCTGTAAAGTTCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCCAGCTGTAAAGTTCGGG
156 Rorb Rorb_4 GGAAAGGACGAAACACCGACAAGTTGGGTACAGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ACAAGTTGGGTACAGATGTG
157 Rorc Rorc_1 GGAAAGGACGAAACACCGCTTGAGTATAGTCCAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTGAGTATAGTCCAGAACG
158 Rorc Rorc_2 GGAAAGGACGAAACACCGGTCATCTGGGATCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTCATCTGGGATCCACTACG
159 Rorc Rorc_3 GGAAAGGACGAAACACCGTCTGGGGCACTGCAGAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TCTGGGGCACTGCAGAAACT
160 Rorc Rorc_4 GGAAAGGACGAAACACCGGACAAGCAGAGGCCTCGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 GACAAGCAGAGGCCTCGGGT
161 Rxra Rxra_1 GGAAAGGACGAAACACCGCAAGACTGAGACATACGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAAGACTGAGACATACGTGG
162 Rxra Rxra_2 GGAAAGGACGAAACACCGAGGACGCCATTGAGGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGGACGCCATTGAGGCCTAG
163 Rxra Rxra_3 GGAAAGGACGAAACACCGCATGGGCCCGCACTCCATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATGGGCCCGCACTCCATGT
164 Rxra Rxra_4 GGAAAGGACGAAACACCGGGGGCAGCTCAGAAAAGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 GGGGCAGCTCAGAAAAGTGT
165 Rxrb Rxrb_1 GGAAAGGACGAAACACCGATTGTGGGGTCGCGTCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ATTGTGGGGTCGCGTCCCGG
166 Rxrb Rxrb_2 GGAAAGGACGAAACACCGGCTGTTCACACTCGTTGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GCTGTTCACACTCGTTGAGT
167 Rxrb Rxrb_3 GGAAAGGACGAAACACCGGTTCAGGAGGAGCGTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTTCAGGAGGAGCGTCAACG
168 Rxrb Rxrb_4 GGAAAGGACGAAACACCGTCCACAGTGTCGCTCCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TCCACAGTGTCGCTCCCTGG
169 Rxrg Rxrg_1 GGAAAGGACGAAACACCGTAGCCACGAAGACATGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TAGCCACGAAGACATGCCCG
170 Rxrg Rxrg_2 GGAAAGGACGAAACACCGTGCGTTTGGCCCACTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGCGTTTGGCCCACTCAACG
171 Rxrg Rxrg_3 GGAAAGGACGAAACACCGTCGTAACCAGGGAAGCACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TCGTAACCAGGGAAGCACTA
172 Rxrg Rxrg_4 GGAAAGGACGAAACACCGCACAGCACTCAGCGTCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CACAGCACTCAGCGTCCGAG
173 Thra Thra_1 GGAAAGGACGAAACACCGACAGCGGTAGTGATAACCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ACAGCGGTAGTGATAACCGG
174 Thra Thra_2 GGAAAGGACGAAACACCGTGTCACTCTCAGGGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGTCACTCTCAGGGTCGTAG
175 Thra Thra_3 GGAAAGGACGAAACACCGTCTAGATGATTCGAAGCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TCTAGATGATTCGAAGCGGG
176 Thra Thra_4 GGAAAGGACGAAACACCGAAAACTGCCCATGTTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 AAAACTGCCCATGTTCTCCG
177 Thrb Thrb_1 GGAAAGGACGAAACACCGGAAGACAGTCCGGCTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAAGACAGTCCGGCTCTCAG
178 Thrb Thrb_2 GGAAAGGACGAAACACCGCCCATCGTGAATGCCCCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCCATCGTGAATGCCCCAGA
179 Thrb Thrb_3 GGAAAGGACGAAACACCGCATCTTTGTCTAAATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CATCTTTGTCTAAATAGCTG
180 Thrb Thrb_4 GGAAAGGACGAAACACCGCAGGTTTCCAGGGTAACTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGGTTTCCAGGGTAACTAC
181 vdr vdr_1 GGAAAGGACGAAACACCGTGGAGATTGCCGCATCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGAGATTGCCGCATCACCA
182 vdr vdr_2 GGAAAGGACGAAACACCGAGCGTTGAAGTGGAAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAL 73 AGCGTTGAAGTGGAAGCCCG
183 vdr vdr_3 GGAAAGGACGAAACACCGTTCTTCATTCAGATCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGC 73 TTCTTCATTCAGATCCATCG
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184 vdr vdr_4 GGAAAGGACGAAACACCGTTCGTGCAGACGTAAGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCGTGCAGACGTAAGTACA
185 Ncoal Ncoal_1 GGAAAGGACGAAACACCGTTGACTGAGGGATTTATTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGACTGAGGGATTTATTCG
186 Ncoal Ncoal_2 GGAAAGGACGAAACACCGGATGCTAATTCACCCTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GATGCTAATTCACCCTCCAG
187 Ncoal Ncoal_3 GGAAAGGACGAAACACCGACCACTAGTAATGCCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACCACTAGTAATGCCAACTG
188 Ncoal Ncoal_4 GGAAAGGACGAAACACCGAGTTTGGACAACCAGGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTTTGGACAACCAGGAGCG
189 Ncoa2 Ncoa2_1 GGAAAGGACGAAACACCGAGTGCATAGTTACTACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTGCATAGTTACTACCCTG
190 Ncoa2 Ncoa2_2 GGAAAGGACGAAACACCGGGGAGGATTCATATTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGGAGGATTCATATTAACTG
191 Ncoa2 Ncoa2_3 GGAAAGGACGAAACACCGAGTCAGATGTGTCGTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTCAGATGTGTCGTCCACG
192 Ncoa2 Ncoa2_4 GGAAAGGACGAAACACCGCTTTGCAAAGTGATGTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTTTGCAAAGTGATGTCAAG
193 Ncoa3 Ncoa3_1 GGAAAGGACGAAACACCGCAAGGAGAAACGATACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA 73 CAAGGAGAAACGATACACGG
194 Ncoa3 Ncoa3_2 GGAAAGGACGAAACACCGTCGTCCTCCATATAACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TCGTCCTCCATATAACCGAG
195 Ncoa3 Ncoa3_3 GGAAAGGACGAAACACCGAGAACATCATGATTTCCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 AGAACATCATGATTTCCCCT
196 Ncoa3 Ncoa3_4 GGAAAGGACGAAACACCGACGTGCTCCTCCGACGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACGTGCTCCTCCGACGACCG
197 Ncoad Ncoad_1 GGAAAGGACGAAACACCGCGTCGCTGATTGTTGCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGTCGCTGATTGTTGCGCCG
198 Ncoad Ncoad_2 GGAAAGGACGAAACACCGTTCAAGAAGTCAGCATCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCAAGAAGTCAGCATCCAG
199 Ncoa4d Ncoad_3 GGAAAGGACGAAACACCGGGTCTTAAGGGATCCAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGTCTTAAGGGATCCAAATG
200 Ncoa4d Ncoad_4 GGAAAGGACGAAACACCGAATTAAAGATAATTTACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AATTAAAGATAATTTACGAG
201 Ncoa5 Ncoa5_1 GGAAAGGACGAAACACCGGGGTGGATGACTATTGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGGTGGATGACTATTGCCGG
202 Ncoa5 Ncoa5_2 GGAAAGGACGAAACACCGGTAGAGAGGAGCTTTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GTAGAGAGGAGCTTTATCGT
203 Ncoa5 Ncoa5_3 GGAAAGGACGAAACACCGCTGCGGTCCCGCAAATCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGCGGTCCCGCAAATCCCG
204 Ncoa5 Ncoa5_4 GGAAAGGACGAAACACCGTAACAGATACCTCACTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAACAGATACCTCACTGCCG
205 Ncoa6 Ncoa6_1 GGAAAGGACGAAACACCGTGAACCATAGGATTCCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGAACCATAGGATTCCGACC
206 Ncoa6 Ncoa6_2 GGAAAGGACGAAACACCGGCTGTTATGACGCCCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCTGTTATGACGCCCCAGGG
207 Ncoa6 Ncoa6_3 GGAAAGGACGAAACACCGCAATGACTACAAATCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAATGACTACAAATCAAGGG
208 Ncoa6 Ncoa6_4 GGAAAGGACGAAACACCGTGTGCCCAACTTGTTACACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGH 73 TGTGCCCAACTTGTTACACA
209 Ncoa7 Ncoa7_1 GGAAAGGACGAAACACCGAGGCCTTAAAACCCATCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGGCCTTAAAACCCATCGAG
210 Ncoa7 Ncoa7_2 GGAAAGGACGAAACACCGAGTTCAACGTTACAGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGTTCAACGTTACAGCAGAG
211 Ncoa7 Ncoa7_3 GGAAAGGACGAAACACCGGGTACACTCTGGGTAAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGTACACTCTGGGTAAAAGG
212 Ncoa7 Ncoa7_4 GGAAAGGACGAAACACCGCTAAGGGATCGGACTTATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CTAAGGGATCGGACTTATGA
213 Ppargclb  Ppargclb_1 GGAAAGGACGAAACACCGAGGGCTTGCTAACATCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGGGCTTGCTAACATCACAG
214 Ppargclb  Ppargclb_2 GGAAAGGACGAAACACCGTGGACGAGCTTTCACTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGACGAGCTTTCACTGGTG
215 Ppargclb  Ppargclb_3 GGAAAGGACGAAACACCGGGCCTTGACTACTGTCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 GGCCTTGACTACTGTCTGTG
216 Ppargclb  Ppargclb_4 GGAAAGGACGAAACACCGTCCTGTGCTAGGGAGTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCTGTGCTAGGGAGTCTTG
217 Ppargcla Ppargcla_l GGAAAGGACGAAACACCGGAATGAGGCAAACTTGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAATGAGGCAAACTTGCTAG
218 Ppargcla Ppargcla_2 GGAAAGGACGAAACACCGTATTGAGCGAACCTTAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATTGAGCGAACCTTAAGTG
219 Ppargcla Ppargcla_3 GGAAAGGACGAAACACCGTTGCATGCGCACCTTAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTGCATGCGCACCTTAACAA
220 Ppargcla Ppargcla_4 GGAAAGGACGAAACACCGAAGACCAGTGAACTAAGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 AAGACCAGTGAACTAAGGGA
221 Scand1 Scand1_1 GGAAAGGACGAAACACCGAGCGCTGGCGAAAGGTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCGCTGGCGAAAGGTCTCG
222 Scand1 Scand1_2 GGAAAGGACGAAACACCGTTCGCTACCAGGACGCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TTCGCTACCAGGACGCGGCC
223 Scand1 Scand1_3 GGAAAGGACGAAACACCGGCTCCCGGAATCGGGCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCTCCCGGAATCGGGCGACG
224 Scand1 Scand1_4 GGAAAGGACGAAACACCGCGCGCCCGCAGCTTTGAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGCGCCCGCAGCTTTGAACA
225 Ncorl Ncorl_1 GGAAAGGACGAAACACCGGGCTTCACGGAAACCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGCTTCACGGAAACCCCGTG
226 Ncorl Ncorl_2 GGAAAGGACGAAACACCGGGGCCTAGCAAACTACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGGCCTAGCAAACTACCCCG
227 Ncorl Ncorl_3 GGAAAGGACGAAACACCGATATGCCGAGCATTACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATATGCCGAGCATTACCCAG
228 Ncorl Ncorl_4 GGAAAGGACGAAACACCGCCCTACCAAAGCCGACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CCCTACCAAAGCCGACTCCG
229 Ncor2 Ncor2_1 GGAAAGGACGAAACACCGGCCATCTCGACTGTCCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCCATCTCGACTGTCCAAGG
230 Ncor2 Ncor2_2 GGAAAGGACGAAACACCGGCATAGAGAACAATCCGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GCATAGAGAACAATCCGCGA
231 Ncor2 Ncor2_3 GGAAAGGACGAAACACCGGCTACCACACCCTCGTGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTACCACACCCTCGTGAGT
232 Ncor2 Ncor2_4 GGAAAGGACGAAACACCGTACCGACTGAGCCCCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACCGACTGAGCCCCCACGC
233 Ahr Ahr_1 GGAAAGGACGAAACACCGAGCTGTGCACAAGAGGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGCTGTGCACAAGAGGATCG
234 Ahr Ahr_2 GGAAAGGACGAAACACCGGTATAATAGACTGCTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTATAATAGACTGCTGCCTG
235 Ahr Ahr_3 GGAAAGGACGAAACACCGTCTCCGGTAGCAAACATGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCTCCGGTAGCAAACATGAA
236 Ahr Ahr_4 GGAAAGGACGAAACACCGGTGGAAAGAATCCTTACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTGGAAAGAATCCTTACTTG
237 Abcbla Abcbla_l GGAAAGGACGAAACACCGACTGAATGCTCCAATTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ACTGAATGCTCCAATTAACA
238 Abcbla Abcbla_2 GGAAAGGACGAAACACCGCAGGAAGCTTAGTACCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAGGAAGCTTAGTACCAAAG
239 Abcbla Abcbla_3 GGAAAGGACGAAACACCGCAAAGATCAGCATCATAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAAAGATCAGCATCATAAGT
240 Abcbla Abcbla_4 GGAAAGGACGAAACACCGAATGACGTCAGCATTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AATGACGTCAGCATTACGAA
241 Abcblb Abcblb_1 GGAAAGGACGAAACACCGAGCCTTTGCAAACGCACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGCCTTTGCAAACGCACGAG
242 Abcblb Abcblb_2 GGAAAGGACGAAACACCGTGATGCTTCTAGTGTTAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGATGCTTCTAGTGTTAAAG
243 Abcblb Abcblb_3 GGAAAGGACGAAACACCGTCATCTCTTGAAAAAACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TCATCTCTTGAAAAAACCTG
244 Abcblb Abcblb_4 GGAAAGGACGAAACACCGCAGATGACAATCCAATAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CAGATGACAATCCAATAAGA
245 Asb2 Asb2_1 GGAAAGGACGAAACACCGGGAGACAGACTCGTGCAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAL 73 GGAGACAGACTCGTGCAGTG



No.

#0ligo name #0ligo name

*Sequence (5” to3’ )

nt# | Remarks |5'

guide sequence

3

246
247
248
249
250
251
252
253
254
255
256
257
258
259
260
261
262
263
264
265
266
267
268
269
270
271
272
273
274
275
276
277
278
279
280
281
282
283
284
285
286
287
288
289
290
291
292
293
294
295
296
297
298
299
300
301
302
303
304
305
306
307

Asb2 Asb2_2
Asb2 Asb2_3
Asb2 Asb2_4
Bclllb Bclllb_1
Bclllb Bclllb_2
Bclllb Bclllb_3
Bclllb Bclllb_4
Tfrc Tfrc_1
Tfrc Tfrc_2
Tfrc Tfrc_3
Tfrc Tfrc_4
Eomes Eomes_1
Eomes Eomes_2
Eomes Eomes_3
Eomes Eomes_4
Foxp3 Foxp3_1
Foxp3 Foxp3_2
Foxp3 Foxp3_3
Foxp3 Foxp3_4
Gata3 Gata3_1
Gata3 Gata3_2
Gata3 Gata3_3
Gata3 Gata3_4
1110 1110_1
1110 1110_2
1110 1110_3
1110 1110_4
117a 117a_1
117a 117a_2
117a 117a_3
117a 117a_4
Lcor Lcor_1
Lcor Lcor_2
Lcor Lcor_3
Lcor Lcor_4
Maf Maf_1
Maf Maf_2
Maf Maf_3
Maf Maf_4
Med1 Med1_1
Med1 Med1_2
Med1 Med1_3
Med1 Med1_4
Prdm1 Prdm1_1
Prdm1 Prdm1_2
Prdm1 Prdm1_3
Prdm1 Prdm1_4
Smad4 Smad4_1
Smad4 Smad4_2
Smad4 Smad4_3
Smad4 Smad4_4
Statl Statl_1
Statl Statl_2
Statl Statl_3
Statl Statl_4
Stat3 Stat3_1
Stat3 Stat3_2
Stat3 Stat3_3
Stat3 Stat3_4
Stat4 Stat4_1
Stat4 Stat4_2
Stat4 Stat4_3

GGAAAGGACGAAACACCGCAGTGCATCAGCCCTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCGAGCGCGCCCGCCTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCCTCCAAGAAGGGCAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGTTGTGCAAATGTAGCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGCTGAGAGCCCGTCGTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGCGGGAAGTTCATCTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGCAGAGGTGAAGTAATCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(
GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGCCATACGCCGGAACCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGCTGTCCATGGAGTAGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGCACCCAGAATCTCCTAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGTTCCACGAAAACATTGTAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCATACCTGATGCATGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGTCTACCCACAGGGATCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGAGGTCGGGACCTGCGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAI
GGAAAGGACGAAACACCGGCAAGAGCTCTTGTCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCTACTACGGAAACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCCGGGTTCGGATGTAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGCAGCTGCACCTGATACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGTCCAAGACGTCCATCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGGCTAACCGACTCCTTAATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGAACTGCACCCACTTCCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGAAGGAGCATTTGAATTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGACTGGCATGAGGATCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(
GGAAAGGACGAAACACCGCTCAGCGTGTCCAAACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGAACGGTTGAGGTAGTCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(
GGAAAGGACGAAACACCGCTTACGTACTGGAGAGTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCTGAGCTTCCCAGATCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGACAGCACTTAATCTTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG(
GGAAAGGACGAAACACCGATCTGCAGAGATCGAGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGATACCACAAGTTCGAGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTCCATCCAATTAGGCGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGGTGGCTTCGATGGCTATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGACCGCATCATCAGCCAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGGTGTCCGCCGTGATCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGACCACCACCACCACGCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCCAACCAACACCTTTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGAGGTGTATCCAGCGCGTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTAACTTACCCCCACTCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG(
GGAAAGGACGAAACACCGGTGAGCTGTAAACTCTACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGTTGGAACTAATGCCGTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGGATAGGATAAACCACCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA(
GGAAAGGACGAAACACCGGTGTAGACTTCACCGATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTTGTACCACGTGTTCTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG!
GGAAAGGACGAAACACCGTGAATCCATATCACTATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGGTGGCGTTAGACTCTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTGTCACCATACAGAGAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCAAAAGCGATCTCCTCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGGATAGACGCCCAGCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTGTGATGTTAGATAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGTTAATGACGAGCTCGTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGGAAAAGCAAGCGTAATCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGCCAACAAATTAAGAAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGCTGCTTCTCTGTCACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG(
GGAAAGGACGAAACACCGGTTTACCACGAAAGTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGCAAAGAGTCACATGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC
GGAAAGGACGAAACACCGAATGTCTAAACTCCACTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGGCATGCCAACGCACCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
GGAAAGGACGAAACACCGAAATCCAATGCATGTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG
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CAGTGCATCAGCCCTCTACG
CGAGCGCGCCCGCCTCTACG
CCTCCAAGAAGGGCAACTAT
GTTGTGCAAATGTAGCTGGA
CTGAGAGCCCGTCGTCTGAG
GCGGGAAGTTCATCTGACAC
CAGAGGTGAAGTAATCACGG
CTACACGCTTACAATAGCCC
GAATACATACACTCCTCGTG
GGGCTCCTACTACAACATAA
AACCCTCGGGAGACTCCACT
GCCATACGCCGGAACCTCAG
GCTGTCCATGGAGTAGCGCG
CACCCAGAATCTCCTAACAC
TTCCACGAAAACATTGTAGT
CATACCTGATGCATGAAGTG
TCTACCCACAGGGATCAATG
AGGTCGGGACCTGCGAAGTG
GCAAGAGCTCTTGTCCATTG
CTACTACGGAAACTCCGTCA
CCGGGTTCGGATGTAAGTCG
GCAGCTGCACCTGATACTTG
TCCAAGACGTCCATCCACCA
GCTAACCGACTCCTTAATGC
AACTGCACCCACTTCCCAGT
AAGGAGCATTTGAATTCCCT
ACTGGCATGAGGATCAGCAG
CTCAGCGTGTCCAAACACTG
GAACGGTTGAGGTAGTCTGA
CTTACGTACTGGAGAGTCCA
CTGAGCTTCCCAGATCACAG
ACAGCACTTAATCTTATCCA
ATCTGCAGAGATCGAGCCAG
GATACCACAAGTTCGAGGAA
TCCATCCAATTAGGCGACCT
GTGGCTTCGATGGCTATGCG
GACCGCATCATCAGCCAGTG
GGTGTCCGCCGTGATCGCCG
ACCACCACCACCACGCCGCG
CCAACCAACACCTTTCCGGG
AGGTGTATCCAGCGCGTCAG
TAACTTACCCCCACTCCGCG
GTGAGCTGTAAACTCTACAA
TTGGAACTAATGCCGTACGG
GGATAGGATAAACCACCCGA
GTGTAGACTTCACCGATGAG
TTGTACCACGTGTTCTGACG
TGAATCCATATCACTATGAG
GGTGGCGTTAGACTCTGCCG
TGTCACCATACAGAGAACAT
CAAAAGCGATCTCCTCCCGA
GGATAGACGCCCAGCCACTG
TGTGATGTTAGATAAACAGA
TTAATGACGAGCTCGTGGAG
GAAAAGCAAGCGTAATCTCC
CCAACAAATTAAGAAACTGG
CTGCTTCTCTGTCACTACGG
GTTTACCACGAAAGTCAGGT
CAAAGAGTCACATGCCACGT
AATGTCTAAACTCCACTGAG
GCATGCCAACGCACCCTCAG
AAATCCAATGCATGTAGCTG



No. #01igo name #0ligo name *Sequence (5” to3’ ) | nt# | Remarks |5' guide sequence 3'
308 Stat4 Statd_4  GGAAAGGACGAAACACCGTGGCCTCACCATTAACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TGGCCTCACCATTAACCTAG
309 Stat5a StatSa_1 GGAAAGGACGAAACACCGCATGGACGATAACGACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CATGGACGATAACGACCACA
310 Stat5a StatSa_2 GGAAAGGACGAAACACCGGTTCGTTGTACAGAATGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTTCGTTGTACAGAATGTGA
311 Stat5a Stat5a_3 GGAAAGGACGAAACACCGAGTGGATCGAGAGCCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA! 73 AGTGGATCGAGAGCCAGCCG
312 Stat5a Stat5a_4 GGAAAGGACGAAACACCGGTGGGCGCTGAGCGTGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GTGGGCGCTGAGCGTGCCAG
313 StatSb StatSb_1 GGAAAGGACGAAACACCGCTGATTCGCAGTGATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CTGATTCGCAGTGATTACAG
314 StatSb StatSb_2 GGAAAGGACGAAACACCGTACAGCGAACCAGCTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACAGCGAACCAGCTCCATG
315 StatSb StatSb_3 GGAAAGGACGAAACACCGGGCGTTGTCCCAGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 GGCGTTGTCCCAGAGGACAG
316 StatSb StatSb_4 GGAAAGGACGAAACACCGAGTGGATCGAAAGCCAAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 AGTGGATCGAAAGCCAAGCC
317 Stat6 Stat6_1  GGAAAGGACGAAACACCGATAAAGCGCTGTGAGCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAA( 73 ATAAAGCGCTGTGAGCGGAA
318 Stat6 Stat6_2  GGAAAGGACGAAACACCGGCTGAAAGGCCTCCACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCTGAAAGGCCTCCACACTG
319 Stat6 Stat6_3  GGAAAGGACGAAACACCGAGAAAGCATCTGAACCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGAAAGCATCTGAACCGACC
320 Stat6 Stat6_4  GGAAAGGACGAAACACCGCATCAGACAAATACTTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CATCAGACAAATACTTCAAG
321 Thx21 Thx21_1 GGAAAGGACGAAACACCGAGTCTGGGTGGACATATAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGTCTGGGTGGACATATAAG
322 Thx21 Thx21_2 GGAAAGGACGAAACACCGAGGACTACGCATTGCCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AGGACTACGCATTGCCCGCG
323 Thx21 Tbx21_3 GGAAAGGACGAAACACCGGACCCGACCGATCGCCGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GACCCGACCGATCGCCGCGC
324 Thx21 Thx21_4 GGAAAGGACGAAACACCGGGCTTCCAACAATGTGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GGCTTCCAACAATGTGACCC
325 Cd8a Cd8a_1 GGAAAGGACGAAACACCGTGGGTGAGTCGATTATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGGGTGAGTCGATTATCCTG
326 Cd8a Cd8a_2 GGAAAGGACGAAACACCGATCCCACAACAAGATAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATCCCACAACAAGATAACGT
327 Cd8a Cd8a_3 GGAAAGGACGAAACACCGGTGTTGGGGTCCGTTTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GTGTTGGGGTCCGTTTCGCA
328 Cd8a Cd8a_4 GGAAAGGACGAAACACCGGGACGCCGAACTTGGTCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GGACGCCGAACTTGGTCAGA
329 Cd19 Cd19_1 GGAAAGGACGAAACACCGGAATGACTGACCCCGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GAATGACTGACCCCGCCAGG
330 Cd19 Cd19_2 GGAAAGGACGAAACACCGAATGTCTCAGACCATATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AATGTCTCAGACCATATGGG
331 Cd19 Cd19_3 GGAAAGGACGAAACACCGGGCACCTATTATTGTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 GGCACCTATTATTGTCTCCG
332 Cd19 Cd19_4 GGAAAGGACGAAACACCGTTTAGCCCACACATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGH 73 TTTAGCCCACACATACAGCT
333 Myh1 Myhl_1 GGAAAGGACGAAACACCGGCTGCCAGTGTATAACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 GCTGCCAGTGTATAACGCAG
334 Myh1 Myhl_ 2  GGAAAGGACGAAACACCGTGACCTCGCTAGTAACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGACCTCGCTAGTAACATGG
335 Myh1 Myhl_3  GGAAAGGACGAAACACCGAGTTGGCCCAGCTTATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AGTTGGCCCAGCTTATAACC
336 Myh1 Myhl_ 4 GGAAAGGACGAAACACCGTAAAACATGACTTACATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 TAAAACATGACTTACATCTG
337 Ragl Ragl_1  GGAAAGGACGAAACACCGACACCAAAGCAGAGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ACACCAAAGCAGAGTCGTAG
338 Ragl Ragl_2 GGAAAGGACGAAACACCGTGAAACGATTCCCACAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TGAAACGATTCCCACAGATG
339 Ragl Ragl_3 GGAAAGGACGAAACACCGTCCCGCGCAAGATTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCCGCGCAAGATTGCAATG
340 Ragl Ragl_4 GGAAAGGACGAAACACCGTGGGAAGTAGACCTGACTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TGGGAAGTAGACCTGACTGT
341 Rag2 Rag2_1 GGAAAGGACGAAACACCGCATCAATATATCATTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 CATCAATATATCATTCACGG
342 Rag2 Rag2_2 GGAAAGGACGAAACACCGATTGACGTGGTGTATAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 ATTGACGTGGTGTATAGTCG
343 Rag2 Rag2_3 GGAAAGGACGAAACACCGTAACTTGTATAGAATAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TAACTTGTATAGAATAAGAG
344 Rag2 Rag2_4 GGAAAGGACGAAACACCGCATACCAGGAGACAATAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 CATACCAGGAGACAATAAGC
345 Alb Alb_1 GGAAAGGACGAAACACCGACAAGAGTGAGATCGCCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 ACAAGAGTGAGATCGCCCAT
346 Alb Alb_2 GGAAAGGACGAAACACCGTACTCACTGTCCCATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TACTCACTGTCCCATAAAGG
347 Alb Alb_3 GGAAAGGACGAAACACCGTCCCGCATGCTACGGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TCCCGCATGCTACGGCACAG
348 Alb Alb_4 GGAAAGGACGAAACACCGGCTCCACCTCACTAAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 GCTCCACCTCACTAAGACAG
349 Cd4 Cd4_1 GGAAAGGACGAAACACCGTCAAAACGATCAAACTGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAACG 73 TCAAAACGATCAAACTGCGA
350 Cd4 Cd4_2 GGAAAGGACGAAACACCGTATCACGGCCTATAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 TATCACGGCCTATAAGAGTG
351 Cd4 Cd4_3 GGAAAGGACGAAACACCGACTCACCCTCAAGATACCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 ACTCACCCTCAAGATACCCC
352 Cd4 Cd4_4 GGAAAGGACGAAACACCGTTCTTCTGGGAACTCTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 TTCTTCTGGGAACTCTCGCA
353 Thyl Thyl_1 GGAAAGGACGAAACACCGCCTTGGTGTTATTCTCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG( 73 CCTTGGTGTTATTCTCATGG
354 Thyl Thyl_2 GGAAAGGACGAAACACCGTAAGGACCTTGATATAGGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 TAAGGACCTTGATATAGGGC
355 Thyl Thyl 3 GGAAAGGACGAAACACCGCAGTCTTGCAGGTGTCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CAGTCTTGCAGGTGTCCCGA
356 Thyl Thyl_4 GGAAAGGACGAAACACCGCGTGTGCTCGGGTATCCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 CGTGTGCTCGGGTATCCCAA
357 NTC NTC_1 GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAAAAGTCCGCGATTACGTC
358 NTC NTC_2 GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAAACGGCTCGATCGGTGAT
359 NTC NTC_3 GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAAACGTAATTATACCGAGC
360 NTC NTC_4 GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG! 73 AAAATTGCACCTTCCCGGCC
361 NTC NTC_5 GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAACCCCCGCGCGGAGCGTC
362 NTC NTC_6 GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAACCTAGCGTAGATTCGGC
363 NTC NTC_7 GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAC 73 AAACGAGGCTGTTCGTACAC
364 NTC NTC_8 GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAG 73 AAACTCATACGTAGCGAATC



Name
Ar_1
Ar_2
Ar_3
Ar_4
Esrl_1
Esrl 2
Esrl_3
Esrl 4
Esr2_1
Esr2_2
Esr2_3
Esr2_4
Esrra_1
Esrra_2
Esrra_3
Esrra_4
Esrrg_1
Esrrg_2
Esrrg_3
Esrrg_4
Hnfd4a_1
Hnfd4a 2
Hnf4a_3
Hnfda 4
Hnfdg_ 1
Hnfdg 2
Hnf4g_3
Hnfdg 4
NrObl_1
NrOb1_2
NrObl_3
NrObl 4
NrOb2_1
NrOb2_2
NrOb2_3
NrOb2 4
Nrldl_1
Nridl 2
Nrldl_3
Nridl 4
Nrilh2_1
Nrih2 2
Nr1lh2_3
Nrih2_4
Nr1h3_1
Nrih3 2

Oligo Sequence
GGAAAGGACGAAACACCGGGTGGAAAGTAATAGTCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCAGGATACCACACTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGACTTGGGTAGTCTACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTCCTGGGAGGTCCACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCATACGGAAAGACCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACTGTGTTCAACTACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTATTCAGAATAGATCATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAGGCATAGTCATTGCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGCGCTTGGACTAGTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCGTGACGGCTCTCTACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAAGTAGGAATGGTCAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGGCTCACTAGCACATTGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTACGGTGTGGCATCCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGCGGGGAGGTGTCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTACTTCTGCCGTCCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGACACCAGAGCGTTCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGCGTCGGAAGACCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTCTGGGGATCCTCTACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAAGTCACAGAGTGTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTGTGGCGACATCGCCTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAATGACTACATCGTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATGTGCAGGTGTTGACCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCGGGACCGGATCAGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCTCCGTAGTGTTTGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTACAAGAAGAAGTACCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTTGCGGTGAATAACATAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCAGCATGGGCTCTCAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCATGTTCTTAATCTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCAACTCAAGCATGAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGGGTCTTCAACAGGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGTTGGTGAGCATAGAGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTCACCGCACACATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTTAAGAAGATCCTGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGATGCTGTGACCTTCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCCCCATGAGGATCAGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAAGTGCATACAGAATAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTGCGATTGATGCGAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGTAGGTGAGGTCTCTAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACAACAGCTGACACCACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCTGGGGCCGAATATACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCCTTAATAGTGGGTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACCGAGCTAGCCATCATCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGGCGCAGTGTGGTCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCCGACCAGCCCAAAGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGCAACCCCAGTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGTACCGTGACGCGCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Nrih3_3
Nr1lh3_4
Nrih4_1
Nrlh4_2
Nrih4_3
Nrilh4_4
Nrli2_1
Nrli2_2
Nrli2_3
Nrli2_4
Nrli3_1
Nrli3_2
Nrli3_3
Nrli3_4
Nr2cl_ 1
Nr2cl 2
Nr2cl 3
Nr2cl 4
Nr2c2_1
Nr2c2_2
Nr2c2_3
Nr2c2_4
Nr2el 1
Nr2el 2
Nr2el 3
Nr2el 4
Nr2e3_1
Nr2e3 2
Nr2e3_3
Nr2e3 4
Nr2fl_1
Nr2fl_2
Nr2fl_3
Nr2fl 4
Nr2f2_1
Nr2f2_2
Nr2f2_3
Nr2f2_4
Nr2f6_1
Nr2f6_2
Nr2f6_3
Nr2f6_4
Nr3cl_1
Nr3cl 2
Nr3cl_3
Nr3cl 4

Oligo Sequence
GGAAAGGACGAAACACCGAATCTCCTGCACGGACACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCCGCCGCAGTGTCATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGGGACATTGTTGTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGATGGACATGTACATGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTGACAAAGAAGCCGCGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGTAAATCTAAACGGCTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTCAACACGATGTTCGACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTAGGTTGACACATCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGCCTTGTCCCCACATACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGATCTCGCAGGTTCCCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCATGAACAGATAGGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCGAGCCAGACAGGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGGACAGATGGGACCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACACAGGTCCCTAACCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTGCAGAGCTTACGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACAGTCTTGCTTCATCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTCATTCTGGCAAACCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACGTGCGACTCGCTCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATCCAGATAGTCACCGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGGACAAGGTTGTCCGAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTACCATCCTCACGTATCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGAGGTGAAGCACTATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACTTCGTAGAGATACATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGACCCCGCTCGTGCTGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGTTAGCATCAACCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCTGTGTGTCTTGTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGACCCCCGATCAGAACCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGTTTAGCACAAGTTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCTCCAAGAAGGAGTCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCTTCTTGGAGCCATACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAGTATGCACTCACAAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCTGCCATAACGCGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGAGCTGTTCGTGCTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATGTTGCGGGCCCACTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAGTTTGCCCTGACCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTACGGCCAGTTCACGTGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCGCTGAAGAGCATCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCAAAAAGTGCCTCAAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGCTACCCACGCGCGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCATGCGCTCCCCGGTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGGGCGACGAGGAGCGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATCGACAACGTGTGCGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATTATGGGGTGCTGACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCTTGCCTGGCAATAAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAGCCGTTTCACTGTCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACTGGAATAGGTGCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Nr3c2_1
Nr3c2_2
Nr3c2_3
Nr3c2_4
Nrdal_1
Nrdal_2
Nrd4al 3
Nrdal_4
Nrda2_1
Nrda2_2
Nrd4a2_3
Nrda2_4
Nr4a3_1
Nr4a3_2
Nr4a3_3
Nr4a3_4
Nr5al_1
Nr5al_2
Nr5al_3
Nr5al_4
Nr5a2_1
Nr5a2_2
Nr5a2_3
Nr5a2_4
Nreal_ 1
Nr6al 2
Nr6al_3
Nr6al 4
Pgr_1
Pgr 2
Pgr_3
Pgr 4
Ppara_1
Ppara_2
Ppara_3
Ppara_4
Ppard_1
Ppard_2
Ppard_3
Ppard_4
Pparg_1
Pparg_2
Pparg_3
Pparg_4
Rara_1
Rara_2

Oligo Sequence
GGAAAGGACGAAACACCGGATGATTGGGCTCTTAACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGGAACTTTCAGCCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCACTAATGCATTGACAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAATGGAAATGGGTTGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGAAGTGTCACGGTTCGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCTTCGTGTCAGCACTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCAAACAAGGATTGCCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCTTCATAAGTCTGGCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTCAAGCAACTGCGATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCCGGATTGGAATCGACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTACTGACAACGATTTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAGTAAACCGACCCGCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCATTCATCATACAGATCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCAAGCTGACCATGGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGGCCGTGGGGTCATAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGTCGGGATGGTTAAGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGAGACCGGACCACCGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGCGTGCTGATCGAATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGCACGTGAGCAGCCCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCATTGTCGACTGGGCACGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTGTGGCGATAAAGTGTCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTAAGAGCCGACCGCATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGCCACTCCCCCAAACGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTCTGTCATAGTCTGTCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTTACCCACCGTTGCGCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATAGTGCAAGCCCGTAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAGAATAGCTAAAAAGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACCTATGTTGATTGAAGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCTGGCCGACTCATGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGAGGAGTCGCAGCCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCGCGAACGAACCCTGCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGTCTGGGAAGTCACCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATCGAGTGTCGAATATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATTTCTCAGTCCATCGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTGTCGGGATGTCACACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGCTGCCAGTGCATGTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTCCGGCATCCGTCCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCCTCGGGCTTCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGAGTATGAGAAGTGCGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTCAAGTATGGCGTGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATGCTGGAGAAATCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAACCTTCTAACTCCCTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCACCCTTGAAAAATTCGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGCCTATGAGCACTTCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGCTACACGCTGACGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATCATCCGGCTACCACTATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name

Rara_3
Rara_4
Rarb_1
Rarb_2
Rarb 3
Rarb_4
Rarg_1
Rarg_2
Rarg 3
Rarg_4
Rora_1
Rora_2
Rora_3
Rora_4
Rorb_1
Rorb_2
Rorb_3
Rorb_4
Rorc_1
Rorc_2
Rorc_3
Rorc_4
Rxra_1
Rxra_2
Rxra_3
Rxra_4
Rxrb_1
Rxrb_2
Rxrb_3
Rxrb_4
Rxrg_1
Rxrg_2
Rxrg_3
Rxrg_4
Thra_1
Thra_2
Thra_3
Thra_4
Thrb_1
Thrb_2
Thrb_3
Thrb_4
Vdr_1

Vdr_2

Vdr_3

vdr_4

Oligo Sequence
GGAAAGGACGAAACACCGAGATTCTGCGAATCTGCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGTGCATCATTAAGACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGCAGGGCTTGTACACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAAGTCCAATCGGACCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCGGCATACTGCTCAATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGACGCAGTTCTTATCTCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGGCAAGTACACCACGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGCATGGCTTATAGACCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTACAAAAGTGTTTCGAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACACTATGACATTCTCGGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGGCTGAGATGTTGTAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATTGATGTCCAATCCCGACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAGAGACAGCTTGTACGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCTATGCGAGCTCCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACCACGTACTGGATAGCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGAGACATGTCAGTACACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCCAGCTGTAAAGTTCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACAAGTTGGGTACAGATGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTGAGTATAGTCCAGAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTCATCTGGGATCCACTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTGGGGCACTGCAGAAACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGACAAGCAGAGGCCTCGGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGACTGAGACATACGTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGACGCCATTGAGGCCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATGGGCCCGCACTCCATGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGGCAGCTCAGAAAAGTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATTGTGGGGTCGCGTCCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGTTCACACTCGTTGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTCAGGAGGAGCGTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCACAGTGTCGCTCCCTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAGCCACGAAGACATGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGCGTTTGGCCCACTCAACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGTAACCAGGGAAGCACTAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACAGCACTCAGCGTCCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACAGCGGTAGTGATAACCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTCACTCTCAGGGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTAGATGATTCGAAGCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACTGCCCATGTTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAAGACAGTCCGGCTCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCCATCGTGAATGCCCCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATCTTTGTCTAAATAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGGTTTCCAGGGTAACTACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGAGATTGCCGCATCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCGTTGAAGTGGAAGCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCTTCATTCAGATCCATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCGTGCAGACGTAAGTACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Ncoal_1
Ncoal 2
Ncoal 3
Ncoal 4
Ncoa2_1
Ncoa2_2
Ncoa2_3
Ncoa2_4
Ncoa3_1
Ncoa3_2
Ncoa3_3
Ncoa3_4
Ncoad_1
Ncoad_2
Ncoad 3
Ncoad_4
Ncoa5_1
Ncoa5_2
Ncoa5_3
Ncoa5_4
Ncoa6_1
Ncoa6_2
Ncoa6_3
Ncoa6_4
Ncoa7_1
Ncoa7_2
Ncoa7_3
Ncoa7_4
Ppargclb_1
Ppargclb 2
Ppargclb_3
Ppargclb 4
Ppargcla_1
Ppargcla_2
Ppargcla_3
Ppargcla_4
Scand1_1
Scandl 2
Scandl_3
Scandl 4
Ncorl_1
Ncorl 2
Ncorl_3
Ncorl 4
Ncor2_1
Ncor2_2

Oligo Sequence
GGAAAGGACGAAACACCGTTGACTGAGGGATTTATTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATGCTAATTCACCCTCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCACTAGTAATGCCAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTTTGGACAACCAGGAGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGCATAGTTACTACCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGAGGATTCATATTAACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTCAGATGTGTCGTCCACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTTGCAAAGTGATGTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAGGAGAAACGATACACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCGTCCTCCATATAACCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAACATCATGATTTCCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACGTGCTCCTCCGACGACCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGTCGCTGATTGTTGCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCAAGAAGTCAGCATCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTCTTAAGGGATCCAAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATTAAAGATAATTTACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGTGGATGACTATTGCCGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTAGAGAGGAGCTTTATCGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGCGGTCCCGCAAATCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAACAGATACCTCACTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGAACCATAGGATTCCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGTTATGACGCCCCAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAATGACTACAAATCAAGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTGCCCAACTTGTTACACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGCCTTAAAACCCATCGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTTCAACGTTACAGCAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTACACTCTGGGTAAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTAAGGGATCGGACTTATGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGGCTTGCTAACATCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGACGAGCTTTCACTGGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCCTTGACTACTGTCTGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCTGTGCTAGGGAGTCTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAATGAGGCAAACTTGCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTATTGAGCGAACCTTAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGCATGCGCACCTTAACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGACCAGTGAACTAAGGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCGCTGGCGAAAGGTCTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCGCTACCAGGACGCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTCCCGGAATCGGGCGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGCGCCCGCAGCTTTGAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCTTCACGGAAACCCCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGCCTAGCAAACTACCCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATATGCCGAGCATTACCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCCTACCAAAGCCGACTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCATCTCGACTGTCCAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCATAGAGAACAATCCGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Ncor2_3
Ncor2_4
Ahr_1
Ahr_2
Ahr_3
Ahr_4
Abcbla 1
Abcbla_2
Abcbla 3
Abcbla 4
Abcblb 1
Abcblb_2
Abcblb_3
Abcblb_4
Asb2_1
Asb2 2
Asb2 3
Asb2 4
Bclllb_1
Bclllb_2
Bclllb 3
Bclllb_4
Tfrc_1
Tfrc_2
Tfrc_3
Tfrc_4
Eomes_1
Eomes_2
Eomes_3
Eomes_4
Foxp3_1
Foxp3_2
Foxp3_3
Foxp3_4
Gata3_1
Gata3_2
Gata3_3
Gata3_4
110_1
110_2
1110_3
110_4
117a_1
117a_2
l117a_3
117a_4

Oligo Sequence
GGAAAGGACGAAACACCGGCTACCACACCCTCGTGAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTACCGACTGAGCCCCCACGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCTGTGCACAAGAGGATCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTATAATAGACTGCTGCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTCCGGTAGCAAACATGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGGAAAGAATCCTTACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTGAATGCTCCAATTAACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGGAAGCTTAGTACCAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAAGATCAGCATCATAAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATGACGTCAGCATTACGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGCCTTTGCAAACGCACGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGATGCTTCTAGTGTTAAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCATCTCTTGAAAAAACCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGATGACAATCCAATAAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGAGACAGACTCGTGCAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGTGCATCAGCCCTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGAGCGCGCCCGCCTCTACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTCCAAGAAGGGCAACTATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTGTGCAAATGTAGCTGGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGAGAGCCCGTCGTCTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCGGGAAGTTCATCTGACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGAGGTGAAGTAATCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTACACGCTTACAATAGCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAATACATACACTCCTCGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGGCTCCTACTACAACATAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAACCCTCGGGAGACTCCACTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCCATACGCCGGAACCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGTCCATGGAGTAGCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCACCCAGAATCTCCTAACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCCACGAAAACATTGTAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATACCTGATGCATGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCTACCCACAGGGATCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGTCGGGACCTGCGAAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAAGAGCTCTTGTCCATTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTACTACGGAAACTCCGTCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCGGGTTCGGATGTAAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCAGCTGCACCTGATACTTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCAAGACGTCCATCCACCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTAACCGACTCCTTAATGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAACTGCACCCACTTCCCAGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAGGAGCATTTGAATTCCCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTGGCATGAGGATCAGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTCAGCGTGTCCAAACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAACGGTTGAGGTAGTCTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTTACGTACTGGAGAGTCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGAGCTTCCCAGATCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Lcor_1
Lcor_2
Lcor_3
Lcor_4
Maf_1
Maf_2
Maf 3
Maf_4
Medl1_1
Med1_2
Med1 3
Medl_4
Prdm1_1
Prdm1_2
Prdm1_3
Prdm1_4
Smad4_1
Smad4_2
Smad4_3
Smad4 4
Statl_1
Statl_2
Statl_3
Statl 4
Stat3_1
Stat3_2
Stat3_3
Stat3_4
Stat4_1
Stat4_2
Stat4_3
Stat4_4
Stat5a_1
Stat5a_2
Stat5a_3
Stat5a_4
Stat5b_1
Stat5b_2
Stat5b_3
Stat5b_4
State_1
Stat6_2
Stat6_3
Stat6_4
Tbx21_1
Thx21 2

Oligo Sequence
GGAAAGGACGAAACACCGACAGCACTTAATCTTATCCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATCTGCAGAGATCGAGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGATACCACAAGTTCGAGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCATCCAATTAGGCGACCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGGCTTCGATGGCTATGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGACCGCATCATCAGCCAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTGTCCGCCGTGATCGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACCACCACCACCACGCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAACCAACACCTTTCCGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGTGTATCCAGCGCGTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAACTTACCCCCACTCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGAGCTGTAAACTCTACAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGGAACTAATGCCGTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGATAGGATAAACCACCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGTAGACTTCACCGATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTGTACCACGTGTTCTGACGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGAATCCATATCACTATGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGTGGCGTTAGACTCTGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTCACCATACAGAGAACATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAAAGCGATCTCCTCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGATAGACGCCCAGCCACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGTGATGTTAGATAAACAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTAATGACGAGCTCGTGGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAAAAGCAAGCGTAATCTCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCAACAAATTAAGAAACTGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGCTTCTCTGTCACTACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTTACCACGAAAGTCAGGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAAAGAGTCACATGCCACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATGTCTAAACTCCACTGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCATGCCAACGCACCCTCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAATCCAATGCATGTAGCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGCCTCACCATTAACCTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATGGACGATAACGACCACAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTTCGTTGTACAGAATGTGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGGATCGAGAGCCAGCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGGGCGCTGAGCGTGCCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCTGATTCGCAGTGATTACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTACAGCGAACCAGCTCCATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCGTTGTCCCAGAGGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTGGATCGAAAGCCAAGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATAAAGCGCTGTGAGCGGAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGAAAGGCCTCCACACTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGAAAGCATCTGAACCGACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATCAGACAAATACTTCAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTCTGGGTGGACATATAAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGGACTACGCATTGCCCGCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



Name
Tbhx21_3
Tbx21_4
Cd8a_1
Cd8a_2
Cd8a_3
Cd8a_4
Cd19_ 1
Cd19_2
Cd19_3
Cd19_4
Myh1l_1
Myh1_2
Myhl_3
Myhl 4
Ragl 1
Ragl 2
Ragl 3
Ragl 4
Rag2_1
Rag2_2
Rag2_3
Rag2_4
Alb_1
Alb_2
Alb_3
Alb_4
Cd4_1
Cd4_2
Cd4_3
Cd4_4
Thyl 1
Thyl 2
Thyl_3
Thyl 4
NTC_1
NTC_2
NTC_3
NTC_4
NTC_5
NTC_6
NTC_7
NTC_8

Oligo Sequence
GGAAAGGACGAAACACCGGACCCGACCGATCGCCGCGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCTTCCAACAATGTGACCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGGTGAGTCGATTATCCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATCCCACAACAAGATAACGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGTGTTGGGGTCCGTTTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGACGCCGAACTTGGTCAGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGAATGACTGACCCCGCCAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAATGTCTCAGACCATATGGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGGCACCTATTATTGTCTCCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTTAGCCCACACATACAGCTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTGCCAGTGTATAACGCAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGACCTCGCTAGTAACATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAGTTGGCCCAGCTTATAACCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAAAACATGACTTACATCTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACACCAAAGCAGAGTCGTAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGAAACGATTCCCACAGATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCCGCGCAAGATTGCAATGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTGGGAAGTAGACCTGACTGTGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATCAATATATCATTCACGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGATTGACGTGGTGTATAGTCGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAACTTGTATAGAATAAGAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCATACCAGGAGACAATAAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACAAGAGTGAGATCGCCCATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTACTCACTGTCCCATAAAGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCCCGCATGCTACGGCACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGGCTCCACCTCACTAAGACAGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTCAAAACGATCAAACTGCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTATCACGGCCTATAAGAGTGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGACTCACCCTCAAGATACCCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTTCTTCTGGGAACTCTCGCAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCCTTGGTGTTATTCTCATGGGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGTAAGGACCTTGATATAGGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCAGTCTTGCAGGTGTCCCGAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGCGTGTGCTCGGGTATCCCAAGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAAAGTCCGCGATTACGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGGCTCGATCGGTGATGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAACGTAATTATACCGAGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAAATTGCACCTTCCCGGCCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCCCCGCGCGGAGCGTCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACCTAGCGTAGATTCGGCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACGAGGCTGTTCGTACACGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC
GGAAAGGACGAAACACCGAAACTCATACGTAGCGAATCGTTTTAGAGCTAGAAATAGCAAGTTAAAATAAGGC



