
PFC Dist to 3' gene Length Sequence
HsaCCD9 5,643 23 TTCTTTCCGCAGATCCCTCCATG

HsaCCD10 3,635 22 ACTAGACAGTGACCTTGAACTG

HsaCCD8bde* 172 172

GAAGTTAGAGTGCGGGATGGGATGGTGGGGGGGGGGGATCGG
TTGTCCCCACCCCTCCCCCTGGCGGCCGTGCCCACGTGAGTGG
GGCGGCCAATGGGTGACTGGTGCAGATTTAACTATGTTTAATG
TCAGATAGCAATAAAGTAGAAGCTGCCGGTCGGGCCCCGCGG
AA

HsaCDE11 9,984 13 GTAATTCTTAAAT

HsaCDE12 6,843 42 AAACGTCATAAAGAAAAGTTCATTTACAGCTTAAATGTCTGA

HsaCDE23 6,264 22 AGAAAGAAGGAGAGGAAAATAA

HsaCDE24 4,786 17 AAATCTCTGGCGAATCT

HsaCDE25* 2,505 65
TTTTATGGTGGCCCAGGAATAAACTTTGGTGGTCAAATTCAAG
TGCTCAGTCCAGCAGCTGTCTC

HsaCDE26abcde* 259 257

AAATCTGCAATTGATTTTCATAATGTTTCTGCGGTGTTTGCAAA
CCAATCGCCTGAACGTCCCCGATCTTACCTAAGAGAGAACCCC
TCCTACGTCTGCGAAGTGCTCCGAACTGATATATGACAATATC
TACTTTGGATCACGTGCTCAGAGAGAGAGAGACTAAGACGGAT
AACGCGTCATCTCGCCTTCCCAAATTTTCCCCCCTCGCTAGAC
CGGGTCCAAAACCTCCATCCGGAGCCGGCAGGAGAGGAGAA

HsaCEF32 9,811 20 GGAAAATTATTTTATTTTAT

HsaCEF33 8,852 64
CATTCTGTTCAATATTATGATTTTATTTGACCCTTTTATTAACCC
CTCTCCTCTTAAAATCCTC

HsaCEF34 6,692 17 GTGCACGTGGGAGTTTA

HsaCEF35ab* 330 204

CTTTGTTCGCGGGGAAGGGCTCCGGTGCCCCTACCCCGAGGCA
GCTGCTAGATGGCGCTGTTACTCCACTCTGCGCGCTCCGCCTG
CCGACAACTTGACCCCGCTGACGTCACGGCCGTCTGAATCATC
AAGGCCATTTTCAAATCCCATTGGTCTAGCCGTCACATGGTGA
GAACCGAATGCGCGGATAATTACGGAGCTGAT

HsaCFG36 9,975 30 TTTGCATGTAGCTTCCTTAATGGAGAAAAA

HsaCFG38ab* 9,764 161

ATAACGTTGATTTAAATATTATCCAGGTGACCACAATAAGTCA
AGGTCATAAAACAGTAATGTCAGGACGGTCTTGGTGCGCGCGA
GAGGTGGATTTTATGATCTGCAAATATAATGTGGTGCTGCAGT
AAAAGATGCATTTAAAGGTGACTGGAGGAGGG

HsaCFG40ac 8,443 72
CAGCTGATCTGTGGCTTAGGTAGTTTCATGTTGTTGGGATTGAG
TTTTGAACTCGGCAACAAGAAACTGCCT

HsaCFG43 7,032 30 TGTTTTGACTCCCAAGGAAGCTGGAGGAGA

HsaCFG47 6,650 18 TCTCTGTGCCCCCATTTC

HsaCFG48 5,053 129

CTTTCTGTCTGAGACGCCCCAAACCCTGAGCTCTCCTTCCCAA
GGCTGGAAAAAAAATCGGGAAAAACGGCGGAATTTGCACTTT
CATTCATTGGGTTATCTGCAACTGAGAGGGGCTGGTTAAGGCG
T

HsaCFG49 2,076 29 GGGGAAGACAGTGGCGCCAAGGAGCTGAA

HsaCFG50ab* 1,183 18 TTTATGAACAATCAAATG

HsaCFG51 347 34 ATGGGTGGACATGGGCACAGGGGCTTCTCAGATG



HsaCFG52abc* 175 164

GCGCATTGATCCGCGCCGTATTTTTGGGTAAATACGATCACGT
GGGGGCCGGGGAGCCAATGAGCTGTGGGGAAAAGGCTGGAAA
AATAATTACCTGACTTGATTGTTCTGTGAGCAGATAAAAAGTA
CATATACAGTTCATACAATAATCTTATGTATGTAAA

HsaCGH54 5,999 42 TGTTATGGTAGAACAGCCCTGTGTTAATATATTGAAGTCACT

HsaCGH55* 3,848 137

GTTTGTCTCCCTGTTCTGGGTTCTCAATGGGGCCGAACAAAAC
AGCAGCGCGGAGCTGGCTAGACGTCTGGGCTTAATTGTTTTAT
GGTTTAAATAAGGTGGACACTTTCCTTTGAAATCGGATTATAG
GAATGTTT

HsaCGH57 400 126

GCCTGTCTTCATGTCGTGGATTGATGAACGCGAATCGCGTGTA
AGCGCCGCCACCGCCGGGAGTCTGAGGAATTCGCCTGGGCTGT
TAGAGGAAAGAGCTAAGTGAGAGAGCGCGAGCTCTACCTA

HsaCHJ58 17,102 83
TGAAGTTTCGTTTTATGGTAGCAGATAAATTGAGAAGTTTACG
ACTGTCATTTGCTTTTATAGAGAATAGAATGACACTCACA

HsaCHJ67b* 11,757 27 AATTTACAGCTGAGTAATAAAAGTTTA

HsaCHJ74 7,266 54
TTCTCTAAGGTCCCCCAAATACCCAGATCTGGTTACTGGATGA
ACTGCGTTTTA

HsaCHJ75 6,257 17 AGATATAGCATGTCATT

HsaCHJ76 6,080 27 TATTAAATTTAAAAGAGTATCATTGAA

HsaCHJ77 1,717 90

AATAAACGAGTTTTTTCTCAGCATAGTCCCGTTTATGGCTTTAT
TGCTACCCATTGATTACTCCGCTTTGTTACACAGAAGGAAAAG
ATC

HsaCHJ78* 200 173

GGGAATCAACAGAAGCAGAAGCGATTTTTTTCCCCCTTCCTGA
CATCTGGCTTGCGATTGGCTGGGAGGGGGTCAGCTGACTTTGT
CATTTTGTCTGTCCTGGATTGGAGCCGTCCCTATAACCATCTAG
TTCCGAGTACAAACTGGAGACAGAAATAAATATTAAAGAAATC

HsaCHJ79 3,075 57
TGGCACAATTGATGTGTTTTGATTCCCTAAAACAAAATTAGGG
AGTCAAACGTGGAC

HsaCHJ80 2,561 247

TGTGTGAAGATTTTTAGCTGTATTTGTGGTCTCTGTATTTATATT
TATGTTTAGCACCGTCAGTGTTCCTATCCAATTTCAAAAAAGG
AAAAAAAAGAGGGAAAATTACAAAAAGAGAGAAAAAAAGTG
AATGACGTTTGTTTAGCCAGTAGGAGAAAATAAATAAATAAAT
AAATCCCTTCGTGTTACCCTCCTGTATAAATCCAACCTCTGGGT
CCGTTCTCGAATATTTAATAAAACTGATATT

HsaCHJ81 255 238

ACATATCGAGATGCTTTTCGCCGGCTTCCATCACTAACCTCCC
GGAGGTCATCAAGCCAAATTTATGAGTGGCCGCTCGAGTCACG
TGACTCTATTTAAGGCTCCCTTATTTGGGAAGAGCGCATAGGA
TAAAGAAAGAGATATCTCCACCTATAAATTGTCCACTTTGGAG
AACAAAAAACCCCTCAACTTCAAAGAGTCACAAATCACCCTTA
ATCAAAAAGGGTGCAGAAATTTT

HsaCKL87abcd* 16,174 206

AGGTTATTTATGTGAATAGCCTGAAGGCAAGCCCGTGAGTGGC
TCTTGGGGGACCACGTGATATCATTAAACCAAGTTTTATGGTG
TAGGGAGAGCTGACAAACCCACAATATATTTACATCATATATA
ATCTTAACTGTCCAGCCACGCAGCTGCTGGTGAGGTTTAATGC
TAGGACAGAGGGCCTGGCAGTTAGAGGGGATTAC

HsaCKL88 13,050 33 CAAAAGTGGAGATTTTTTGAAAGTTCTGATTGG

HsaCKL89 12,787 29 GGATTTCAGTGTTTGAGTTTACATGGATT



HsaCKL90 10,282 17 TTCTGGAAAACTCAAAC

HsaCKL91 8,173 18 TAGGGAACAAATATATTT

HsaCKL99ab* 4,717 164

ACATTATAACTAGTTATTGAACTCGCTGGAAGATCTAAAGGCC
ATTTGCGAAGAGACAAATTTCAATGGAGTTTCCCCATCAATAA
CCCCATGGCAGTGAACTATTGGAACAAGTCAAACACCCGAGG
TGAAATGCAGGTCACTCTGTCTAACCAATATTAAAA

HsaCKL100 2,751 58
TCACAGCTCACCTTTCCAGGTGAGGCAGCCGCATCCAGGTACA
GGCCTAGAAGGGAGA

HsaCKL101 1,720 262

GCAGCCAGCGGCCGCCAGCCCTGCGCCGCCGCCGACACAAAG
AGTGCGGGCGATTCCGCGAGACTGATTTATGACGTTTTACAGC
CCTATAAAAGCTGTAGCGACGAGGCAAGCGCTCCTACCACCG
CTGGCAGATTTAGTCTAATAAATAAAACATAAACAGTTAACTT
TATGTGTCACTTTTATTGTTATCAAGTAAAATATAGCTGAGCCC
TGGCAAGCTATGATTTTAAACTATAATTGTTATCAAGTACAAC
AAGGG

HsaCKL102* 151 151

GGTTCCTTATCCGGGGACTGGGTTGCTCCGTGTGATTGGCCGG
AGGAGTCACATGGTGAAAGTAACTTTACAGGGTCGCTAGCTAG
TAGGAGGGCTTTATGGAGCAGAAAAACGACAAAGCGAGAAAA
ATTATTTTCCACTCCAGAAATTA


