
PFC Dist to 3' gene Length Sequence

TruAAAC5 7,175 193

TTATTGGCCTCCCCTTTCGGGTTTGCGGGTTACGTG
GAAACCCTGCATCTTTGGCGCATGCAAATTTACAT
CCAGGCTGATATGCTATGTGAGGGACTCATTATCC
AAGTGGAGCAGAAACATTCTTGGTTAGATTTACCA
CAGCGAGGCTCCAGCCGGCACCGTGTTCAATGGAG
AGACACAGCTCTGCAGC

TruAAAC1 5,423 16 CTGTCCTTGTGCGCCC

TruAAAC8 1,704 34 GAAAAAGAGAAGTCATATCAACAGTAAATAACAA

TruAAAC14 625 15 ACTGAAAAAAGGAAT

TruAAAC21 1,030 235

AAAATAAAGGGTAAAAACATAATGATTGTAAAAGT
TAATGTCCTTCAATCGCTCTCAATGGGGCAGGAAT
TCTCACCCCTCTTCCGCTCCTTTCAAGCATTCAGAC
AGTTCCTTTAAAGCCTGAATTGCCCGACAGCCTGG
ATGGCTAGACGGCAACTTTCAACTTGACCTTGGCC
TCCAGCCGCGTCCTATGGAGGAAAAAAGCAGTATT
TTCAGTGTTTGCATGCTGTAAACA

TruAAAC30abc 888 42
TGGCTAGACGGCAACTTTCAACTTGACCTTGGCCT
CCAGCCG

TruAAAC31abdef 165 156

CTTTGCATAGTCGGGTCACGTGGTACAACCCTGGC
CAATGACGGCGCGTCCTCGGCGCTCCTGTGCACGT
CAGAGTGGCAATACTCCCTGGGAACCAGTATCTCT
TTTTTCAGTCCCTGGGCTTTTTAAAAAAGAGCCACA
AGCCTCAATGTTGGA

TruAACE48 7,169 26 TAATTTAGTTCTATGGTTGTAGGAAA

TruAACE53 6,132 29 TTAAAATAATGCATGTTTTTAACAAAAAT

TruAACE55 2,572 23 ATAAACGACCAACCAGGATTAAA

TruAACE57bc 1,889 120

GCTATAAAAACGCAGGTCTGTGCAGAGCTGCCTTT
GGTTTTCCTGGGCATCCTGTGCTCAATTACAGCTTA
AAAGCTTCAGCACAACTCGTAGAATTTGTCTGAAT
TGACTGAGAGGCGG

TruAACE60abcd 203 114

TGTCAATTTCTACCGCGCGGTCACGTGATCTCCTCC
TCCATGGAGTGGATGGAGATGGCTCTCCACGTCAG
CTTACGTCTCCAAATTTCAGCATAGCAAACCTGCTT
GAAAGAG

TruAAEF65bcd 3,300 128

CCTAATTACGGGACATCCTCCCTGTTGCCCCAGCA
ACGCGGCCATAAAAGTCGTCTGAGAGTCTGGGGCA
TTTGTACAATTGGAGTGCAGTGCAATAAACCGTCT
GAGAACCAAGGTTATTAACTGTG

TruAAEF71 1,325 15 TTTATTGCGGAAAAA

TruAAEF75acde 150 137

GGGAGGGACCGCTTATCTTCCAGTATTTCCATTGGT
TTTACAGTCCGCACAGTGGAGAGGGGGCGCCTCTA
ATCATATCCAGCATGTTTTGCACAAGAAATGTCAG
CCAGAAAGGGCTACCTTCTCCCCTCGCCAAA

TruAAFG79abde 2,700 85

GACTGTCGAGTGGTTTAGGTAGTTTCATGTTGTTGG
GGTCCATTTCAAACTCTGCAACATGAAACTGTCTTA
ATTGCCCCAGTTA



TruAAFG93abcdef 212 127

CACGTGTGCGCGCTGCCCAATGACATCGCGCCTTG
ACTCCCCATTACAAGCCCACTGTAGTTCTCTGTGGG
GCCAAGTTGCTACTTGATTTCTCCACATTGTTATTT
TGTGAGACTGTGTTTACTGC

TruAAGK95 7,934 30 TTTATTTATTAAATAAAACAAATTATATCT

TruAAGK99bcde 7,590 98

ATAAAAGACAATTACCGCCATAACCTTTTATGGGG
TGCAAAGCGCTGCGAGGCGAGAGGACACAAAACA
AAAAAAGACATCGAGAACGACGACAGCTG

TruAAGK100 6,809 20 CCTTTGCTTAGCCAGTCCTA

TruAAGK103bcdef 7,098 285

GCAGATGGACTCAAACTTCAAAGACGGCCAGAGA
CAGCGCAATAAAAACGCCTGGTCGGCTGTACTGTC
TGGCATTCCAGTTTAAATGGTTTTATGGCCGTCCAG
ACACAATTAGCCCGTTTCCAGAATGGCACCCATTT
GTTTTTTCTCCTCTTTCTGTGAGACAACGCTCTGGA
CAAAAGGCCCAGCGGAAATGATCAGTTTTATTGGA
TTCCCCGACGGGGACGCGCATGACTCGTGGTCATT
TGTATAGAGCCTTTGTTTCTACCTGGGAACCTTCCG
CCC

TruAAGK111b 5,556 83

GTTTGGTGTAAATCTAGGCTGTATTACTGTCATATA
TCAAGCTACCTCGTAAAAACGACACTAAGGATTCT
GGCCAACAAATC

TruAAGK116 4,073 35 TGTTTTATATCAAAATGTCTAAAAAAAAAAAAAGT

TruAAGK119abc 3,321 197

ATGGCGCCCGGTGGTGGGTGACCCCCCCTCTTCCT
TCTCTCTCCTCCACCCAGTTCTCACCAGCTCTCCCT
CCGGCGCTGGCTCATAAATCGGCTGTTGTTTATGA
AAATTTACAACACAGCGACGTAACTTTACGAGCGG
ACTCGTCTCCCTATTGGTCGCAGCCGATCACGTGG
CGGAGGAGCCGTGAACATGAA

TruAAGK125 3,254 15 CCCTCCGGCGCTGGC

TruAAGK132abcd 376 374

TGGCGCGCCACGACAATACAAAACAAGCGAGTTTG
TCCTGCCTTTGAGCGCACGGAGGCGCGCACCCTCC
ACATCCCACCCAGTATTTGCTCTGTGCATGAGTTTA
CCTCTGGAGGTCACCAGGCAGGATTTACGACTGGT
CAACAAAAGCACGTGATTCACCGGCGTACCCCATA
TTTGGTTGCCTACGTAAGAGAGAATCAAGTCTATGT
CCCACTCATTTCCATAATTCATCATAAATTGTGCAA
GGGTGCTATAGGACGCGCTAAAGCATACGAGCCAC
AAATCAAGCACACAGGTTTATGCTGTTTAACCTGT
AACACAATAAAAGACGACAACAACACTTGAGACC
AGTTAGCGGTGGACCTGTCAAC

TruAAKL136abc 3,673 204

AAACTTTATTAAGGCCGATTCTGGGTCTGACATTTG
GACGCTAAATGAATGGGGGGTTTTGTCTATGAATT
AGATCGTAAAAATCATCCGGAGCGCGGCCAGATAG
GCTCACTGGCCATAAACGGTCACGTGGTAGCCATT
AAAGTAAGTTTTATGGTTTTGGGGAGTTGACAGTAT
ATTGCACATAACATATAATCGCACTGA



TruAAKL140abcd 2,046 63
GGTTCATGTGGAGGTCATCTCCGGCACGAAGATAA
ATCTGCATCCTCTCAGAGCCACCAGCAG

TruAAKL149bcd 1,641 161

TCCAAGTACGGGGTGAACCCCAGGTCAGTGCGTCT
AACAGATATGAAAACGTCGCCCCTTAGAAAAATGG
CACGCCTTGTTGTTTAACAAAGACTGTCAATGGGC
AAGATTAATCAGAAACAAAATGGAAGCAGTGTCAC
TTTTGGGTCAGGCAGAAGTTA

TruAAKL157abc 164 164

CCATTGGTTCCTGTTTACATGATGCCCACGGGAGG
CGCGGTGATTGGTGGCTTTTCACACGTGACCAGGC
AACTTTGTACATTTGACAGGGAGTAGGAGGGTTTT
GTGGAGATCAGAAAAACGACAGCGCGATAAAAAT
TAGTATTGTTGCACTTCACAAATTA

TruAALM172 4,830 57
TTAATGATTCACGGGCTCAAATAAAAGGGATTTAA
GTTGACGCTGCGTCACGTGAGC

TruAALM179ab 4,812 53
AAATAAAAGGGATTTAAGTTGACGCTGCGTCACGT
GAGCGGGGCGCATAATAC

TruAALM181abcde 4,567 128

CTGTCACGGACGGATATGCTTGTTCAACGCGGACC
GAGTGGGCTTCGGGAGGATGGATTTTATTTTGAGGT
ATTTCCGCCGATTGTTCATTACCACCGTGAGTTATT
GCTGCAGGAGGCAGAGGTCAG

TruAALM183 3,996 171

AGCAGTGAACGTGTTGTGATTGTGTCGCTCCGCCG
GGGAAAACGAGCATATAATGGAAGACGGAGTGCC
ATCTAGGACCGGCCGGCCATGCTGGGGTCACGACG
TTCTCGCTTGATTTATGGGCGCGGGGACTTGGGGA
AGATGGTGTGCGAGACCTAATGACTATTCGAT

TruAALM186 3,871 13 CGGGGACTTGGGG

TruAALM187 3,520 30 GTTTTGTTCATGTATGGGCGCCGTTGGAAA

TruAALM193abd 2,012 199

AAGGCGCTGCTGATTTGCATAATTTTTTTGTTCGTG
GTGACGCTCAGGTTCGGGGCAGTTCACTGCTGTCT
GCGTGGTACTGGTGAAGGATCACATAGCCCAACAT
AGCCTTGGCTGAGTTTGATATTTCCATGAAGCCCTG
GCCATTGCTCCTTAGCATGACGATACATTCAATCTC
GGGCCTAGATAACTCTTATCT

TruAALM194abcd 1,591 169

ATCGATTTCGTCGCTGAATGAGAAAATATCGCCAG
GTGCCCTGCATTGGTCGTCAGAGGATCAGGTAAGC
AGGCCAGAAATAGGCTCCCTCGGTTGTGAATGGCG
GAGTTTGTGTGTCGTACGGTGATTTATCACCGTATG
ACTTAGATCTCGGTTCAGGAAGAGTTCA

TruAALM199bcd 190 184

TGTCAGCCCTGTATTGAAAAGTAAGATGGATCGCC
ACCATTTCTTCTCCTCACAGTGCTTCTTGTAACCCT
AGGTTCACCCGAGGAGGCCATTGGAGGAGAGGCGT
CACGTGAACACGGGGTGCCAATGTTATTCTACAAG
GGTGTCAAGACCCTGTCAGTTTCTGAAATAAATATT
GGGAAAC

TruAAMN200 3,053 34 CATTCCATGCTGCTCCAGTTCGAAGAAATAAATA



TruAAMN204abcd 1,431 91

AGAAGCCTTAAATGTGTTGCGAGGGCACCGAGCTG
TCAGACCTTTTGGCGAGTAAGATTGATCGCGCACA
GGCTTCCAGCACTCTTTGTTT

TruAAMN216 1,397 25 GTCAGACCTTTTGGCGAGTAAGATT

TruAAMN211abcdef 332 212

TGTAAATAAAAGCAGTCGTCCCAGCTGAGCGAGGC
GATCTTCATCTGAGTTTTTTTTGGATCAATCATGCA
GACAGTGGCTTCTTTTGATTAAACCCCAAATTGTCA
TTGGGCAGAGGTAATCATGTGACAGCCTATTCGGT
CCAATTTCAACCTTGTCTCCATGAATTCAATAGTTT
AATAGTAGCTTGGTCCCCACACGACCATAATCAG

TruAANO214 2,735 222

AGAAAACTAAAATGAAATTAGTAGAGTAAATAGAG
AGCCGTATGCAAATTTCTCAACAGGTTGGCAATGA
ATATAATTTGTATAATCGGGTGGCACTGTGATGAC
ACAGGTTTCACTTTTTACAATTCTTTTAATTGCATT
GTAAATCTTAATGTCGTACATCGATATATAGGATGC
ATATAAAGTAAATACTAAGATAAAAATCTAAGAAC
GCTAGCATTT

TruAANO222 284 36
GCGTCACCTTGATCGACGAGCGCCTGGAATTTAAA
T


