
PFC Dist to 3' gene Length Sequence
TniAAAC10 6,067 22 TCCAGGAATGTCTTTAAAGACA

TniAAAC16 4,783 27 AATAAAGTTTATCACTGGGTAATAGAA

TniAAAC17 3,643 25 TAAATTTAAAGATTTAAAATCCCAT

TniAAAC18 3,170 44
CTTGTTGCGCATCTGTAACGACCGCACTAGGTGAT
CGTCCAGAA

TniAAAC30abc 893 42
TGGCTAGACGGCAACTTTCAACTTGACCTTGGCCT
CCAGCCG

TniAAAC31acdef 176 139

CTTTGCATAGCCAGACCACGTGACACCAGCCCGA
CCAATGACAGCGCGACCTCGGCGCTCCTGTGCGC
GTCAGAGTGGCAGTACTCCCTGGGAACGCGTATC
TCCTTTTTTCAGTCCCTCGGCTTTTTAAAAAAGAG
CC

TniAACE41 8,070 16 ACATTTAAGGTTAAAA

TniAACE59 1,843 22 GTGGTGTCGCCTGGCCGGAGAG

TniAACE57bc 1,789 120

GCTATAAAAACACAGGTCTGTGCGGAGCCGGCTT
TGGTTTTTCTGGGCATCCTGTGCTCAATTACTGCTT
AAAAGCTTCAGCACAACTCGTAGAATTTGTCTGA
ATTGACTGAGAGGCGG

TniAACE60abcd 203 114

TGTCAATTTCTGCCGCGCGGTCACGTGATCTCCTC
CTCTATGGAGTGGATGGAGATGGCTCTCCACGTC
AGCTTACGTCTCCAAATTTCAGCATAGCAAACCTG
CTTGAAAGAG

TniAAEF65bc 3,721 120

CCTAATTACGGGACATCCTCCCTGTTGCCGCAGCA
ACGTGACCATAAAAGCCGTCTGAGAGTCTGGGGC
ATTTGTACAATTGGAGTGCAGTGCAATAAACCGTC
TGAGAACCAAGGTTAT

TniAAEF67 1,239 46
GCACAGTGAAGGGTGAACCAAATAAAACAGGTTT
TTTAAAAATAAT

TniAAEF75cde 121 108

ATTGGTTTTACAGTCCGCACAGTGGAGAGGGGGA
CGCCTCTAATCATATCCAGCATGTTTTGCACAAGA
AATGTCAGCCAGAAAGGGCTACCTTCTCCCCTCG
CCAAA

TniAAFG79abde 2,514 85

GACTGTCGAGTGGTTTAGGTAGTTTCATGTTGTTG
GGGTCCATTTCAAACTCTGCAACATGAAACTGTCT
TAATTGCCCCAGTTA

TniAAFG82 1,045 24 TAATGTATTATTATGACATAATTT

TniAAFG84 914 24 ATATTTTGGAAACTATATAGCACT

TniAAFG93abcdef 214 127

CACGTGTGTGCGCTGCCCAATGAGAGCGCGCCTT
GGCTCCCCATTACAAGCCCACTGTAGTTCTCTGTG
GGGCCAAGTTGCTACTTGATTTCTTCACATTGTTA
TTTTGTGAGACTGTGTTTACTGC

TniAAGK98abcde 6,866 112

TGTTAGCTGTTTACAGCCATAAAAGACAATTACCG
CCATAACCTTTTATGGGGTGCAAAGCGCTGCGAG
GCGAGAGGACAACAGAAAAAGACGCGGAGGACG
AAGACAGCTG



TniAAGK103bcdef 6,402 287

GCAGATGGACTCAAACTTCAAAGACGGCCAGAGA
CAGCGCAATAAACCCGCCTGGTCTGCTACTCTGTC
TGGCATTCCAGTTTAAATTGTTTTATGACCGTCCA
GACACAATTAGTCCGTTTCCAGAATGGCACCCATT
TGTTTTTTTCTCCTCTTTCTGTGAGACAACGCTCTG
GACAAAAGGCTCGGCGGAAATGATCAGTTTTATT
GGATTCCACCGACGGGGACGCGCAGGACTCACGG
TCATTTGAAGAGATCCTTTGTTTCTACCTGGGAAC
CTTCCGCCC

TniAAGK111b 4,968 84

GTTTGGTGTAAATCTAGGCAGTATTACTGTCATAT
ATCAAGCCACCTCGTAAAAACGACACTGAGGATT
CTGGACCAACAAATC

TniAAGK113 5,215 68
TTAATGAATTCAGTTCCTTATAAAAATCTGCAAAT
TATTATTGTATGCCGCTGGAAAAGTGCAATTTT

TniAAGK119abc 2,714 198

ATGGCGCCTGGTGGTGCCCCCCCTCCTCCCCTTCC
TTCTCCCTCCTCCTCCCAGCTCGCAACAGCTCTCC
CACAGGCTCTGGCTCATAAATCTGCTGTTGTTTAT
GAAAATTTACAACACAGCGACGTAACTTTACGAC
CGTACTCGTCTCTCCATTGGCCGCAGCCGTTCACG
TGACGACGGAGCCGTGAACATGAA

TniAAGK129 2,004 52
AGTAATTGTCTTTAGATTGACAACATATGTTCAAC
CCGTCACTGATGCCCTG

TniAAGK132abcd 372 370

TGGCGCACCACGACAATCCAAAACAAGGGAGTTT
GTTCTGGCTTTGGGAGCGCGCAGGCGCACATCCT
CCACATCCCACCCAGTAGTTGCTCCGTACTCGAGT
TTACCTCTGGAGGTCACCAGGCAGGATTTACGACT
GGTCAACAAAAGCACGTGATTCTCCGGCGTACCC
CATATTTGGGTGCCTACGTAAGAGAGAATCAAGT
CCATGTCCCACTCATTTCCATAATTCATCATAAAT
TGTGCAAGGGTGCTATAGGACGCGCTAAAGCATA
CGAGCCACAAATCAAGCACACAGGTTTTTGCTGTT
TAACCCGTAACACAATAAAACCGACAACATTTAA
GCGCAGCCAGCGGTGGAATTGTCAAC

TniAAKL136ab 6,066 197

AAACTTTATTAAGGCCGAATCTGGCTCTGACATTT
GGAAGCTAAATGAATGGGGGGCTTTTGTCTATGA
ATTAGATCGTAAAAATCATCCGGAGTGCGGCCAG
ATAGGCTCACTGGCCATAAACGGTCACGTGGTAG
CCATTAAAGTAAGTTTTATGGTTTTGGGGAGTTGA
CAGTATATTGCACATAACATATAAT

TniAAKL140abcde 4,632 75

GGTTCATGTGGAGGTCACCAAGATAAATCTGCAT
CCTCTCGGAGCCACCAGCAGAGCTCGCTTTAGGC
CAAGTTC



TniAAKL143bcd 4,083 306

GGTCAAAAGTTTACCACTGAACAAGACTCCGTCA
TCTGTTCACTTGGAGCTCGATGCCAGCCTTATAAT
AGCGATCTTGACTCACACAAAAGACAGAATAGCT
TTGAATTACATATGTTGGACTGTGCACTCCAGGTG
AACCCTGGAAGCGCGGTGACCTCGCGTCGAAGAC
CGGGGGATGGGACCCCCGCCCGCCCCCAGCAACA
AGATTGAGTGCCCGTCGTTTTATTAGGGCGGCTGA
TTGGTGAATTTCCTTTGAATAAATTGCATTTGATA
TGTTTGGGGACGAGGGCAGAATTTGCATTT

TniAAKL149bcd 1,667 161

TCCAAGTACGGGGTGAACCCCAGGTCAGCGCGTC
TAACAGATATGAAAACGTCGCCCCTTAGAAAAAT
GGCACGCCTTGTTGTTTAACAAAGACTGTCAATGG
GCAAGATTAATCAGAAACAAAATGGAAGCAGTGT
CACTTTTGGGTCAGGCAGAAGTTA

TniAAKL157abc 164 164

CCATTGGTTCCTGTTTACATGATGCCCACGGGAGA
CGCGGTGATTGGTGGCTTTTCACACGTGACCAGGC
AACTTTGTACATTTGACAGGGAGTAGGAGGGTTTT
GTGGAGATCAGAAAAACGACAGCGCGATAAAAAT
TAGTATTGTTGCACTTCACAAATTA

TniAALM158 7,161 62
AAATTTTAATTCGCCATGTTCACGTGACTTGTTGA
ATAATGAATGCCCTGGGGTCAGAAATA

TniAALM172 4,892 57
TTAATGATTCACGGGCTCAAATAAAAGGGATTTA
AGTTGACGTTGCGTCACGTGAGC

TniAALM179a 4,874 39
AAATAAAAGGGATTTAAGTTGACGTTGCGTCACG
TGAGC

TniAALM181abcde 4,589 127

CTGTCACGAACGGATATGTTGTTCCACGCGGACC
AAGTGGGCTTCGGGAGGATGGATTTTATTTTGAGG
TATTTCCGCCTATTGTTCATTACCACCGTGAGTTA
TTGCTGCAGGAGGCAGGGGTCAG

TniAALM193abd 2,069 197

AAGGCGCTGCTGATTTGCATAATTTTTTTGTTCGT
GGTGACGCTCAGGTTCGGGGCAGTTCACTGGTGT
GTGCGTGGTCCCGGTGAAGGATAACAGAGCAACA
TAGCCTTGGCTGAGTTTGATATTGCCATGAAGCCC
TGGTCGTTGCTCCTTAGCATGACGGTACATTCAAT
CTCAGGCCCAGATAACTCTTATCT

TniAALM194abcd 1,646 169

ATCGATTTCGTCGCTGAATGAGAAAATATCGCCC
GGTGCTCTGCATTGGTCGTCAGAGGATCAGGTAA
GCGGGCCAAAAATAGGCTCCCTCGGTTGTGAATG
GCGGAGTTTGTGTGTCGTACGGTGATTTATCACCG
TATGACTTAGATCTCGGTTCAGGAAGAGTTCA

TniAALM199bcd 190 184

TGTCAGCCCTGCATTGAAAAGTAAGATGGATCGC
CACCATTTCTTCTCCTCACAGTGCTTCTTGTAACC
CTAGGTTCACCCGAGGAGGCCATTGGCGGAGGGG
CGTCACGTGACCACGGGGTGCCAATGTTATTCTAC
AAGGGTGTCAAGACCCTGTCAGTTTCTGGAATAA
ATATTGGGAAAC



TniAAMN204abcd 1,468 91

AGAAGCCTTAAATGTGTTGCGAGGGCACCGAGCT
GTCAGACCTTTTGGCGAGTAAGATTGATCGCGCA
CAGGCTTCCAGCACTCTTTGTTT

TniAAMN216 1,432 25 GTCAGACCTTTTGGCGAGTAAGATT

TniAAMN207 918 19 GTATTTTAGCCATAATCAA

TniAAMN211abcdef 337 216

TGTAAATAAAAGCAGTCGTTACCAGCTGAGAGAG
GCGATCTTCATTTTTTATTTTTTTTTTTGATCAATC
ATGCAGACAGTGGCTTCTTTTGATTAAACCCCAAA
TTGTCATTGGACAGAGGTAATCATGTGACAGGCTA
TTCGGTCCAATTTCAACCTTGTCTCCATGAATTCA
ATAGTTTAATAGTAGCTTGGTCCCCACACGACCAT
AATCAG

TniAANO219 2,536 30 CTCATAAATCACTCGGTGGCATGAATGAGA

TniAANO222 281 36
GCGTCACCTCTATCGATGAGGCCCTGGAATTTAAA
T


