
PFC Dist to 3' gene Length Sequence
MsaAFG76 3,451 12 AGTTTTATGACT

MsaAFG79bde 3,064 69
AGGTAGTTTCATGTTGTTGGGGTCCATTTCTAACTCTG
CAACATGAAACTGTCTTAATTGCCCCAGTTA

MsaAFG93abcdef 222 127

CACGTGTGTCTGCTACCCAATAGCATGGCAGCCTGAC
TCCCCATTACTAGCCCACTGTAGTTCTCTGTGGGGCC
AAGTTGCTACTTGATTTCTCCACATTGTTATTTTGCGA
GGCTGGGTTTACTGC

MsaAGI99abcde 2,714 116

TGTTAGCTGTATACAGCCATAAAAGACAATTACCGCT
ATAACCTTTTATGGGGTGCAAAGCGCTGCGAGGCGAG
AGGACACAAAACAAAAAAAGACATCGAGGGCTTCGA
CAGCTG

MsaAGI103bcdef 2,111 288

GCAGATGGACACAAACTTCAAAGGCTCGACCAGAGA
CAGTGCAATAAAACGCCTGGTCTGCTATACTGTCTGG
CATTCCAGTTTTAATGGCTTTATGGCCGTCCAGACAC
AATTAGGCCGTTTCCAGAATGGCACCCATTTGTTTTTT
CTTCTCTTTCTGTGAGACTGCGCTCTGGACAAAAGGC
CGAGCGGAAATGATCAGCTTTATTGGATCCTCCCCGA
CGGGGACGCACAGGACTCACGGTCATTTGGAGCGAT
CCTTTGTTTCTACCTGGGAACCTTCCGCCC

MsaAGI107 1,620 22 TAACTTTTAGCTGGTATTTTAT

MsaAGI108 943 45
AGTATATTTATTGTCATTATTATTTTTAGTATTATTAGT
AATAAT

MsaAGI111b 97 84

GTTTGGTGTAAATCTAGGGTGTATTGCTGTCATATATC
ACACTACCTCGTAAAAACGACACTGAGGATTCTGGGC
CAACAAATC

MsaAGI115 2,012 13 CGTCCAGACACAA

MsaAIK117 4,578 18 TGTCATACGTGTTTTTAA

MsaAIK119bcd 3,891 155

ATAAATCCGTTGTTCGTTTAGTGAAAATTTACAACAG
TGGTCAATACAACTCTTAACGACCCGGCTCGACATCA
TATTGGCCCAGCTGTGTCACGTGACACCGAGCCGTGA
ACATGAACTTTTCTATATATAATTTCCAATAGAGGAG
ATAGAGC

MsaAIK123 3,033 26 GAAAAATTCATTGGATGGTGGCCAGA

MsaAIK128 1,229 23 ATTTTTACATTAAACATTTTAAA

MsaAIK132abcd 391 389

TGGCGCACCACGACAATTCAAAACACCCAAGCCCTG
GCTCTGAGTTTGCCCTAGCCACGAGCGCATGGAGGCG
CGCACCCTTCACATCCCACCCAGTATTTCCTCTGTGC
ACGAGTTTACCTCTGGAGGTCACCAAGCAGGATTTAC
GACTGGTCAACAAAAGCACGTGATTCTCCGCCGTACC
CCATATTTGGGTGCCTACGTAAGAGAGAATCAAGTCC
ATGTCCCACTCATTTCCATAATTCATCATAAATTGTGC
AAGGGTGCTATAGGACGCGCTAAACCATAAGAGCCA
CAAATCAAGCACACAGGTTTATGCTATTTTACCTCTA
AAAACAATAAAAAAACAACAACAATACCTACAACGA
GCAAACGGTGGAATTGTCAAC



MsaAKL136abc 7,562 206

AAACTTTATTAGGGCCGATTCTGGCTCTCTGACATTTG
GGTGCTAAATGAATGGGGGGTTTTGTCTATGAATTAA
ATCGTAAAAATCATCCGGAGCGCGGCCAGATAGGCT
CACTGGCCATAAACGGTCACGTGGTAGCCATTAAAGT
AAGTTTTATGGTTTTGGGGAGTTGACAGTATATTGCAC
ATAACATATAATCGCACTGA

MsaAKL139 5,859 46
CAAATTCCGCTCATTGTCATGCAAAGATGTCTCCCTC
TTAACAAAA

MsaAKL140abcde 5,621 84

GGTTCATCTGGAGGTCAGCCACAGCACCAAGATAAAT
CTGCATCTTCTCAGAGCCACCAGCAGAGCTCGCTTTA
GGCCAAGTTC

MsaAKL143bcd 4,952 315

GGTCAAAAGTTTACGCGCTGAACAAGTCTCCGTCATC
TGTTCACTCGGAGCTTGATGCCAGCCTTATAATAGCG
ATCTTGACTCTCCGCACAAAAGACAGAATAGCTTTGA
ATTACATATGTTGCACGGTGCACTCCAGGTGAACCCT
GAAAGCGCGGTGACCTCGCGTTTGGGACCGGGGGAG
GGGACCCCCCACCCGTCCCCAGCAACAAGATTGAGT
GGCTGGCGTTTTATTAGGGCGGTTGATTGGTGAATTTC
CTTTGAATAAATTGCATTTGATATGTTTGACGAGGGA
CGGAGGCACAATTTGCATTT

MsaAKL149bcde 1,855 170

TCCAAGTCCGGGGTGAACCCAGGTCACTGCGTCTAAC
AGATATGAAAATGTCGCCTCTTTGGAAAAAAAGGGCA
CGCCTTGTTGTTTAACAAAGACTGTCAATGGGCAAGA
TTAATCAGAAACAAAATGGAAACGGTGTCACGTTGGG
GTCAGGCAGAAGTTATCTCTGT

MsaAKL157abc 164 164

CCATTGGTTCCTGTTTACATGATGCCCACAGGACACG
CGGTGATTGGTGGCGCTTCACACGTGACCAGGCAACT
TTGTACATTTGACAGGGAGTAGGAGGGTTTTGTGGAG
ATCAGAAAAACGACAGCGCGATAAAAATTAGTATTGT
TGCACTTCACAAATTA


