
PFC Dist. To 3' gene Length Sequence

LmeAAB2 71,523 139

TCTGGGAGGGATCACCATTGCCCCTTCTTTCTAAACTGTCA
TTCTTAATGGTGCAGTCGTCATTACAGTACCACTGGTGACG
CCACTCATTGATTGCAAGTGGATAAATAGAAACGTCTGCCA
CCGTAAAGATGAAAGG

LmeAAB29 25,959 245

TCCTGGAACCAAAATGGCCTGTACAGTTCGCCAAACACTCG
CTGAGCTGCTGGAGCTGCCTGGGGACCTGCGGCTGCAGCGT
CCCTGGGTCTTCCAGGATGAGAGGGGGCGGCGCTGGGCCG
CCTATATGGAGAGGGTAAGTACCCAAGATGTCTGCTGTGTG
TGTGTGTGTGTGCCTGCTGTGTGTGTGCCTGCTGTGTGTGTG
TGTGTGTGTGTGTGTGTGTGTGTGCACTGCATGATCGGGG

LmeABC30b 2,389 24 CAACTTTCAACTTGACCTTGGCCT

LmeACE38 14,071 24 GAATGAACCACCTTTGTGCTGAAA

LmeACE57abcd 3,121 173

AAGCTGAAGTTGACTGCCAAATGTGCTATAAAACCGCAGG
TCAGTCTAGAGCTGGTTTGGTTCTCCTGGACGCACTGCATT
CAATTATAGCTTAAAAGCCCTAATACAAGTGCAAGAATTTG
TCTGCGTTCAAGCAGAGGCGGGGCAAGCCTCTGTGATGGTG
GCGCCTTTGT

LmeACE60abcde 171 168

TGTCAATTTCAGCATCTGATCATGTGACATGCACCTCCCTG
AGATGGCTGTAGATGGATCTCCACGTCAGCTTACGTCTCCA
AATTTCTACTTCGGGGATCTGCTTCAAAGAGGCAGCAGCAT
AGAGAATCATGTTGAGCTCAGCTAAAGTGGAGATCCAAAG
GTAGC

LmeAEF62 6,797 40 TTGAACTTCTGGATTTATACGGACATCACCTATAACCTTG

LmeAEF69 4,536 38 CCTACAACAAGCAGTGTCCTCAGGTCATACATTGTTTA

LmeAEF75bcde 118 105

ATTGGCTTTAAACTCTTGCTGTGGTATGGGGTATCTCTAATC
ATATTCAGCATGTTTTGCACAAGAAATGTCAGCCAGAAAGG
GCTATCTTCTCCGTTCGCCAAA

LmeAFG78abc 4,812 170

ATCTATTTAAATATTACCTAGACAGTCGTAATTTGTCTGGG
CCATATAGCAATGGTGCTCTAAGGTTTGTCGGCTTTTGTTCA
GTTTTATGACTTGCTAGTATAGCTGGATTGTAGCTGTCTTGG
ACGAGAGGTTTCAGTTGAGTGAAGAGCTGGAAAGACAGAG
GAAGC

LmeAFG79bc 4,124 55
AGGTAGTTTCATGTTGTTGGGGCTCCAAATTTATCTCTATAA
CAAGAAACTGCCT

LmeAFG85 3,504 44
GGGCGCCAGCATTCCATTGAGCCTGAATGCACAACAGCGA
CCTC

LmeAFG92abcef 247 213

CATAAAATAATAATAAAAAATATGGCTTCTACATTGAAATT
ATGACTGCAAAACATTGACCCTCTAATAGACTGCGGACTGA
TTTATACTTTATTGTTCTGTTTTACAATCACGTGACACCCCT
AACCAATTGAATGGTAGGCAGTACTGAACTTAATAGCTGAC
TCCACTTGTTCACGCGGCCAAGTTGTTACATGAAATCCGCT
GTTTCAT

LmeAGI97 7,064 23 TACCTCGTTGCCTATTGACCAAA

LmeAGI103ace 5,638 207

ACGCCCTCTGTTGTTGCAGATAGAAGGAACTTCAAAGACTT
AGCCCAGAGACTGCAATAAATGAAGGGTCTGGCATGTTGT
CTGGAATTCAGCTTTTAATTAGTTTACAACAGCCTAGCTTC
ACTTAAGATTTTCTAGAGAAAGCTATTCATTTGTTTTGTCTG
ACTGTTTCAGACAAAGGGTCCGCGGAAATAACTGTCTTTAT
TG

LmeAGI110 1,514 33 GTTTATGGTGTGTAATATAGCACGGCAGTAAA



LmeAGI111ab 181 168

CACCTGAAATGCAAGAAGAGATTGGGTGAAACGGTCATAT
GGTATATCACGTGTATAAAACGGCTCAGACCAAAAGAAAA
TGGGGTTTGGTGTAAATCTGGGGTGTAATGCTATCATATAT
CAAGCTACCTCGTAAAACCGACACTGAAGCGTCCTGGCCA
ACAAATC

LmeAIJ119abcd 4,898 190

ATGGCGCCTCTCAAAGAACGACTCTTCACAGGGAAGAGGA
AAACGCCATAAATCCGTTGTTGTTTATGAAAATTTACAACT
TTGTAATACAAGTTTATGAGTTGTTCAGTTTCTCCATTGGCC
GCCGCTGGTCATGTGGATTGTAACCGTGAACATGAACTTTT
TATAATTTCCCTTACGAGAATAGAGC

LmeAIJ122 4,510 77
CCTGGCTAATTTCCTGCTTCTCTTGGCATGCAGAGGAAAGG
TTTCTTTCTGAGTACAACCAACAGGACAGCTGTCAG

LmeAIJ130ab 135 110

GATCAGCTGATTGTATTTGCTGTCGTCGCTTTTGGCGTTACG
CCATCTAGAAACAAACCATTTCGATGACTACTAATAGTTAT
AGCTAGATGTACTAATACACAACAAAT

LmeAJK132ac 329 293

TGGCGCAAAAGTATAATTCAAAACTAGAACTTTAAGGCGG
GGACGCGCCACTAGTACGCGCTTCTTCCCTCCGGCATCAAC
CCTGCCTTCTCATTTGTGCACGAGTTTACCTCCAGAGGTCA
TCAGGCAGGATTTACGACTGGACAACAAACGCACGTGATT
CAAAGTCGTACCCCATATTTGGGTGCCTACGTAGGAGGGAA
CCAAGTACATGTCCCAGTCATTTCCATAATTCATCATAAAT
TGTGCAAGGGTGCTATAGACGCACAAAACGACCAAGAGTC
ACAAATCAA

LmeAKL133 16,559 45
AATAGCTCCAAGCTGTCAGGAAATAATTTACTTTTAAACTA
CCTA

LmeAKL134 16,393 72
GTGCCTTTGTATAGCTCTTTGCACGAACTTCAATAAGTGTCT
CTTATAAGCGCAGCTTCAGTGATGTATGTT

LmeAKL136abc 15,637 207

AAACTTTATTACCCCGAGTTCCGGCTATATGACATTTGGGT
GCCAAATGAATAGGGTTTTGCCTTTGGATAAGATCGTAAAA
TCATCCATAGCAGAGATAGATAGGCTCACTGGCTATAAAAT
GTCACGTGGTGCCATTAAAGTAAGTTTTATGGTTTTGGGGA
GTTGACATCCAACAGTATATGCCACATAACATATAATCACT
GA

LmeAKL137 15,105 13 AAGGCAAAGCAAA

LmeAKL140bcde 9,436 56
AAGATAAATCTGCACACCCTGGGAGCCACCAGCAGAGCTC
GCTTTAGACCAAGTTC

LmeAKL143ab 8,950 27 AGGTCAGAGTTGAGGGTCAAAAGTTTA

LmeAKL149abc 3,004 151

CTTTTAGAAAAAGCTAAGTCCAAGGCCGAGGTGAATTTCAG
GTCACTATGTCTAACAAATATGAAAATGTCGCCTGCTGAAC
GGCACGCCTTGTTATTTAACAAAGACTGTCAATGTGTAAGA
TTAATAAGAAACAAAGTGCACAGTGTCA

LmeAKL150 6,987 31 ACATTTCTGAAGTGTCTTTCTTTTTTTCTCA

LmeAKL156 4,887 13 TTCTACATTAGCT

LmeAKL157bc 75 69
GGAGGGTTTTACATAGACCAGAAAAACTACAACGCGAGAA
AAATTAGTATTTTTGCACTTCACAAATTA



LmeALM160 20,895 254

AAAGTTAAGTACTTGCTGAAGATAGCAATCACTTACAAAGG
AATAACGGAATAATAAACTGCACACTCAGAAAAGTTTTAA
AGTATTCACATGCACGAATGCACTGTATTGTTACAAGTGAC
TTTTTAAAAGTATTTTTTCTCTTTCATAATGACCTTTTGGAC
TTCAATGAGCAGCACAATATCCTTGCAAACTCTTTAAAGCA
ACTCTTTATGATTCTAAAGAAACTATTTTATTTTCTTGTTCC
TAACTAC

LmeALM162 19,007 18 CCAACTCCTGCTTTGATT

LmeALM184 8,692 38 TCCTTTTTTTCCTTCTTTATCGTAGTTTCCTAAAAGAT

LmeALM179abc 6,986 70
AAATAAAAGGGTTTAAGTTGACGTATGACCACGTGAGCAC
ATAATACAGCGCATTATTGTAGCATTTGGA

LmeALM181bcde 6,749 76
ATGGATTTTATTTTGAGGTATTTCCGTTGATTGTTCATTAAT
GTGGTGAGTTATTGCTGTTCAAGGCAAAGGTCAG

LmeALM188 4,048 114

GCAATATGCCGTAAGGAGCTAGTGTTTTCTGTTTTAGTGCT
CTGTTTACAGCTTTGGTGCATGAAGCCATAAATCTTGCGTA
GCCATAAATGACAAAAATGCATTGGTATGCAT

LmeALM194bcde 2,874 149

TCGTCAGAAACTAAGGTAAGCAGGCCAGAAATAGGCAATC
AGTTGTGAATGGCGGAGTTTATGTCCTAGTGATTTATAGCC
ATATGACTAAAATCTCGGTTCAAGAAGAGTTCACAAGCTAT
AGCTTCCTTTCACGCAGTGACTGATAC

LmeALM198abc 1,238 155

TGACCCCCATACATCAAATTACAGAGCAGTTTCAGAGACA
GAACCTATTATCGCTAGGTTGAGAGAAAAGTTCAAGCCGTG
GTCATGGAGATGATCGCCAGTTTTTCAGGTTCCTGGTGTTTT
CCCCAATCCATCTTGTTTTAACAGGTAGAATT

LmeALM199acd 228 222

AATATTGATGGCCTTTTTTTTCTTTTATGGCTTTCATGTCACT
TAGCTATTGAGACTAAGATGGATTTGTAGTTCTATTTCTCCA
CTATAGTAAGCGTCTTGTAATTCCAGGTCTAGCCGAAGAGG
CCATTGGAGGAAAGACGTCACGTGAAAGGGGGGTGCCAAT
GTTATTCTATAAGGGTGTCAAGACCCTGTCAGCTTGTGAAA
TAAATATTGGGAAAC

LmeAMN201 4,657 284

AACAGGGTATATGAACACATTTTAAAGGTTATATAAATGTG
AATTTCTTCGAACTTTATTTATCCCATGAAACCAATTAATTT
GATTTTATTGCACTTCTCTGGTTTTAAATGGACAGAACAAA
CTGAAAGGCGCTTGAACAGGGTCCCTGGACAATTATGGAT
ATTTGTACGTCTTTCATTGTGTGTATGCTGGTGAACATTCAG
ATTTATTTATTTGTCCTTGCATAAATAGAATATTCTAAGTGT
TTAAAGTATTATTTATCCCCATCTGATCATATTTAT

LmeAMN210abc 567 161

TTCTCCTGGTGTGTTGGTTCTTATGTGGCTAGGATGTGGGGG
TCTGGGTGTCAAAACTTTGAAGATTAATGGATTACTTTGTTA
ATGACTCAAGGCGTCAGATTTAGGTGCTTAAATGATTTGTG
AGGTGTAAAGCGTCTTCCCGACAGTCAGAAACAATG

LmeAMN211abcdef 306 209

TGTAAATAAAGCACTGCTGGTCCAGAATGAGGCGTTCCTTC
CTGACTTTTTTTTGGATCAATCACACAGACAGTGGCTTCTTT
TGATTAAACCCCAAATTGTCATTGGGCAGAGGCAATCATGT
GACAACCAATTCGGTCCAATTTCAACCTTGTCTCCATGAAT
TCAATAGTTTAATAGTAGCACGGTCCCCATACGGCTGTAAT
CAG



LmeNO219 3,061 32 CTCATAAATCAAATTGCTTTTTATGAATGAGA


