Additional File 8: Alignment of the gene sequences isolated from BACs. The aligned nucleotide and amino acid sequences for the five
unique genes isolated from two BACs are shown. Clones 091-01, 091-02 and 091-07 were isolated from BAC 091D11. Clones 190-03 and

190-04 were isolated from BAC 190G12.
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ATGGAGGTGAAAGCAACATTGATCGTTGCCATTGTGGCTGCTCTTGCTATCTCGGGTAAGAAATCAAATT - TTACTCGGTATTACTTCATAAGTGCTAAATATAA-AGCCAATGAAAGGGCTCACAGAAGTAAATATGATTATTT -CATA 147
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CTG GTGAAAGTGACACTGATCGTTGCCATTGTGGCTGCTCTTGTTATCTCAGGTAAGAAATCAAATTATTACTCGGTATTACTTGATAAGTGCTAAACTATA -GAGCCAACGAATAGCTCACAGAAGTATATATGATTATTT -CATA 145
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GTTTGTAATATGCATTTTTAAATTGTTCGTTACACAATATAA TTAATTGTATTTATTAAGCCTACACCAATCCGTTTTCTGAATGACAAAGGATGTGTATTATGT 252
TTTTATAATATGCATTTCTAAATTGTTCGTTACAAAATATAA TTTATATTATTTCTTAAGCCTACACCAATCCGTTAGGCGAGTGGCAAAAGATAAGAATTATCT 250
AACTTGTTTGTGACACAATAAAA-AATAACATTTATTCTGCGGCCTGCAGCATTCT-GTTTTTTTT ATGAAAAAA-ATGTTTCA--TGG 187
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TTACGTTCAATCTGGTAATCAAATTTAATTCAGTCAGAATTAGGCGTTTTGAATATCGAACCGC ATTTA- - CGGATTAGGATTAAAC 337
TTATGTTCAATCTGGTATTCAAGTTCAATTCAGTCAGAATTAGGCGTTTTGAATATCGAACCGA TAGGGTTAAAC 325
TACTTTACAATCTGGTTTTCAAATTCAATTCGGTTAAAATTAGGCGTTTTGAATATCCAACCGCATGCATGCATTCTGGTAGAGTTAAACATAACGGGACCAGACATCGAAGAAGACAAATCTCCTA 314
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ATAAA--GGGAAAAATAT AAGAAGGCGAGTTACCATTCTTATTTGTCACCTGCTATAAACCAATGTAGAGCAAAATATAATAATGCAGAATGTGATTAC TTAATTAATTCGATTATTT CATTAACCCTTACAG 467
ACAAA - - GGGAAAAAACATCAAAGAAGGCGAGTTACCATTCTTATTTGTCACCTGCCATAACCCAATGTAGAGCTAAAGATAATAATGCAGAATGTGATCAC TTAATTAATTCGATTTTTTT CTTCATTATCCCCTACAG 462
GC-ATAAACCAATGTAGAGCTAAAGATAATAATGCAGAATGTGATTAATTATTTTATTAATAAATTCGACTATT CCATTATCCCAACAG 401
610 620 630 640 650 660 670 680 690 700 710 720 730 740 750
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CTCACGCACAAAGAGATTTCAATGAACGACGAGGAAAGGAGAATGACACAGAGAGAGGACAAGGTGGCTTTGGAGGAAGGCCTGGTGGAATGCAGATGGGTGGTCCTAGGCAAGATGGTGGACCAATGGGTGGAAGGAGGTTCGAT 201
AAH A QRDFNERWRGIKENDTERSGQGSGFGGRPSGGMAQMSGSGPRQDSGSGPMGSGRRF D
CTCACGCACAAAGAGATTTCAATGAACGACGAGGAAAGGAGAATGACACAGAGAGAGGACAAGGTCGCTTTGGAGGAAGGCCTGGTGGAATGCAGA 151
AAH A Q RDFNERIRGIKENDTERGQGRFGGRWPSGOGMQ X
CTCACGCACGAAGAGATTTCAATGAACGGCGAGGAAATGAGAATGGCAGAGAGAGAGGACAAGGTCGCTTTGGAGGAAGGCCTGGTGGAATGCAGATGGGTGGATCTAGGCAAGATGGTGGACCAATGGGTGGAAGGAGGTTCGAT 614
AANH A RRDUZFNERWRSGNENSGRIERSGQGRFGGRPSGGMAQMSGSGSRQDSGSGPMGSGRRF D
CTCACGCACAAAGAGATTACAATGAACTACGAGGAAATAAGAATGGCAGAGAGAGAGGACAAGGTCGCTTTGGAGGAAGGCCGGGTGGAATGCAGATGGGTGGATCGAGGCAAGATGGTGGACCAATGGGTGGGAGAAGGTTCGAT 609
AAH A QRDY N ELWRGNI KNG GRIERSGQGRVFSGGRPSGGMAQMSGSGSRQDGSGPMGSGRRF D
CTCACGCACGAAGAGATTTCAATGAACGACGAGGAAAGGAGAATGGCAGAGAGAGAGGACAAGGTGGCTTTGGAGGAAGGCCTGGTGGAATGCAGACGGGTAGTCCTAGGCAAGATGGTGGACCAATGGGTGGAATGAGGTTCGAT 548
AAH A RRDUZ FNERWRSGIKENGRERSGQGSGFGGR®PSGGMOQTSGSPROQDG GG GPMGS GMRF D
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GGACCTGACTCTGGTGCCCCACAAATGGATGGACGCAGACAAAATGGCGGTCCGATGGGTGGTAGG AGATTCGAC 276
G PDSGAPOQMDGRROQNTGGPMGGR R F D
CAAAATGGCGGTCCGATGGGTGGTAGG AGATTCGAC 187
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GGACCTGGATTTGGTGCCCCACATATGGATGGACGCAGACAAAATGGCGGTCCGATGGGTGGTAGG AGATTCGAC 689
G PGFGAPHMDGERROQNTG GG GPMGGR R F D

GGACCTGACTCTGGTGCCCCACAAATGGATGGACGGAGACAAGATGGTGGACCAATGGGTGGAAGGAGGTTCGATGGACCTGGATTTGGTGCCCCGGAGATGGATGGACGTAGACAAAATGGCGGTCCGATGGGTGGAAGGAGATTCGAC 759
G pPDSGAPQMDS GRRQD GGPMSGGRRZFDS G®PSGFGAPEMDTG GRR R QNG GG GPMG GR R F D
GGACCTGAATCTGGTGCCCCACAAATGGATGGACGCAGACAAAATGGCGGTCCGATGGGTGGTAGG AGATTCGAC 623
G PESGAPQMDG GRRQNGG GPMG G R R F D
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GGACCTGGATTTGGTGGCTCCAGACCAGTTGGTGCTGGAGGGAGACCTTTCTTCGGCCAAGGAGGCAGGCGTGGTGATGGAGAAGAAGAAACTGATGCTGCCCAACAAATTGGTGATGGTCTAGGAGGGCGCGGTCAGTTTGATGGT 423
G PGFGGSRPVGAGGRZPFFGQGGRRTSGDTGEEETDAAQQII GDOGLGGRG G QF DG
GGACCTCGATTTGGTGGCTCCAGACCAGATGGTGCTGGAGGGAGACCTTTCTTCGGCCAAGGAGGCAGGCGTGGTGATGGAGAAGAAGAAACTGATGCTGCCCAACAAATTGGTGATGGTCTAGGAGGGCGCGGTCAGTTCAATGGT 334
G PRFGGSRZPDS GAGSGRZPFZFGQGG GRRTGDTGEEETDAAQQII GDOGLGGRG G QFNG
GGACCTGGATTTGGTGGCTCCAGACCAGATGGTGCTGGAGGAAGACCTTTCTTCGGCCAAGGAGGAAGGCGTGGTGATGGAGAAGAAGAAACTGATGCTGCCCAACAAATTGGTGATGGTCTAGGAGGGCGCGGTCAGTTTGATGGT 836

G PGFGGSRZPDS GAGSGRZPFZFGQGG GRRTGDTGEEETDAAQQII GDOGLGSGRG G QFDG
GGACCTGGATTTGGTGGCTCCAGACCAGATGGTGCTGGAGGAAGACCTTTCTTCGGCCAAGGAGGCAGGCGTGGTGATGGAGAAGAAGAAACTGATGCTGCCCAACAAATTGGTGATGGTCTAGGAGGGCCCGGTCAGTTTGATGGTCCT 909
G P GFGGSRPDS GAGSGR®PZFFGQGGRRSGDS GEETETDAAQQII 6GDGLGGPGQF D G P
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CATGGACGTGGACATCATGGTCACCGTCAAGGTCCTCCTCAGGACCGACCAGAGGAACAACCGTTCGGTCAGCGCAACGAAAGCAGCGATGAGGGTGGCCGTCCTCACCCTCGCCACCATGGCCGCCACCAC 555
H GRGHHGHRIOQGPPQDRPETEI QPFG G QRNTESTSDET GG GRFPHPRHHGRHH
CATGGACGTGGACATCATGGTCACCGTCAAGGTCCTCCTCATGACCGACCAGAGGAACAACCGTTCGGTCAGCGCAACGAAAGCAGCGATGAGGATGGCCGTCCTCACCCTCGCCACCATGGCCGCCACCAC 466
H GRGHHGHRIOQGPPHDRPETEI QPTFG G QRNESTSDTETDGRTPHPRHHGERHH

CATGGACGTCGTCATCATGGTCACCGTCAAGGTCCACCTCAGGACCGACCAGAGGAACAACCGTTCGGCCAGCGCAATGAACGCAACGAGGAGGATGGCCGTCCTCACCCTCACCACCATGGCCAC 962
H GG R RMHHGHROQGPP QDI RWPEEQPZFGQRNIERNUEEUDGRWPHUPHHH G H
GGACGTCGTCATCATGGT CACCGTCAAGGTCATCCTCAGGACCAAGCAGAGGAACAACCGTTTGGTCAGCGCAACGAAAGCAGCGAGGAGGATGGCCGTCCTCACCCTCACCACCATCGCCAC 1032
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CGCAACCACACAGAAGGTCACCAAGGTCACAATGAGACAGGAGATCACCCCCACCGTCATCACAACAAGACCGGAGATGGAGATCAGGACAGACCAATGTTTGAGATGAGGCCCTTCCGGTTCAACCCCTTCGGT 702
R NH TEGHQGHNZET GDMHPHRMHMHNIKTGDGDOQDRPMFEMMRPZFRFNPFG
CGCAACCACACAGAAGGTCACCAAGGTCACAATGAGACAGGAGATCACCCCCACCGTCATCACAACAAGACCGGAGATGGAGATCAGGACAGACCAATGTTTGAGATGAGGCCCTTCCGGTTTAACCCCTTCGGT 613
R NH TEGHQGHNZET GDHPHRMHMHNIKTGDGDOQDRPMFEMMRPZFRFNPFG
AGACGCAACCACACAGAAGGTCACCAGGGTCATAATGAGACGGGAGATCACCCCCATCGTCATCACAACAAGACCGGAGATGGAGATCAGGACAGACCAATGTTTGAGATGAGG 1205
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CGTCCCTTCGGCAGACGCAACCATACAGAAGGTCACCAGGGTCATAATGAGACGGGAGACCACCCCCATCGTCATCACAACAAGACCAGAGATGGAGATCAGGACAGACCAATGTTCGAGATGAGGCCTTTCCGGTTCAACCCCTTCGGT 1320
R P F GRRNMHTEG GHOQGHNETS GDMH®PHRMHHNIKTRDGDQQDR®PMFEWMRPFRFNPFG
CGTCCCTTCGGCAGACGCAACCATACAGAAGGTCACCAGGGTCATAATGAGACGGGAGACCACCCCCATCGTCATCACAACAAGACCAGAGATGGAGATCAGGACAGACCAATGTTCGAGATGAGGCCCTTTCGGTTCAACCCCTTCGGT 959
R P F GRRNMHTEG GHOQGMHNETS GDMH®PHRMHHNIKTRDGDQDIRPMFEMRPFRFNPF G
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AGAAAGCCTTTCGGAGACCGTCCCTTCGGCAGACGC AACGGAACCGAGGAAGGATCTCCCAGGCGTGATGGCCAACGTCGGCCCTATGGT 792
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AGAAAGCCTTTCGGAGACCGTCCCTTCGGCAGACGC AACGGAACCGAGGAAGGATCTCCCAGGCGTGATGGCCAACGTCGGCCCTATGGT 703
R K P F G DR P F G R R NG T EEG S P RRDGQRR P Y G

CCCTTCTGGGTCAACCCCTTCGGTAGAAAGCCTTTCGGAGACCGTCCCTTCGACAGACGCAACGGAACCGAAGAAGGATCTCCCAGGCGTGATGGCCACCGTCATCCCTATGGT 1319
P FWVNPZFGRIK®PZFGDR®PZFDRRNSGTEZEG GSPRRDG GHRHP Y G

AGAAAGCCTTTCGGAGGCCGTCCCTTCGACAGACGC AACGGAACCGAAGAAGGATCTCCCAGGCGTGATGGCCATCGTCGGCCCTATGGT 1410
R K P F G G R P F D R R NG T EE G S P RIRDGHRRP Y G
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091-02 AACCGAGGACGTTGGGGTGAGAATGAAAGTGAGGAGAAGGAGCATCCAACGACGGAAAGCGTAACGACATCTTCACCACCTTAAGTGGTCGAGATCGCAGTCAATGAAGAAGACATCTATGTGGTCGCCGAGGTGTAG 930

NR GRWSGENESETEIKEMH®PTTESVTTSSPP=*VVEILl AVNETEUDTIYVVAEV?*
091-07 AACCGAGGACGTTGGGGTGAGAATGAAAGTGAGGAGAAGGAGCATCCAACGACGGAAAGCGTAACGACATCTTCACCACCTTAAGTGGTCGAGATCGCAGTCAATGAAGAAGACATCAATGTGGTCGCCGAGGTGTAG 841
NR GRWSGENESEEIKEMH®PTTESVTTSSPP=*VVEILl AVNETEHDTINVVAEV*
091-01 AACCGAGGACGTTGGGGTGAGAATGAAAGTGAGGAGAAGGAGCATCCAACGACGGAAAGCATAACGACATCTTCACCACCTGAAGTGGTTGAGATCGCAGTCAATGAAGAAGACGTCCAAGTGGTCGCCGAGGTGTAG 1457
NR GRWSGENESETEI K EMH®PTTESITTSSPPEVVEILl AVNZETEUDVQVVAEV*
190-03 AACCGAGGACGTTGGGGTGAGAATGAAAGTGAGGAGAAGGAGCATCCAACGACGGAAAGCGTAACGACATCTTCACCACCG 1491
NR GRWSGENESETEI KEMHZPTTESVTTS S PP
190-04 AACCGAGGACGTTGGGGTGAGAATGAAAGTGAGGAGAAGGAGCATCCAACGACGGAAAGCGTAACGACATCTTCACCACCTGACGTGGTCGAGATCGCGATCAAT GATGTCGCCGAGGTGTAG 1172

NR GRWSGENZESEEIKEMH®PTTESVTTSSPPDWVVEILl A TN DV AE V *



