GAGGTATCTGAAAGCCACTTCAAGTACCCAATTGTGGAGCAGTACTTGAAGACAAAGAAA MRSL

901
15
9

- - - - - - - -TGAAARCCACTTCAAGTACCCAAATGTGGAGCAGTACTTGKAKWSWGWGAAA rev.compl
C e e e e f e f e e e i .. ... - -_-TGGRGCAGTAYTTGASGACKK-GMCM forw.

AATTCTAATAATTTAATCATCAAGTACATTAGCTGCCGCCTGCTGACACTCATCATTATA

961
67

AATTYTAATAATTTAATCATCAAGTACATTAGCTGCCGCCTGCTGACACTCATCATTATA

AATTCTAWTAWTTTAWTCWTCAAGTWCWTTAGCTGCCGCCTGCTGAMRCTCATCATTATA

34

1021 CTGTTAGCGTGTATCTACCTGGGCTATTACTTCAGCCTCTCCTCACTCTCAGACGAGTTT

CTGTTAGCGTGTATCTACSTGGGSTATTACTTCAGCCTYTCCTCACTCTCAGACGAGTTT
CTGTTAGSGTGTATCTACCTGGGCTATTACTTCASCCTCTCCTCACTCTCARACRAGTTT

127
94

1081 GTGTGCAGCATCAAATCAGGGATCCTGAGAAACGACAGCACCGTGCCCGATCAGTTTCAG

187
154

GTGTGCAGCATCAAATCAGGGATCCTGAGAAAMGACAGCACCGTGCCCGATCAGTTTCAG
GTGTGCAGCATCAAATCAGGGATCCTGARAAACGACAGCMCCGTGCCCRATCAKTTTCAG

1141 TGCAAACTCATTGCCGTGGGCATCTTCCAGTTGCTCAGTGTCATTAACCTTGTGGTTTAT

247
214

TGCAAACTCATTGCCGTGGGCATYTTCCAGTTGCTCAGTGTCATTAACCTTGTGGTTTAT
TGCAAACTCWTTGCCGKGGGCWTCTTCCAGTTGCTCAGKGTCATTAACCTTGKGGTTTAT

1200 GTCCTGCTGGCTCCCGTGGTTGTCTACACGCTGTTTGTTCCATTCCGACAGAAGACAGAT

307

GTCCTGCTGGCTCCCGTGGTTGTYTACACGCTGTTTGTTCCATTCCGACAGAAGACAGAT
GTCCTGCTGGCTCCCGKGGTTGTCTACMCGCTGTTTGTTCCATTCCRACARAARAMARAT

274

1261 GTTCTCAAAGTGTACGAAATCCTCCCCACTTTTGATGTTCTGCATTTCAAATCTGAAGGG

367
334

GTTCTCAAAGSSTAMGAAATCCTCCCCACTTTTGATGTTCTGCATTTCAAATYTGAAGGG
GTTCTCAAAGTGTACRAAATCCTCCCCACTTTTGATGTTCTGCATTTMAAATCTGAAGGG

132 TACAACGATTTGAGCCTCTACAATCTCTTCTTGGAGGAAAATATAAGTGAGGTCAAGTCA

427

TACWRCGAWTTGAGCCTCYACAATCTCTTCT-GGAGGRAAATATARRWGAGGKCAAGTCA

394 TACAACRATTTGAGCCTCTACAATCTCTTCTTGRAGRAAAATATAAGTGAGGTCAAGTCA

1381 TACAAGTGTCTTAAGGTACTGGAGAATATTAAGAGCAGTGGTCAGGGGATCGACCCAATG

486
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