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-30 TGGCTAGGAGCATTAGGAGGGACGGAATACATGGAATACAGGTCACATATCTCAGTAATGGGTCCGGTTGTTGACGTAAAGTTCAAGAGCGGACAATATCCTGAATCAATA
M EY RS HI SV MGPVVDVIKTFIKSSGQQYU?PESI

82 AACGCATTAAAGTCGACAAGTAGGGTCAGACAAAATGCGGTTGATGTTACAGTTACACTTGAAGTTGCAATTGCCTTAGGTGATGATTCAGTTCGTACCGTTGCAATGGGT
N ALKSTSRVRQNAVDVTITVTITLEVAIALGDTDS SVRTVAMG

193 TCAACAGACGGCCTGTACGTGTACAGAGGCACTGATACAGGCGCTCCAATCAGCGTTCCAGTTGGAGAAGCGACTCTTGGTCGTGTATTCAACGTATTAGGAGAAGCAATC
S TDGLYVYRGTDTSGAPTISVPVGEATLSGRVEFNVLGTEA!/I

304 GACTTAGGTGAGCCGGTTGCAGCTGATGATAAGCGTGACCCAATCCATCGTGAAGCTCCTAAATTTGAAGAGCTTTCAACAACTACTGAAATTCTTGAGACAGGGATTAAA
DL GEPVAADTDI KR RDTPTIHREAPKTFETELSTTTETILIULETSGTIK

415 GTAGTAGATCTTCTAGCACCTTACATTATAGGTGGTAAGATCGGTCTATTTGGTGGTGCCGGTGTAGGTAAAACAGTTCTTATCCAAGAACTTATCAATAACATCGCTCAA
vVVDLLAPY I 1GGKTIGLFGGAGYGKTVLIQETLTINNTIADAQ

526 GAGCACGGCGTAATCTCTGTATTCGCTGGTGTAGGTGAGCGTACTCGTGAAGGGAATGACCTTTACCACGAGATGACTGACTCTGGCGTTATCAAAAAGTCTGCCATGGTA
EHGVISVFAGVGERTRETGNDILYHEMTDSG GV I KIKSAMYV

637 TTTGGTCAAATGAATGAGCCGCCTGGTGCGCGTATGGCTGTTGCTCTTTCTGGTCTTACAATGGCAGAGCACT TCCGTGACCGCGATGGTCAGGATGTACTTCTTTTCGTT
F GQMNEPPGARMAVALSGLTMAEHTFRDIRDGA QDUVLL FV

748 GATAACATCTCGTTCACACAAGCAGGTTCTGAGGTATCAGCCCTACTAGGCCGTATGCCTTCAGCCGTTGGTTACCAGCCGACACTTGCTACAGAGATGGGTCAGCTACAA
D NIT S FTQAGSEVSALLGRMPSAVGYQPTLATEMGS® QLA Q

859 GAGCGTATCACATCGACAAAAGTTGGTTCGGTTACATCAATCCAAGCGATCTATGTACCAGCCGATGACTATACAGATCCAGCGCCAGCGACAACATTCGCTCACTTGGAT
ERITTSTKVGSVTITSTITQAILIYVPADDYTD®PAPATTTFA AIUHTLTSD

970 GCAACAACAAACTTAGAACGTAAATTATCTGAGATGGGTATCTACCCTGCCGTTGATCCACTTGCATCAACATCTCGTGCACTTTCTCCTGAAATCGT TGGAGAAGAGCAC
AT T NLERKTILSEMGIYPAVDPLASTSRALTSTPETIVGTETEH

1081 TACAGTGTTGCTCGTCAAGTTCAACAAACGCTTCAAAAGTATAAAGAACT TCAAGATATCATCGCAATCCTAGGTATGGATGAGCTTTCTGAGGAAGATAAGCTTGTTGTA
Y S VARQ@VQGQTILOQ@KYKETLOQQDTITIATITLGMDTET LS STETETDTKILVYV

1192 CACCGTGCGCGTCGTATCCAGTTCTTCTTATCTCAAAACTTCCACGTAGCTGAGCAGT TCACTGGTCAGAAAGGTTCTTACGTGCCAGTTAAAGAGACAATCAAAGGATTC
HRARRTIQQFTFLSQNTFUHVAEQFTGO@KUGSYVPVKTETTITKTEGF

1303 AAAGAATCCCTTGATGGTAAATATGATGATCTTCCTGAAGATGCATTCCGTCTTGTCGGCCGCATTGAAGAGGT TATCGAAAAAGGAAAACAAACGGCGTAA
K E s LDGKYDODL®PETDATFRLVGRTIETEVTITET KT GT KT QTA*
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