
logo MKLNL ITLAVVLL IVADLTLLFLPQPLLLPWQVALVIALVL I FLF I FLRRNFLVSLAFFVASLGYFHYSALSLLSQQAQNIT
NTDB id 1141238 DQN49 RS09740 WP 006995703.1 MKLNLITLAVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLLQQAQNIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo AQKQVVTFKIQE I LHQQDYQTL IATATLAENNLQEQR I FLNWKAKEVPLQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 1141238 DQN49 RS09740 WP 006995703.1 AQKQVVTFKIQEILHQQDYQTLIATATLANNLQEQRIFLNWKAKEVPLLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAFVGTVKSAVKIADNVSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKTI
TWS IYQHQTNTAHL IA I SGLHIGLAM

NTDB id 1141238 DQN49 RS09740 WP 006995703.1 GITAFGTVKSAVKIANVSSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKTIWSIYQHTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!! !!!!!!!!!! !!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!

logo GIGFCFFLASRVVQI
VFFPTRF IHPYFPLVFGTVLFAL IYAYLAGFSVPTFRAI SALVFVLF IVQIMRRHYSPS IQFLFTL IVVGFLLF

NTDB id 1141238 DQN49 RS09740 WP 006995703.1 GIGFFFSRVVQIFFPTRFIHPYFPLVFGTLFALIYAYLAGFSVPTFRAISALVFVLFVQIMRRHYSSIQLFTLIVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!* !!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!! !!!*!!!!!!

logo CDPLMPSLSVSFWLSCGAVGCL ILLVWYRYVPFSLFQWGKNRSPFSPQKVRWI FLSLFHLQFLGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 1141238 DQN49 RS09740 WP 006995703.1 CDPLMSLSVSFWLSCGAVGCLIVWYRYVPFSLFQWGNSPFSQKVRWILSLFHLQLGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!*!!!!!!!!!!!!!!!**!!!!!!!!!!!! ! !!!*!!!!! !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
LMAVP IYSFFLLVPL I LFAVFTNGATMFSWQLANKLAEGITGWL I SLVFQGNWFLNTVSFNLALGVLTALCAGGI FML I IWNR IYREAPE

NTDB id 1141238 DQN49 RS09740 WP 006995703.1 LMAVPIYSFFLVPLILFAVFTNGAMFSWQLANKLAEGITWLISLFQGNWFNVSFNLALVLTALCGGIFMLIIWRIYREAE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus !!!!!!!! !!!!!!!!!!!!! !!!!!!!!!!!!!!! !!!*!!!!! !!!!!!! !!!!!*!!!!!!!! !!!!*!

logo

I
V
L
SSLSNTWKQIKRAPKRFFTLNLSKPLLKNER INVLRCFSFGI IML

SLCFMTI LLFKQLSKPTWQLVDTLDVGQGLATL IVKNGKRGI LYD
NTDB id 1141238 DQN49 RS09740 WP 006995703.1 VLSLTWKIKRPRFFTLNLSKPLLKNERINVLRCFFGIMSLCFMILLFKQLSKPTWQLDTLDVGQGLATLIVKNGRGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus * ! ! !!!**!!!!!!!!!!!!!!!!!!!!! !!!* !!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!



logo TGSSWRGGSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI
MLKANYPKNVEL ITPSQRKNYGENYRTFCTAGRDWHWQG

NTDB id 1141238 DQN49 RS09740 WP 006995703.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTMLKNYPKVELITPSQKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !! !!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNTVVTRADNPSHSCVI LVDDGKHNRSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDMVA
NTDB id 1141238 DQN49 RS09740 WP 006995703.1 LHFQILSPHTVVTRADNPHSCVILVDDGKHRVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDMA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!! !!!!!!!*!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo I I SSGRWNPWKFLPHYSVI
MERLHQRYKSAVENTAVSGQVRVNFFQDRLDE IQQARTEKFSPWYARVIGLSKEK

NTDB id 1141238 DQN49 RS09740 WP 006995703.1 IISSGRWNPWKLPHYSVIERLQRYKSAVENTAVSGQVRVNFFQDRLDIQQARTEFSPWYARVIGLSKK 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!! !!!!!*!!!*!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! !!!!!!!!!!!!!
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