
logo MKLNL ITLVI
VLL IVADLTLLFLPQPSLWLLPWQVALVIALAVL I FLF I FLVRRNFLVFSLAFFVAVSLGYFTHHYSALSLLSQQAQNS IT

NTDB id 1142202 DQN30 RS05175 WP 111696536.1 MKLNLITLVILLIVADLTLLFLPQSWLLPWQVALVIALALIFLFIFVRRNFLVFLAFFVVSLGYTHHSALSLLQQAQSIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!!!*!!!!!!!!!!!!!!* !!!!!!!!!!!! !!!!!!!*!!!!!! !!!!! !!!! !*!!!!! !!!! !!

logo AQKQVVTFKIQE I LHQQDYQTL IATATLAEDNNLQRAEQR I FLNWKAKEAVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 AQKQVVTFKIQEILHQQDYQTLIATATLADNLRAQRIFLNWKAKEAPQLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVSSLRAEKRLKQQVKKQTEGLSLQGLL ILALAFGERAWLDKTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 GITAVGTVKSAVKIADVSSLRAERLKQVKKQTEGLSLQGLLLALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVF IVFLF IVQIMRRHYYSP I
LQFLFMTLVVGFLLF

NTDB id 1142202 DQN30 RS05175 WP 111696536.1 GIGFYLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFIFFVQIMRRYYSPLQLFMLVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !*!!!!!*!!!*! ! !!!!!!!!

logo CDPLMPLS IVSFWLSCGASVGCL ILLVWYRYVPFSLFQWKNRPFSPKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 CDPLMPLSISFWLSCGSVGCLIVWYRYVPFSLFQWKNRPFSPKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!*!!!!!!! !!!!**!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
M
A
VVP I

LYSFFLLVPL I LFAVFTNGATCMFSWQLANKLAEGITGWL I SVFQGNWFLNTVSFNLALGVLTALCAGI FML I IWNS IYREPE
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 LIVVPLYSFFLVPLILFAVFTNGACFSWQLANKLAEGITWLISVFQGNWFNVSFNLALVLTALCAGIFMLIIWSIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus * !!*!!! !!!!!!!!!!!!! *!!!!!!!!!!!!!! !!!!!!!!! !!!!!!! !!!!!!!!!!!!!! !!!!!!

logo I SSSNTKWQIKRAKRFFTLNLSKPSLLKNDER INAVLRCSFGI IML
SLCFMTI LLFKQLSKP I

TWQVDTLDVGQGLATL IVKNGKGI LYD
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 ISSSTKQIKRARFFTLNLSKSLLKNDRINALRCSFGIMSLCFMILLFKQLSKPIWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus !!!! !!!!!*!!!!!!!!*!!!!*!!! !!!!!!!* !!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGPSASWQRGGDSMAELE I LPYLQREGI
V
T
VLEKL I LSHDDNDHAGGASTI LKAYPNI

VEFL ITPSRKNYGEKNHYRTFCTAGRDHWDHWQG
NTDB id 1142202 DQN30 RS05175 WP 111696536.1 TGPAWQGGDMAELEILPYLQREGVTLEKLILSHDDNDHAGGASTILKAYPNIEFITPSRKNYGKNHRTFCTAGRHWDWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!* ! !! !!!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!!!!!! !*!!!!!!!!*!*!!!

logo LHFQI LSPHNS IVVETRADNPSHSCVI L IVDDGKHNSVLLTGDAEATKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDI
VA

NTDB id 1142202 DQN30 RS05175 WP 111696536.1 LHFQILSPHSIVERADNPHSCVILIDDGKHSVLLTGDAETKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDIA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!! *! !!!!*!!!!!!*!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo I I SSGRWNPWKFPHYSVMERLHRYKSAVENTAI
VSGQVRVNFFKQDRLE IQQARTEKFSPWYARVIGFLSKSE

NTDB id 1142202 DQN30 RS05175 WP 111696536.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAISGQVRVNFFKDRLEIQQARTEFSPWYARVIGFSSE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!! !!!!!!!!!! ! !

X non conserved
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X ≥ 50% conserved


