
logo MRALGS IMLAFLAIAVGLMLLSLRFWLPQSLPSFTGLLWLGLAFALAFPVVAGLLLFLPYFRRLWRYPLAFFVLFLGLCVWACLVNSAQWALVDDQRLAPPVDLDGRTFLWLVEG
NTDB id 382855 FXF61 RS03495 WP 178087257.1 MRLSILAFIVGMLSLRWLPSLPSTLLLGFAFVVALLLFYRRLYPLAFVLLGLCWACVSAQWAVDDQLAPDLDGRTLWVEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !! *!! !*! !!*!! !!! ! *!*!!! * ! !!!! ! !!*!!!* !!!!*!! !**!!!!!! !*!!
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 VVEGLPEWSVLAGQATTVRFQLTDAQSRRAHLPKRMRLSWRAPPQPVKAGERWRLAVRLKRPDGLLNPHGFDYQAWLFAK 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDR.....RGDVVRFELEDIHSRHAGLPSRIRLAWYGGPE.IRSGERWRLAARLKRPSGMVNPSAFDYEAWLLAR 154
consensus ! !!!* ***** * !!! ! ! *!!*!*!! !*!! ! **! *** !!!!!!! !!!!! !**!!**!!! !!! !*
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 RLGATGSIKAGQRLAPGQGLHHWREQLRERLQRYAPQQVQAVMAALVLGDSSGLQPEQWQTLQTTGTVHLMVISGQHISL 240
NTDB id 1199 PSJM300 12650 AFN78592.1 RIGATGTIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGM 234
consensus !*!!!!*!!!! !*!** **!!* !! !! ** * *!!!!*!! !!! * ! !! !!!!!!!!!!!!!* *
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 IAALAYAAVLWLMRLGCWPQRVPWLPVACLLSMSAALAYGAFAGFAVPVQRACIMVMVALLWRWRFQSLSVWTAYLAALC 320
NTDB id 1199 PSJM300 12650 AFN78592.1 LAGLLYAVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALV 314
consensus *!*! !! !! ! ! !*!!!!*!!!! !! ! *!!*!! !!! !!! !!!*!! * !!!! !! *! !! * ! !!*
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 LVLVHEPLVVLQAGFWLSFTAVGALILAFSARLGAWRWWHMLLRTQWVAAIGLAPFLLALNLPVSLMGPVANIFAVPWLS 400
NTDB id 1199 PSJM300 12650 AFN78592.1 GVLMVDPLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWIS 394
consensus !!***!! !!*!!!!!! !!* !! ! *!!! * !!* !! !! !*!! ! *! ! !!!!! !!*!!* !!!!*!
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 LLALPLTLLGTLLLPWPNLAVWLLSVAGWCLDAMFFVLTWFAQGWPAWQGAAATTLGLLLAVLGVLCFLLPRPLLPLTAG 480
NTDB id 1199 PSJM300 12650 AFN78592.1 VLVVPLALLGSFLLWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLG 474
consensus *! *!! !!!* !!* ! !* !! *!! *! *! *! ! !!! * ! * * ! !! !* !!! **** !
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 VLLSVPLMQPRPEVMADGQAQVWILDVGQGQAVWIKTAQHSLLYDAGPFISGFNSGERIVVPVLRGFAQTHLDVLLLSHA 560
NTDB id 1199 PSJM300 12650 AFN78592.1 TLLLAPLLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHA 554
consensus !! !!* *** * ! ! !!* !!!!! ! **! ! !!!!!!! ! !!!*! ! !! * *!!***!!!!



logo DASDHAGGALQAI
V
M
Q
D
RAI

M
A
PVGTAQVLVSGEPSESERHLPAAGFLDSAQRSTCRSTEGQQRWQTWDNGQVNWFSWRVWQRWPHQAKTDNGSNQAQSCVLLMI

V
E
SAAQGERLLLT

NTDB id 382855 FXF61 RS03495 WP 178087257.1 DADHAGGAQAVMDAIAVTQVVSGESSEHPAGFSAQTCS.EQQWQWDGVWFWRWQWPHAKDSNQQSCVLLISAQGERLLLT 639
NTDB id 1199 PSJM300 12650 AFN78592.1 DSDHAGGALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLT 634
consensus ! !!!!!! !* !**! !*!!!* *!!* ! *! * ! ! ! ! ! ! !!*! !! !!!!** ! !!!!!!!
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 GDLDAAGEAALLTSWPWLKADWLMVGHHGSRTSTSQRFVQAVAPQYAIVSRGKHNSYGHPHPHVLATLQRQQVRIYDTAH 719
NTDB id 1199 PSJM300 12650 AFN78592.1 GDIDAQAERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAE 714
consensus !!*!! *! !!* * * ! !!* *!!!! *!*! !* !!!* !**!! !! *!!!!!*!! !! **!!!*
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NTDB id 382855 FXF61 RS03495 WP 178087257.1 DKAVRIDLGTYAEPWTMAKQLRFWR.. 744
NTDB id 1199 PSJM300 12650 AFN78592.1 HGALSLQLGAFGGARRMRDEPRFWREK 741
consensus * !* * !! ** * ! *!!!!**

X non conserved

X similar

X ≥ 50% conserved


