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NTDB id 329721 EHF33 RS08740 WP 241191106.1 .................MQADA..TYSPRRWPVPAYPVPAALAVIGGVLLGFGALWGAAVLVVALALSWPAGKGWLLGAC 61
NTDB id 1311 DR RS09490 WP 010888489.1 MVTREGATRFDPQTGEVLTAPARRRGHRAEAGRLAWPLPLALGIIGGIGWQLGLGWAAVPLLLGAALALLDARPLLAVLA 80
consensus ****************** !*!** ** * *!*!*! !!**!!!* ! !*! *!*** !! * *** ! *

logo LLVGLAGGVCLGFYAGRSAEHRALQWAQARAEPDAR I
L
A
L
P
SWI

VGALQAVTL IRGDHWDGQFLLHTLDSESPAKAARVALAPKPKRGQGPAPGERLVTVVARGRL IVRPDEGRR IPGGF
NTDB id 329721 EHF33 RS08740 WP 241191106.1 LVLAVCGFARERAWQAAPDALLSWVGAQATLIGDWDGQLLHLSSPAAAVALAPKPKGPAGRLTVRGRLVRPEGRRIPGGF 141
NTDB id 1311 DR RS09490 WP 010888489.1 LLGGGLGYGSAHLQAREPDRIAPWIGALVTLRGHWDGQFLTLDEPKARVALAPKPRQGPGEVVVAGRLIRPDGRRIPGGF 160
consensus !* * *!** * !! * *!*!! !! !*!!!! !*! ! ! !!!!!!!* **! * ! !!!*!!*!!!!!!!!

logo DQYAAFWLRMSQGGVLLVPTPKRAEVLVARAE I
VKHKHLKVPEGRGLVRGWFRRGLSAGHLSPRENASALLMRTAVELGERGNDIGSQRESTFDNDEGFLNSVRDA

NTDB id 329721 EHF33 RS08740 WP 241191106.1 DYAFWLRMQGV......REVLVAAEIKHLKPEGGVRGWFRRGLSAGLSPRESALLRAVELGERNDISQESFNDGLNVRDA 215
NTDB id 1311 DR RS09490 WP 010888489.1 DQAAWLRSQGGLLVPTPKAVLVRAEVKKHVPERGLRGWFRRGLSAHLSPRNAALMTAVELGERGDIGRETFDEGFSVRDA 240
consensus ! ! !!! !! ******* !!! !!*!** !! !*!!!!!!!!!!*!!!! !!* !!!!!!! !! !*! *! !!!!

logo FATRAGLAHLMALSGQNVALLTVGATL ITWLLAGRWLGLAPLRKPWTN
S
A
WRYGPLMPALATLVLAPFGYFLLLWLVGAPTPS ITRAVLMGGVLVAVLLASLMWLVGR

NTDB id 329721 EHF33 RS08740 WP 241191106.1 FTRAGLAHLMALSGQNVALLVGALTWLLARLLPLKWTNARYPLMLTVLA.GFLWLVGPTPSITRAVLMGVLVLLSLWLGR 294
NTDB id 1311 DR RS09490 WP 010888489.1 FARAGLAHLMALSGQNVALLTGTLIWLLGWLGARP..SWRYGLPAALLPFYLLLLVGATPSITRAVLMGGVALLALMVGR 318
consensus ! !!!!!!!!!!!!!!!!!! ! ! !!!* ! * *** !!*!* *!** ! !!!*!!!!!!!!!!! * !! ! *!!
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SACSLLLYFQPALWLFLDVGFQLSFLAVLGLLSLVSGNKRLVAADLRLPAQKRWPLQWLKRLALAVATPVCLAELATLPVI
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A
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NTDB id 329721 EHF33 RS08740 WP 241191106.1 GKLDVYGVLGLAAIASLLYQPAWLFDVGFQLSFLAVLGLSVSNRVAALLPAKWPLWLRLALVATPCAELATLPVVLHTFG 374
NTDB id 1311 DR RS09490 WP 010888489.1 GRPDPLGIVALTASACLLLFPLWLLDVGFQLSFLAVLGLLLSGKLADRLPQRWPQWLKLALAATVLAELATLPVIAHNFG 398
consensus !**!* !***! ! !*!! ! !! !!!!!!!!!!!!!! *! **! !! *!! !!*!!! !!**!!!!!!!!* ! !!

logo QLPLLVGSLPANLALAAAP I
LMAVLVPLGFYLAGLLGPALAGGVALVNWALVAGPLASESALLKWVAVDQI

TFGRSAPVLGTWGMTI
L
G
S
A
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A
GGFALAVYALVAFAAVA

NTDB id 329721 EHF33 RS08740 WP 241191106.1 QLPLLSLPANLAAAALMAVLVPLGYLAGLLGPLAVAVNWALGPLSEALLKVVDIFGRAPVLTWGMISPAGFAVYAVFAAA 454
NTDB id 1311 DR RS09490 WP 010888489.1 QLPLVGLPANLLAAPIMAVLVPLGFLAGLLGPAGGLVNWAVAPLASALLWVAQTFGSAPVLGWGTLGAGGFLAYALAAVA 478
consensus !!!!* !!!!! !!**!!!!!!!!*!!!!!!! * !!!!**!! !!! ! !! !!!! !! * **!! !!* ! !
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WLLYGRLRLVPRGLQWAVALLPLTI

TALALCGAGAVLSSTAWLPASLQLNRPAPRSE I
LVFYLDVGQGDASSTL ILRTVPGKLTML IVDGGGSTPVGRGSDYDVGKRGTVLPAL

NTDB id 329721 EHF33 RS08740 WP 241191106.1 AVLTLYRLLPLWVLPLTALLGGVSTALPSLLNPPSEIVYLDVGQGDSSLIRTPKLTMLIDGGGTPRGDYDVGKGTVLPAL 534
NTDB id 1311 DR RS09490 WP 010888489.1 GMGWLLGRVRGQAALTIALACAALSWLPAQLRPARELVFLDVGQGDATLLRVPGLTMLVDGGGSVGSDYDVGRGTVLPAL 558
consensus ** ! ** * !! ** * !! ! !* !*!*!!!!!!! *!*! ! !!!!*!!!!** !!!!!*!!!!!!!



logo RALMGNVRKSLDVMVVATHADATDHI EGL ISSVLLRGLPVGELWI
VGQLRKKAGDDPNVLDNAML

VLRTAAERAERHNVPVREQI
VRRGDQSVQTAGKPAVKTFV

NTDB id 329721 EHF33 RS08740 WP 241191106.1 RAMNVRSLDVMVATHADADHIEGLISVLLGLPVGELWIGQRK...DDPNLNMLLRAAEARHVPVREVRRGDSVQAGKATF 611
NTDB id 1311 DR RS09490 WP 010888489.1 RALGVRKLDVVVATHADTDHIEGLSSVLRGLPVGELWVGQLKKAGDDPVLDAVLTAARERNVPVRQIRRGDQVTAGPVKV 638
consensus !!* !! !!!*!!!!!! !!!!!! !!! !!!!!!!!*!! !***!!! ! *! !! !*!!!! *!!!! ! !!*

logo TAVLWPTVGKNVWSDTADNDENSVAVI
L
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PFHRATAVFLLGDLPDPALEASEL ILGPVGHKLDTLVLKATAHHGSRFYSSTGEQAVFLLDKEQTKRPHKDAVLVI SV

NTDB id 329721 EHF33 RS08740 WP 241191106.1 TVLWPTGKVWSDADNENSVVIKFDTPKFHTVFLGDLPDPLESELGVGKLDVLKTAHHGSRFSSGQAFLDETRPHDAVISV 691
NTDB id 1311 DR RS09490 WP 010888489.1 TALWPVGNVWSTADNDNSVALRVEDGPFRAALLGDLPDPAEALIGPGHLTLLKAAHHGSRYSTGEVLLKQTKPKDVLISV 718
consensus ! !!! ! !!! !!!*!!! ** * **!* !!!!!!! ! *!*!*! *!! !!!!!!*!*! ! !*!*! *!!!

logo GRSNSTYGHPNTPQAQVLDR I
L
A
QAASGAVKVWRTDQVGTVRWPLP

NTDB id 329721 EHF33 RS08740 WP 241191106.1 GRSNSYGHPNPQVLDRLQASGVKVWRTDQVGTVRWPLP 729
NTDB id 1311 DR RS09490 WP 010888489.1 GR.NTYGHPTQAVLDRIAAAGAKVWRTDQVGTVRWPLP 755
consensus !!*!*!!!! * !!!!* ! ! !!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


