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NTDB id 293269 DKM44 RS01460 WP 109824815.1 ............MSGSA.......ATSQARWRAPAYPVPATLALIGGVLLGFGTLWGAAALVAALLLAWKSGKVWVLAAC 61
NTDB id 1311 DR RS09490 WP 010888489.1 MVTREGATRFDPQTGEVLTAPARRRGHRAEAGRLAWPLPLALGIIGGIGWQLGLGWAAVPLLLGAALALLDARPLLAVLA 80
consensus ************ *! ******* * ! *!*!*! !**!!!* ! !*! *!* * !! *** * *
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NTDB id 293269 DKM44 RS01460 WP 109824815.1 LLLAALGVVRERQWWSAPDPLATWVGAQVTLQGEWDGQLLHLSDPPAAVALSPKPPGPAGQLTIRGRLVRPDGRRLPGGF 141
NTDB id 1311 DR RS09490 WP 010888489.1 LLGGGLGYGSAHLQAREPDRIAPWIGALVTLRGHWDGQFLTLDEPKARVALAPKPRQGPGEVVVAGRLIRPDGRRIPGGF 160
consensus !! **!! * !!**!*!*!! !!! !*!!!! !*! *!*! !!! !!!* **! * * !!!*!!!!!!*!!!!
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NTDB id 293269 DKM44 RS01460 WP 109824815.1 DAAFWLRIQGA......REVLVAAEVRRLVPEAGVRGWFRRGLSVNLSPEQSALLRAVELGERNDLSQERFADGLNVRDA 215
NTDB id 1311 DR RS09490 WP 010888489.1 DQAAWLRSQGGLLVPTPKAVLVRAEVKKHVPERGLRGWFRRGLSAHLSPRNAALMTAVELGERGDIGRETFDEGFSVRDA 240
consensus ! ! !!! !!******** !!! !!!***!!! !*!!!!!!!!! *!!! * !!* !!!!!!! !* ! ! *! !!!!

logo FARAGLAHLMALSGQNVALLTVGATL ITWLLAGRWLGLAPLRPRLSAPLWRYGPLVLPALAGALLPAFGYFLLLWLVGAPSTPS ILTRAVLMGGLVAVLLASLMWLVGR
NTDB id 293269 DKM44 RS01460 WP 109824815.1 FARAGLAHLMALSGQNVALLVGALTWLLARLLPLRLAPLRYPVLLGAL.AGFLWLVGPSPSLTRAVLMGGLVLLSLWLGR 294
NTDB id 1311 DR RS09490 WP 010888489.1 FARAGLAHLMALSGQNVALLTGTLIWLLGWLGARPS..WRYGLPAALLPFYLLLLVGATPSITRAVLMGGVALLALMVGR 318
consensus !!!!!!!!!!!!!!!!!!!! ! ! !!!* ! * * ** !!*** * !* ! !!!**!!*!!!!!!!!* !! ! *!!
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NTDB id 293269 DKM44 RS01460 WP 109824815.1 GKLDVYGVLGLAAIASLLYQPGWLFDVGFQLSFLAVLGLSVSARVAALLPERWPLWLRLTLVATPCAELATLPTLLHTFG 374
NTDB id 1311 DR RS09490 WP 010888489.1 GRPDPLGIVALTASACLLLFPLWLLDVGFQLSFLAVLGLLLSGKLADRLPQRWPQWLKLALAATVLAELATLPVIAHNFG 398
consensus !**!* !***! ! !*!! ! !! !!!!!!!!!!!!!! *!***! !! !!! !!*! ! !!**!!!!!!! * ! !!

logo QLPLLVGSLPANLALAAGP IMALVLVPLGFYLAGLLGPALAGGVLTVNWALLVAGPLAGSALLWLVAVKQTVFGHSAPTVLGSWGSTVLVGSAPAGGFALAYAGLVAFALVA
NTDB id 293269 DKM44 RS01460 WP 109824815.1 QLPLLSLPANLAAAGIMALLVPLGYLAGLLGPLAVTVNWLLGPLAGALLWLVKVFGHAPTLSWSVVSPAGFAAYGVFALA 454
NTDB id 1311 DR RS09490 WP 010888489.1 QLPLVGLPANLLAAPIMAVLVPLGFLAGLLGPAGGLVNWAVAPLASALLWVAQTFGSAPVLGWGTLGAGGFLAYALAAVA 478
consensus !!!!* !!!!! !!*!!!*!!!!!*!!!!!!! * !!! **!!! !!!!* !!*!! ! ! * **!! !!** !*!

logo

A
G
M
V
G
L
T
WLLYGRRLVPRGLQWAVALLPLTI

TALALCGAGALGLSTAWLPAQVI
L
K
RPAPRSE I

LVFYLDVGQGDASSTL ILRTVGPGLTML IVDGGGSTPVGRGSDYDVGARGRTVLPAL
NTDB id 293269 DKM44 RS01460 WP 109824815.1 AVLTLYRRLPLWVLPLTALLGGLGTALPAVIKPPSEIVYLDVGQGDSSLIRTGGLTMLIDGGGTPRGDYDVGARTVLPAL 534
NTDB id 1311 DR RS09490 WP 010888489.1 GMGWLLGRVRGQAALTIALACAALSWLPAQLRPARELVFLDVGQGDATLLRVPGLTMLVDGGGSVGSDYDVGRGTVLPAL 558
consensus ** ! !** * !! ** * !!! **!* !*!*!!!!!!! *!*! *!!!!!*!!!!** !!!!! !!!!!!



logo RALMGNVRKI
LDVMVVATHADATDHI EGLSTSVLLRGLPVGELWI

VGEQLRKKAGDDPNVLDNAML
VLRTAAQRAERGNVPVREQI

VRRGDAQVRTASGEPAVKTFV
NTDB id 293269 DKM44 RS01460 WP 109824815.1 RAMNVRKIDVMVATHADADHIEGLTSVLLGLPVGELWIGERK...DDPNLNMLLRAAQARGVPVREVRRGDAVRSGEATF 611
NTDB id 1311 DR RS09490 WP 010888489.1 RALGVRKLDVVVATHADTDHIEGLSSVLRGLPVGELWVGQLKKAGDDPVLDAVLTAARERNVPVRQIRRGDQVTAGPVKV 638
consensus !!* !!!*!!*!!!!!! !!!!!!*!!! !!!!!!!!*! !***!!! ! *! !! ! !!!! *!!!! ! !*
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NTDB id 293269 DKM44 RS01460 WP 109824815.1 TVLWPVGAPFSKADNDNSVVIKLDTPRFHTVFLGDLPNPLEAELGVGHLDLLKTAHHGSRFSSGEAFLNQTRPRDAVISV 691
NTDB id 1311 DR RS09490 WP 010888489.1 TALWPVGNVWSTADNDNSVALRVEDGPFRAALLGDLPDPAEALIGPGHLTLLKAAHHGSRYSTGEVLLKQTKPKDVLISV 718
consensus ! !!!!! **! !!!!!!! **** **!* !!!!! ! !! *!*!!! !!! !!!!!!*!*!! ! !!*!*! *!!!

logo GRNTYGHPNTPQAQVLDR I
LAAALGAVKRVWRTDQVGTLVRWPLP

NTDB id 293269 DKM44 RS01460 WP 109824815.1 GRNTYGHPNPQVLDRLAALGVRVWRTDQVGTLRWPLP 728
NTDB id 1311 DR RS09490 WP 010888489.1 GRNTYGHPTQAVLDRIAAAGAKVWRTDQVGTVRWPLP 755
consensus !!!!!!!! * !!!!*!! ! *!!!!!!!!!*!!!!!
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