
logo MNKPQLPDF IQDNKIDNHYI ENYFDINKNGKHLVLGKQASPSDDI I LQSNDYLALANHPL IKARLAKSLLEDEQQSLFMSASFL
NTDB id 238613 CEQ48 RS05250 WP 089070508.1 MNKPQLPDFIQDKINHYIENYFDINKNGKHLVLGKQASSDDIILQSNDYLALANHPLIKARLAKSLLEDQQSLFMSASFL 80
NTDB id 1155 A1552VC RS17030 WP 001039912.1 MNKPQLPDFIQNKIDHYIENYFDINKNGKHLVLGKQASPDDIILQSNDYLALANHPLIKARLAKSLLEEQQSLFMSASFL 80
consensus !!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!

logo QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM
NTDB id 238613 CEQ48 RS05250 WP 089070508.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
NTDB id 1155 A1552VC RS17030 WP 001039912.1 QNDYDKPMIEKRLAKFTGFDECLLSQSGWNANVGLLQTICQPNTNVYIDFFAHMSLWEGARYANAQAHPFMHNNCDHLRM 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo L IQRHGPGI IVVDS IYSTLGTIAPLAELVNI SKEFGCALLVDESHSLGTHGPNGAGLLASELGLTREVHFMTASLAKTFAY
NTDB id 238613 CEQ48 RS05250 WP 089070508.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLSELGLTREVHFMTASLAKTFAY 240
NTDB id 1155 A1552VC RS17030 WP 001039912.1 LIQRHGPGIIVVDSIYSTLGTIAPLAELVNISKEFGCALLVDESHSLGTHGPNGAGLLAELGLTREVHFMTASLAKTFAY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo RAGAIWCNNEVNRCVPF I SYPAI FSSTLLPYEAAGLETTLE I I ESADNRRQHLDRMAKRKLR IGLSTQLGLTIRSESQI IGL
NTDB id 238613 CEQ48 RS05250 WP 089070508.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESADNRRQHLDRMAKKLRIGLTQLGLTIRSESQIIGL 320
NTDB id 1155 A1552VC RS17030 WP 001039912.1 RAGAIWCNNEVNRCVPFISYPAIFSSTLLPYEAAGLETTLEIIESADNRRQHLDRMARKLRIGLSQLGLTIRSESQIIGL 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!

logo ETGDERNTEKVRDYLESNGLVFGSVFCRPATSKNKNI IRLSLNSDVNDEQIATKI I EVCSDNAI
V
K
N
C
YGDFYFR

NTDB id 238613 CEQ48 RS05250 WP 089070508.1 ETGDERNTEKVRDYLESNGLFGSVFCRPATSKNKNIIRLSLNSDVNDEQITKIIEVCSNAIKCGDFYFR 389
NTDB id 1155 A1552VC RS17030 WP 001039912.1 ETGDERNTEKVRDYLESNGVFGSVFCRPATSKNKNIIRLSLNSDVNDEQIAKIIEVCSDAVNYGDFYFR 389
consensus !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !* *!!!!!!
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