
logo MATS IDKNSKFQFVKRDDFASEVTIDAPASYSYWKSVFMRQFLFKKRKTSTI
T
V
I
VMLAGI L IAGTI LI LMSFVIYPMFSNKFDYFNDVSKVNDFSAVLRLYNVPHPSN

NTDB id 51119 SPAF RS02795 WP 003010290.1 MATIDKNKFQFVKRDDFASEVIDAPAYSYWKSVFRQFLKKRTTIIMLAILIGILLMSFVYPMFSNFDYNDVSKVNDFSARLNPPS 85
NTDB id 477 HSISS4 RS06990 WP 021143810.1 MASIDKSKFQFVKRDDFASETIDAPAYSYWKSVMRQFFKKKSTTVMLGILIAIILMSFIYPMFSKFDFNDVSKVNDFSVRYVHPN 85
NTDB id 326 STU RS16120 WP 002946409.1 MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLRYVHPN 85
NTDB id 294 STER RS06920 WP 002946409.1 MASIDKSKFQFVKRDDFASETIDAPSYSYWKSVMRQFFKKKSTVVMLGILITIILMSFIYPMFSKFDFNDVSKVNDFSLRYVHPN 85
consensus !!*!!!*!!!!!!!!!!!!!*!!!! !!!!!!!*!!!*!!**!**!!*!!!*!*!!!!*!!!!!*!!*!!!!!!!!!!*!***!*

logo AKQAYFWFGTDNSGNGKSLFDGSVWFGARNS I IL I SAFVIATVF ILNVI
V
V
IGVL IVLVGGAI

VWGI SKSTI
FDRMIMMEVIYNVI I SNIPAFSMLL IVVIVLTYSMLGSAGFW

NTDB id 51119 SPAF RS02795 WP 003010290.1 AKAFFGTDNNGKSLFDGVWFGARNSIIISFIATVINVVVGVIVGGIWGISKSIDRIMMEVYNVISNIPFMLIVIVLTYSMGSGFW 170
NTDB id 477 HSISS4 RS06990 WP 021143810.1 AQYWFGTDSNGKSLFDSVWFGARNSILIAVIATFINVVIGLVVGAVWGISKTFDMIMMEIYNIISNIPALLVVIVLTYSLGAGFW 170
NTDB id 326 STU RS16120 WP 002946409.1 AQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIVLTYSLGAGFW 170
NTDB id 294 STER RS06920 WP 002946409.1 AQYWFGTDGNGKSLFDSVWFGARNSILIAVIATFLNVIIGLLVGAVWGISKTFDMIMMEIYNIISNIPSLLVVIVLTYSLGAGFW 170
consensus !***!!!!*!!!!!!!*!!!!!!!!!*!**!!!**!!**!**!!**!!!!!**!*!!!!*!!*!!!!!**!*!!!!!!!*!*!!!

logo NLMI LFAMS
T
L
VTGWIG IAYTIRVIQIMRYRDLEYNLASRNTLGTPTLAKIVTVIKNI LMPQLVSVIVTQMTASQLLPSGF I SYEAFLSFYFGLGLP I

VT
NTDB id 51119 SPAF RS02795 WP 003010290.1 NLILAMSLTGWIGIAYTIRVQIMRYRDLEYNLASRTLGTPTLKIVTKNILPQLVSVIVTQTSQLLPSFISYEAFLSFFGLGLPIT 255
NTDB id 477 HSISS4 RS06990 WP 021143810.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRTLGTPTAKIVVKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
NTDB id 326 STU RS16120 WP 002946409.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
NTDB id 294 STER RS06920 WP 002946409.1 NMIFAMTVTGWIGIAYTIRIQIMRYRDLEYNLASRNLGTPTAKIVIKNIMPQLVSVIVTMASQLLPGFISYEAFLSYFGLGLPVT 255
consensus !*!*!!**!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!*!!!*!!!*!!!!!!!!!**!!!!!*!!!!!!!!!*!!!!!!*!

logo

V
TPSLGRL I SDYSAQNVTTVNAYLFWIPLTVTL I LVSLSAFLF IVGQNLADASDPRTHR

NTDB id 51119 SPAF RS02795 WP 003010290.1 VPSLGRLISDYSQNVTTNAYLFWIPLTVLILVSLSFFIVGQNLADASDPRTHR 308
NTDB id 477 HSISS4 RS06990 WP 021143810.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
NTDB id 326 STU RS16120 WP 002946409.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
NTDB id 294 STER RS06920 WP 002946409.1 TPSLGRLISDYAQNVTVNAYLFWIPLTTLILVSLALFIVGQNLADASDPRTHR 308
consensus *!!!!!!!!!!*!!!!*!!!!!!!!!!*!!!!!!**!!!!!!!!!!!!!!!!!
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