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NTDB id 97581 R8775 RS08745 WP 000103700.1 MSTIDKEKFQFVKRDDFASETIDAPAYSYWKSVFKQFMKKKSTVVMLGILVAIILISFIYPMFSKFDFNDVSKVNDFSVRYIKPN 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 AEQHYWFGTDGSNGKSLFDGSVWFGARNS I L I SAVIATVF ILNLVI
V IGVLFVLVGGAI

VWGI SKSTVFDRMVIMMEVIYNVI I SNIPAPSLL IVVIVLTYS ILGAGFW
NTDB id 97581 R8775 RS08745 WP 000103700.1 AEHWFGTDSNGKSLFDGVWFGARNSILISVIATVINLVIGVFVGGIWGISKSVDRVMMEVYNVISNIPPLLIVIVLTYSIGAGFW 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 FAMS
TVTTGWIG IAFYMTIRVIQI LMRYRDLEYNLASRNTLGTPTLAKIVAVIKNIMPQLVSVIVTTMMATSQMLLPSGF I SYEAFLSFYFGLGLP I

VT
NTDB id 97581 R8775 RS08745 WP 000103700.1 NLIFAMSVTTWIGIAFMIRVQILRYRDLEYNLASRTLGTPTLKIVAKNIMPQLVSVIVTTMTQMLPSFISYEAFLSFFGLGLPIT 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 SDYSAQNVTTVNAYLFWIPLTTLVI LVSLSALFVIVGQNLADASDPRTHR

NTDB id 97581 R8775 RS08745 WP 000103700.1 VPSLGRLISDYSQNVTTNAYLFWIPLTTLVLVSLSLFVVGQNLADASDPRTHR 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 *!!!!!!!!!!*!!!!*!!!!!!!!!!!!*!!!!*!!*!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


