
logo MKKSKWLAI
L
T
AGLVTAVLVLGSAVLGAIVLAACGSNSSKSSNTASSGSTTYSGYVYLNSSDPDESTLDYVINTSNRTAGTPTSKDTSAVI

VTNLGVDGLLMENADKYGNLVPS IVAEDWTSV
NTDB id 27545 SSA RS09545 WP 033179211.1 MKKSKWLAITGLTVVSALILAACGNSS..ASSTYSYVYLSDPDTLDYVNSNRATTSDVITNLVDGLLENDKYGNLVPSIAEDWTV 83
NTDB id 475 HSISS4 RS07005 WP 021143809.1 MKKSKWLALAGVALLSVGALAACSSKSSTSGTTYGYVYNSDPESLDYITSNTGPTKTAVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 324 STU RS16140 WP 011226306.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
NTDB id 292 STER RS06940 WP 011681419.1 MKKSKWLALAGVALLGVGVLAACSSKSNTSGTTYGYVYSSDPETLDYITSNTGPTKSVVTNGVDGLMEADKYGNLVPSVAEDWSV 85
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logo SQKDGLTYTYKLIRKDGAVIKWYTSDEGEEYADENVKTAQKDFVATGLKHAADEGSNKSAEGAGI
L
P
Y
I
LVQSDS IKAGLDSADYVLKSGAETSNKDFSTNVGVKAVIDEDHYTVLEQYT

NTDB id 27545 SSA RS09545 WP 033179211.1 SKDGLTYTYKLRKDAKWYTSDGEEYAEVKAQDFVAGLKHAADENSEALPIVQSSIKGLDAYVKGESKDFSTVGVKAVDDHTVEYT 168
NTDB id 475 HSISS4 RS07005 WP 021143809.1 SQDGLTYTYKIRKGVKWYTSDGEEYADVTAKDFVTGLKHAADGKAGALYLVQDSIAGLSDYLSGANKDFSNVGVKAIDDYTLQYT 170
NTDB id 324 STU RS16140 WP 011226306.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDEYTLQYT 170
NTDB id 292 STER RS06940 WP 011681419.1 SKDGLTYTYKIRKGIKWYTSEGEEYANVTAKDFVTGLKHAADSKAGGIYLVQDSIAGLSDYLSGTNKDFSNVGVKAIDDYTLQYT 170
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logo LNKKQPESPYWNSKTTMYGS ILLSFP I
VNEDFLKSNQKGKDFGTKSVTKDPSTS I LYNGPYFVLLKASFLTSAKSVS I EYLATVKNQEHNYWDKDKNVKHVFEDNAIKFLTSYFYDGS

NTDB id 27545 SSA RS09545 WP 033179211.1 LNQPESYWNSKTTMGILFPINEDFLKSQGKDFGT.VKPSSILYNGPYVLKAFTSKSVIEYAKNQNYWDKDNVKVENIKLTYFDGS 252
NTDB id 475 HSISS4 RS07005 WP 021143809.1 LKKPEPYWNSKTTYGLLSPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELTKNENYWDKKNVHFDAIKLSYYDGS 255
NTDB id 324 STU RS16140 WP 011226306.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
NTDB id 292 STER RS06940 WP 011681419.1 LKQPEPYWNSKTTYSLLFPVNEDFLKNKGKDFGKSTDPTSILYNGPFLLKSLTAKSSIELVKNEHYWDKKNVHFDAIKFSYYDGS 255
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logo DQDESALEIVRNGFSTDGAYNSLQFARLVFYPTSSNYSASVEKQKYKDNI FIYYTPAQPNGSATSSTFSYAFIAGFVINI
L
N
DRKQTSYNKFHYSTSAKTKSTDASQEKATSSTTKAKAI

L
Q
LNKDFRQSAI

NTDB id 27545 SSA RS09545 WP 033179211.1 DQESLIRNFSDGAYSQARLYPTSSNYASVEKQYKDNIIYTPQNSTSFYFAFNLNRKTYNHSSKTSDAQKASTTAAIQNKDFRQAI 337
NTDB id 475 HSISS4 RS07005 WP 021143809.1 DQEALERGFTDGAYSLARVYPTSSNYSSVEKKYKDNIYYTAPGASTSAIGVNIDRQSYKFSAKKTDAEKTSTKKALLNKDFRQSI 340
NTDB id 324 STU RS16140 WP 011226306.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIYYTAPGASTSAIGINLDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
NTDB id 292 STER RS06940 WP 011681419.1 DQDALVRGFTDGAYNFARVFPTSSNYASVEKKYKDNIFYTAPGASTSAIGINIDRQSYKYTAKKTDSEKSSTKKALLNKDFRQAI 340
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logo NFAFIDRKTSAFYGQASQI
MNGKDGAATKLGLAI

L
VRSNLLFVPPSSDFVQSVADGGDKDTFSGDVLVETSEQKLMSSYGDEWNSGI

V
K
NFLTADAGSQDSGI

LYNADEKAKATEFAKAKDEATLQ
NTDB id 27545 SSA RS09545 WP 033179211.1 NFAFDRTSFGAQMNGKDGATKLIRSLLVPPSFVQVDGKDFSDVVESQLSSYGDEWNGIKLADAQDSIYNADKAKAEFAKAKETLQ 422
NTDB id 475 HSISS4 RS07005 WP 021143809.1 NFAIDRTAYQSQMNGKDGAALALRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFTDGQDGLYNAEKAKTEFAKAKETLQ 425
NTDB id 324 STU RS16140 WP 011226306.1 NFAIDRKAYQSQINGKDGATLAVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNFADSQDGLYNAEKAKTEFAKAKDALQ 425
NTDB id 292 STER RS06940 WP 011681419.1 NFAIDRKAYQSQINGKDGATLGVRNLFVPSDFVSAGDKTFGDLVTEKMSSYGDEWSGVNLADSQDGLYNAEKAKTEFAKAKDALQ 425
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logo AEDGVEQFP IHI
LDVLPVNDQSDSKI

V
L
L
NVQARQTVANQSFLKQSTVI EQSKASLGQSDENVVIDI

V
Q
NQMLSTSDDFILDQENSVAATYLFNAEATNAAQAKEDYWDLINSNGMSSVAIGWGSAAPDYQDPST

NTDB id 27545 SSA RS09545 WP 033179211.1 AEGVEFPIHIDVPVDQSDKVLVQRTNSFKQSVESALGQENVVIDVQQMSTDDFDNSAYFAETAAQKDYDLN.MSGWSADYQDPST 506
NTDB id 475 HSISS4 RS07005 WP 021143809.1 ADGVQFPIHLDLPVDQSSKINVAQAQSLKQTIEQSLGSDNVVIDVNQLSSDDIQNATLNAANAAAEDWDISNGVIWGPDYQDPST 510
NTDB id 324 STU RS16140 WP 011226306.1 ADGVQFPIHLDLPVDQSSKLNVAQAQSLKQTIEKSLGSENVVIDINQLSSDDLENVTLNAANAAAEDWDISNSVAWAPDYQDPST 510
NTDB id 292 STER RS06940 WP 011681419.1 ADGVQFPIHLDLPVNQSSKLNVAQVQSLKQTIEKSLGSENVVIDINQLSSDDLENATLNAANAAAEDWDISNSVGWAPDYQDPST 510
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logo YLNDI FNKPTETTSGSDEANATDKNTAI
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PNANDAVAANAKQVGLNKEDYKDALLDNESADAQSEKTQTSDTLDNAVRYTDKRYAAQAQAWLTEDSS ILV IPSLVTSVGNGGASAPAVVIQSKRVL

NTDB id 27545 SSA RS09545 WP 033179211.1 YLNIFNPETGDAADNIGIEKGKNADVANKVGLNEYKALLDEADQEKQDTDARYTKYAAAQAWLTDSSIVIPSVSG.GGSPVVQKV 590
NTDB id 475 HSISS4 RS07005 WP 021143809.1 YLDIFKTTSSENTKTFMGYDDPNNAAAAQVGLKDYDALLDSAASETTDLNARYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
NTDB id 324 STU RS16140 WP 011226306.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPAISRL 595
NTDB id 292 STER RS06940 WP 011681419.1 YLDIFKTTSSENTKAFMGYDDPNNAAAAQVGLKDYDALLNSAASETSDLNVRYDRYAQAQAWLEDSSLVIPLTVGNGAAPVISRL 595
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logo

V
TPFTKGSAYSMSLYQVGI

DKGNDSSASNYDVYFIKNYMVEKLPQNEDKI
VVTAKKDEYEAQASLRKEKWELKEKEKAESNKEKAQEKDLEKHI

VK
NTDB id 27545 SSA RS09545 WP 033179211.1 VPFTKSYSYVGIKGD.AYVFKNMELQNDIVTAKDYEAALKKWEKEKEASNKKAQEDLEKHIK 651
NTDB id 475 HSISS4 RS07005 WP 021143809.1 TPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK 656
NTDB id 324 STU RS16140 WP 011226306.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
NTDB id 292 STER RS06940 WP 011681419.1 TPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK 657
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X non conserved

X similar

X ≥ 50% conserved


