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NTDB id 1089694 ACLWNE RS02285 WP 018460601.1 MVQRLFRQGALSRLFKPRVEALGLEIGAAHLKLVELSGNPPALKAWAMRPTPPGTLVDGLIAEPSALAQELRELLAEART 80
NTDB id 1023 TT RS05125 WP 011173432.1 ......MFKSLSQLFRPRVEALGLEIGASALKLVEVSGNPPALKALASRPTPPGLLMEGMVAEPAALAQEIKELLLEART 74
consensus ****** !! !!*!!!!!!!!!!!! *!!!!!*!!!!!!!!! ! !!!!!! !**!**!!! !!!!!**!!! !!!!

logo

K
RKRYVVTAALPSNLASVI LRPTI

VQVPKMPALKEMEEAVRWEAERYIPFP IDEVVLDFYAPLTPLESEAVEQEGEQVEQVMVAGAARKQEASVA
NTDB id 1089694 ACLWNE RS02285 WP 018460601.1 KKRYVVTAAPNLSVILRTVQVPKMPAKEMEEAVRWEAERYIPFPIDEVVLDYAPLTPLEEAEEGEQVEVMVGAARKESVA 160
NTDB id 1023 TT RS05125 WP 011173432.1 RKRYVVTALSNLAVILRPIQVPKMPLKEMEEAVRWEAERYIPFPIDEVVLDFAPLTPLSEVQEGEQVQVMVAAARQEAVA 154
consensus *!!!!!!! *!! !!!!**!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!! ! !!!!! !!!*!!! ! !!

logo GLVI
LEALRGAGL IVPVVLVDVKPFAGLYPLEAEKRLATEEGPDVRVFTLSVLVDIGAESTSLVLLTQRGDKRPLAYVR I

VLTLSGKDFTEAIAGKRASF
NTDB id 1089694 ACLWNE RS02285 WP 018460601.1 GLIEALRGAGLIPVVVDVKPFAGLYPLEEKLTEGPV..TLSVDIGAESTSLVLTQGDRPLYVRILTLSGKDFTEAIGKAF 238
NTDB id 1023 TT RS05125 WP 011173432.1 GVLEALRGAGLVPVVLDVKPFAGLYPLEARLAEEPDRVFLVLDIGAESTSLVLLRGDKPLAVRVLTLSGKDFTEAIARSF 234
consensus !**!!!!!!!!*!!!*!!!!!!!!!!!! *! ! ! ** ! *!!!!!!!!!!! !!*!! !!*!!!!!!!!!!!!** !

logo

G
NLDLLASAEEVKRTYGLMATI

LPTEDEELLLDFDAERERYSPAGR IYDAIRPVLVELTQE I
LRRSLEFFR I

VQLMEGDEALQSPEMVGYLLTG
NTDB id 1089694 ACLWNE RS02285 WP 018460601.1 GLDLLSAEEVKRTYGLATIPTEDEELLLDFDAERERYSPARIYDAIRPVLVELTQEIRRSLEFFRVQMGDLQPEVGYLTG 318
NTDB id 1023 TT RS05125 WP 011173432.1 NLDLLAAEEVKRTYGMATLPTEDEELLLDFDAERERYSPGRIYDAIRPVLVELTQELRRSLEFFRIQLEEASPEMGYLLG 314
consensus !!!! !!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!*!!!!!!!!*!* * !!*!!! !

logo GGSKLRGLAPSTLLTDTLGVNSFEPVPVNPWEAGI
VAVDPKRFDELSEEQLKQEGI

L
A
GPEFAMVAPLVGLALRGVESPLD

NTDB id 1089694 ACLWNE RS02285 WP 018460601.1 GGSKLRGLPTLLTDTLGVSFEVPNPWEGIAVDPKRFDLEELKGLAPEFMVPVGLALRGVSPLD 381
NTDB id 1023 TT RS05125 WP 011173432.1 GGSKLRGLASLLTDTLGVNFEPVNPWEAVAVDPKRFESEQLQEIGPEFAVALGLALRGVEPLD 377
consensus !!!!!!!!**!!!!!!!! !!**!!!!**!!!!!!!* ! ! **!!! !**!!!!!!! !!!
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