
logo

MGIPGGRVRQQKFR I LA ICQPAPLFCAHLPRANMFSFFKRRSKKTKPQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLA
NTDB id 371297 FLM21 RS03540 WP 373281801.1 MGIPGGRVRQQKFRILAICQPAPLFCAHLPRANMFSFFKSKTP..................................... 43
NTDB id 1118 NGFG RS11455 WP 003696286.1 .................................MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLA 47
consensus *********************************!!!!!* ! **************************************

logo

ESVKGRAESAVETVSGAVEQVKETVAEMPA
S
E
PAGSEAAVEPRAVAESAKEAVAAESTAVEGETALVGQPQEVPQEVAPAVAEPTQTEEKHPKLGSWASAERLKAQGLA

NTDB id 371297 FLM21 RS03540 WP 373281801.1 .............................APASEAVEPAA.......ASAETLVQPEPVPAEPQEKPKLSWSERLKAGLA 87
NTDB id 1118 NGFG RS11455 WP 003696286.1 ESVKGRAESAVETVSGAVEQVKETVAEMPSEAGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLA 127
consensus ***************************** *! !! !* ******* * ! * * * * ! !! ! !!! !!!

logo KSTRDNAKLMAGKNSLAGLVFGGGQIDGEDLYEELETVL ITAGDMGMVDEATETHYLLMKDVRGNRVSLKGLKDGNTELKRGALKEASLTYDEL IKSPLEKV
NTDB id 371297 FLM21 RS03540 WP 373281801.1 KTRNALGKNLAGLFGGGQIDEDLYEELETVLITADMGVDATTHLLKDVRNRVSLKGLKDGTELKGALKESLTELISPLEV 167
NTDB id 1118 NGFG RS11455 WP 003696286.1 KSRDKMAKSLAGVFGGGQIGEDLYEELETVLITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEK 207
consensus !*! **! !!!*!!!!!! !!!!!!!!!!!!!*!!!**!! *!*!!!! !!!!!!!!!! !!*!!!!! ! *!! !!!
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VNGAGKTTS IGKLAKYFQASQGKSVLLAAGDTFRAAAREQLQVAVWGGQRNGNVQTVIASQDTSTGDASAAVAC
NTDB id 371297 FLM21 RS03540 WP 373281801.1 PLDISG.HKPFILMVAGVNGAGKTTSIGKLAKYFQSQGKSVLLAAGDTFRAAAREQLVVWGQRNGVQVIAQDSGDAAAVA 246
NTDB id 1118 NGFG RS11455 WP 003696286.1 PLVLPETKEPFVIMLAGINGAGKTTSIGKLAKYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVC 287
consensus !! ** ** !!**!*!!*!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !! !! ! !! ! *!! !!!*
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L
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NGQNALVNQVKATFDDALGLTGL IV
NTDB id 371297 FLM21 RS03540 WP 373281801.1 FDAVNAAKARGIDVIIVDTAGRLPTQLHLMEEIKKVKRVVQKADETGPHEVLLVLDANNGQNALNQVKTFDDALGLTGLV 326
NTDB id 1118 NGFG RS11455 WP 003696286.1 FDAVQAAKARGIDIVLADTAGRLPTQLHLMEEIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLI 367
consensus !!!!*!!!!!!!!*** !!!!!!!!!!!!!!!!!!!!!!*!!! * *!!!***!!!!! !!!!*!!!! !!!!!!!!!!*
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V
I
LAAI

LAKSDQRPVPVRFYIGVGEGIDDLRPFDTANRADFYVDALFLD
NTDB id 371297 FLM21 RS03540 WP 373281801.1 LTKLDGTAKGGVIAAIAKQRPVPVRFIGVGEGIDDLRPFTANDYVDALFD 376
NTDB id 1118 NGFG RS11455 WP 003696286.1 VTKLDGTAKGGILAALASDRPVPVRYIGVGEGIDDLRPFDARAFVDALLD 417
consensus *!!!!!!!!!!**!!*! !!!!!!*!!!!!!!!!!!!! ! *!!!! !
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