
logo

MKNNWIYPVICL I SLNSLMLGGQSWLTWSLLLLAFVKL I SLRQTQITIMTIGLCLVYGGRFWI SYHSM
VTQPQQPVAQYFK

NTDB id 419905 GSF71 RS01005 WP 226474266.1 ...................................................................MTQPQQPVAQYFK 13
NTDB id 614 LCA RS05330 WP 011374769.1 MKNNWIYPVICLISLNSLMLGGQSWLTWSLLLLAFVKLISLRQTQITIMTIGLCLVYGGRFWISYHSVTQPQQPVAQYFK 80
consensus ********************************************************************!!!!!!!!!!!!

logo VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRQRWQQVRHPVLFYGAEKDFEKR IQGATNQNEFDYARFLAQQKRC
NTDB id 419905 GSF71 RS01005 WP 226474266.1 VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRQWQQVRHPVLFYGAKDFERIQGATNQNEFDYARFLAQQKRC 93
NTDB id 614 LCA RS05330 WP 011374769.1 VQPDAIQVAGDSVQLTAIGQQDGQTIKAYYRCQTFAEKRRWQQVRHPVLFYGEKDFKRIQGATNQNEFDYARFLAQQKRC 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!! !!! !!!!!!!!!!!!!!!!!!!!!!!

logo FYQLTLAKEKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHRLGI IHLLSLSGLH
NTDB id 419905 GSF71 RS01005 WP 226474266.1 FYQLTLAKETTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGRLGIIHLLSLSGLH 173
NTDB id 614 LCA RS05330 WP 011374769.1 FYQLTLAKKTTFALRRPSSGLDWLHYWRQTCALYLRKLPTALRFHAQTLLLGLREAQVDHYQVVLGHLGIIHLLSLSGLH 240
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo VFYLVQVIRWCATYCR IPRERWLNCMLFGLLPVYALLVGGTTS I SRAIAL I LCSRLLCEKQLGIRQSRLDSWSLVLLVNLFWQ
NTDB id 419905 GSF71 RS01005 WP 226474266.1 VFYLVQVIRWCATYCRIPREWLNCMLFGLLPVYALLVGGTTSISRAIALILCRLLCEQLGIRQSRLDSWSLVLLVNLFWQ 253
NTDB id 614 LCA RS05330 WP 011374769.1 VFYLVQVIRWCATYCRIPRERLNCMLFGLLPVYALLVGGTTSISRAIALILSRLLCKQLGIRQSRLDSWSLVLLVNLFWQ 320
consensus !!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo PYLLHSMGGI LSYLMAFAL IY IGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTP IYLP I
VVLGLAVIVASVMLP

NTDB id 419905 GSF71 RS01005 WP 226474266.1 PYLLHSMGGILSYLMAFALIYIGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTPIYLPVVLGLVIVASVMLP 333
NTDB id 614 LCA RS05330 WP 011374769.1 PYLLHSMGGILSYLMAFALIYIGEGSTFKVAYWLSLLSLPVCLRFNYRWHVLTIMMNALVTPIYLPIVLGLAIVASVMLP 400
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!

logo VSNLVVNGCEWLLQL IYKGLGLVAVQIPHAMITFGKIPLLPLLL IVTVSLLL IDGQAI SNQWRKRLKRTLAVSLYLASFLAI
NTDB id 419905 GSF71 RS01005 WP 226474266.1 VSNLVVNGCEWLLQLIYKGLGLVAQIPHAMITFGKIPLLPLLLIVTVSLLLIDGQAISNQWRKRLKRTLASLYLASFLAI 413
NTDB id 614 LCA RS05330 WP 011374769.1 VSNLVVNGCEWLLQLIYKGLGLVVQIPHAMITFGKIPLLPLLLIVTVSLLLIDGQAISNQWRKRLKRTLVSLYLASFLAI 480
consensus !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo HFNPTGQRVVMFDIGQGDSLL IQTPFNRHQLL IDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA
NTDB id 419905 GSF71 RS01005 WP 226474266.1 HFNPTGQVVMFDIGQGDSLLIQTPFNRHQLLIDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA 493
NTDB id 614 LCA RS05330 WP 011374769.1 HFNPTGRVVMFDIGQGDSLLIQTPFNRHQLLIDTGGRLALPQAAWQRRAQVSRAEKVTVNYLYSQGVDHIDAVALSHQDA 560
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo DHIGDLNQI LKQIRVDR I ICAAGLPQNRQFQRQIRPFLATVQI EPYLAGATAFKVGPSQKFNVLAPTKPGKGENSDSLVLQA
NTDB id 419905 GSF71 RS01005 WP 226474266.1 DHIGDLNQILKQIRVDRIICAAGLPQNRQFQRQIRPFLATVQIEPYLAGTAFKVGPQKFNVLAPTKPGKGENSDSLVLQA 573
NTDB id 614 LCA RS05330 WP 011374769.1 DHIGDLNQILKQIRVDRIICAAGLPQNRQFQRQIRPFLATVQIEPYLAGAAFKVGSQKFNVLAPTKPGKGENSDSLVLQA 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo QIGGASWLFTGDLEQEGERAI I ERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGAL I SATGRENRYGHPHQETLTTLQA
NTDB id 419905 GSF71 RS01005 WP 226474266.1 QIGGASWLFTGDLEQEGERAIIERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGALISAGRENRYGHPHQETLTTLQA 653
NTDB id 614 LCA RS05330 WP 011374769.1 QIGGASWLFTGDLEQEGERAIIERYPQLTVDYLKVGHHGSKTASDPTVIKKLHLKGALISTGRENRYGHPHQETLTTLQA 720
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!

logo AKVPYWLTAQQGML ITWAYGPGQSEKLQTTIKDSEK
NTDB id 419905 GSF71 RS01005 WP 226474266.1 AKVPYWLTAQQGMLIWAYGPGQSEKLQTTIKDSEK 688
NTDB id 614 LCA RS05330 WP 011374769.1 AKVPYWLTAQQGMLTWAYGPGQSEKLQTTIKDSEK 755
consensus !!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!
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