CLUSTAL 0(1.2.4) multiple sequence alignment

rh.10 MAADGYLPDWLEDNLSEGIREWWDLKPGAPKPKANQQKQDDGRGLVLPGYKYLGPENGLD 60
AAVS MAADGYLPDWLEDNLSEGIREWWALKPGAPKPKANQQKQDDGRGLVLPGYKYLGPENGLD 60
Kok ok kK KKK Kk k K KKK KKK KKK A K Kok k& ok ok ok ok kK &k ok Kk kK Kk ok ok kK Kk ok ok ok kK Kk Kk
rh.10 KGEPVNAADAAALEHDKAYDQQLKAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
AAVS KGEPVNAADAAALEHDKAYDQQLQAGDNPYLRYNHADAEFQERLQEDTSFGGNLGRAVFQ 120
Kok Kk Kk Kk Kk Kk Kk ok kK kkkkkok s kK ok Kk Kk ok kK kK kK kK kK kk ok ok ok ok Kk Kk Kk Kk Kk Kk
rh.10 AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPQRSPDSSTGIGKKGQQPAKKRLNFGQTGDS 180
AAVS AKKRVLEPLGLVEEGAKTAPGKKRPVEPSPQRSPDSSTGIGKKGQQPARKRLNFGQTGDS 180
R R e e e S Y
rh.10 ESVPDPQPIGEPPAGPSGLGSGTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRYV 240
AAVS ESVPDPQPLGEPPAAPSGVGPNTMAAGGGAPMADNNEGADGVGSSSGNWHCDSTWLGDRV 240

khkkkhkkkhkkhkkoekkkhkkhkk K*kkok R S I db b I db b I Sb b I db S Sb S S Sb e S b e S b S Sb db b S db S g b 4

rh.10 ITTSTRTWALPTYNNHLYKQISNGTSGGSTNDNTYFGYSTPWGYFDENRFHCHESPRDWQ 300
AAVS ITTSTRTWALPTYNNHLYKQISNGTSGGATNDNTYFGYSTPWGYFDENRFHCHEFSPRDWQ 300
Kok Kk Kk Kk Kk Ak Ak Kk kkkkkkkkkkkkk s Kk ko ko k Kk k Kk Kk k ok kokkokkkkk ok k &k &k &k
rh.10 RLINNNWGFRPKRLNFKLENIQVKEVTONEGTKTIANNLTSTIQVEFTDSEYQLPYVLGSA 360
AAVS RLINNNWGFRPKRLSFKLENIQVKEVTONEGTKTIANNLTSTIQVEFTDSEYQLPYVLGSA 360
Kok Kok Kk Kk Kk ok kkk  kkk ok ok ok ok ok ok kK kK ok Kk Kk Kk Kk Kk Kk Kk ok ok ok k kK ok Kk Kk Kk ok kK ok
rh.10 HQGCLPPFPADVEMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSQMLRTGNNFEFSYQFED 420
AAVS HQGCLPPFPADVEMIPQYGYLTLNNGSQAVGRSSFYCLEYFPSQMLRTGNNFQFTYTFED 420

KKK AR A AR AR A AR A AR A AR A AR A A AR AR A AR A A A A kA kA Ak kA Ak kA hk Ak kA hkhkkhhk ek ok K*k%k

rh.10 VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQSTGGTAGTQQLLEFSQAGPNNMSAQAKNW 480
AAVS8 VPFHSSYAHSQSLDRLMNPLIDQYLYYLSRTQTTGGTANTQTLGEFSQGGPNTMANQAKNW 480

AKAKAAKAAKAA R A A A A A A h A A h A A hkhkhkhkhkkhhhrkekkhkhhk *k%k % *%k*%k **k*x *. **kk*%

rh.10 LPGPCYRQORVSTTLSQNNNSNFAWTGATKYHLNGRDSLVNPGVAMATHKDDEERFFPSS 540
AAVS8 LPGPCYRQORVSTTTGONNNSNFAWTAGTKYHLNGRNSLANPGIAMATHKDDEERFFPSN 540

kkkkkkhkkkkkhkkkkkk*k Ak kkkkkk kK KAk khkhkhkk kK oehkk *hkkeoehkkhkhkkhkhkAkkhkhkkkhkhkkhk%k

rh.10 GVLMFGKQGAGKDNVDYSSVMLTSEEEIKTTNPVATEQYGVVADNLQQONAAPIVGAVNS 600
AAVS8 GILIFGKQONAARDNADYSDVMLTSEEEIKTTNPVATEEYGIVADNLQQONTAPQIGTVNS 600

kKekekkhkkhkk K, okk hhkk FAhAAAAAAAAhAAhhAkhhkoehkkoehkhkhkhkhkhkhkkhkhoekk ok kkk

rh.10 QGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQILIKNTPVPADP 660
AAVS8 QGALPGMVWONRDVYLQGPIWAKIPHTDGNFHPSPLMGGFGLKHPPPQILIKNTPVPADP 660
]k kK ok kK ok kK ok ok ok ok ok ok ok ok Kk k ko k kK ok kK ok ok ok ok ok ok ok ok ok ok k ok ok k ok ok k ok ok k ok ok ok ok ok k ok ok ok ok ok
rh.10 PTTFSQAKLASFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYYKSTNVDFAVNTD 720
AAVS8 PTTEFNQSKLNSFITQYSTGQVSVEIEWELOQKENSKRWNPEIQYTSNYYKSTSVDFAVNTE 720

KAk Kk Kekk KAARAAAAAAAAAA A A A AKX XA A A A A A A h A A h A A hk kA hhAkhhkx *kkhkrkkk.

rh.10 GTYSEPRPIGTRYLTRNL 738
AAVS8 GVYSEPRPIGTRYLTRNL 738

* kkkkkkkhkkkAkhkk Kk kKK
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Percent Identity Matrix - created by Clustal2.1

1: rh.10 100.00  93.50
2: AAVS 93.50 100.00
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