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Model-Template Alignment

AMPSETPQABVGRTGCRHRSGPHSAKGS LEKE S PE DKE AKE P HEREDABSRCTNOUCREASES SR TASARS PRI BDTEKKICOTEHVRINKICRERG 100

BMPSETPQAEVGPTGCPHRSGPHSAKGS LEKGS PEDKEAKE P L HERBDABSROINOUCRPASES PHENTAPAKS BRI LEDIIRKTCDTPHVRINKTCRKEG 100
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f3Model 03:AMPSETPOAEVGPTGCPHRSGPHSAKGSLEKGS PEDKEAKE 2 L HENBDNBSRCTNOUCREASESPHENTAPARS PR TUBDTIRRICONBHVRINKICKKEG <00
Model_03:BMPSETPQAEVGRTGCPHRSGPHSAKGSLEKGS PEDKEAKE 1 NENEDABSRCTNOUCRPASES PHENTAPAKS BRI EBD IHKK TGO T BMVRINKICKKEE 100

4coo.1.AMPSETPQAEVGPTGCPHRSGPHSAKGSLEKGsPEDKEAKEPLWIRPDAPSRCTWQLGRPSPHHHTAPAKSPKI[QPDKIGDTP@INKFG 122

Vode! 03 LKCELLAKCVEFNAGGSVKDRISLRMIEDAERDGTLKRGDTIIERTSGNTGIGLALAAAVRGYRCT IVMPERNS SEKVDVLRALGAEIVRTPTNAREDS® -

Model 03:B 200

4c00.1.A|LKCELLARY( FHNAGGPVKDRISLRMIEDAERDGTLKPGDT I TEDT SGNTGIGLALAAAVRGYRCITVMBDEKMSEEKVDVLRALGAEIVRIPP TNARFDSP 222
“oscl 031 ESHVGVAWRLKNEIPNSHILDQYRNASNPLARYDTTADE 1LQQCDGKLDMLYASYGTGGTITGIARKLKEKCPGCRI IGVDPEGS TLAEPEELNQTEQTT

Model 03:B 300

4c00.1.AESEVGVARRLKNET PNSHI LDQYRNASNPLARY YT(TADE T LOOCDGKLDMLVASVGTGGTITGIARKLKERCPGCRIIGVDPEGS ILAEPEELNQTEQTT 322
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