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Abstract 

 polyprotein a was done using SWISS-MODEL software. Valuable structural properties could be 

obtained. 

Key words: Modeling, hepatitis virus A, polyprotein a. 

Introduction 

 

Study of hepatitis virus protein structures will provide valuable information, hence the present work was 

undertaken. 

 

Materials and Methods 

Protein 

Hepatitis A virus (wild-type) RNA, complete genome GenBank: M14707.1 HPA 7478 bp ss-RNA  linear    

was downloaded  and the amino acid sequence was used for modelling.   

Modelling software 

https://swissmodel.expasy.org was reached to model the protein.   

 

Results and Discussion 

Project summary 

MNMSRQGIFQTVGSGLDHILSLADIEEEQMIQSVDRTAVTGASYFTSVDQSSVHTAEVGSHQVEPLRTSVDKPGSKKTQGEKFFLIHS

ADWLTTHALFHEVAKLDVVKLLYNEQFAVQGL 

12

0

LRYHTYARFGIEIQVQINPTPFQQGGLICAMVPGDQSYGSIASLTVYPHGLLNCNINNVVRIKVPFIYTRGAYHFKDPQYPVWELTIR

VWSELNIGTGTSAYTSLNVLARFTDLELHGLT 

24

0

PLSTQMMRNEFRVSTTENVVNLSNYEDARAKMSFALDQEDWKSDPSQGGGIKITHFTTWTSIPTLAAQFPFNASDSVGQQIKVIPVDP

YFFQMTNTNPDQKCITALASICQMFCFWRGDL 

36

0

VFDFQVFPTKYHSGRLLFCFVPGNELIDVSGITLKQATTAPCAVMDITGVQSTLRFRVPWISDTPYRVNRYTKSAHQKGEYTAIGKLI

VYCYNRLTSPSNVASHVRVNVYLSAINLECFA 

48

0

PLYHAMDVTTQVGDDSGGFSTTVSTEQNVPDPQVGITTMKDLKGKANRGKMDVSGVQAPVGAITTIEDPVLAKKVPETFPELKPGESR

HTSDHMSIYKFMGRSHFLCTFTFNSNNKEYTF 

60

0

PITLSSTSNPPHGLPSTLRWFFNLFQLYRGPLDLTIIITGATDVDGMAWFTPVGLAVDTPWVEKESALSIDYKTALGAVRFNTRRTGN

IQIRLPWYSYLYAVSGALDGLGDKTDSTFGLV 

72

0

SIQIANYNHSDEYLSFSCYLSVTEQSEFYFPRAPLNSNAMLSTESMMSRIAAGDLESSVDDPRSEEDKRFESHIECRKPYKELRLEVG

KQRLKYAQEELSNEVLPPPRKMKGLFSQAKIS 

84

0
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LFYTEEHEIMKFSWRGVTADTRALRRFGFSLAAGRSVWTLEMDAGVLTGRLIRLNDEKWTEMKDDKIVSLIEKFTSNKYWSKVNFPHG

MLDLEEIAANSKDFPNMSETDLCFLLHWLNPK 

96

0

KINLADRMLGLSGVQEIKEQGVGLIAECRTFLDSIAGTLKSMMFGFHHSVTVEIINTVLCFVKSGILLYVIQQLNQDEHSHIIGLLRV

MNYADIGCSVISCGKVFSKMLETVFNWQMDSR 

10

80

MMELRTQSFSNWLRDICSGITIFKNFKDAIYWLYTKLKDFYEVNYGKKKDILNILKDNQQKIEKAIEEADEFCILQIQDVEKFEQYQK

GVDLIQKLRTVHSMAQVDPNLMVHLSPLRDCI 

12

00

ARVHQKLKNLGSINQAMVTRCEPVVCYLYGKRGGGKSLTSIALATKICKHYGVEPEKNIYTKPVASDYWDGYSGQLVCIIDDIGQNTT

DEDWSDFCQLVSGCPMRLNMASLEEKGRHFSS 

13

20

PFIIATSNWSNPSPKTVYVKEAIDRRLHFKVEVKPASFFKNPHNDMLNVNLAKTNDAIKDMSCVDLIMDGHNVSLMDLLSSLVMTVEI

RKQNMTEFMELWSQGISDDDNDSAVAEFFQSF 

14

40

PSGEPSNSKLSGFFQSVTNHKWVAVGAAVGILGVLVGGWFVYKHFSRKEEEPIPAEGVYHGVTKPKQVIKLDADPVESQSTLEIAGLV

RKNLVQFGVGEKNGCVRWVMNALGVKDDWLLV 

15

60

PSHAYKFEKDYEMMEFYFNRGGTYYSISAGNVVIQSLDVGFQDVVLMKVPTIPKFRDITQHFIKKGDVPRALNRLATLVTTVNGTPML

ISEGPLKMEEKATYVHKKNDGTTVDLTVDQAW 

16

80

RGKGEGLPGMCGGALVSSNQSIQNAILGIHVAGGNSILVAKLVTQEMFQNIDKKIESQRIMKVEFTQCSMNVVSKTLFRKSPIYHHID

KTMINFPAAMPFSKAEIDPMAVMLSKYSLPIV 

18

00

EEPEDYKEASIFYQNKIVGKTQLVDDFLDLDMAITGAPGIDAINMDSSPGFPYVQEKLTKRDLIWLDENGLLLGVHPRLAQRILFNTV

MMENCSDLDVVFTTCPKDELRPLEKVLESKTR 

19

20

AIDACPLDYSILCRMYWGPAISYFHLNPGFHTGVAIGIDPDRQWDELFKTMIRFGDVGLDLDFSAFDASLSPFMIREAGRIMSELSGT

PSHFGTALINTIIYSKHLLYNCCYHVCGSMPS 

20

40

GSPCTALLNSIINNVNLYYVFSKIFGKSPVFFCQALKILCYGDDVLIVFSRDVQIDNLDLIGQKIVDEFKKLGMTATSADKNVPQLKP

VSELTFLKRSFNLVEDRIRPAISEKTIWSLIA 

21

60

WQRSNAEFEQNLENAQWFAFMHGYEFYQKFYYFVQSCLEKEMIEYRLKSYDWWRMRFYDQCFICDLS 
22

27

 

Template Results  

A total of 12856 templates were found to match the target sequence. This list was filtered by a heuristic down to 
50. The top templates are: 

Template 
Sequence 
Identity 

Biounit Oligo 
State Description 

2ijd.2 26.11 homo-dimer Picornain 3C, RNA-directed RNA polymerase 
Crystal Structure of the Poliovirus Precursor Protein 3CD 

2ijd.1 26.11 homo-dimer Picornain 3C, RNA-directed RNA polymerase 
Crystal Structure of the Poliovirus Precursor Protein 3CD 

1tp7.1 27.79 monomer Genome polyprotein 
Crystal Structure of the RNA-dependent RNA Polymerase from Human 
Rhinovirus 16 

4zp7.1 27.66 monomer Genome polyprotein 
Coxsackievirus B3 Polymerase - F364V mutant 
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Template 
Sequence 
Identity 

Biounit Oligo 
State Description 

2ijd.2 29.67 homo-dimer Picornain 3C, RNA-directed RNA polymerase 
Crystal Structure of the Poliovirus Precursor Protein 3CD 

 

Model Results  

 

Id Template GMQE QMEANDisCo Global Oligo State Ligands 

 

01 2ijd.2.A 0.18 0.56 ± 0.05 monomer - 

 

02 2ijd.2.A 0.10 0.49 ± 0.05 monomer - 
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