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Modeling of human herpesvirus 8 glycoprotein gp35/37

Soni Devi, Anant Rai

BTS institute, 197 Mundia Ahmednagar, Pilibhit Road, Bareilly-243122,
Correspondence: anant]948 @zohomail.in

Abstract

Modeling of human herpesvirus 8 glycoprotein gp35/37 was done and valuable
information about its structural details was revealed.
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Introduction

Viral proteins play an important role in their actions and study of their structural details would
be of great importance.

Materials and Methods
Protein

The amino acid sequence of human herpesvirus 8 glycoprotein gp35/37 GenBank:
AF009173.1 protein sequence was downloaded from GenBank and used for modeling.

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

Project Summary

TargeMSSTQIRTEIPVALLILCLCLVACHANCPTYRSHLGEFWQEGWSGQVYQDWLGRMNCSYEN

t 1MTALEAVSLNGTRLAAGSPSSEYPNVSVSV 20
Targe EDTSASGSGEDAIDESGSGEEERPVTSHVTFMTQSVQATTELTDALISAFSGSYSSGEPS 18
t 1RTTRIRVSPVAENGRNSGASNRVPFSATTT 0
Targe 22
£ 1 TTRGRDAHYNAEIRTHLYILWAVGLLLGLVLILYLCVPRCRRKKPYIV 5

Template Results

A total of 23 templates were found to match the target sequence. This list was filtered by a
heuristic down to 10. The top templates are:

Template  Sequence Identity Biounit Oligo State Description
6jmqg.1 38.24 hetero-tetramer 4F2 cell-surface antigen heavy chain

LAT1-CD98hc complex bound to MEM-108 Fab
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Template

8kdh.1

8kdi.1

7dcv.1

8kdp.1
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Sequence Identity

38.24

38.24

39.29

38.24

Show full template details

Model Results
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Biounit Oligo State

hetero-dimer

hetero-tetramer

monomer

hetero-dimer

Template GMQE
1utr.1.A 0.07
6jmqg.1.B 0.01

Description

4F2 cell-surface antigen heavy chain
Structure of LAT1-CD98hc in complex with BCH, focused on T

4F2 cell-surface antigen heavy chain
Structure of apo inward-open LAT1-CD98hc-Fab170 in nanodi

Programmed cell death 1 ligand 1
Structure of the transmembrane domain of human PD-L1

4F2 cell-surface antigen heavy chain
Structure of apo outward-open LAT1-CD98h in nanodisc, focus
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