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Subject Lecturer Date

1 | Genome browsers: data mining (e S| VELY/AY/Y

2 | Ensembl Genome browser (e JSa | VELY/V/Y

3 | Primer design 1 (e S| VELY/OV/VY

4 | Primer design 2 ey Sy | VELT/0V/N E

5 | SNP and polymorphism databases (e S |V ECY/VA/)

6 | Pathogen-specific databases A SiSa | VECY/GA/A

7 | Data retrieval, Conserved domain analysis, Prediction of Osmesla AV ENY/0ANG
biophysical and biochemical features of the gene

8 | Data retrieval, Conserved domain analysis, Prediction of D etla STV ENT/VA/TY
biophysical and biochemical features of the gene

9 | Prediction of linear epitopes and selection of Top Epitopes ostesla a1 YELY/OA/YA

10 | Prediction of CTL and HTL epitopes, Screening of the epitopes, | us ol yiSa | V£.¥/43/47
and finding the appropriate Alleles for T cell epitopes

11 | Population coverage ostedla a1V ENY/WANY
Construction of a multiepitope subunit vaccine

12 | Codon optimization and in silico cloning BT LS SH AR R VARVAR
Secondary structure prediction,

13 | Prediction of 3D structure, refinement, and validation of the Dsmesla JSa NV ENY/0A)TY
vaccine construct, and visualization

14 | Prediction of discontinuous BCL Immune simulation Dmetla Ja VY ENY/V /e

15 | Molecular docking of epitopes with HLA and visualization ISt AR EAVARVAR

16 | IMGT database, MHC/KIR databases Gala 8 JSa | VEY/V VA

17 | Phylogenetic analysis using MEGA & Clustal software Ola 8 S Makeup
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