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Particulars Link

Details of 44583 proteins http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/ProteinSequences.fasta

Details related to 408 CnRs, 85 MHC-I and MHC-II restricted T-cell epitopes and | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/Epitope-Details.xlsx
23 B-cell epitopes

List of proposed epitopes from literature http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/AllPaperSummary.xIsx

Table S1: Link of Supplementary excel files
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Type Epitope & Allele ‘Web Link
STFISDEVAR & HLA-A*68:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/STFISDEVAR-HLA-A-68-01.zip
DTFCAGSTF & HLA-A*26:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/DTFCAGSTF-HLA-A-26-01.zip
YTPSKLIEY & HLA-A*26:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/YTPSKLIEY-HLA-A-26-01.zip
FSAVGNICY & HLA-A*01:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/FSAVGNICY-HLA-A-01-01.zip
TVYDDGARR & HLA-A*68:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/TVYDDGARR-HLA-A-68-01.zip
ILMTARTVY & HLA-B*15:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/ILMTARTVY-HLA-B-15-01.zip
TTAAKLMVV & HLA-A*68:02 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/TTAAKLMVV-HLA-A-68-02.zip
NIIPLTTAAK & HLA-A*68:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/NIIPLTTAAK-HLA-A-68-01.zip
VENPDILRVY & HLA-B*44:03 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/VENPDILRV Y-HLA-B-44-03.zip
RVYANLGER & HLA-A*31:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/RV YANLGER-HLA-A-31-01.zip
DTDFVNEFY & HLA-A*01:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/DTDFVNEFY-HLA-A-01-01.zip
YVFTGYRVTK & HLA-A*68:01 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/Y VFTGYRVTK-HLA-A-68-01.zip
KVNSTLEQY & HLA-A*30:02 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KVNSTLEQY-HLA-A-30-02.zip
IPARARVECF & HLA-B*07:02 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/IPARARVECF-HLA-B-07-02.zip
KSAQCFKMF & HLA-B*57:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KSAQCFKMF-HLA-B-57-01.zip
MHC-I
KSAQCFKMFY & HLA-B*57:01 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KSAQCFKMFY-HLA-B-57-01.zip
DAPAHISTI & HLA-B*51:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/DAPAHISTI-HLA-B-51-01.zip
NTVIWDYKR & HLA-A*68:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/NTVIWDYKR-HLA-A-68-01.zip
KYTQLCQYL & HLA-A*24:02 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KYTQLCQYL-HLA-A-24-02.zip
EILPVSMTK & HLA-A*68:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/EILPVSMTK-HLA-A-68-01.zip
ALNTLVKQL & HLA-A*02:03 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/ALNTLVKQL-HLA-A-02-03.zip
NAQALNTLV & HLA-B*51:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/NAQALNTLV-HLA-B-51-01.zip
FTSDYYQLY & HLA-A*01:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/FTSDY YQLY-HLA-A-01-01.zip
YYQLYSTQL & HLA-A*24:02 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1/Y YQLY STQL-HLA-A-24-02.zip
KLLEQWNLYV & HLA-A*02:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KLLEQWNLV-HLA-A-02-01.zip
LVIGFLFLTW & HLA-B*57:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/KLLEQWNLV-HLA-A-02-01.zip
SSDNIALLV & HLA-A*01:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/SSDNIALLV-HLA-A-01-01.zip
SSSDNIALL & HLA-A*68:02 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/SSSDNIALL-HLA-A-68-02.zip
GYYRRATRR & HLA-A*31:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/GY YRRATRR-HLA-A-31-01.zip
IGYYRRATR & HLA-A*31:01 http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/IGY YRRATR-HLA-A-31-01.zip
Table S2: Docked PDB structures of MHC-I restricted T-cell epitopes
Type Epitope & Allele Web Link
FCAGSTFISDEVARD & HLA-DRB3#01:01 pi//www.nitttrkol.ac.in/i OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/FCAGS TFISDEVARD-HLA-DRB3-01-01.zip
DTFCAGSTFISDEA & HLA-DQA1#03:01/DQB1%03:02 http://www.nitttrkol.ac. p OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/DTFCAGS TFISDEA-HLA-DQA 1-03-01_DQB 1-03-02.zip
VGNICYTPSKLIEYT & HLA-DRB1#07:01 http://www.nitttrkol.ac.in/i 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/VGNICYTPSKLIEY T-HLA-DRB1-07-01.zip
ASAVVLLILMTARTV & HLA-DRB1#01:01 http://www.nitttrkol.ac.in/i D “OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/ASAVVLLILMTARTV-HLA-DRB1-01-01.zip
LNIIPLTTAAKLMVV & HLA-DRB1#08:02 http://www.nitttrkol.ac.in/i jit/proj 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/LNIIPLTTAAKLMYV V-HLA-DRB 1-08-02.zip
ILRVYANLGERVRQA & HLA-DRB3*02:02 http://www.nitttrkol.ac.in/i 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/ILRV YANLGERVRQA-HLA-DRB3-02-02.zip
RNRDVDTDFVNEFYA & HLA-DQA1#01:01/DQB1#05:01 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/RNRDVDTDFVNEFYA-HLA-DQA1-01-01_DQB1-05-01.zip
YRNRDVDTDFVNEFY & HLA-DQA1*01:01/DQB1*05:01 | http://www.nitttrkol.ac.in/indrajit/proj OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/YRNRDVDTDFVNEFY-HLA-DQA 1-01-01_DQB1-05-01.zip
NYVFTGYRVTKNSKV & HLA-DRB1*07:01 pi//www.nitttrkol.ac.in/i "OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/NY VETGYRVTKNSKV-HLA-DRB1-07-01 zip
ECFDKFKVNSTLEQY & HLA-DRB3*02:02 http://www.nitttrkol.ac.. p 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/ECFDKFK VNS TLEQY-HLA-DRB3-02-02.zip
KCSRIIPARARVECF & HLA-DPA1#02:01/DPB1+¥14:01 hitp://www.nitttrkol.ac.in/i OVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KCSRIIPARARVECF-HLA-DPA1-02-01_DPB1-14-01.zip
AHKDKSAQCFKMFYK & HLA-DPA1#02:01/DPB1#05:01 | http://www.nitttrkol.ac.in/i D OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/AHKDKSAQCFKMFY K-HLA-DPA1-02-01_DPB 1-05-01.zip
MHC-II | INDYKRDAPAHISTI & HLA-DRB3*01:01 http://www.nitttrkol.ac.in/i jit/proj 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/IWDYKRDAPAHISTI-HLA-DRB3-01-01.zip

WDYKRDAPAHISTIG & HLA-DRB3*01:01

http:

ww.nitttrkol.ac.in/i

'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/WDYKRDAPAHISTIG-HLA-DRB3-01-01.zip

PKGIMMNVAKYTQLC & HLA-DRB3+*02:02

http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/PKGIMMNVAK Y TQLC-HLA-DRB3-02-02.zip

PVSMTKTSVDCTMYI & HLA-DRB3#01:01

http:

ww.nitttrkol.ac.in/i

jit/proj 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1I/PVSMTKTSVDCTMYI-HLA-DRB3-01-01.zip

TEILPVSMTKTSVDC & HLA-DRB1%#08:02

pi//www.nittrkol.ac.i

indraji j “OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/TEILPVSMTKTSVDC-HLA-DRB1-08-02.zip

QDVVNQNAQALNTLV & HLA-DRB1#13:02

hitp://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-1/QDVVNQNAQALNTLY-HLA-DRB1-13-02.zip

DVVNQNAQALNTLVK & HLA-DRBI1*13:02 hitp://www.nitttrkol.ac.in/i OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/DVVNQNAQALNTLVK-HLA-DRB 1-13-02.zip
LHSYFTSDYYQLYST & HLA-DPA1*01:03/DPB1*04:01 http://www.nitttrkol.ac.in/i proj 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/LHSYFTSDY Y QLY ST-HLA-DPA1-01-03_DPB1-04-01.zip
HSYFTSDYYQLYSTQ & HLA-DPA1*01:03/DPB1*04:01 | http://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/HS YFTSDY YQLYSTQ-HLA-DPA 1-01-03 DPB1-04-01 zip
WNLVIGFLELTWICL & HLA-DPA1*01:03/DPB1%02:01 | http://www.nitturkol.ac.inji OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/WNLVIGFLFLTWICL-HLA-DPA1-01-03 _DPB1-02-01.zip

NYKLNTDHSSSSDNI & HLA-DRB3*02:02

htp://www.nitttrkol.ac.in/indrajit/projects/COVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-I/NY KLNTDHSSSSDNI-HLA-DRB3-02-02.zip

IGYYRRATRRIRGGD & HLA-DRB1*11:01

http:

ww.nitttrkol.ac.in/i

jit/proj 'OVID-Epitope Vaccine-Global/downloads/supplementary/PDB/MHC-II/IGY YRRATRRIRGGD-HLA-DRB1-11-01.zip

Table S3: Docked PDB structures of MHC-II restricted T-cell epitopes



http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/STFISDEVAR-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/DTFCAGSTF-HLA-A-26-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/YTPSKLIEY-HLA-A-26-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/FSAVGNICY-HLA-A-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/TVYDDGARR-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/ILMTARTVY-HLA-B-15-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/TTAAKLMVV-HLA-A-68-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/NIIPLTTAAK-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/VENPDILRVY-HLA-B-44-03.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementaryPDB/MHC-I/RVYANLGER-HLA-A-31-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/DTDFVNEFY-HLA-A-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/YVFTGYRVTK-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KVNSTLEQY-HLA-A-30-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/IPARARVECF-HLA-B-07-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KSAQCFKMF-HLA-B-57-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KSAQCFKMFY-HLA-B-57-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/DAPAHISTI-HLA-B-51-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/NTVIWDYKR-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KYTQLCQYL-HLA-A-24-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/EILPVSMTK-HLA-A-68-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/ALNTLVKQL-HLA-A-02-03.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/NAQALNTLV-HLA-B-51-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/FTSDYYQLY-HLA-A-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/YYQLYSTQL-HLA-A-24-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/KLLEQWNLV-HLA-A-02-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/LVIGFLFLTW-HLA-B-57-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/SSDNIALLV-HLA-A-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/SSSDNIALL-HLA-A-68-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/GYYRRATRR-HLA-A-31-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-I/IGYYRRATR-HLA-A-31-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/FCAGSTFISDEVARD-HLA-DRB3-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/DTFCAGSTFISDEA-HLA-DQA1-03-01_DQB1-03-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/VGNICYTPSKLIEYT-HLA-DRB1-07-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/ASAVVLLILMTARTV-HLA-DRB1-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/LNIIPLTTAAKLMVV-HLA-DRB1-08-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/ILRVYANLGERVRQA-HLA-DRB3-02-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/RNRDVDTDFVNEFYA-HLA-DQA1-01-01_DQB1-05-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/YRNRDVDTDFVNEFY-HLA-DQA1-01-01_DQB1-05-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/NYVFTGYRVTKNSKV-HLA-DRB1-07-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/ECFDKFKVNSTLEQY-HLA-DRB3-02-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/KCSRIIPARARVECF-HLA-DPA1-02-01_DPB1-14-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/AHKDKSAQCFKMFYK-HLA-DPA1-02-01_DPB1-05-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/IWDYKRDAPAHISTI-HLA-DRB3-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/WDYKRDAPAHISTIG-HLA-DRB3-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/PKGIMMNVAKYTQLC-HLA-DRB3-02-02.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/PVSMTKTSVDCTMYI-HLA-DRB3-01-01.zip
http://www.nitttrkol.ac.in/indrajit/projects/COVID-EpitopeVaccine-Global/downloads/supplementary/PDB/MHC-II/TEILPVSMTKTSVDC-HLA-DRB1-08-02.zip
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Figure S1: Structural analysis for MHC-I restricted T-cell epitope “STFISDEVAR” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S2: Structural analysis for MHC-I restricted T-cell epitope “DTFCAGSTF” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D

pose representation between the epitope and HLA allele showing the different non-covalent bonds (c¢) 3D structure of the epitope (d) Chemical structure

of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot
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Figure S3: Structural analysis for MHC-I restricted T-cell epitope “YTPSKLIEY” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D pose
representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical structure of

the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot
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Figure S4: Structural analysis for MHC-I restricted T-cell epitope “FSAVGNICY” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D

pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical structure

of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot
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Figure S5: Structural analysis for MHC-I restricted T-cell epitope “TVYDDGARR” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
Z-Score plot
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Figure S6: Structural analysis for MHC-I restricted T-cell epitope “ILMTARTVY” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D

pose representation between the epitope and HLA allele showing the different non-covalent bonds (c¢) 3D structure of the epitope (d) Chemical structure

of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot




C

7 Asp29(A)

ﬁsw

%“%

f

180 10
[T —
| | i b Xeray
=1 N MR
1354 F | ‘ =
- s
-1
90 1 = ’_J—l 1 ’_I ' |
— - N
Wl
Pt |-
=1 | L “[8 o
g I R | = E
) | St 8
oyt = ~a A ~ "‘.l
z o
454 — )
iy R -10
S— ’_I . i N
90+ _'—,_
[—I GLrt:?h—an =15 4
1350 — | ~SP 29 (A) |
b | | o ’
-2 e I 1 A
;180 -135 %0 45 0 45 90 135 1o p 00 0 =0 = i
Phi (degrees) Number of residues
€

Figure S7: Structural analysis for MHC-I restricted T-cell epitope “TTAAKLMVV” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
Z-Score plot
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Figure S8: Structural analysis for MHC-I restricted T-cell epitope “NIIPLTTAAK” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D
pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical structure

of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot




"7 AspS9(B)

Glu232(4)'

Thr233(A)

Psi (degrees)

-135° = ,_, | ‘ ~$SP%9(A)| _15

ol ‘
L o
2180 -135 90  -45 0 45 90 135 180 -20 .

) 0 200 400 600 B0
Phi (degrees) Humber of residuss

1000

Figure S9: Structural analysis for MHC-I restricted T-cell epitope “VENPDILRVY” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
Z-Score plot
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Figure S10: Structural analysis for MHC-I restricted T-cell epitope “RVYANLGER” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S11: Structural analysis for MHC-I restricted T-cell epitope “YVFTGYRVTK” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S12: Structural analysis for MHC-I restricted T-cell epitope “KVNSTLEQY” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S13: Structural analysis for MHC-I restricted T-cell epitope “KSAQCFKMF” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S14: Structural analysis for MHC-I restricted T-cell epitope “KSAQCFKMFY” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S15: Structural analysis for MHC-I restricted T-cell epitope “DAPAHISTI” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D
pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical structure

of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot
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Figure S16: Structural analysis for MHC-I restricted T-cell epitope “NTVIWDYKR” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S17: Structural analysis for MHC-I restricted T-cell epitope “KYTQLCQYL” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S18: Structural analysis for MHC-I restricted T-cell epitope “EILPVSMTK” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S19: Structural analysis for MHC-I restricted T-cell epitope “ALNTLVKQL” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S20: Structural analysis for MHC-I restricted T-cell epitope “NAQALNTLV” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S21: Structural analysis for MHC-I restricted T-cell epitope “FTSDYYQLY” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S22: Structural analysis for MHC-I restricted T-cell epitope “YYQLYSTQL” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S23: Structural analysis for MHC-I restricted T-cell epitope “KLLEQWNLV” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
Z-Score plot
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Figure S24: Structural analysis for MHC-I restricted T-cell epitope “LVIGFLFLTW” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S25: Structural analysis for MHC-I restricted T-cell epitope “SSDNIALLV” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

Z-Score plot

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
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Figure S26: Structural analysis for MHC-I restricted T-cell epitope “SSSDNIALL” (a) Docking structure of MHC-I restricted T-cell epitope (b) 2D
pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical structure

of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f) Z-Score plot



Gn3om) g

Tyr27(B)

Glu23208)

Ala2110A)

Asp30(A)

Args(a)

[

Xray

i L
- ‘ NME,
3

LYS 268 (A)
L]

= 54

: L -
& YN 5
) . N 57
et ~
z k
-10 4 -
- .
] 1
ASP 29 (A) Rl
135" | SR
b | "l R
I b
u . s | — -20 . - : - -
T T T 1 T y ! 0 200 400 £00 E00 1000
-180  -135 -90 -45 0 45 90 135 180 Mumber of residues
Phi (degrees)

€ f

Figure S27: Structural analysis for MHC-I restricted T-cell epitope “GYYRRATRR” (a) Docking structure of MHC-I restricted T-cell epitope (b)
2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S28: Structural analysis for MHC-I restricted T-cell epitope “IGYYRRATR” (a) Docking structure of MHC-I restricted T-cell epitope (b)

2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S29: Structural analysis for MHC-II restricted T-cell epitope “FCAGSTFISDEVARD” (a) Docking structure of MHC-I restricted T-cell epitope
(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S30: Structural analysis for MHC-II restricted T-cell epitope “DTFCAGSTFISDEA” (a) Docking structure of MHC-I restricted T-cell epitope
(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)
Z-Score plot
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Figure S31: Structural analysis for MHC-II restricted T-cell epitope “ASAVVLLILMTARTV” (a) Docking structure of MHC-I restricted T-cell epitope

(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S32: Structural analysis for MHC-II restricted T-cell epitope “LNIIPLTTAAKLMVV” (a) Docking structure of MHC-I restricted T-cell epitope

(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S33: Structural analysis for MHC-II restricted T-cell epitope “ILRVYANLGERVRQA” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames
and (f) Z-Score plot
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Figure S34: Structural analysis for MHC-II restricted T-cell epitope “RNRDVDTDFVNEFYA” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)
Chemical structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames

and (f) Z-Score plot
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Figure S35: Structural analysis for MHC-II restricted T-cell epitope “YRNRDVDTDFVNEFY” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames

and (f) Z-Score plot
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Figure S36: Structural analysis for MHC-II restricted T-cell epitope “ECFDKFKVNSTLEQY” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)
Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames

and (f) Z-Score plot
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Figure S37: Structural analysis for MHC-II restricted T-cell epitope “KCSRIIPARARVECF” (a) Docking structure of MHC-I restricted T-cell epitope

(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S38: Structural analysis for MHC-II restricted T-cell epitope “AHKDKSAQCFKMFYK?” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames
and (f) Z-Score plot




Psi (degrees)

Glu212(A)

R
Thr233(A)

He213(A)

Lys243(A)

Lys91(B)

0 -
-454 X
. .. 1 :
-90
P29 (A 154
-135- arp@ |
o ’
_ 1 &
T { T = -20 T r T r -
-1 45 90 135 180 0 200 400 &0 E00 1000
Phi (degrees) Number of residues

€ f

Figure S39: Structural analysis for MHC-II restricted T-cell epitope “WDYKRDAPAHISTIG” (a) Docking structure of MHC-I restricted T-cell epitope
(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical
structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S40: Structural analysis for MHC-II restricted T-cell epitope “PKGIMMNVAKYTQLC” (a) Docking structure of MHC-I restricted T-cell

epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames

and (f) Z-Score plot
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Figure S41: Structural analysis for MHC-II restricted T-cell epitope “PVSMTKTSVDCTMYI” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames
and (f) Z-Score plot
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Figure S42: Structural analysis for MHC-II restricted T-cell epitope “QDVVNQNAQALNTLV” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)
Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames

and (f) Z-Score plot
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Figure S43: Structural analysis for MHC-II restricted T-cell epitope “DVVNQNAQALNTLVK?” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames
and (f) Z-Score plot
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Figure S44: Structural analysis for MHC-II restricted T-cell epitope “HSYFTSDYYQLYSTQ” (a) Docking structure of MHC-I restricted T-cell
epitope (b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d)

Chemical structure of the epitope (e) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames
and (f) Z-Score plot
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Figure S45: Structural analysis for MHC-II restricted T-cell epitope “NYKLNTDHSSSSDNI” (a) Docking structure of MHC-I restricted T-cell epitope
(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot
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Figure S46: Structural analysis for MHC-II restricted T-cell epitope “IGY YRRATRRIRGGD” (a) Docking structure of MHC-I restricted T-cell epitope
(b) 2D pose representation between the epitope and HLA allele showing the different non-covalent bonds (c) 3D structure of the epitope (d) Chemical

structure of the epitope (¢) Ramachandran plot of the epitope allele structure showing lower energy sites of the residues in different frames and (f)

Z-Score plot




a b

Figure S47: Structural representations for B-cell epitope “CDTFCAGSTFISDEVA” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S48: Structural representations for B-cell epitope “AVGNICYTPSKLIEYT” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

a b

Figure S49: Structural representation for B-cell epitope “LILMTARTVYDDGARR” (a) 3D structure of the epitope (b) Chemical structure of the

epitope




Figure S50: Structural representation for B-cell epitope “SGFKLKDCVMYASAVV” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S51: Structural representation for B-cell epitope “LNIIPLTTAAKLMV VI” (a) 3D structure of the epitope (b) Chemical structure of the epitope

Figure S52: Structural representation for B-cell epitope “YDFVENPDILRVYANL” (a) 3D structure of the epitope (b) Chemical structure of the

epitope




Figure S53: Structural representation for B-cell epitope “DILRVYANLGERVRQA” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S54: Structural representation for B-cell epitope “HRLYECLYRNRDVDTD” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

a b

Figure S55: Structural representation for B-cell epitope “YRNRDVDTDFVNEFYA” (a) 3D structure of the epitope (b) Chemical structure of the

epitope




Figure S56: Structural representation for B-cell epitope “SWEVGKPRPPLNRNYV” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S57: Structural representation for B-cell epitope “PPLNRNYVFTGYRVTK” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

a b

Figure S58: Structural representation for B-cell epitope “CSRIIPARARVECFDK?” (a) 3D structure of the epitope (b) Chemical structure of the epitope




Figure S60: Structural representation for B-cell epitope “ANTVIWDYKRDAPAHI” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S61: Structural representation for B-cell epitope “PKGIMMNVAKYTQLCQ” (a) 3D structure of the epitope (b) Chemical structure of the

epitope
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Figure S62: Structural representation for B-cell epitope “LPVSMTKTSVDCTMYI” (a) 3D structure of the epitope (b) Chemical structure of the

epitope
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Figure S63: Structural representation for B-cell epitope “NQNAQALNTLVKQLSS” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

Figure S64: Structural representation for B-cell epitope “LHSYFTSDYYQLYSTQ” (a) 3D structure of the epitope (b) Chemical structure of the

epitope




Figure S65: Structural representation for B-cell epitope “LVIGFLFLTWICLLQF” (a) 3D structure of the epitope (b) Chemical structure of the epitope

Figure S66: Structural representation for B-cell epitope “YKLNTDHSSSSDNIAL” (a) 3D structure of the epitope (b) Chemical structure of the

epitope

a

Figure S67: Structural representation for B-cell epitope “GYYRRATRRIRGGDGK?” (a) 3D structure of the epitope (b) Chemical structure of the

epitope




