
Supplementary Table I: HLA-DR binding prediction. TERT amino acid sequences were 

submitted to three respective prediction algorithms (NetMHCpan2.1, NetMHCII2.2 and 

SYPEITHI) and peptides binding capacities of the four most promiscuous HLA-DR peptides 

were classified as strong (+++), moderate (++), weak (+), null (-). 

 


