Description of Additional Supplementary Files

File name: Supplementary Data 1

Description: Sample information. Information on tumor type, data availability and
telomere-associated information of all samples is given. "Singleton_dist" column
describe the divergence of observed singleton repeat counts to expected counts. The
ALT probability was calculated by the random forest classifier described in the study.

File name: Supplementary Data 2

Description: Most frequent neighboring sequences of telomere repeat variants. For
each pattern, the top three telomere variant repeat sequence contexts (18 bp on either
side) and their percentage in all samples, ATRX/DAXXnc samples and TERT™d
samples are shown.



