
Supplementary Data

Supplementary Figure S1. Paired-End reAd mergeR (PEAR) settings and representative output. PEAR is an efficient and highly accurate Illumina pair-end
read merger. PEAR evaluates all possible paired-end read overlaps and implements a statistically observed expected alignment score (OES) test for minimizing
false-positive results. Utilizing PEAR with the default parameters, we observed that >90% of paired sequences were able to be merged for retroviral integration
site analysis, and no sequences were discarded because of poor sequence quality.




