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Table 1. Predicted novel exonic MEls

Chr Insertion point ME Sample Histology Gene 2Zygosity’ PCR Somatic/germline® ME subfamily”
1 149939291 L 5004 Serous 0oT1uD78 Heterozygous Yes Germline Undetermined
5 176918034 ALU son Serous POLIM7 Heterozygous Yes Somatic Alusx

8 55540494 AL s271 Serous RP1 Heterozygous Yes Germline Alus

8 71593525 ALV S005 Serous XKR9 Heterozygous Yes Germline Undetermined
8 118183382 L S031 Serous SLC30A8 Heterozygous Yes Somatic L1HS

8 145694721 AL sz Serous KIFC2 Heterozygous Yes Germline Alus

9 125486418 L 5068 Serous ORIL4 Heterozygous No NA NA

14 24655945 ALV S008 Serous 1PO4 Heterozygous Yes Somatic AluSc

Abbreviations: ME, mobile element; MEI, mobile element insertion; NA, not applicable. *Both zygosity and somatic status were manually assumed using IGV
and experimentally validated by PCR “Both zygosity and somatic status were manually assumed using IGV and experimentally validated by PCR.

“ME subfamilies were predicted using CENSOR. NA means not applicable.
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