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Supplemental Table 2. Odds ratio analysis of Class | and Class Il transposon

domains encoded in the genome of VdLs.17

Domain (TE class)® LSregions Non-LS regions w® Inw 95% CI
RVE (1) 16 40 10.74 237 +/-0.59
DDE_1 (Il) 27 13 68.67 423 +-0.67
hAT (1) 6 1 1756 517 +-212
MULE (I)° 8 0 - - -

*Domain abbreviations: RVE, retroviral integrase core domain; DDE_1, DDE superfamily
endonuclease; hAT, Activator superfamily dimerisation domain; MULE,Mutator superfamily
transposase domain. “The w statistics were calculated based on the comparison of the
respective transposon domain and total predicted genes in non-lineage specific (LS) regions of
the genome versus the respective transposon domain and total predicted genes in select LS
regions of the genome (see methods for details). °The w statistics could not be calculated for

MULE since there is a value of 0 in the Non LS regions.




