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E 1. TagGeN9 2% A5

Exact Inclusive Overlap

TagGeN match match Match
Performancd R P R P R P

measure

7-fold 90.09 80.194 91.99 82.59 93.1% 83.6%

Average cﬂ
Independent] 87.3‘1 76.1% 92.1‘1 80.1‘%1 93.9‘%1 82.0%
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