0 0.2 0.4 0.6 0.8 1 0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1

AUP (rank)

Similarity to complete prediction (rank) transcription-coupled nucleotide-excision repair

0 0.2 0.4 0.6 0.8 1 0.5 0.55 0.6 0.65 0.7 0.75 0.8 0.85 0.9 0.95 1

AUP (rank)

All GO groups