Amselemet al. Genomes of Sclerotinia and Botrytis

Figure S3

Evidencefor accuracy of gene prediction in S. sclerotiorum (A), B. cinerea T4 (B) and B.
cinerea B05.10 (C).

Four types of evidence were combined: (i) Functiona annotation (at least one domain/motif), (ii)
Orthology between S. sclerotiorum, B. cinerea and other fungi, (iii) EST support, (iv) Nimblegen
Microarrays support.

A. Evidencefor the 14522 S. sclerotiorum predicted genes:

Functional evidence Orthology evidence EST evidence Microarray evidence
(10902 genes) (7851 genes) (5630 genes) (9560 genes)
(75%) (54%) (39%) (66%)

B. Evidencefor the 16360 B. cinerea T4 predicted genes::

Functional evidence Orthology evidence EST evidence Microarray evidence
(11336 genes) (9715 genes) (7631 genes) (11014 genes)
(69%) (59%) (47%) (67%)

C. Evidencefor the 16448 B. cinerea B05.10 predicted genes:

Functional evidence Orthology evidence EST evidence Microarray evidence
(11725 genes) (9834 genes) (7726 genes) (10740 genes)
(71%) (60%) (47%) (65%)
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