Table S6. Results of low-resolution genome sequencing of Botrytis spp.

Botrytis species B. fabae B. p seudo- B. calthae
cinerea

Strain Bf611 Bf612 11002 VD110 MUCL1089
Coverage (assemblies) 27x 45x 29.3x 29.0x 27.6x
N50 scaffolds (kb) 24.0 24.1 98.0 171.5 150.2
Assembly size (Mb) 41.0 40.6 40.79 40.61 44.03
No of predicted genes 11,258 11,433 11,743 11,703 11,791
GC content (total) CL 41.0% 40.6% 42.8% 42.7% 41.3%
Median intron length n.d. n.d. 59 nt 59 nt 59 nt
Reference Lee et al. (2020) This work




