S1 Table. Current assemblies of Phytophthora infestans

Bases in
assembly N50 Predicted
Strain Technology (Mb) (kb) Scaffolds genes Reference
1306 PacBio, lllumina, 247 970 632 19,981 this study
Bionano optical map,
Dovetail (proximity
ligation), linkage map
T30-4 Sanger 1902 445 4,921 17,797 [1]
KR_1_A1 Oxford Nanopore, 201 291 1,510 20,172 [2]
lllumina
KR_1_A2  Oxford Nanopore, 231 152 3,344 23,771 [2]
lllumina
RC1-10 PacBio 203 120 2,902 n.d. [3]

aTotal predicted size of 229 Mb.
bNot determined.
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