Table S2. Statistics of sequence comparison between sample sequencing data and Ac genome

Reads

Valid Mapped Uniq Multiple Map to Reads. Map
Samples Mapped Map to antisense
Reads Reads sense
Reads Reads strand
strand
41,206,986 40,457,813 749,173 38,496,830 20,187,269
CL o 47880158 ~(gc06%)  (84.50%) (1.56%) (80.40%) (42.16%)
41,726,617 40,931,539 795,078 38,993,558 20,427,250
€2 48360268 googon)  (84.64%) (1.64%) (80.63%) (42.24%)
37,547,059 36,812,105 734,954 35,169,686 18,371,572
G BI77I60 “gcoem)  (8526%)  (1.70%)  (8145%)  (42.55%)
37,627,679 37,005,972 621,707 35,072,336 18,486,053
L1 43990084 o5 sa0p) (84.12%) (1.41%) (79.73%) (42.02%)
41,325,890 40,492,570 833,320 38,782,972 20,236,601
L2 47,688,432 (86.66%) (84.91%) (1.75%) (81.33%) (42.44%)

42,885,403 41,995,372 890,031 40,052,608 20,972,491

L3 49660302 i 3goy  (84.57%) (1.79%) (80.65%) (42.23%)




