Table S2. Quality control metrics of the RNA sequencing libraries

%% of
% of == Q30 Mean Quality mapping
Sample ID Yield (Gb) # Reads Bases (PT) Score (PT) rate
AS49-NC-1 5.6 67013960 DE.0 38.6 83.7
AS48-NC-2 6.9 470523538 974 383 52.3
AS49-NC-3 5.7 65588240 974 38.3 21.8
AS49-1.CATI-4-1 8.8 60425564 976 384 52.3
AS549-LCATI1-4-2 8.2 55637218 974 38.4 23.6
AS49-1.CATI1-4-3 10.0 67589343 974 383 523
Calul-NC-1 8.4 57051966 97.6 38.5 51.9
Call-NC-2 11.5 77908163 8973 383 52 4
Calul-NC-3 104 70428980 87.1 38.2 504
Calul-LCATI1-4-1 9.5 64882604 97.3 38.5 841
Calul-LCATI1-4-2 5.8 39557248 87.1 38.2 53.2
Calul-LCATI1-4-3 8.5 38380246 87.5 384 896
HOP62-NC-1 10.0 68,720,834 07.8 38.5 528
HOP62-NC-2 104 70,828 630 974 383 83 4
HOP62-INC-3 104 70,705,350 87.3 38.3 21.7
HOP62-LCATI1-4-1 92 63226994 97.3 38.5 522
HOP62-LCATI1-4-2 8.5 53784406306 974 38.3 83.1

HOPG62-LCATI-4-3 92 63,111,068 973 383 91.7




