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Table S1. The form shows the quality control of our iRIP-sequence is good. (1) Raw data: the number of original sequences transformed from the original image data obtained by sequencing through base calling; (2) Clean reads: the raw reads are stripped of the adapter sequence, and the number of valid sequences obtained after low-quality bases is used for subsequent analysis; (3) Clean Per: the proportion of clean reads in raw reads; (4) Raw base: the count the number of bases it contains, based on the number and length of raw reads, in G; (5) Clean base: according to the number and length of clean reads, count the number of bases it contains, in G; (6) Base Per: the proportion of Clean base to Raw base; (7) Unique tag: unique tag, the number of non-repeating reads and its proportion of clean reads; (8) Q20: Proportion of bases whose sequencing error rate is less than 1%; (9) Q30: Proportion of bases whose sequencing error rate is less than 0.1%; (10) GC: the percentage of GC bases in the total number of bases; (11) DUP: duplication level. The ratio of duplicate reads to total reads.
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Supplementary tablel: Obtain the high-quality clean reads.

Clean  Raw Clean Base  Unique

SamplelD Raw Clean Per base base Per Tag Q20 Q30 GC DUP

LTAGH_IP_1 30619238 29540199 9648% 459G 325G 7081% 9698093  97.83% 94.18% 51.00% 88.40%
(32.83%)

LTAGH_IP_2 28885522 27878730 9651% 433G 2.98G 68.73% 0780898  97.98% 94.53% 50.00% 85.75%
(35.12%)

LTAGH_input_1 49122624 47442522 9658%  7.37G 631G 85.62% 27449512  98.A7% OA.T1% 45.00% 72.04%
(57.86%)

LTA4H_input 2 40002548 38611163 9652% 600G  5.04G 83.96% 23788072  97.50% 93.51% 45.00% 67.41%

(61.61%)





