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[bookmark: _Hlk122305460]Table S2. Mapping of clean reads on the reference genome. (1) Total reads: input data or clean reads, the number of filtered reads after sequencing sequence; (2) Total mapped: the number of sequences that can be mapped to the genome; (3) Total Uniquely mapped: The number of reads uniquely located on the reference genome and their proportion in total mapped reads. (4) Total Multiple mapped: The number of reads with multiple locations on the reference genome and their proportion in total mapped reads. (5) Splice reads: statistics of sequencing sequences (also known as Junction reads) that are segmented to two exons; (6) Non splice reads: whole-segment comparison of sequencing sequences to exons; (7) rmdup reads: remove duplicate reads, remove the PCR duplication reads, that is, the total number of reads counted after all the repeated reads are counted only once, and their proportion in unique mapped reads; (8) sense reads: reads on the sense chain; (9) antisense reads: reads matched to the antisense chain.
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Supplementary Table 2: Mapping of clean reads on the reference genome.

Total Total
Total Total Uniquely Multiple  Splice Nonsplice rmdup Sense Antisense

Sample reads mapped mapped mapped reads reads reads reads reads
LTA4H_IP_1 20540199 22812906 9090005 13722901 2541360 6548645 3646599 3323445 323154

(77.23%)  (39.85%) (60.15%) (27.96%) (72.04%)  (40.12%) (91.14%) (8.86%)
LTA4H_IP_2 27878730 21730441 8810393 12920048 2391601 6418792 3939716 3611532 328184

(77.95%) (40.54%) (59.46%) (27.15%) (72.85%)  (44.72%) (91.67%) (8.33%)
LTA4H input 1 47442522 37260479 31159426 6101053 1108387 30051039 18062982 13234231 4828751

(78.54%) (83.63%) (16.37%) (3.56%) (96.44%) (57.97%) (73.27%) (26.73%)
LTA4H_input 2 38611163 30478203 25495288 4982915 898312 24596976 15966763 11733603 4233160

(78.94%) (83.65%) (16.35%) (3.52%) (96.48%)  (62.63%) (73.49%) (26.51%)





