[bookmark: _GoBack]Supplementary explanation of raw sequencing data：
The ‘Supplementary Material’ contained the raw sequencing data of 317 samples, each of which was double-ended, so that each sample corresponded to two files. General information on each sample can be viewed at this link: https://dataview.ncbi.nlm.nih.gov/object/PRJNA905720?reviewer=sg60ck12kptla3s5ms01vsib7h.
