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File name: Supplementary Data 1
Description: Differentially expressed genes within various types of testicular cells in NIC mice compared to CON mice.

File name: Supplementary Data 2
Description: Raw data of LC-MS/MS analysis in targeting metabolomics after standardizing using the protein content.

File name: Supplementary Data 3
Description: Differentially methylated regions within the whole sperm genome in NIC mice compared to CON mice.

File name: Supplementary Data 4
Description: Differentially methylated transcription start sites within the whole sperm genome in NIC mice compared to CON mice.

File name: Supplementary Data 5
Description: Numerical source data.

