Brief description of additional documents
· Additional file 1: List of primers used for validation experiment (qPCR and amplicon sequencing). (DOCX 16.5 kb)
· [bookmark: _Hlk129939043]Additional file 2: Detailed differentially methylated regions results on goats in prepubertal and pubertal stages. (XLSX 19.3 MB)
· Additional file 3: GO analysis in CG type differentially methylated regions in prepubertal and pubertal goats. (XLSX 112 kb)
· Additional file 4: GO analysis in CHG type differentially methylated regions in prepubertal and pubertal goats. (XLSX 103 kb)
· Additional file 5: GO analysis in CHH type differentially methylated regions in prepubertal and pubertal goats. (XLSX 92 kb)
· Additional file 6: KEGG pathway analysis in CG type differentially methylated regions in prepubertal and pubertal goats. (XLSX 14.8 kb)
· Additional file 7: KEGG pathway analysis in CHG type differentially methylated regions in prepubertal and pubertal goats. (XLSX 16.6 kb)
· Additional file 8: KEGG pathway analysis in CHH type differentially methylated regions in prepubertal and pubertal goats. (XLSX 15.1 kb)
· Additional file 9: Gene expression data of the pineal gland in prepubertal and pubertal goats determined by RNA sequencing. (XLSX 2.14 MB)
· Additional file 10: RT-qPCR validation of the high-throughput sequencing. (PDF 149 kb)
