Supplementary Figure

Multi-omics approaches for revealing the epigenetic regulation
of histone H3.1 during spermatogonial stem cell differentiation
in vitro

Figure S1: Extracted ion chromatograms of histone post-transla-

tional modification peptides by PRM

(A) Representative extracted ion chromatograms of histone post-
translational modification peptides from Oh, 24h, and 48h dif-
ferentiated SSCs. Heavy peptide with BSA is used as a nega-
tive control.
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Figure S2: Differentiation trajectory of SSCs

other two published datasets.
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