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We used ChlL-seq to evaluate the behavioral changes in the location of H3t
incorporation into genome during spermatogenesis. Visualization of H3t localization in
spermatogonial cells revealed that H3t formed a domain and H3.1/2 localized around it in many cases.

The somatic histone H3.1/2 was incorporated into the genome before meiosis, suggesting that H3t
functions during meiosis by replacing somatic histone H3.1/2.
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