Additional file 2: Figures S1-S6
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Figure S1. The egg production distribution of 800 Luhua birds at 300 days of age.
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Figure S2. The egg production distribution of 400 Jiuyuan black fowls at 300 days of age.
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Figure S3. Pie charts of small RNA percentages.
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Figure S4. Length distribution of small RNA in pituitary and hypothalamic libraries of LP

and HP chickens.
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Figure S5. Correlation analysis of miRNA expression across samples of LP and HP chickens.
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The GO classification map includes the top 30 significantly enriched GO terms, which can be used

to highlight significant differences in gene function.

Figure S6. Gene ontology statistics.



