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Sheep QTLs data & 5
(https://www.animalgenome.org/cgi-bin/QTLdb/index) - (Clark EL et al., 2020, Genome Biol)

» Most of the functional sites are located in non-coding regions of the genome;

» The annotation of functional elements in the sheep genome is still limited.


https://www.animalgenome.org/cgi-bin/QTLdb/index
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Overview of sheep multi-tissue epigenomic atlas
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Figure 1. Multi-tissue sheep epigenome atlas
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Figure 2. Prediction of chromatin states and species conservation analysis
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Figure 3. Functional characterization of tissue-specific genes and chromatin states

(E-F) Enrichment patterns of chromatin states in

tissue-specific genes.
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Figure 3. Functional characterization of tissue-specific genes and chromatin states




Chromatin state predictions that enhance the understanding of phenotypic variation
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4%  Genome-wide selection analysis of sheep with distinct tail morphology
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Figure 5. Genome-wide selection sweep test of sheep with distinct tail morphology
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Figure 6. Integrative analysis of multiple omics datasets
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Figure 7. Identification of causal variant and verification of target genes



Summary

1 In this study, we established the first multi-tissue epigenomic blueprint of sheep to
fill a knowledge gap in existing sheep atlas datasets;

 This atla provides foundational data resources for understanding the adaptive
evolution and complex economic traits of sheep;

1 Through integration analysis of our multi-layered datasets, we identified a novel
causal SNP (Chr13:51760995 A > C) that could serve as potential genetic marker
for reducing tail fat deposition in sheep breeding programs;

 Overall, these findings provide valuable resources and molecular marker
applicable to sheep breeding, helping to accelerate genetic improvement.

Deyin Zhang, Jiangbo Cheng, Xiaolong Li, Kai Huang, Lvfeng Yuan, Yuan Zhao, Dan Xu, et al. 2024. “Comprehensive multi-tissue
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