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Highlights

O Telomere-to-telomere assembly provided high-quality genomes for Min and Rongchang pigs

O Analysis of the telomere and centromere regions revealed chromosomal structural features

O The pig pan-genome and graph-based pan-genome were constructed based on the T2T framework

O Combining genomic, transcriptomic, and epigenomic data revealed candidate structural variations related to
temperature adaptation in pigs

O Demonstrated the practicality of graph-based pan-genomes in enhancing the resolution of genome-wide

association studies and improving the accuracy of genomic selection in animal breeding
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1. Two T2T native Chinese pig genomes 2. Telomeres and centromeres 3. Pan-genome
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Pangenome and Graph-based Pangenome Construction
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@Eﬁtegrative Multi-Omics Analysis of Heat and Cold Adaptation in Pigs
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Summary

In this study, we utilized advanced sequencing technologies and assembly strategies to construct the T2T
genomes of two native Chinese pig breeds — the Min pig and the Rongchang pig. These resources facilitated the
analysis of complex genomic regions and structural variations, revealing the genetic adaptation characteristics of

pigs and laying the foundation for advancing breeding and conservation strategies in pigs.
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