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Research progress of the genome and transcriptome of yak
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Abstract To investigate the progress of yak genome and transcriptome, literatures related to yak genome and
transcriptome researches over 2012 — 2018 were summarized in this paper by using “yak.genome. transcriptome and
high throughput sequencing” as keywords. The results showed: On the aspect of genome, the genome of yak was
sequenced for the first time in 2012 and subsequently re-sequenced. The yak genome “sketch frame” and the
corresponding genetic variations profile were constructed. The genome similarities and differences between the
domestic yak, wild yak and other species were compared. The genetic mechanism of yak plateau adaptation was
explained,and the domestication and demographic history of domestic yak were explored. The adaptation introgression
between yak and cattle,and the genetic mechanism of some traits (i. e. horns and multi-ribs traits) in yak also were
revealed. The whole genome association analysis in yak was used; On the aspect of yak transcriptome study, the
transcriptional analysis of the testis,ovary and heart etc.,as well as the oocyte and embryo cells of the yak were carried
out to discover a number of potential differentially expressed genes (DEGs) related to the economic traits and some
biological changes. Future work should focus on Big Data obtained by high throughput sequencing technology to assist
yak molecular breeding.
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