Graphical Abstract Text
In this study, we presented a chromosome-level genome of a female Tibetan brown bear from Qinghai, China. The final assembly spans 2.42 Gb, with scaffold N50 of 72.35 Mb, contig N50 of 66.56 Mb and GC content of 42.36%. Demographic reconstruction of Tibetan brown bear demonstrated an population expansion during the early Pleistocene, followed by two significant population bottlenecks at approximately 2 Mya (pre-Poyang Glaciation) and 0.1 Mya (the Last Glacial Period), leading to a cumulative effective population size reduce of nearly 80%. Tibetan brown bear hibernation-related pathway analyses revealed a specific carbohydrate-dominated metabolic strategy that differs strikingly from the lipid metabolism-dependent hibernation pattern of North American brown bear. 
