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Supplementary methods
Multidimensional scaling (MDS) analysis was conducted using a total of 72,945 SNPs
after LD-based pruning (>0.2). Pairwise genetic distances based on IBS values were
used to cluster samples across populations with PLINK v1.07 (command line
arguments: -mds -plot 4).

Supplementary files

Supplementary File 1

Table S1: The CNVRs on autosomes identified in Chinese cattle including all 8 cattle
populations, North group, Northwest group, Southwest group and South group.

Supplementary File 2
Table S2: PANTHER enrichment analysis using a total of 1,400 unique genes which
were overlapped with 3,356 CNVR.

Supplementary File 3
Table S3: Genome-wide Vi values for differentiation analysis in four groups (North,
Northwest, Southwest and South).
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Figure S1 Multidimensional scaling (MDS) analysis results of 166 individuals. Individuals are
plotted according to their coordinates on the first two components. MDS analysis was conducted
using a total of 72,945 SNPs after LD-based pruning (>0.2).



