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Fig. S1. The cross-validation error rate of genetic structure analysis of 100 samples
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[bookmark: _Hlk111524508][bookmark: _GoBack][bookmark: _Hlk111522178]Figure S2. The diagram of 10 morphological indicators of A. cerana. (A) The right forewing length (FL) and width (FB). (B) The sixth sternum length (L6) and width (T6). (C) The third sternum length (S3). (D) The third tergum length (T3). (E) The fourth tergum length (T4). (F) The femur length (Fe), the tibia length (Ti), the basitarsus length (ML), and the basitarsus width (MT).
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[bookmark: _Hlk101109524][bookmark: _Hlk107801976]Figure S3. Analysis of linkage disequilibrium.
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Figure S4. GO classification of candidate genes.
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Figure S5. The top 20 enriched KEGG pathways. 
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