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Mungbean linkage map
red：azuki bean SSR markers

purple：common bean SSR markers

blue：cowpea SSR markers

italic：dominant markers

black：soybean SSR markers

Segregation distortion

***：P＜0.001

*：P＜0.05
**：P＜0.01

BC1F1 population（250 plants）

green：mungbean SSR markersNo. of mapped markers ： 430

Total length ： 727.6 cM


