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Figure S1. Photograph showing various appearances of seeds and grain pericarp in rice landraces
representative for Group 1 and Group 2. The gray circle with diameter 2.2 cm used as a scale bar
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Figure S2. Gel pictures for banding of the 24 representative rice accessions with the markers: RM70 (A),
RM201 (B), RM287 (C), RM475 (D), and RM525 (E). #1 - Milyang 23; #2 - Nipponbare; #3 - O. rufipogon; from
#4 to #24: AGI-1 to AGI-24
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Figure S3. Comparison of the means for 11 agro-morphological traits between two subgroups by t-tests
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Figure S4. Quantile—quantile (Q-Q) plot of the marker-trait association by naive GLM, GLM with Q and
MLM with Q + K for culm habit, waxy, and stem color




