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1 Supplementary Figures

Fig. 1 The phylogenetic tree of the core accessions in KRICE was constructed using PHYLIP. The
much higher resolution tree is available at
https://github.com/infoLab204/rice variety/blob/main/results/rice circular.png.
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Fig. 2 (Top) The list of purebred Japonica and purebred Indica samples to call the actual variants.
(Bottom) The list of non-purebred Japonica and non-purebred Indica samples to call the predicted
variants.
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Fig. 3 A schematic of the variant calling pipeline used in this study.
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Fig. 4 The number of variants called from different models using the Japonica reference sequence in
the non-coding region.
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Fig. 5 A plot of the performance metrics of precision, recall, and F1 score for different models in the
non-coding region using the Japonica reference. Note that the horizontal axis represents the proportion
of non-Japonica (i.e., Indica) accessions in the samples.
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2 Supplementary Tables

Model 0% 25% 50% 75% 100%

Number of potential
false positives

1,503,557 6,410,527 8,832,738 9,304,551 9,665,015

Precision 0.48 0.19 0.15 0.14 0.13

Table 1 The number of false positives and precision from the models of different
Indica-mixed proportions in the non-coding region.

(a) Japonica reference
(non-coding region)

Japonica-only samples

Actual variants

Yes No
Predicted
variants

Yes 1,373,341 1,503,557

No 483,443 334,291,651

Metrics P=0.48 R=0.74 F1=0.58

(b) Japonica reference

(non-coding region)

25% Indica-mixed

Actual variants

Yes No

Predicted

variants

Yes 1,538,597 6,410,527

No 318,187 329,384,681

Metrics P=0.19 R=0.83 F1=0.31

Table 2 Results of the confusion matrices
and their metrics constructed from variant
calling in the non-coding region using the
Japonica reference from (a) the Japonica-only
model and (b) the 25% Indica-mixed model.
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(a) Japonica reference

(non-coding, before dbFP)

50% Indica-mixed

Actual variants

Yes No

Predicted

variants

Yes 1,567,959 8,832,738

No 288,825 326,962,470

Metrics P=0.15 R=0.84 F1=0.26

(b) Japonica reference

(non-coding, after dbFP)

50% Indica-mixed

Actual variants

Yes No

Predicted

variants

Yes 1,567,959 3,588,991

No 288,825 332,206,217

Metrics P=0.30 R=0.84 F1=0.45

Table 3 Results of the confusion matrices and
their metrics constructed from variant calling
in the non-coding region using the Japonica
reference from (a) the half-mixed sample from
both varieties and (b) the same as (a) except
that the variants in the dbFP are excluded.
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3 Supplementary Data File

The analysis results as a file of the variant call using the Indica reference sequence can

be found at

https://github.com/infoLab204/rice variety/blob/main/results/Indica results.xlsx.
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