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Supplemental Fig.1.
LOD scores (upper) and additive effects (lower) of QTLs for
anthocyanin pigmentation in 11 maize organs. QTL names are
shown above each LOD peak (continued on the next page).
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Supplemental Fig.1 (Continued from previous page)
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Supplemental Fig.1 (Continued from previous page)



(10) Dorsal side of grain
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Supplemental Fig.1 (Continued from previous page)
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Supplemental Fig. 2.
Sequence alignment of the coding regions of P/1 from ‘JCO72A’
and ‘Ki68’. Exons are shown by yellow lines.
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Supplemental Fig. 3. Alignment of amino acid sequences of P/1 alleles.
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Supplemental Fig. 4. Linkage map of the PI1 region on
chromosome 6.

Mapping and QTL analysis showed that P/1 is located on
chromosome 6 as previously reported (Hollick et al. 1995), and
detected a large-effect QTL at the P/1 locus. The LOD score was
obtained using F; populations.
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