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Figure S1. Identification of transgenic and EMS-derived ZmCML36 maize materials. (A) Bar
immunostrip analysis of the T2 ZmCML36-overexpressing maize lines OE1, OE2, and OE3
and the H99 wild-type control; two bands indicate a positive transgenic plant. (B) Relative
ZmCML36 transcript abundance in OE1, OE2, OE3, and H99 determined by qRT-PCR, with
ZmTUB as the reference gene and H99 used for normalization. (C) Sequence identification
of the EMS-derived ZmCML36 mutant. Genomic DNA from the mutant samples and wild-
type B73 was amplified by PCR and sequenced using the primers listed in Table SI.
The highlighted substitution changes codon GGC to GTC, resulting in a Gly-to-Val
substitution at amino acid 104 (G104V). (D) Relative ZmCML36 transcript abundance in the
mutant lines and B73 determined by qRT-PCR, with ZmTUB as the reference gene and
B73 used for normalization. Data in (B,D) are presented as the mean * SD of at least three

independent biological replicates. Statistical significance was assessed using Student's t-test;

*##% p <0.0001.



