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Figure S2. Identification of PagHB7a overexpression (PagHB7a-OF) and knockout
(PagHB7a-KO) transgenic plants. (a) Phenotypic morphology of 2-month-old
PagHB7a-OF and PagHB7a-KO plants. Scale bar, 3 cm. (b) RT-qPCR analysis of
PagHB7a expression levels in overexpression transgenic and WT plants. (c) sgRNA
location and nucleotide sequence in PagHB7a gene structure map. (d) Mutations in
the sgRNA target of PagHB7a CRISPR/Cas9-mediated knockout mutant plants. Red
characters indicate inserted or deleted nucleotides. The reference sgRNA target
sequence is shown at the bottom. (e) Statistical analysis of stem height and stem
diameter of PagHB7a-OE, PagHB7a-KO and WT plants. Error bars represent SD

values (n = 3).



