The Sulfoquinovosyltransferase-like Enzyme SQD2.2 is Involved in Flavonoid
Glycosylation, Regulating Sugar Metabolism and Seed Setting in Rice
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Figure S1. The amino acid sequence alignments of AtSQD?2 orthologous proteins
using ClustaX program. OsSQD2.1, OsSQD2.2, and OsSQD2.3 share 72%, 67% and
68% amino acid sequence similarity to AtSQD2. The glycosyltransferases domain is
underlined. At, Arabidopsis thaliana, Os, Oryza stain. AtSQD2, AT5¢g01220;
0sSQD2.1, 0s07g01030; OsSQD2.2, 0s01g04920; OsSQD2.3, 0s03g15840.
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Figure S2. Phylogenetic analysis of rice SQD2.2 orthologs inplants and its relatives.
The amino acid sequences of rice SQD2.2 orthologous proteins were aligned using the
ClustalX program and were analyzed using the neighbor-joining method, with genetic
distance calculated by MEGAS software. The bar indicates substitutions per site.
Bootstrap values (1000 replicates) above 70% are shown on the branches. The amino
acid sequences and conserved domain of SQD2.2 orthologous proteins are shown in
Figure S1. AtGT-2, At4g34138; OsGT1, Os01g15780; AtSQD2, AT5901220;
0sSQD2.1, 0s07g01030; OsSQD2.2, 0s01g04920; OsSQD2.3, 0s03g15840;
AtUGT78D1, AT1G30530; AtUGT73C6, AT2G36790; SqdX, Synechococcus
elongatus PCC7924 (AAF14309); SqdD, Rhodobacter sphaeroides (ABA78725).
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Figure S3. The sequencing result of the PCR bands in Figure 1A. Seg-R indicates the
sequencing result using the vector-specific primer.



Figure S4. The I,-KI stained pollen grains of wild-type and SQD2.2-OE
plants at anthesis stage. Bars = 400 pm.
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Figure S5. Overexpression of rice SQD2.2 resulted in flavonoid accumulation in
Arabidopsis. (A) Rice SQD2.2 is overexpressed in Arabidopsis and the expression
level was confirmed by semi-quantitative RT-PCR. (B) to (D) Overexpression of
SQD2.2 enhanced the purple color in leaves, stems, and siliques of Arabidopsis. (E)
and (F) Overexpression of SQD2.2 conferred the anthocyanin accumulation in leaves
and siliques of Arabidopsis. Values are the mean + SD (n = 3). Student’s t test, * P <
0.05; ** P <0.01.



