Table S1 Primers used in this study.

Name Sequence (5”-3")
SIEGY2-AF GTCGACATGAACATACCGGCGGTTCT
SIEGY2-AR TCTAGACTAGAGAGCAGGTTGATTAGA

SIEGY2-GFP-F
SIEGY2-GFP-R
SIEGY2-qRT-F

SIEGY2-qRT-R

GGTACCATGAACATACCGGCGGTTCT
TCTAGAGAGAGCAGGTTGATTAGAGA
CAGGAGAGCTTGATGGTGGT
ACTTCTTCTGATAGTGGAGC

EF-1a-F GGAACTTGAGAAGGAGCCTAAG
EF-1a-R CAACACCAACAGCAACAGTCT
35S GACGCACAATCCCACTATCC
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Figure S1. The expression level of SIEGY?2 in different tissues.
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Figure S2. The phenotype of WT and AS young seedlings. The
phenotype of hypocotyl (a) and the statistical analysis of the length of
hypocotyl (b) in WT and AS lines.
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Figure S3. Amino acid sequence alignment of AtEGY2 and SIEGY2.
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