Figure S1 The predicted transmembrane domains of nine SIUGICAE proteins
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Figure S2 Selective pressure analyses of the other 8 SIUGICAE proteins
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Figure S3 Selective pressure in promoter regions of SIUGICAE genes
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Table S1 Kinds and numbers of cis-acting elements in the 0.5 kb upstream regions of 9 SIUGICAE genes

Gene sample HSE MBS  Skn-1_motif TGA-element HD-Zipl HD-Zip2 TC-richrepeats circadian CAT-box TATC-box W box WUN-motif LTR TCA-element ELI-box3

SIUGICAEL 0 0 0 0 0 0 0 0
SIUGICAEL-like 0 0 0 0 0 0 0 0 0
SIUGICAE2-like 0 0 0 0 0 0 0 0 0
siuclcaes [ o 0 0 0 0 0 0 0 0 0 0 0
SIUGICAE3-likel 0 0 0 0 0 0 0 0 0 0 0 0 0
SIUGICAE3-like2 0 0 0 0 0 0 0 0 0 0 0 0
siucicaes [ o© 0 0 0 0 0 0 0 0 2 0
SIUGICAES 2 o 0 0 0 0 0 0 0 0 0 [
0 0 0 0 0 0 0 0 0 0

SIUGICAEG-like 0




Table S2 Kinds and numbers of cis-acting elements in the 1.5 kb upstream regions of 9 SIUGICAE genes

Genesample  ABRE ARE HSE MBS TGA-element TGACG-motif CGTCA-motif TC-rich repeats circadian AuxRR-core GARE-motif LTR  TATC-box P-box ERE WUN-motif MRE TCA-element HD-Zip1 HD-Zip2 Skn-1_motif GCN4_motif O2-site as-2-box Whbox CAT-box GC-motif CCGTCC-box ELI-box3

SIUGICAEL 2 0 0 0 0 0 0 0 0 0 0 0
SIUGICAEL-like 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SIUGICAE2-like 0 0 0 0 0 0 0 0 0 0 0 2 0 2 I 0 0
SIUGICAE3 0 o I o 0 0 0 0 0 0 0 0 0 0 0 0 0 0
SIUGICAE3-likel 0 0 0 0 0 0 0 0 0 0 o [N 0 0 0 0 0 0
SIUGICAE3-like2 0 0 2 0 0 0 0 0 0 0 o IS o o IS o
SIUGICAES 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0
SIUGICAES 0 2 2 0 0 0 0 0 0 2 s o o N o 0 0 [ ]
SIUGICAEG-like 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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