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Suppl.Table 1 Primers used in this study
GIEZER S ElkZ)s ! &
Primer name Primer sequence (5'-3") Purpose
HVNACS3 F:ATGAGCGGCGGACAGGAGC CDs JF5UY 5514
R:ACTGGGGCAAGCCGTTCTAA Amplify of CDs sequence Primer
HYNACS3 RT-F:ATGAGCGGCGGACAGGAGC RT-PCR #1459
RT-R:ACTGGGGCAAGCCGTTCTAA Amplify of RT-PCR Primer
Mizk 2 IR HVWNACS3 ERRBUMRDH
Suppl.Table 2 Physical and chemical properties of HYNACS3 protein in hulless barely
FUALPER Physicochemical — property HVNACS53 FLLPE)R Physicochemical property HVNACS53
4y F H 1 Molecular weight/Da 33364.91 flE %465 Aliphaatic index 57.17
S JETHL Total number of atoms 4622 o SRl tb ] The proportions of ahelix/% 8.22
43¥3 Formula C1491H2273N4110431S16 HEAH%EE L] The proportions of extended strand/% 11.51
FKFZE GRAVY -0.603 B-7 & Lt 5] The proportions of B turn/% 0.00
FRS L A Theoretical pl 8.71 JE AR 2% B B 7] The proportions of random coil/% 80.26
AREEEL Instability Index (11D 52.44 SV 40 g 52 A7 7 prediction of subcellular localization 4Hfi4% Nucleus
PEH4EH) Transmembrane structure * NO &5 Bk Signal peptide J NO
25 19 1
PEFALAT AT Glycosylation site * NO WAL &5 Phosphorylation site HER 44
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Suppl.Fig. 1 PCR amplification products of HvNAC53 gene
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Suppl.Fig. 2 Basic Information of Qingke HYNACS53 Protein
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A: Protein prediction phosphorylation site. B: Transmembrane structure. C: Tertiary structure. D: Secondary structure. E: Signal peptide
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Suppl.Fig. 3 The conserved domain of the HYNACS53 protein



