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Table S1 Primer sequences used in this study

Gl BN Gk &
Primer name Primer sequence (5'-3") Usage
AsGolS2-F1 CCAACGAATCGCGTGACTG gDNA ¥

AsGolS2-R1 TGCTGGTGCGGGTAATCTG

AsGolS2-F2 CATATGGCCATGGAGGCCGAATTCatggcacccatggegetcaagggtgt cDNA ¥ 1;
AsGolS2-R2 GGCCGCTGCAGGTCGACGGATCCC Cctatgeggeggagggegeggggtagtactt {4k 2
AsGolS2-F3 AGTCGGCGTACCCGTTAGTG qPCR
AsGolS2-R3 CATGGCGAACTGGGTCTGAC

AsGAPDH-F TTCTTCCTGAGTTGAACGGC WZHEH
AsGAPDH-R ATGCAGCCTTCTCGATTCTG

T7 TAATACGACTCACTATAGGG AT
3-BD TAAGAGTCACTTTAAAATTTGTATAC
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Table S2 Bioinformatics tool

WA PRk Fli&

Software Website Usage
Plant CARE https://bioinformatics.psb.ugent.be/webtools/plantcare/html/ JE ST IR EAE F o2 #r
Expasy https://web.expasy.org/protparam/ AL SR AT
ProtScale https://web.expasy.org/protscale/ SRHK YT
TMHMM-2.0  https:/ services.healthtech.dtu.dk/servicess TMHMM-2.0/ 5 i 25 K 3
NetPhos https:/services.healthtech.dtu.dk/services/NetPhos-3.1/ TR AL R T
Smart https://smart.embl.de/ GERIE AT
SOPMA https://npsa.lyon.inserm.fr/cgi-bin/npsa_automat.pl R LR

page=/NPSA/npsa_sopma.html

SignalP 6.0 https:/services.healthtech.dtu.dk/services/SignalP-6.0/ ERsg Nl
GSDS 2.0 https://gsds.gao-lab.org/ R 25K 53 #T
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A: AsGolS2 HE[F gDNA #73%. M: DL5000, 1-6 7 AIAMAE 2 5. EK 25, S 175, Af25, OfE S SHMEMR 15,
B: AsGolS2 % ¢cDNA ##4, M: DL 5000, 1-2: Sh#fiEik2 5

mg



A: Amplification of gDNA for the 4sGolS2 gene. M: DL5000; 1-6 correspond to the following oat cultivars: Jiayan 2, Dingyou 2, Jinyan
17, Baiyan 2, Baiyan 5, and Caoyou 1, respectively. B: Amplification of cDNA for the 45GolS2 gene. M: DL5000; 1 and 2 both represent

the cultivar Dingyou 2
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Fig. S1 Amplification of the 4sGolS2 gene in oat (Avena sativa L.)
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A: FEFEEHE; B: AT C: EALMIETIN; DESEAMTIN: E: SREUKIER; F: BERALLSATI; G: 5%
T
A: Gene structure diagram. B: Secondary structure prediction. C: Protein domain prediction. D: Transmembrane structure prediction E:
Hydrophilicity and Hydrophobicity prediction. F: Phosphorylation sites prediction. G: Signal peptide prediction
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Fig. S2 Bioinformatics analysis of AsGolS2



