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Table S1. The primers were used for gene cloning and qRT-PCR analysis of MeGolS genes.

Gene Forward primer (5’-3’) Reverse primer (5’-3")
MeGolS1 ~ GATGTCTCCTAACGCAACCA AGCAGATGGAGCAGTTCT
MeGolS2  GATGTCTCCTAACGCAACCA TTTAAGCAGCAGATGGAGCA
MeGolS3  ATTGACAGCCTTAGGCAGCAGA ATAAACTTTTCAAGCAGCAGAGGG
MeGolS4  CCCACTCTCTGTCTGCGATTCT GCTTTTGCTCTTTTACATATTCCG
MeGolS5  CTCTTCATGGCTCCTGATCTCAC ATTGACAGCCTTAGGCAGCAGA
MeGolS6  GATCATGGCTCCAAATCTCACC TGATAGTCTGATACAGCTTAGGCAGC
MeGolS7  CCCAACCAGCAAAGCAAATA ACAGCCTTAGGCAGCAGATG
MeGolS8  ATTGCTCTTACTCCTTTACCACTATCGC GCCTTCGCTGTTCTATTGCCATC
QMeGolS1 CATCTCATGCCATCAGTTTCC CCATTGCCAGCCAAGAAC
QMeGolS2 CGTAACACAATCGTGGACCCC TTGCCTTCCTTAAACCCTITGG
QMeGolS3 GAAGATGAAACTTTGACAAGGACA AGGGAAAGGGTAGTATTACAGCAA
QMeGols4 TTACCCTCCAGAAAACCAAACTC CCATCAGGCAAATCAAATAGGT
QMeGolS5 CTTGCATCCAATTTCTTTTCTACA GCCGACAACTTTCACA
QMeGolS6 GACTACAAGAACACCGTGGGC TGATACAGCTTAGGCAGCAGAT
QMeGolS7 GCCCAACCAGCAAAGCAAAT GCGGTGGTGAGATCAGGAGC
QMeGolS8 AAGACAGTCGCCGTCACTCCTC TCCACATTCTCTTGGTGACGCC

p-tubulin

GTGGAGGAACTGGTTCTGGA

TGCACTCATCTGCATTCTCC




Table S2. List of the putative motifs of GolS proteins from cassava and Arabidopsis.

Motif Width Best possible match

1 50 INYSKLRIWEFVEYSKMIYLDGDIQVFENIDHLFDLPDGYFYAVMDCFCEMEME
2 50 WRHPENVELDKVKVVHYCAAGSKPWRYTGKEENMDREDIKMLVKKWWDIYMEME
3 50 SRAYVTFLAGNGDYVKGVVGLAKGLRKVKSAYPLVVAVLPDVPEEHRQILMEME
4 50 PPLYFNAGMFVFEPNLSTYEDLLKTVKITPPTPFAEQDFLNMFFKDIYKPMEME

5 23 TWSHSPQYKIGYCQQCPDRVTWPMEME

6 21 GCIVREIEPVYPPENQTQFAMMEME

7 11 PPVYNLVLAMLMEME

8 15 NDESLDYKNTVAAAGMEME

9 15 SEAGVVHYVTAPSAAMEME
10 21 MAPDLTTAAKTTTGLVKQASJMEME




Table S3 Predicted cis-acting elements in the promoter regions of MeGolSs

Type cis-element|Organism |[function MeGolS1 MeGolS2 MeGolS3 MeGolS4 MeGolS5 MeGolS6 MeGolS7 MeGolS8
@ ABRE Arabidopsis t]cis-acting ele]/ 385/+/6, 1284/ 297/-/7, 1393/247/+/6, 488/1489/+/6, 9171619/+/6, 1071]1268/+/10, 1271/-/6, 1269/+/9
é TGA-box  |Glycine max |part of an auy/ / / 460/-/8 / / / /
2 TGA-elemeniBrassica oler{auxin-respons/ / / 382/-/6 / 963/-/6, 1343/ /
v CGTCA-mot{Hordeum vulgcis-acting reg|/ / 220/-/5 463/+/5 510/+/5 / / /
§ TGACG-mot{Hordeum vulgcis-acting reg|/ / 220/+/5 463/-/5 510/-/5 / / /
2 ERE Dianthus caryethylene-resp|/ / 467/+/8, 507{1127/+/8 / / / /
% GARE Brassica oler{gibberellin-red/ / / / 1231/4/7 / 1040/+/7 /
g P-box Oryza sativa |gibberellin-red/ / / 13/4+/7 / 976/+/7 / /
é TATC Oryza sativa |cis-acting ele]/ / / 411/+/7 / / / /
TCA-elemen{Nicotiana tab|cis-acting elej 154/+/9 / / 142/+/9 451/-/9 585/-/9 / 1071/+/9
HSE Brassica olerjcis-acting ele1514/-/9, 1359/588/+/10 511/+/9, 798/{1343/-/8 109/-/9 9/4/9, 123/+/980/-/9, 410/-/921/-/9, 1220/-/8, 131/-/9, 91/+/9, 156/-/9
4 LTR Hordeum vulgcis-acting ele]/ 102/+/6, 1233|517/-/6, 526/-|/ / / /
% ?:, MBS Arabidopsis t{MYB binding/ / 1/+/6 / 203/+/6, 1253|1427/-/6, 1116/837/+/6 416/+/6
; g TC-rich repe{Nicotiana tab|cis-acting elej288/+/9, 1428 975/-/9 372/+/9, 1447/197/+/9, 10191094/+/9 / / 1125/-/9, 1413/+/9
S WUN-motif |Brassica oler{wound-respoi/ / / 574/-19 / / / /
Z ARE Zea mays |cis-acting reg657/-/6 245/+4/6, 1236/1393/-/6 835/-/6 / 805/-/6 484/+/6, 1035|/
GC-motif  |Zea mays [enhancer-like|/ / / / / / / 1364/+/6
- Skn-1 motif |Oryza sativa |cis-acting reg|1119/+/5 420/-/5, 932/4858/-/5 100/-/5, 12404467/-/5, 1385)/ / 441/+/5
;.“5) % GCN4 motif|Oryza sativa |cis-regulatory/ 1222/+/7 / / / / 1045/-/7 /
&:{ E CCGTCC-bol|Arabidopsis t]cis-acting reg|/ / 1242/+/6 / 1016/+/6 453/+/6, 1243|/ 391/+/6
- it CAT-box  |Arabidopsis t]cis-acting reg|/ 1130/+/6 / / / / / 1369/+/6
5 '% RY-element |Helianthus ancis-acting reg 1458/-/8 / / / / / 762/-/18 /
&= © as-2-box Nicotiana tab|involved in sh|884/+/9 / / / / / / /
Nodule-site2 |Glycine max / / / / 107/+/5 / / /




Table S4. Predicted miRNAs targeted to MeGolS genes.

miRNA_A  Inhibitio Target A Expectation UPE miRNA_st miRNA_e Target st Target e miRNA_aligned_fragment Target_aligned_fragment Multiplic
cc. n cc. $ art nd art nd ity

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156a AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156b AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156¢ AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156d AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC  AUUCUCUCUCUCUUCU-UCA 1
miR156e AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156f AC

mes- Cleavage  MeGolS1 5 2.337 1 20 37 55 UGACAGAAGAGAGUGAGC AUUCUCUCUCUCUUCU-UCA 1
miR156g AC

mes- Cleavage  MeGolS1 5 2.248 1 21 37 56 UUGACAGAAGAUAGAGAG AUUCUCUCUCUCUUCU- 1
miR156h CAC UCAA

mes- Cleavage  MeGolS1 5 2.248 1 21 37 56 UUGACAGAAGAUAGAGAG AUUCUCUCUCUCUUCU- 1
miR156i CAC UCAA

mes- Cleavage  MeGolS1 5 2.248 1 21 37 56 UUGACAGAAGAUAGAGAG AUUCUCUCUcCUCUUCU- 1
miR156j CAC UCAA

mes- Cleavage  MeGolS1 4 2.337 1 21 36 55 UGACAGAAGAGAGAGAGC UAUUCUCUCUCUCUUCU- 1
miR156k ACA UCA
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