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Suppl.Tablel Primers used in this study

514 FK Primer name

514%7 4] Primer sequence (5'-3") SI4F & Primer usage

ZmGLK4-F
ZmGLK4-R
ZmGLK4-qF
ZmGLK4-gR
ZmUbiquitin-F
ZmUbiquitin-R
ZmGLK4-F-GFP
ZmGLK4-R-GFP
ZmGLK4-F-BD
ZmGLK4-R-BD
AtActin2-F
AtActin2-R
AtNRT1.1-F-gPCR
AtNRT1.1-R-gPCR
AtNRT1.2-F-gPCR
AtNRT1.2-R-gPCR
AtNRT1.5-F-gPCR
AtNRT1.5-R-gPCR
AtNRT1.8-F-gPCR
AtNRT1.8-R-gPCR
AtNRT2.1-F-gPCR
AtNRT2.1-R-gPCR
AtNRT2.4-F-gPCR
AtNRT2.4-R-gPCR
AtNRT2.6-F-gPCR
AtNRT2.6-R-gPCR
AtNRT2.7-F-gPCR

AtNRT2.7-R-gPCR

ATGGAGATGGACCCGCCGCC B v
TTAGGCAGAGGCGGTATGCGA Gene cloning
ACACGGCCGAGAACAATAAG SEI 56 5E it PCR

CATGAGCTCCCGTATCTGCT Quantitative real-time PCR

CTGGTGCCCTCTCTCCATATGG ER N2

CAACACTGACACGACTCATGACA Maize reference genes
ATACACCAAATCGACTCTAGAATGGAGATGGACCCGCCGCC P4 s L RILL R TR AR A
CATGGTACCGGATCCACTAGTGGCAGAGGCGGTATGCGACGA Subcellular localization and Arabidopsis genetic transformation
ATGGCCATGGAGGCCGAATTCATGGAGATGGACCCGCCGCC B T

CCGCTGCAGGTCGACGGATCCTTAGGCAGAGGCGGTATGCGA Transcriptional activity analysis

CCCGCTATGTATGTCGC

AAGGTCAAGACGGAGGAT

GCACATTGGCATTAGGCTTT

CTCAATCCCC ACCTCAGCTA

AATGCGGTTGCGAGTATGTC

TGGACAGGTTTTTCATCCGC

ATGTCTTGCCTAGAGATTTAT

AAAACGCGAGTTAGGAAGAGC

GGCTTCAGATTCTTGGATAG

AACCACAGAGTAGAGGATGG

AGTCGCTTGCACGTTACCTG

ACCCTCTGACTTGGCGTTCTC

CCGTCTTCTCCATGTCTTTC

CTGACCATTGAACATTGTGC

CTTCTTTTCTTCTCTTCCTCG

TCTGTCCATTCCGCTCCATAG

CCTTCATCCTCGTCCGTTTC

AATTCGGCTATGGTGGAGTA

TREFF A S
Arabidopsis reference genes
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Fig. S1 The DEGs of ZmGLKs in roots after LN treatment at different time points
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Legend:
Exon M A-box ABRE mEN ARE B AuxRR-core ERE M GARE-motif MBS M MYB Myb B TCA-element TGACG-motif

vE: Exon 4N T A-box MINRECIATETCF; ABRE Jy ABRE METRMAR T ARE AR FITTlF: AuxRR-core A KK MR TTlF; ERE J9 LM
Ji7eft:  GARE-motif A/REERMETCIF: MBS NS 5T RE M MYB 45 G MYB 3 MYB Z5 3 f5i: Myb A Myb 4583 TGA-element /K2
WAL TGAE: TGACG-motif Jhy s 4 i HH s B e 4
Note: A-box: cis-acting regulatory element; ABRE: abscisic acid responsive element; ARE: cis-acting regulatory element essential for the anaerobic induction; ERE:
ethylene responsive element; GARE-motif: gibberellin-responsive element; MBS: MYB binding site involved in drought-inducibility; Myb: Myb binding site;
TCA-element: salicylic acid -responsive element; TGACG-motif: methyl jasomonate responsive element.
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Fig. S2 The analysis of the predicted cis-elements in the promoter regions of the ZmGLK genes
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Fig. S3 Cloning of the ZmGLK4 gene
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Fig. S4 Phylogenetic tree analyses of ZmGLK4



