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Table S1. List of primers used in this study
	Primer name
	Sequence
	Gene id

	ACTIN-R
	CCAAGGCCAACAGAGAGAAA
	Zm00001d010159

	ACTIN-R
	CCAAACGGAGAATAGCATGAG
	

	03677_F
	GGAGGAAGAAGATGAAGAAC
	ZmZOU

	03677_R
	TTCAGCTTCTCCAGCTTCTG
	

	05546_F
	CCTGCAGCAAATGACTTTGG
	Agp2

	05546_R
	TCCGGTACAGGCTTCTTGGT
	

	19160_F
	CTTATGCTCCATGCTCTTTC
	Zm00001d019160

	19160_R
	GAATCTATCATTGATGGGAG
	

	20591_F
	CACCAACAACAACAAGTTCA
	Zm00001d020591

	20591_R
	TTGGTGCTGTTGTTGTTGTT
	

	37234_F
	GGGTTAATGCAGTACACTCG
	Su2

	37234_R
	CGGGATCGTACAGCTCGAAA
	

	39131_F
	TCGAGCATCTGACTATGGAT
	AGP1

	39131_R
	ACGTAAACTCCCATTGAAGC
	

	45462_F
	GCGAATGGGCACCGTGTCAT
	WX1

	45462_R
	CCTCTCCAGGAACAGTGGGT
	

	46937_F
	CTAACCACCTCAGCCAATCA
	Bzip17

	46937_R
	ACTCCCTATTGGACACCATC
	

	48807_F
	CTTGCAACAACAACTGCTTG
	Zm00001d048807

	48807_R
	GGGCTAGATGAAAGCAGTTG
	

	48808_F
	CGCAACAGCAACAACAGTTC
	Zm00001d048808

	48808_R
	GTTGCTGGTTTGCAACTACG
	

	48810_F
	AGCAACAATCCTTGGCACAT
	Zm00001d048810

	48810_R
	AAGTGGGTTGGATGCAAGCA
	

	48816_F
	GCAACAACAATCCTTGCCAC
	Zm00001d048816

	48816_R
	GGATGCAAGCAGCTGCTCTT
	

	48818_F
	CGCAACAGCAACAACAGTTC
	Zm00001d048818

	48818_R
	CAGGGTTCACCATGGCTAGT
	

	48847_F
	TCACCAGCGATGTCTTCAGT
	Zm00001d048847

	48847_R
	TAGGGCTGATGATTGTTGGA
	

	48851_F
	CAACTAGCTGCATTGAACTC
	FL4

	48851_R
	TGCTGCTGTAAATAAGCAGG
	

	49476_F
	CTGGCTGCATTGAACTCTGC
	Zm00001d049476

	49476_R
	GGTTGTTGGTAGAACGCTGC
	

	50032_F
	CCTGAAGCCAATGACTTTGG
	Bt2

	50032_R
	ATCTGGTATTGGCTTCTTGG
	

	52110_F
	GTTTGGCAGCTCTCCTTATT
	O1

	52110_R
	CTTGCCGGTAATTCTGGAAA
	

	30855F
	GTTAGCATTGACCGTCCAAC
	Zm00001d030855

	30855R
	CAAGGTTCGCTGCAACTACT
	

	48806F
	GAACACCCTATTGTGCAAGC
	Zm00001d048806

	48806R
	ATGGTTAGATGTGCCAAGGA
	

	49243F
	CTGGTATGCAGCTACGTTCG
	FL2

	49243R
	CTGCCATCACTGAGCCACCT
	

	48817F
	AACCAATTGCCCAATTACAA
	Zm00001d048817

	48817R
	CCACAGCTAGTTGGCTCAGT
	

	48812F
	ACCATACAAACCATCGCAAC
	Zm00001d048812

	48812R
	GCAGCTACGTTTGCCAAAGC
	

	25015F
	CTGACTTGCAGAATAGATAA
	Zm00001d025015

	25015R
	CTATGAAATGCTCTTCTGAA
	

	42184F
	TCACCTTGGAAGATTTTGGA
	pgd2

	42184R
	GGCTGCTGAGCTTTCTGTAG
	

	45451F
	GAGACTCCAGGAGTTGAAGT
	TK1

	45451R
	GTAGTGGTCGACGATCTCAC
	

	11965F
	CCCTTGCCTTGAGAGGAAAG
	Zm00001d011965

	11965R
	CGGTGGATGCCCACAACAAC
	

	04438F
	GGCTCTTCAAAGCCTTACAA
	Zpu1

	04438R
	AGCTGGGATCCATTTATCCC
	

	34256F
	GATTACTCGAGACAGCAGGC
	phi1

	34256R
	GCACTGACCTGTTCTCTGTG
	

	44211F
	GCAGAAGACTGGGACTAGTG
	Zm00001d044211

	44211R
	GCACCCACATAATCTTCAGG
	

	33910F
	CTACGATTTCAGCAATGGCG
	Zm00001d033910

	33910R
	GAACTGCCGAACTGCATCAG
	

	19266F
	CAGATGCTGTCAGGCAGTTC
	Agpll2

	19266R
	CAACTTGCAGCAGATAGGAG
	

	45261F
	GAAAGGTGCAGTTGTGACAG
	SSI

	45261R
	CTCTTTCTGGAGCTTAAGAG
	



Table S2. Raw Data and Data Filtering
	Sample
	Repeat
	Library type
	Length (bp)
	Clean  reads
	Clean data (bp)
	Q20 (%)
	Q30 (%)
	GC (%)

	mu-1
	R1
	Paired-End
	150
	27,160,837
	4,074,125,550
	99.65%
	95.70%
	59

	mu-1
	R2
	Paired-End
	150
	27,160,837
	4,074,125,550
	99.11%
	95.37%
	59

	mu-2
	R1
	Paired-End
	150
	25,538,811
	3,830,821,650
	99.65%
	95.59%
	60

	mu-2
	R2
	Paired-End
	150
	25,538,811
	3,830,821,650
	99.11%
	94.98%
	60

	mu-3
	R1
	Paired-End
	150
	25,879,976
	3,881,996,400
	99.57%
	95.19%
	60

	mu-3
	R2
	Paired-End
	150
	25,879,976
	3,881,996,400
	98.95%
	94.83%
	60

	WT-1
	R1
	Paired-End
	150
	25,562,470
	3,834,370,500
	99.47%
	95.87%
	59

	WT-1
	R2
	Paired-End
	150
	25,562,470
	3,834,370,500
	99.17%
	95.39%
	58

	WT-2
	R1
	Paired-End
	150
	24,808,771
	3,721,315,650
	99.55%
	95.32%
	59

	WT-2
	R2
	Paired-End
	150
	24,808,771
	3,721,315,650
	98.83%
	94.99%
	59

	WT-3
	R1
	Paired-End
	150
	27,305,683
	4,095,852,450
	99.61%
	95.47%
	59

	WT-3
	R2
	Paired-End
	150
	27,305,683
	4,095,852,450
	99.00%
	94.76%
	59






Table S3. RNA-Seq Data Mapping
	Sample
	Useful Reads
	Mapped reads
	Mapped Percent (%)
	Multiple Mapped reads
	Multiple Mapped Percent (%)
	Uniquely Mapped Reads
	Uniquely Mapped Percent (%)

	mu-1
	27,160,837
	25,452,704
	93.71%
	504,634
	1.86%
	24,948,070
	91.85%

	mu-2
	25,538,811
	23,843,156
	93.36%
	404,095
	1.58%
	23,439,061
	91.78%

	mu-3
	25,879,976
	23,956,266
	92.57%
	131,369
	0.51%
	23,824,897
	92.06%

	WT-1
	25,562,470
	23,692,044
	92.68%
	318,291
	1.25%
	23,373,753
	91.44%

	WT-2
	24,808,771
	23,012,759
	92.76%
	279,486
	1.13%
	22,733,273
	91.63%

	WT-3
	27,305,683
	25,483,843
	93.33%
	501,661
	1.84%
	24,982,182
	91.49%



Table S4. RNA-Seq Mapped Events
	Sample
	Mapped reads
	Reads mapped to genes
	Reads mapped to gene (%)
	Reads mapped to InterGene*
	Reads mapped to InterGene (%)
	Reads mapped to exons
	Reads mapped to exons (%)

	mu-1
	25,452,704
	24,537,879
	96.41%
	914,825
	3.59%
	24,376,499
	95.77%

	mu-2
	23,843,156
	23,008,047
	96.50%
	835,109
	3.50%
	22,854,286
	95.85%

	mu-3
	23,956,266
	23,143,969
	96.61%
	812,297
	3.39%
	22,987,943
	95.96%

	WT-1
	23,692,044
	22,507,986
	95.00%
	1,184,058
	5.00%
	22,300,364
	94.13%

	WT-2
	23,012,759
	21,920,815
	95.26%
	1,091,944
	4.74%
	21,709,744
	94.34%

	WT-3
	25,483,843
	24,257,399
	95.19%
	1,226,444
	4.81%
	24,073,482
	94.47%


*InterGene：Intergenic region

Table S5. Downregulated Genes Identified by GO Enrichment Analysis
	GO term
	Ont*
	Description
	Num*
	Numb*
	p-value
	FDR

	GO:0006751
	P
	Glutathione catabolic process
	8
	14
	2.60E-05
	2.20E-02

	GO:0042219
	P
	Cellular modified amino acid catabolic process
	8
	15
	3.80E-05
	2.20E-02

	GO:1901565
	P
	Organonitrogen compound catabolic process
	20
	101
	3.70E-05
	2.20E-02

	GO:0043171
	P
	Peptide catabolic process
	8
	14
	2.60E-05
	2.20E-02

	GO:0044273
	P
	Sulfur compound catabolic process
	8
	15
	3.80E-05
	2.20E-02

	GO:0045735
	F
	Nutrient reservoir activity
	25
	82
	3.80E-09
	5.10E-06

	GO:0005524
	F
	ATP binding
	269
	3,238
	1.50E-05
	5.90E-03

	GO:0003824
	F
	Catalytic activity
	882
	12,336
	1.40E-05
	5.90E-03

	GO:0004672
	F
	Protein kinase activity
	147
	1,588
	1.70E-05
	5.90E-03

	GO:0016773
	F
	Phosphotransferase activity, alcohol group as acceptor
	159
	1,773
	3.60E-05
	7.20E-03

	GO:0032559
	F
	Adenyl ribonucleotide binding
	275
	3,376
	4.50E-05
	7.20E-03

	GO:0016740
	F
	Transferase activity
	392
	5,043
	4.10E-05
	7.20E-03

	GO:0003839
	F
	Gamma-glutamylcyclotransferase activity
	7
	11
	5.10E-05
	7.20E-03

	GO:0016755
	F
	Transferase activity, transferring amino-acyl groups
	8
	16
	5.30E-05
	7.20E-03

	GO:0030554
	F
	Adenyl nucleotide binding
	275
	3,382
	5.10E-05
	7.20E-03

	GO:0016301
	F
	Kinase activity
	186
	2,206
	1.80E-04
	2.20E-02

	GO:0035639
	F
	Purine ribonucleoside triphosphate binding
	282
	3,566
	2.30E-04
	2.60E-02

	GO:0017076
	F
	Purine nucleotide binding
	288
	3,709
	6.00E-04
	3.80E-02

	GO:0032555
	F
	Purine ribonucleotide binding
	288
	3,703
	5.40E-04
	3.80E-02

	GO:0032553
	F
	Ribonucleotide binding
	290
	3,735
	5.70E-04
	3.80E-02

	GO:0032550
	F
	Purine ribonucleoside binding
	288
	3,703
	5.40E-04
	3.80E-02

	GO:0001883
	F
	Purine nucleoside binding
	288
	3,703
	5.40E-04
	3.80E-02

	GO:0001882
	F
	Nucleoside binding
	289
	3,716
	5.30E-04
	3.80E-02

	GO:0032549
	F
	Ribonucleoside binding
	289
	3,715
	5.20E-04
	3.80E-02

	GO:0004674
	F
	Protein serine/threonine kinase activity
	64
	627
	4.60E-04
	3.80E-02

	GO:0097367
	F
	Carbohydrate derivative binding
	292
	3,766
	5.90E-04
	3.80E-02

	GO:0016746
	F
	Transferase activity, transferring acyl groups
	47
	428
	6.40E-04
	3.90E-02

	GO:0036094
	F
	Small molecule binding
	315
	4,109
	6.90E-04
	4.10E-02


*Ont: Ontology；Num: Number in input list；Numb: Number in BG/Ref
[bookmark: _GoBack]Table S6. Upregulated Genes Identified by GO Enrichment Analysis
	GO term
	Ont*
	Description
	Num*
	Numb*
	p-value
	FDR

	GO:0009414
	P
	Response to water deprivation
	26
	58
	2.40E-10
	8.60E-07

	GO:0009415
	P
	Response to water
	26
	67
	2.80E-09
	5.00E-06

	GO:0010035
	P
	Response to inorganic substance
	35
	129
	1.50E-08
	1.70E-05

	GO:0009628
	P
	Response to abiotic stimulus
	60
	320
	3.50E-08
	3.10E-05

	GO:0001101
	P
	Response to acid chemical
	35
	156
	7.50E-07
	5.30E-04

	GO:0042221
	P
	Response to chemical
	78
	522
	1.50E-06
	8.80E-04

	GO:0044699
	P
	Single-organism process
	437
	4,335
	2.20E-06
	1.10E-03

	GO:1901700
	P
	Response to oxygen-containing compound
	42
	221
	2.80E-06
	1.20E-03

	GO:0031497
	P
	Chromatin assembly
	15
	46
	3.40E-05
	1.20E-02

	GO:0006334
	P
	Nucleosome assembly
	15
	46
	3.40E-05
	1.20E-02

	GO:0044710
	P
	Single-organism metabolic process
	247
	2,340
	3.80E-05
	1.20E-02

	GO:0034728
	P
	Nucleosome organization
	15
	47
	4.10E-05
	1.20E-02

	GO:0006333
	P
	Chromatin assembly or disassembly
	15
	48
	5.00E-05
	1.30E-02

	GO:0006323
	P
	DNA packaging
	16
	54
	4.90E-05
	1.30E-02

	GO:0044763
	P
	Single-organism cellular process
	338
	3,374
	6.50E-05
	1.50E-02

	GO:0044711
	P
	Single-organism biosynthetic process
	124
	1,056
	8.80E-05
	1.90E-02

	GO:0006112
	P
	Energy reserve metabolic process
	8
	15
	1.80E-04
	3.30E-02

	GO:0005977
	P
	Glycogen metabolic process
	8
	15
	1.80E-04
	3.30E-02

	GO:0005978
	P
	Glycogen biosynthetic process
	8
	15
	1.80E-04
	3.30E-02

	GO:0019252
	P
	Starch biosynthetic process
	9
	21
	2.50E-04
	4.40E-02

	GO:0044712
	P
	Single-organism catabolic process
	39
	250
	2.70E-04
	4.60E-02

	GO:0046982
	F
	Protein heterodimerization activity
	52
	152
	2.80E-15
	3.90E-12

	GO:0016491
	F
	Oxidoreductase activity
	210
	1,810
	6.70E-07
	4.60E-04

	GO:0048037
	F
	Cofactor binding
	80
	566
	7.10E-06
	3.30E-03

	GO:0050662
	F
	Coenzyme binding
	59
	386
	1.50E-05
	5.20E-03

	GO:0003993
	F
	Acid phosphatase activity
	12
	32
	6.80E-05
	1.60E-02

	GO:0004497
	F
	Monooxygenase activity
	50
	328
	6.90E-05
	1.60E-02

	GO:0003677
	F
	DNA binding
	242
	2,360
	2.40E-04
	4.70E-02

	GO:0044815
	C
	DNA packaging complex
	50
	113
	2.30E-18
	1.20E-15

	GO:0000786
	C
	Nucleosome
	49
	111
	5.30E-18
	1.40E-15

	GO:0032993
	C
	Protein-DNA complex
	49
	118
	3.80E-17
	6.60E-15

	GO:0000785
	C
	Chromatin
	49
	135
	2.70E-15
	3.60E-13

	GO:0009507
	C
	Chloroplast
	124
	699
	6.20E-14
	6.50E-12

	GO:0009536
	C
	Plastid
	127
	730
	1.00E-13
	9.20E-12

	GO:0044427
	C
	Chromosomal part
	55
	191
	1.70E-13
	1.30E-11

	GO:0005694
	C
	Chromosome
	61
	241
	9.90E-13
	6.50E-11

	GO:0030054
	C
	Cell junction
	26
	75
	1.90E-08
	8.20E-07

	GO:0055044
	C
	Symplast
	26
	75
	1.90E-08
	8.20E-07

	GO:0005911
	C
	Cell-cell junction
	26
	75
	1.90E-08
	8.20E-07

	GO:0009506
	C
	Plasmodesma
	26
	75
	1.90E-08
	8.20E-07

	GO:0009579
	C
	Thylakoid
	47
	251
	1.10E-06
	4.30E-05

	GO:0005886
	C
	Plasma membrane
	61
	375
	1.90E-06
	7.30E-05

	GO:0044435
	C
	Plastid part
	56
	361
	1.70E-05
	6.00E-04

	GO:0071944
	C
	Cell periphery
	83
	614
	2.10E-05
	6.80E-04

	GO:0044434
	C
	Chloroplast part
	54
	353
	3.30E-05
	1.00E-03

	GO:0009532
	C
	Plastid stroma
	33
	178
	4.80E-05
	1.40E-03

	GO:0009570
	C
	Chloroplast stroma
	31
	173
	1.40E-04
	3.80E-03

	GO:0005774
	C
	Vacuolar membrane
	24
	124
	2.80E-04
	7.40E-03

	GO:0044437
	C
	Vacuolar part
	24
	125
	3.10E-04
	7.80E-03

	GO:0009941
	C
	Chloroplast envelope
	22
	110
	3.30E-04
	8.00E-03

	GO:0009526
	C
	Plastid envelope
	22
	116
	6.30E-04
	1.40E-02

	GO:0031976
	C
	Plastid thylakoid
	24
	146
	2.10E-03
	4.00E-02

	GO:0005829
	C
	Cytosol
	35
	243
	1.90E-03
	4.00E-02

	GO:0009534
	C
	Chloroplast thylakoid
	24
	146
	2.10E-03
	4.00E-02

	GO:0043227
	C
	Membrane-bounded organelle
	432
	4,652
	2.00E-03
	4.00E-02

	GO:0043231
	C
	Intracellular membrane-bounded organelle
	431
	4,650
	2.30E-03
	4.30E-02

	GO:0042555
	C
	MCM complex
	6
	14
	2.80E-03
	5.00E-02


*Ont: Ontology；Num: Number in input list；Numb: Number in BG/Ref
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