Supplementary table：
Supplementary table 1. Summary of microRNA (miRNA) sequencing and mapping
	[bookmark: _GoBack]Sample
	Number of reads

	
	Sequenced
	Cleaned reads
	Total Reads
	Mapped Reads
	Mapped reads (+)
	Mapped reads (-)

	All samples
	78 111 579
	69 713 198
	59 561 787
	17 636 074
	8 841 466
	8 794 608

	Diapause 1
	13 688 010
	12 028 680
	9 761 782
	2 909 579
	1 450 936
	1 458 643

	Diapause 2
	12 913 616
	12 003 396
	10 626 723
	3 286 634
	1 592 370
	1 694 264

	Diapause 3
	12 740 475
	10 509 905
	8 145 654
	2 400 998
	1 175 929
	1 225 069

	Diapause termination 1
	13 042 649
	11 936 736
	10 600 941
	3 180 239
	1 573 848
	1 606 391

	Diapause termination 2
	14 167 852
	12 759 791
	11 311 908
	3 243 964
	1 719 015
	1 524 949

	Diapause termination 3
	11 558 977
	10 474 690
	9 114 779
	2 614 660
	1 329 368
	1 285 292


Notes: Cleaned reads: the number of base Reads with mass value≥30; Total Reads: the number of unannotated reads for comparison with the reference genome; Mapped reads: clean Reads aligned to the reference genome; Mapped reads (+): the number of Clean Reads compared to the positive chain; Mapped reads (-): the number of Clean Reads compared to the negative chain.

Supplementary Table 2 GO enrichment analysis of the predicted targets of miRNAs was implemented by the TopGO in biological process
	GO. ID
	Term
	Annotated
	Significant
	Expected
	KS

	GO:0009792
	embryo development ending in birth or eg...
	12
	0
	0.35
	0.0002

	GO:0006412
	translation
	36
	0
	1.06
	0.0003

	GO:0044249
	cellular biosynthetic process
	93
	2
	2.73
	0.00035

	GO:1901576
	organic substance biosynthetic process
	93
	2
	2.73
	0.00035

	GO:0002119
	nematode larval development
	8
	0
	0.23
	0.00066

	GO:0042254
	ribosome biogenesis
	13
	0
	0.38
	0.00142

	GO:0006915
	apoptotic process
	6
	0
	0.18
	0.00423

	GO:0034622
	cellular macromolecular complex assembly
	15
	1
	0.44
	0.00907

	GO:0034645
	cellular macromolecule biosynthetic proc...
	70
	1
	2.05
	0.01025

	GO:0009059
	macromolecule biosynthetic process
	70
	1
	2.05
	0.01025

	GO:0034654
	nucleobase-containing compound biosynthe...
	43
	2
	1.26
	0.01248

	GO:0044271
	cellular nitrogen compound biosynthetic ...
	45
	2
	1.32
	0.0144

	GO:0022618
	ribonucleoprotein complex assembly
	7
	0
	0.21
	0.02057

	GO:0071826
	ribonucleoprotein complex subunit organi...
	7
	0
	0.21
	0.02057

	GO:0018130
	heterocycle biosynthetic process
	44
	2
	1.29
	0.02118

	GO:0019438
	aromatic compound biosynthetic process
	46
	2
	1.35
	0.02389

	GO:1901362
	organic cyclic compound biosynthetic pro...
	46
	2
	1.35
	0.02389

	GO:0044702
	single organism reproductive process
	7
	0
	0.21
	0.02413

	GO:0000003
	reproduction
	13
	0
	0.38
	0.02949

	GO:0002181
	cytoplasmic translation
	6
	0
	0.18
	0.04308

	GO:1901137
	carbohydrate derivative biosynthetic pro...
	11
	1
	0.32
	0.04471

	GO:0042255
	ribosome assembly
	6
	0
	0.18
	0.04857

	GO:0022414
	reproductive process
	8
	0
	0.23
	0.05463

	GO:0040011
	locomotion
	9
	0
	0.26
	0.0555

	GO:0070925
	organelle assembly
	8
	0
	0.23
	0.06014

	GO:1902582
	single-organism intracellular transport
	10
	1
	0.29
	0.06252

	GO:0003006
	developmental process involved in reprod...
	6
	0
	0.18
	0.06518

	GO:0006790
	sulfur compound metabolic process
	6
	0
	0.18
	0.06672

	GO:1901566
	organonitrogen compound biosynthetic pro...
	16
	1
	0.47
	0.087

	GO:0031326
	regulation of cellular biosynthetic proc...
	26
	1
	0.76
	0.09008

	GO:0010556
	regulation of macromolecule biosynthetic...
	26
	1
	0.76
	0.09008

	GO:0009889
	regulation of biosynthetic process
	26
	1
	0.76
	0.09008

	GO:2000112
	regulation of cellular macromolecule bio...
	26
	1
	0.76
	0.09008

	GO:0000375
	RNA splicing, via transesterification re...
	6
	0
	0.18
	0.09047

	GO:0000377
	RNA splicing, via transesterification re...
	6
	0
	0.18
	0.09047

	GO:0008380
	RNA splicing
	6
	0
	0.18
	0.09047

	GO:0000398
	mRNA splicing, via spliceosome
	6
	0
	0.18
	0.09047

	GO:0009163
	nucleoside biosynthetic process
	7
	0
	0.21
	0.09154

	GO:1901659
	glycosyl compound biosynthetic process
	7
	0
	0.21
	0.09154

	GO:0006996
	organelle organization
	34
	1
	1
	0.11

	GO:0044711
	single-organism biosynthetic process
	21
	1
	0.62
	0.11908

	GO:0006807
	nitrogen compound metabolic process
	100
	2
	2.93
	0.12285

	GO:0006351
	transcription, DNA-templated
	32
	1
	0.94
	0.12777

	GO:0032774
	RNA biosynthetic process
	32
	1
	0.94
	0.12777

	GO:0006355
	regulation of transcription, DNA-templat...
	25
	1
	0.73
	0.12956

	GO:2001141
	regulation of RNA biosynthetic process
	25
	1
	0.73
	0.12956

	GO:0051252
	regulation of RNA metabolic process
	25
	1
	0.73
	0.12956

	GO:0042455
	ribonucleoside biosynthetic process
	6
	0
	0.18
	0.16306

	GO:0010467
	gene expression
	87
	1
	2.55
	0.17354

	GO:0044767
	single-organism developmental process
	38
	1
	1.11
	0.1802

	GO:0032502
	developmental process
	38
	1
	1.11
	0.1802

	GO:0006139
	nucleobase-containing compound metabolic...
	85
	2
	2.49
	0.18273

	GO:0055114
	oxidation-reduction process
	37
	2
	1.09
	0.19622

	GO:0090407
	organophosphate biosynthetic process
	13
	1
	0.38
	0.19984

	GO:0070887
	cellular response to chemical stimulus
	7
	0
	0.21
	0.2016

	GO:0046034
	ATP metabolic process
	6
	0
	0.18
	0.2037

	GO:0071822
	protein complex subunit organization
	12
	1
	0.35
	0.20897

	GO:0010468
	regulation of gene expression
	29
	1
	0.85
	0.21294

	GO:0046483
	heterocycle metabolic process
	86
	2
	2.52
	0.21768

	GO:0033036
	macromolecule localization
	19
	1
	0.56
	0.21901

	GO:0009165
	nucleotide biosynthetic process
	8
	1
	0.23
	0.22448

	GO:0009260
	ribonucleotide biosynthetic process
	8
	1
	0.23
	0.22448

	GO:1901293
	nucleoside phosphate biosynthetic proces...
	8
	1
	0.23
	0.22448

	GO:0046390
	ribose phosphate biosynthetic process
	8
	1
	0.23
	0.22448

	GO:0032501
	multicellular organismal process
	34
	1
	1
	0.2335

	GO:0007275
	multicellular organismal development
	34
	1
	1
	0.2335

	GO:0044707
	single-multicellular organism process
	34
	1
	1
	0.2335

	GO:0034641
	cellular nitrogen compound metabolic pro...
	88
	2
	2.58
	0.23887

	GO:0022613
	ribonucleoprotein complex biogenesis
	14
	0
	0.41
	0.24018

	GO:0070727
	cellular macromolecule localization
	13
	1
	0.38
	0.24378

	GO:0006950
	response to stress
	14
	0
	0.41
	0.25227

	GO:0043623
	cellular protein complex assembly
	6
	1
	0.18
	0.25501

	GO:0008219
	cell death
	7
	0
	0.21
	0.25858

	GO:0016265
	death
	7
	0
	0.21
	0.25858

	GO:0006396
	RNA processing
	17
	0
	0.5
	0.26203

	GO:1901135
	carbohydrate derivative metabolic proces...
	20
	1
	0.59
	0.26335

	GO:0009790
	embryo development
	13
	0
	0.38
	0.26521

	GO:0060255
	regulation of macromolecule metabolic pr...
	33
	1
	0.97
	0.27262

	GO:0009161
	ribonucleoside monophosphate metabolic p...
	8
	0
	0.23
	0.28301

	GO:0009123
	nucleoside monophosphate metabolic proce...
	8
	0
	0.23
	0.28301

	GO:0043933
	macromolecular complex subunit organizat...
	20
	1
	0.59
	0.28348

	GO:0006091
	generation of precursor metabolites and ...
	11
	0
	0.32
	0.28846

	GO:1901360
	organic cyclic compound metabolic proces...
	89
	2
	2.61
	0.29485

	GO:0006725
	cellular aromatic compound metabolic pro...
	89
	2
	2.61
	0.29485

	GO:0034220
	ion transmembrane transport
	23
	1
	0.67
	0.30072

	GO:0090304
	nucleic acid metabolic process
	67
	1
	1.97
	0.30557

	GO:0016482
	cytoplasmic transport
	6
	0
	0.18
	0.3062

	GO:0061024
	membrane organization
	6
	0
	0.18
	0.31096

	GO:0035556
	intracellular signal transduction
	19
	3
	0.56
	0.31449

	GO:0046907
	intracellular transport
	17
	1
	0.5
	0.3189

	GO:0008104
	protein localization
	13
	1
	0.38
	0.32956

	GO:0015031
	protein transport
	13
	1
	0.38
	0.32956

	GO:0045184
	establishment of protein localization
	13
	1
	0.38
	0.32956

	GO:0051301
	cell division
	6
	0
	0.18
	0.34138

	GO:0032504
	multicellular organism reproduction
	6
	0
	0.18
	0.34138

	GO:0048609
	multicellular organismal reproductive pr...
	6
	0
	0.18
	0.34138

	GO:0019953
	sexual reproduction
	6
	0
	0.18
	0.34138

	GO:0007049
	cell cycle
	6
	0
	0.18
	0.34138

	GO:0051704
	multi-organism process
	6
	0
	0.18
	0.34138

	GO:0044703
	multi-organism reproductive process
	6
	0
	0.18
	0.34138

	GO:0006793
	phosphorus metabolic process
	78
	2
	2.29
	0.34512

	GO:0016070
	RNA metabolic process
	55
	1
	1.61
	0.35415

	GO:1902600
	hydrogen ion transmembrane transport
	7
	0
	0.21
	0.35977

	GO:0072522
	purine-containing compound biosynthetic ...
	7
	1
	0.21
	0.36265

	GO:0006164
	purine nucleotide biosynthetic process
	7
	1
	0.21
	0.36265

	GO:0009152
	purine ribonucleotide biosynthetic proce...
	7
	1
	0.21
	0.36265

	GO:0015980
	energy derivation by oxidation of organi...
	6
	0
	0.18
	0.37228

	GO:0044699
	single-organism process
	219
	10
	6.43
	0.37549

	GO:0051641
	cellular localization
	21
	1
	0.62
	0.37581

	GO:0032787
	monocarboxylic acid metabolic process
	6
	1
	0.18
	0.38501

	GO:0019219
	regulation of nucleobase-containing comp...
	29
	1
	0.85
	0.38935

	GO:0051171
	regulation of nitrogen compound metaboli...
	29
	1
	0.85
	0.38935

	GO:0006259
	DNA metabolic process
	12
	0
	0.35
	0.3906

	GO:0006397
	mRNA processing
	9
	0
	0.26
	0.40387

	GO:0048731
	system development
	12
	0
	0.35
	0.41079

	GO:1901564
	organonitrogen compound metabolic proces...
	34
	1
	1
	0.41418

	GO:0007165
	signal transduction
	51
	5
	1.5
	0.42273

	GO:0044237
	cellular metabolic process
	223
	5
	6.54
	0.42341

	GO:0051049
	regulation of transport
	6
	0
	0.18
	0.42777

	GO:0034613
	cellular protein localization
	12
	1
	0.35
	0.43061

	GO:0006886
	intracellular protein transport
	12
	1
	0.35
	0.43061

	GO:0032879
	regulation of localization
	9
	0
	0.26
	0.43299

	GO:0009167
	purine ribonucleoside monophosphate meta...
	7
	0
	0.21
	0.43303

	GO:0009126
	purine nucleoside monophosphate metaboli...
	7
	0
	0.21
	0.43303

	GO:0007166
	cell surface receptor signaling pathway
	21
	1
	0.62
	0.43606

	GO:0019222
	regulation of metabolic process
	39
	1
	1.14
	0.44628

	GO:0071702
	organic substance transport
	22
	1
	0.65
	0.44824

	GO:0051179
	localization
	88
	2
	2.58
	0.45024

	GO:0006796
	phosphate-containing compound metabolic ...
	77
	2
	2.26
	0.4564

	GO:0044255
	cellular lipid metabolic process
	8
	1
	0.23
	0.45874

	GO:0016192
	vesicle-mediated transport
	15
	0
	0.44
	0.46722

	GO:0007154
	cell communication
	56
	5
	1.64
	0.47246

	GO:0080090
	regulation of primary metabolic process
	34
	1
	1
	0.47917

	GO:0006897
	endocytosis
	7
	0
	0.21
	0.48098

	GO:0048468
	cell development
	7
	0
	0.21
	0.48424

	GO:0044260
	cellular macromolecule metabolic process
	154
	2
	4.52
	0.48644

	GO:0070271
	protein complex biogenesis
	8
	1
	0.23
	0.48703

	GO:0006461
	protein complex assembly
	8
	1
	0.23
	0.48703

	GO:0007017
	microtubule-based process
	10
	0
	0.29
	0.4881

	GO:0023052
	signaling
	55
	5
	1.61
	0.48889

	GO:0044700
	single organism signaling
	55
	5
	1.61
	0.48889

	GO:0002164
	larval development
	9
	0
	0.26
	0.49055

	GO:0098655
	cation transmembrane transport
	17
	0
	0.5
	0.49069

	GO:0048523
	negative regulation of cellular process
	6
	1
	0.18
	0.49108

	GO:0016310
	phosphorylation
	48
	1
	1.41
	0.49833

	GO:0034660
	ncRNA metabolic process
	7
	0
	0.21
	0.50392

	GO:0065007
	biological regulation
	106
	8
	3.11
	0.50902

	GO:0018212
	peptidyl-tyrosine modification
	10
	0
	0.29
	0.5195

	GO:0018108
	peptidyl-tyrosine phosphorylation
	10
	0
	0.29
	0.5195

	GO:0033554
	cellular response to stress
	8
	0
	0.23
	0.5231

	GO:0016071
	mRNA metabolic process
	10
	0
	0.29
	0.52416

	GO:0009987
	cellular process
	312
	9
	9.15
	0.52883

	GO:0051649
	establishment of localization in cell
	20
	1
	0.59
	0.52935

	GO:0055085
	transmembrane transport
	36
	1
	1.06
	0.53223

	GO:0031323
	regulation of cellular metabolic process
	35
	1
	1.03
	0.53757

	GO:0023051
	regulation of signaling
	6
	0
	0.18
	0.54119

	GO:0044710
	single-organism metabolic process
	88
	4
	2.58
	0.55119

	GO:0051234
	establishment of localization
	85
	2
	2.49
	0.55607

	GO:0006810
	transport
	85
	2
	2.49
	0.55607

	GO:0009156
	ribonucleoside monophosphate biosyntheti...
	6
	0
	0.18
	0.55691

	GO:0009124
	nucleoside monophosphate biosynthetic pr...
	6
	0
	0.18
	0.55691

	GO:0051716
	cellular response to stimulus
	59
	5
	1.73
	0.56157

	GO:0042221
	response to chemical
	9
	0
	0.26
	0.56333

	GO:0006928
	cellular component movement
	9
	0
	0.26
	0.57229

	GO:0098660
	inorganic ion transmembrane transport
	15
	0
	0.44
	0.57252

	GO:0009116
	nucleoside metabolic process
	13
	0
	0.38
	0.57523

	GO:1901657
	glycosyl compound metabolic process
	13
	0
	0.38
	0.57523

	GO:0009057
	macromolecule catabolic process
	9
	1
	0.26
	0.57528

	GO:0050794
	regulation of cellular process
	94
	7
	2.76
	0.57554

	GO:0048513
	organ development
	7
	0
	0.21
	0.57761

	GO:0007186
	G-protein coupled receptor signaling pat...
	8
	1
	0.23
	0.59248

	GO:0006414
	translational elongation
	7
	0
	0.21
	0.59681

	GO:0007264
	small GTPase mediated signal transductio...
	8
	1
	0.23
	0.59989

	GO:0050789
	regulation of biological process
	99
	7
	2.9
	0.60566

	GO:0098662
	inorganic cation transmembrane transport
	14
	0
	0.41
	0.61698

	GO:0055086
	nucleobase-containing small molecule met...
	17
	1
	0.5
	0.61863

	GO:0072521
	purine-containing compound metabolic pro...
	14
	1
	0.41
	0.6194

	GO:0006163
	purine nucleotide metabolic process
	14
	1
	0.41
	0.6194

	GO:0009259
	ribonucleotide metabolic process
	14
	1
	0.41
	0.6194

	GO:0019693
	ribose phosphate metabolic process
	14
	1
	0.41
	0.6194

	GO:0019637
	organophosphate metabolic process
	22
	1
	0.65
	0.62085

	GO:0006629
	lipid metabolic process
	12
	1
	0.35
	0.62559

	GO:0019752
	carboxylic acid metabolic process
	18
	1
	0.53
	0.63176

	GO:0007399
	nervous system development
	7
	0
	0.21
	0.63749

	GO:0044281
	small molecule metabolic process
	40
	2
	1.17
	0.6413

	GO:0015672
	monovalent inorganic cation transport
	14
	0
	0.41
	0.65319

	GO:0006818
	hydrogen transport
	8
	0
	0.23
	0.65591

	GO:0015992
	proton transport
	8
	0
	0.23
	0.65591

	GO:0043170
	macromolecule metabolic process
	179
	2
	5.25
	0.65948

	GO:0043436
	oxoacid metabolic process
	19
	1
	0.56
	0.66242

	GO:0006082
	organic acid metabolic process
	19
	1
	0.56
	0.66242

	GO:0016568
	chromatin modification
	6
	0
	0.18
	0.66638

	GO:0048518
	positive regulation of biological proces...
	8
	0
	0.23
	0.66641

	GO:0050896
	response to stimulus
	66
	5
	1.94
	0.67142

	GO:0008610
	lipid biosynthetic process
	6
	0
	0.18
	0.68323

	GO:0006644
	phospholipid metabolic process
	6
	0
	0.18
	0.68323

	GO:0009150
	purine ribonucleotide metabolic process
	13
	1
	0.38
	0.69001

	GO:0006520
	cellular amino acid metabolic process
	11
	0
	0.32
	0.70008

	GO:0006811
	ion transport
	31
	1
	0.91
	0.70997

	GO:0009119
	ribonucleoside metabolic process
	12
	0
	0.35
	0.7139

	GO:0009141
	nucleoside triphosphate metabolic proces...
	12
	0
	0.35
	0.7139

	GO:0009199
	ribonucleoside triphosphate metabolic pr...
	12
	0
	0.35
	0.7139

	GO:0051336
	regulation of hydrolase activity
	7
	0
	0.21
	0.72086

	GO:0006366
	transcription from RNA polymerase II pro...
	8
	0
	0.23
	0.72329

	GO:0007010
	cytoskeleton organization
	9
	1
	0.26
	0.73128

	GO:0006468
	protein phosphorylation
	25
	0
	0.73
	0.73759

	GO:0044238
	primary metabolic process
	222
	4
	6.51
	0.74018

	GO:0030154
	cell differentiation
	13
	0
	0.38
	0.74476

	GO:0048519
	negative regulation of biological proces...
	8
	1
	0.23
	0.75439

	GO:0019439
	aromatic compound catabolic process
	6
	0
	0.18
	0.75589

	GO:0034655
	nucleobase-containing compound catabolic...
	6
	0
	0.18
	0.75589

	GO:1901361
	organic cyclic compound catabolic proces...
	6
	0
	0.18
	0.75589

	GO:0044270
	cellular nitrogen compound catabolic pro...
	6
	0
	0.18
	0.75589

	GO:0046700
	heterocycle catabolic process
	6
	0
	0.18
	0.75589

	GO:1901136
	carbohydrate derivative catabolic proces...
	6
	0
	0.18
	0.75589

	GO:0006753
	nucleoside phosphate metabolic process
	16
	1
	0.47
	0.76074

	GO:0009117
	nucleotide metabolic process
	16
	1
	0.47
	0.76074

	GO:0065003
	macromolecular complex assembly
	16
	1
	0.47
	0.77915

	GO:0022008
	neurogenesis
	6
	0
	0.18
	0.78717

	GO:0044085
	cellular component biogenesis
	27
	1
	0.79
	0.78741

	GO:0044765
	single-organism transport
	63
	2
	1.85
	0.79257

	GO:0048856
	anatomical structure development
	26
	0
	0.76
	0.79289

	GO:0022607
	cellular component assembly
	21
	1
	0.62
	0.79316

	GO:0008152
	metabolic process
	284
	6
	8.33
	0.79393

	GO:0065008
	regulation of biological quality
	17
	1
	0.5
	0.79964

	GO:0044763
	single-organism cellular process
	170
	7
	4.99
	0.81028

	GO:0018193
	peptidyl-amino acid modification
	17
	0
	0.5
	0.81563

	GO:0046128
	purine ribonucleoside metabolic process
	11
	0
	0.32
	0.81885

	GO:0009144
	purine nucleoside triphosphate metabolic...
	11
	0
	0.32
	0.81885

	GO:0042278
	purine nucleoside metabolic process
	11
	0
	0.32
	0.81885

	GO:0009205
	purine ribonucleoside triphosphate metab...
	11
	0
	0.32
	0.81885

	GO:0048869
	cellular developmental process
	14
	0
	0.41
	0.81982

	GO:0071840
	cellular component organization or bioge...
	52
	1
	1.53
	0.82533

	GO:0005975
	carbohydrate metabolic process
	20
	0
	0.59
	0.83591

	GO:0044283
	small molecule biosynthetic process
	6
	0
	0.18
	0.84162

	GO:0044267
	cellular protein metabolic process
	91
	1
	2.67
	0.85041

	GO:0016311
	dephosphorylation
	11
	0
	0.32
	0.86244

	GO:0016043
	cellular component organization
	46
	1
	1.35
	0.86589

	GO:0007155
	cell adhesion
	6
	0
	0.18
	0.87405

	GO:0022610
	biological adhesion
	6
	0
	0.18
	0.87405

	GO:1901575
	organic substance catabolic process
	19
	1
	0.56
	0.88109

	GO:0051239
	regulation of multicellular organismal p...
	8
	0
	0.23
	0.89037

	GO:0009056
	catabolic process
	20
	1
	0.59
	0.896

	GO:0006325
	chromatin organization
	7
	0
	0.21
	0.89708

	GO:0043412
	macromolecule modification
	52
	1
	1.53
	0.90043

	GO:0009653
	anatomical structure morphogenesis
	8
	0
	0.23
	0.90493

	GO:1901565
	organonitrogen compound catabolic proces...
	8
	0
	0.23
	0.90982

	GO:0019538
	protein metabolic process
	107
	1
	3.14
	0.91308

	GO:0051276
	chromosome organization
	9
	0
	0.26
	0.91736

	GO:0006464
	cellular protein modification process
	48
	1
	1.41
	0.91789

	GO:0036211
	protein modification process
	48
	1
	1.41
	0.91789

	GO:0044248
	cellular catabolic process
	12
	1
	0.35
	0.93045

	GO:0050793
	regulation of developmental process
	7
	0
	0.21
	0.93542

	GO:1902589
	single-organism organelle organization
	18
	1
	0.53
	0.94587

	GO:0050790
	regulation of catalytic activity
	10
	0
	0.29
	0.9469

	GO:0065009
	regulation of molecular function
	10
	0
	0.29
	0.9469

	GO:0006508
	proteolysis
	14
	1
	0.41
	0.94994

	GO:0051174
	regulation of phosphorus metabolic proce...
	9
	0
	0.26
	0.95694

	GO:0019220
	regulation of phosphate metabolic proces...
	9
	0
	0.26
	0.95694

	GO:0006812
	cation transport
	22
	0
	0.65
	0.96076

	GO:0044712
	single-organism catabolic process
	11
	0
	0.32
	0.97386

	GO:0071704
	organic substance metabolic process
	230
	4
	6.75
	0.97764

	GO:0042592
	homeostatic process
	7
	0
	0.21
	0.9803

	GO:0030001
	metal ion transport
	11
	0
	0.32
	0.98073

	GO:0009058
	biosynthetic process
	97
	2
	2.85
	0.99023

	GO:0044723
	single-organism carbohydrate metabolic p...
	10
	0
	0.29
	0.9956

	GO:0009791
	post-embryonic development
	11
	0
	0.32
	0.99865

	GO:0012501
	programmed cell death
	6
	0
	0.18
	1

	GO:0008150
	biological_process
	409
	12
	12
	1


Annotated: the number of genes annotated to the function for all genes;
Significant: the number of target genes of differentially expressed miRNA annotated to the function;
Expected：the expected value of the number of target genes for differentially expressed miRNA which annotated to  the function；
KS：significant statistics of enriched term, the smaller of KS value indicate the more significant the enrichment;



Supplementary table 3 GO enrichment analysis of the predicted targets of miRNAs was implemented by the TopGO in cellular component
	GO. ID
	Term
	Annotated
	Significant
	Expected
	KS

	GO:0005840
	ribosome
	26
	0
	0.73
	0.00048

	GO:0043231
	intracellular membrane-bounded organelle
	83
	2
	2.32
	0.00092

	GO:0022625
	cytosolic large ribosomal subunit
	11
	0
	0.31
	0.00291

	GO:0005829
	cytosol
	31
	0
	0.87
	0.00460

	GO:0044444
	cytoplasmic part
	80
	1
	2.24
	0.00766

	GO:0044429
	mitochondrial part
	15
	1
	0.42
	0.00916

	GO:0031966
	mitochondrial membrane
	9
	1
	0.25
	0.01309

	GO:0044391
	ribosomal subunit
	20
	0
	0.56
	0.01646

	GO:0022626
	cytosolic ribosome
	20
	0
	0.56
	0.01646

	GO:0005634
	nucleus
	50
	1
	1.4
	0.01714

	GO:0044445
	cytosolic part
	22
	0
	0.62
	0.01785

	GO:0005740
	mitochondrial envelope
	10
	1
	0.28
	0.01813

	GO:0031967
	organelle envelope
	10
	1
	0.28
	0.01813

	GO:0031975
	envelope
	10
	1
	0.28
	0.01813

	GO:0015935
	small ribosomal subunit
	9
	0
	0.25
	0.02163

	GO:0022627
	cytosolic small ribosomal subunit
	9
	0
	0.25
	0.02163

	GO:0045202
	synapse
	8
	1
	0.22
	0.03162

	GO:0031090
	organelle membrane
	15
	1
	0.42
	0.04013

	GO:0005743
	mitochondrial inner membrane
	8
	0
	0.22
	0.04032

	GO:0019866
	organelle inner membrane
	8
	0
	0.22
	0.04032

	GO:0012505
	endomembrane system
	14
	0
	0.39
	0.05122

	GO:0005737
	cytoplasm
	105
	1
	2.94
	0.06439

	GO:0044422
	organelle part
	78
	1
	2.18
	0.07359

	GO:0030054
	cell junction
	6
	1
	0.17
	0.0761

	GO:0044446
	intracellular organelle part
	77
	1
	2.16
	0.11021

	GO:0030529
	ribonucleoprotein complex
	38
	0
	1.06
	0.12044

	GO:0032991
	macromolecular complex
	98
	1
	2.75
	0.12901

	GO:0005739
	mitochondrion
	20
	1
	0.56
	0.13614

	GO:0016469
	proton-transporting two-sector ATPase co...
	6
	0
	0.17
	0.15930

	GO:0098588
	bounding membrane of organelle
	7
	1
	0.2
	0.1595

	GO:0016021
	integral component of membrane
	113
	5
	3.17
	0.27322

	GO:0031224
	intrinsic component of membrane
	113
	5
	3.17
	0.27322

	GO:0044428
	nuclear part
	15
	0
	0.42
	0.27977

	GO:0044431
	Golgi apparatus part
	6
	0
	0.17
	0.33407

	GO:0044425
	membrane part
	131
	5
	3.67
	0.36368

	GO:0005887
	integral component of plasma membrane
	6
	0
	0.17
	0.39118

	GO:0031226
	intrinsic component of plasma membrane
	6
	0
	0.17
	0.39118

	GO:1902494
	catalytic complex
	16
	0
	0.45
	0.45806

	GO:0005886
	plasma membrane
	22
	2
	0.62
	0.47259

	GO:0071944
	cell periphery
	22
	2
	0.62
	0.47259

	GO:0005794
	Golgi apparatus
	8
	0
	0.22
	0.47861

	GO:0005623
	cell
	221
	6
	6.19
	0.55106

	GO:0005576
	extracellular region
	8
	0
	0.22
	0.60797

	GO:0044464
	cell part
	219
	6
	6.13
	0.62527

	GO:0044459
	plasma membrane part
	13
	0
	0.36
	0.63413

	GO:0043234
	protein complex
	58
	1
	1.62
	0.6851

	GO:0043233
	organelle lumen
	12
	0
	0.34
	0.69747

	GO:0070013
	intracellular organelle lumen
	12
	0
	0.34
	0.69747

	GO:0031974
	membrane-enclosed lumen
	13
	0
	0.36
	0.75109

	GO:0005856
	cytoskeleton
	25
	0
	0.7
	0.75649

	GO:0016020
	membrane
	191
	7
	5.35
	0.76543

	GO:0015630
	microtubule cytoskeleton
	10
	0
	0.28
	0.77235

	GO:0043232
	intracellular non-membrane-bounded organ...
	59
	0
	1.65
	0.79741

	GO:0043228
	non-membrane-bounded organelle
	59
	0
	1.65
	0.79741

	GO:0043229
	intracellular organelle
	138
	2
	3.87
	0.81365

	GO:1990234
	transferase complex
	6
	0
	0.17
	0.83772

	GO:0044430
	cytoskeletal part
	17
	0
	0.48
	0.90382

	GO:0005622
	intracellular
	201
	5
	5.63
	0.90402

	GO:0031981
	nuclear lumen
	7
	0
	0.2
	0.92157

	GO:0005654
	nucleoplasm
	6
	0
	0.17
	0.93257

	GO:0043226
	organelle
	140
	2
	3.92
	0.94511

	GO:0044424
	intracellular part
	179
	2
	5.01
	0.98989

	GO:0015629
	actin cytoskeleton
	8
	0
	0.22
	0.99884

	GO:0016459
	myosin complex
	7
	0
	0.2
	0.99899

	GO:0015934
	large ribosomal subunit
	11
	0
	0.31
	1.00000

	GO:0043227
	membrane-bounded organelle
	83
	2
	2.32
	1

	GO:0005575
	cellular_component
	357
	10
	10
	1


Annotated: the number of genes annotated to the function for all genes;
Significant: the number of target genes of differentially expressed miRNA annotated to the function;
Expected：the expected value of the number of target genes for differentially expressed miRNA which annotated to  the function；
KS：significant statistics of enriched term, the smaller of KS value indicate the more significant the enrichment;




Supplementary table 4 GO enrichment analysis of the predicted targets of miRNAs was implemented by the TopGO in molecular function
	GO. ID
	Term
	Annotated
	Significant
	Expected
	KS

	GO:0003735
	structural constituent of ribosome
	22
	0
	0.56
	1.4e-05

	GO:0003677
	DNA binding
	27
	1
	0.69
	0.045

	GO:0005230
	extracellular ligand-gated ion channel a...
	6
	1
	0.15
	0.079

	GO:0005525
	GTP binding
	12
	1
	0.31
	0.083

	GO:0032561
	guanyl ribonucleotide binding
	12
	1
	0.31
	0.083

	GO:0016491
	oxidoreductase activity
	54
	2
	1.38
	0.113

	GO:0043565
	sequence-specific DNA binding
	12
	1
	0.31
	0.114

	GO:0019001
	guanyl nucleotide binding
	13
	1
	0.33
	0.149

	GO:0003924
	GTPase activity
	6
	0
	0.15
	0.188

	GO:0003676
	nucleic acid binding
	80
	2
	2.05
	0.200

	GO:0004721
	phosphoprotein phosphatase activity
	8
	0
	0.2
	0.210

	GO:0008565
	protein transporter activity
	6
	0
	0.15
	0.213

	GO:0008135
	translation factor activity, nucleic aci...
	8
	0
	0.2
	0.224

	GO:0016829
	lyase activity
	10
	1
	0.26
	0.232

	GO:0022834
	ligand-gated channel activity
	7
	1
	0.18
	0.247

	GO:0015276
	ligand-gated ion channel activity
	7
	1
	0.18
	0.247

	GO:0016772
	transferase activity, transferring phosp...
	54
	1
	1.38
	0.285

	GO:0004888
	transmembrane signaling receptor activit...
	16
	2
	0.41
	0.315

	GO:0060089
	molecular transducer activity
	23
	3
	0.59
	0.317

	GO:0004871
	signal transducer activity
	23
	3
	0.59
	0.317

	GO:0015078
	hydrogen ion transmembrane transporter a...
	7
	0
	0.18
	0.331

	GO:0038023
	signaling receptor activity
	17
	2
	0.44
	0.352

	GO:0016301
	kinase activity
	47
	1
	1.2
	0.354

	GO:0004672
	protein kinase activity
	29
	1
	0.74
	0.354

	GO:0004674
	protein serine/threonine kinase activity
	11
	1
	0.28
	0.356

	GO:0001071
	nucleic acid binding transcription facto...
	7
	0
	0.18
	0.379

	GO:0003700
	sequence-specific DNA binding transcript...
	7
	0
	0.18
	0.379

	GO:0016773
	phosphotransferase activity, alcohol gro...
	33
	1
	0.84
	0.440

	GO:0004872
	receptor activity
	20
	2
	0.51
	0.458

	GO:0016791
	phosphatase activity
	11
	0
	0.28
	0.461

	GO:0032553
	ribonucleotide binding
	79
	2
	2.02
	0.470

	GO:0015077
	monovalent inorganic cation transmembran...
	11
	0
	0.28
	0.472

	GO:0004930
	G-protein coupled receptor activity
	7
	1
	0.18
	0.490

	GO:0097367
	carbohydrate derivative binding
	82
	2
	2.1
	0.499

	GO:0032555
	purine ribonucleotide binding
	78
	2
	2
	0.509

	GO:0005515
	protein binding
	42
	1
	1.07
	0.514

	GO:0005509
	calcium ion binding
	24
	2
	0.61
	0.540

	GO:0015267
	channel activity
	15
	1
	0.38
	0.544

	GO:0022803
	passive transmembrane transporter activi...
	15
	1
	0.38
	0.544

	GO:0001882
	nucleoside binding
	77
	2
	1.97
	0.548

	GO:0001883
	purine nucleoside binding
	77
	2
	1.97
	0.548

	GO:0035639
	purine ribonucleoside triphosphate bindi...
	77
	2
	1.97
	0.548

	GO:0032549
	ribonucleoside binding
	77
	2
	1.97
	0.548

	GO:0032550
	purine ribonucleoside binding
	77
	2
	1.97
	0.548

	GO:0003723
	RNA binding
	36
	0
	0.92
	0.566

	GO:0016788
	hydrolase activity, acting on ester bond...
	18
	0
	0.46
	0.577

	GO:0003824
	catalytic activity
	279
	6
	7.14
	0.580

	GO:0015075
	ion transmembrane transporter activity
	28
	1
	0.72
	0.582

	GO:0016614
	oxidoreductase activity, acting on CH-OH...
	9
	0
	0.23
	0.585

	GO:0005488
	binding
	313
	7
	8.01
	0.596

	GO:1901265
	nucleoside phosphate binding
	124
	2
	3.17
	0.610

	GO:0000166
	nucleotide binding
	124
	2
	3.17
	0.610

	GO:0004713
	protein tyrosine kinase activity
	10
	0
	0.26
	0.611

	GO:0017076
	purine nucleotide binding
	79
	2
	2.02
	0.617

	GO:0036094
	small molecule binding
	127
	2
	3.25
	0.623

	GO:0030554
	adenyl nucleotide binding
	66
	1
	1.69
	0.626

	GO:0032559
	adenyl ribonucleotide binding
	66
	1
	1.69
	0.626

	GO:0016798
	hydrolase activity, acting on glycosyl b...
	7
	0
	0.18
	0.628

	GO:0005524
	ATP binding
	65
	1
	1.66
	0.641

	GO:0022838
	substrate-specific channel activity
	13
	1
	0.33
	0.655

	GO:0005216
	ion channel activity
	13
	1
	0.33
	0.655

	GO:0016874
	ligase activity
	11
	1
	0.28
	0.658

	GO:0042578
	phosphoric ester hydrolase activity
	13
	0
	0.33
	0.671

	GO:0004553
	hydrolase activity, hydrolyzing O-glycos...
	6
	0
	0.15
	0.671

	GO:0016740
	transferase activity
	101
	1
	2.58
	0.678

	GO:0008233
	peptidase activity
	23
	1
	0.59
	0.715

	GO:0016741
	transferase activity, transferring one-c...
	6
	0
	0.15
	0.716

	GO:0042302
	structural constituent of cuticle
	6
	0
	0.15
	0.719

	GO:0043167
	ion binding
	188
	4
	4.81
	0.731

	GO:0043168
	anion binding
	98
	2
	2.51
	0.732

	GO:0022804
	active transmembrane transporter activit...
	11
	0
	0.28
	0.732

	GO:0008270
	zinc ion binding
	30
	0
	0.77
	0.735

	GO:0005198
	structural molecule activity
	35
	0
	0.9
	0.741

	GO:0016853
	isomerase activity
	7
	0
	0.18
	0.753

	GO:0022836
	gated channel activity
	11
	1
	0.28
	0.755

	GO:0048037
	cofactor binding
	13
	0
	0.33
	0.755

	GO:0016787
	hydrolase activity
	100
	1
	2.56
	0.760

	GO:0016746
	transferase activity, transferring acyl ...
	13
	0
	0.33
	0.789

	GO:0004386
	helicase activity
	6
	0
	0.15
	0.799

	GO:0032403
	protein complex binding
	7
	0
	0.18
	0.804

	GO:1901363
	heterocyclic compound binding
	197
	4
	5.04
	0.813

	GO:0097159
	organic cyclic compound binding
	197
	4
	5.04
	0.813

	GO:0022891
	substrate-specific transmembrane transpo...
	33
	1
	0.84
	0.829

	GO:0046914
	transition metal ion binding
	37
	0
	0.95
	0.830

	GO:0050660
	flavin adenine dinucleotide binding
	6
	0
	0.15
	0.850

	GO:0016757
	transferase activity, transferring glyco...
	7
	0
	0.18
	0.853

	GO:0008324
	cation transmembrane transporter activit...
	20
	0
	0.51
	0.858

	GO:0022892
	substrate-specific transporter activity
	38
	1
	0.97
	0.859

	GO:0046983
	protein dimerization activity
	7
	0
	0.18
	0.860

	GO:0046872
	metal ion binding
	97
	2
	2.48
	0.868

	GO:0022857
	transmembrane transporter activity
	38
	1
	0.97
	0.879

	GO:0008092
	cytoskeletal protein binding
	16
	1
	0.41
	0.882

	GO:0016820
	hydrolase activity, acting on acid anhyd...
	8
	0
	0.2
	0.892

	GO:0008236
	serine-type peptidase activity
	7
	0
	0.18
	0.898

	GO:0017171
	serine hydrolase activity
	7
	0
	0.18
	0.898

	GO:0050662
	coenzyme binding
	8
	0
	0.2
	0.915

	GO:0070011
	peptidase activity, acting on L-amino ac...
	13
	1
	0.33
	0.932

	GO:0016747
	transferase activity, transferring acyl ...
	9
	0
	0.23
	0.936

	GO:0005215
	transporter activity
	47
	1
	1.2
	0.940

	GO:0042626
	ATPase activity, coupled to transmembran...
	7
	0
	0.18
	0.940

	GO:0015405
	P-P-bond-hydrolysis-driven transmembrane...
	7
	0
	0.18
	0.940

	GO:0043492
	ATPase activity, coupled to movement of ...
	7
	0
	0.18
	0.940

	GO:0015399
	primary active transmembrane transporter...
	7
	0
	0.18
	0.940

	GO:0043169
	cation binding
	99
	2
	2.53
	0.942

	GO:0016651
	oxidoreductase activity, acting on NAD(P...
	6
	0
	0.15
	0.951

	GO:0042623
	ATPase activity, coupled
	9
	0
	0.23
	0.966

	GO:0008289
	lipid binding
	7
	0
	0.18
	0.969

	GO:0005543
	phospholipid binding
	6
	0
	0.15
	0.973

	GO:0016887
	ATPase activity
	19
	0
	0.49
	0.974

	GO:0022890
	inorganic cation transmembrane transport...
	16
	0
	0.41
	0.975

	GO:0003779
	actin binding
	11
	0
	0.28
	0.976

	GO:0046873
	metal ion transmembrane transporter acti...
	9
	0
	0.23
	0.986

	GO:0016817
	hydrolase activity, acting on acid anhyd...
	38
	0
	0.97
	0.989

	GO:0003774
	motor activity
	10
	0
	0.26
	0.995

	GO:0016462
	pyrophosphatase activity
	37
	0
	0.95
	0.995

	GO:0016818
	hydrolase activity, acting on acid anhyd...
	37
	0
	0.95
	0.995

	GO:0017111
	nucleoside-triphosphatase activity
	37
	0
	0.95
	0.995

	GO:0003674
	molecular_function
	508
	13
	13
	1.000


Annotated: the number of genes annotated to the function for all genes;
Significant: the number of target genes of differentially expressed miRNA annotated to the function;
Expected：the expected value of the number of target genes for differentially expressed miRNA which annotated to  the function；
KS：significant statistics of enriched term, the smaller of KS value indicate the more significant the enrichment;

