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	GO term id
	GO term description
	P-value(fisher's exact test)
	FDR

	Specific GO terms at 0 h
	
	
	
	

	biological process
	GO:0044085
	cellular component biogenesis
	0.001428
	1.93E-02

	biological process
	GO:0007097
	nuclear migration
	0.003116
	3.53E-02

	biological process
	GO:0044765
	single-organism transport
	0.002244
	2.85E-02

	biological process
	GO:0034728
	nucleosome organization
	0.0002142
	4.18E-03

	biological process
	GO:0007548
	sex differentiation
	0.0001963
	3.94E-03

	biological process
	GO:0048806
	genitalia development
	2.36E-05
	6.86E-04

	biological process
	GO:0061458
	reproductive system development
	7.65E-05
	1.79E-03

	biological process
	GO:0022607
	cellular component assembly
	0.003343
	3.73E-02

	biological process
	GO:0071824
	protein-DNA complex subunit organization
	0.0002356
	4.47E-03

	biological process
	GO:0048608
	reproductive structure development
	7.65E-05
	1.79E-03

	cellular component
	GO:0000785
	chromatin
	0.00002444
	6.86E-04

	molecular function
	GO:0005215
	transporter activity
	0.001096
	0.015086

	molecular function
	GO:0070851
	growth factor receptor binding
	0.0003339
	5.86E-03

	molecular function
	GO:0030234
	enzyme regulator activity
	0.002275
	0.028479

	Specific GO terms at 12 hpi
	
	
	
	

	molecular function
	GO:0016782
	transferase activity, transferring sulfur-containing groups
	0.005207
	0.042896

	molecular function
	GO:0004871
	signal transducer activity
	0.0004089
	8.32E-03

	biological process
	GO:0065007
	biological regulation
	0.002635
	2.65E-02

	Specific GO terms at 24 hpi
	
	
	
	

	biological process
	GO:0022403
	cell cycle phase
	2.20E-16
	3.09E-14

	biological process
	GO:0000278
	mitotic cell cycle
	1.18E-12
	1.24E-10

	biological process
	GO:0007059
	chromosome segregation
	0.002537
	3.40E-02

	biological process
	GO:0051319
	G2 phase
	0.001842
	2.68E-02

	biological process
	GO:0000226
	microtubule cytoskeleton organization
	0.0001372
	2.82E-03

	biological process
	GO:0032200
	telomere organization
	0.002388
	3.30E-02

	biological process
	GO:0033554
	cellular response to stress
	1.08E-06
	5.68E-05

	biological process
	GO:0006260
	DNA replication
	1.30E-13
	1.57E-11

	biological process
	GO:0016265
	death
	0.000206
	3.99E-03

	biological process
	GO:0006259
	DNA metabolic process
	2.20E-16
	3.09E-14

	biological process
	GO:0051297
	centrosome organization
	0.002423
	3.30E-02

	biological process
	GO:0007051
	spindle organization
	0.002388
	3.30E-02

	biological process
	GO:0051325
	interphase
	4.96E-07
	2.79E-05

	biological process
	GO:0007017
	microtubule-based process
	0.002851
	3.70E-02

	biological process
	GO:0006974
	response to DNA damage stimulus
	1.22E-05
	3.80E-04

	biological process
	GO:0051276
	chromosome organization
	2.97E-05
	8.08E-04

	biological process
	GO:0000280
	nuclear division
	8.59E-05
	1.86E-03

	biological process
	GO:0012501
	programmed cell death
	6.60E-05
	1.50E-03

	biological process
	GO:0000723
	telomere maintenance
	0.002388
	3.30E-02

	biological process
	GO:0007067
	mitosis
	8.59E-05
	1.86E-03

	biological process
	GO:0000077
	DNA damage checkpoint
	0.004055
	4.62E-02

	biological process
	GO:0006915
	apoptotic process
	0.001264
	1.98E-02

	biological process
	GO:0000075
	cell cycle checkpoint
	0.0008354
	1.36E-02

	biological process
	GO:0006261
	DNA-dependent DNA replication
	1.69E-11
	1.30E-09

	biological process
	GO:0051726
	regulation of cell cycle
	0.0001168
	2.46E-03

	biological process
	GO:0006310
	DNA recombination
	0.0002773
	5.20E-03

	biological process
	GO:0031570
	DNA integrity checkpoint
	0.004055
	4.62E-02

	biological process
	GO:0051320
	S phase
	2.23E-06
	8.95E-05

	biological process
	GO:0048285
	organelle fission
	4.28E-05
	1.07E-03

	biological process
	GO:0006270
	DNA replication initiation
	4.12E-08
	2.68E-06

	biological process
	GO:0007052
	mitotic spindle organization
	0.0003569
	6.55E-03

	biological process
	GO:0000087
	M phase of mitotic cell cycle
	3.85E-11
	2.71E-09

	biological process
	GO:0000279
	M phase
	4.20E-12
	3.54E-10

	biological process
	GO:0006281
	DNA repair
	4.31E-05
	1.07E-03

	biological process
	GO:0008219
	cell death
	0.000206
	3.99E-03

	cellular component
	GO:0000775
	chromosome, centromeric region
	8.59E-06
	2.90E-04

	cellular component
	GO:0000793
	condensed chromosome
	5.96E-05
	1.43E-03

	cellular component
	GO:0044427
	chromosomal part
	2.20E-16
	3.09E-14

	cellular component
	GO:0005815
	microtubule organizing center
	0.004222
	4.69E-02

	cellular component
	GO:0005694
	chromosome
	2.20E-16
	3.09E-14

	cellular component
	GO:0000808
	origin recognition complex
	0.0008076
	1.34E-02

	cellular component
	GO:0005657
	replication fork
	0.002644
	3.49E-02

	cellular component
	GO:0000228
	nuclear chromosome
	0.0006055
	1.02E-02

	cellular component
	GO:0000794
	condensed nuclear chromosome
	0.001416
	2.17E-02

	molecular function
	GO:0034061
	DNA polymerase activity
	0.000208
	3.99E-03

	Specific GO terms at 48 hpi
	
	
	
	

	biological process
	GO:0010468
	regulation of gene expression
	4.68E-06
	5.89E-05

	biological process
	GO:0019219
	regulation of nucleobase-containing compound metabolic process
	7.09E-06
	8.54E-05

	biological process
	GO:0044260
	cellular macromolecule metabolic process
	8.82E-06
	9.97E-05

	biological process
	GO:0010556
	regulation of macromolecule biosynthetic process
	4.41E-05
	3.94E-04

	biological process
	GO:0008152
	metabolic process
	5.28E-05
	4.50E-04

	biological process
	GO:2000112
	regulation of cellular macromolecule biosynthetic process
	9.36E-05
	7.51E-04

	biological process
	GO:0009889
	regulation of biosynthetic process
	0.0001268
	9.76E-04

	biological process
	GO:0031326
	regulation of cellular biosynthetic process
	0.0001783
	1.32E-03

	biological process
	GO:0042742
	defense response to bacterium
	0.0001949
	1.35E-03

	biological process
	GO:2001141
	regulation of RNA biosynthetic process
	0.0001919
	1.35E-03

	biological process
	GO:0051252
	regulation of RNA metabolic process
	0.000192
	1.35E-03

	biological process
	GO:0019439
	aromatic compound catabolic process
	0.0002758
	1.80E-03

	biological process
	GO:0046700
	heterocycle catabolic process
	0.0002771
	1.80E-03

	biological process
	GO:1901361
	organic cyclic compound catabolic process
	0.0002782
	1.80E-03

	biological process
	GO:0044270
	cellular nitrogen compound catabolic process
	0.0002796
	1.80E-03

	biological process
	GO:0044267
	cellular protein metabolic process
	0.0002909
	1.84E-03

	biological process
	GO:0006355
	regulation of transcription, DNA-dependent
	0.0002918
	1.84E-03

	biological process
	GO:0048519
	negative regulation of biological process
	0.0003523
	2.17E-03

	biological process
	GO:0034655
	nucleobase-containing compound catabolic process
	0.0003959
	2.38E-03

	biological process
	GO:0044281
	small molecule metabolic process
	0.0005379
	3.07E-03

	biological process
	GO:0006796
	phosphate-containing compound metabolic process
	0.0008721
	4.83E-03

	biological process
	GO:0006793
	phosphorus metabolic process
	0.001305
	6.89E-03

	biological process
	GO:0055086
	nucleobase-containing small molecule metabolic process
	0.001799
	9.06E-03

	biological process
	GO:0046434
	organophosphate catabolic process
	0.002354
	1.14E-02

	biological process
	GO:1901292
	nucleoside phosphate catabolic process
	0.002354
	1.14E-02

	biological process
	GO:0009966
	regulation of signal transduction
	0.002461
	1.18E-02

	biological process
	GO:0010467
	gene expression
	0.002859
	1.33E-02

	biological process
	GO:0010646
	regulation of cell communication
	0.003094
	1.40E-02

	biological process
	GO:0023051
	regulation of signaling
	0.003094
	1.40E-02

	biological process
	GO:0006753
	nucleoside phosphate metabolic process
	0.003306
	1.49E-02

	biological process
	GO:0043412
	macromolecule modification
	0.003399
	1.52E-02

	biological process
	GO:0009141
	nucleoside triphosphate metabolic process
	0.003919
	1.70E-02

	biological process
	GO:0019637
	organophosphate metabolic process
	0.00405
	1.74E-02

	biological process
	GO:0015669
	gas transport
	0.004188
	1.78E-02

	biological process
	GO:0051641
	cellular localization
	0.004557
	1.86E-02

	biological process
	GO:0009146
	purine nucleoside triphosphate catabolic process
	0.004862
	1.90E-02

	biological process
	GO:0009203
	ribonucleoside triphosphate catabolic process
	0.004862
	1.90E-02

	biological process
	GO:0009207
	purine ribonucleoside triphosphate catabolic process
	0.004862
	1.90E-02

	biological process
	GO:0009143
	nucleoside triphosphate catabolic process
	0.00494
	1.91E-02

	biological process
	GO:0050896
	response to stimulus
	0.005321
	2.05E-02

	biological process
	GO:0048518
	positive regulation of biological process
	0.005432
	2.07E-02

	biological process
	GO:0009144
	purine nucleoside triphosphate metabolic process
	0.00552
	2.07E-02

	biological process
	GO:0009205
	purine ribonucleoside triphosphate metabolic process
	0.00552
	2.07E-02

	biological process
	GO:0009199
	ribonucleoside triphosphate metabolic process
	0.005578
	2.07E-02

	biological process
	GO:0065008
	regulation of biological quality
	0.006557
	2.34E-02

	biological process
	GO:1901564
	organonitrogen compound metabolic process
	0.008545
	3.00E-02

	biological process
	GO:0016070
	RNA metabolic process
	0.008936
	3.11E-02

	biological process
	GO:0001892
	embryonic placenta development
	0.009407
	3.22E-02

	biological process
	GO:0051179
	localization
	0.009522
	3.22E-02

	biological process
	GO:0006464
	cellular protein modification process
	0.011
	3.65E-02

	biological process
	GO:0036211
	protein modification process
	0.011
	3.65E-02

	biological process
	GO:0001890
	placenta development
	0.01148
	3.76E-02

	biological process
	GO:0071702
	organic substance transport
	0.014
	4.54E-02

	biological process
	GO:0051649
	establishment of localization in cell
	0.01482
	4.75E-02

	cellular component
	GO:0005856
	cytoskeleton
	0.002355
	1.14E-02

	cellular component
	GO:0019898
	extrinsic to membrane
	0.01474
	4.75E-02

	molecular function
	GO:0017076
	purine nucleotide binding
	3.46E-07
	7.67E-06

	molecular function
	GO:0032553
	ribonucleotide binding
	4.62E-07
	9.47E-06

	molecular function
	GO:0032555
	purine ribonucleotide binding
	4.62E-07
	9.47E-06

	molecular function
	GO:0036094
	small molecule binding
	2.58E-06
	3.76E-05

	molecular function
	GO:0000166
	nucleotide binding
	8.58E-06
	9.91E-05

	molecular function
	GO:1901265
	nucleoside phosphate binding
	8.58E-06
	9.91E-05

	molecular function
	GO:0030594
	neurotransmitter receptor activity
	2.25E-05
	2.22E-04

	molecular function
	GO:0032559
	adenyl ribonucleotide binding
	2.49E-05
	2.34E-04

	molecular function
	GO:0030554
	adenyl nucleotide binding
	2.50E-05
	2.34E-04

	molecular function
	GO:0008188
	neuropeptide receptor activity
	6.44E-05
	5.32E-04

	molecular function
	GO:0016818
	hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides
	9.63E-05
	7.62E-04

	molecular function
	GO:0016817
	hydrolase activity, acting on acid anhydrides
	9.91E-05
	7.73E-04

	molecular function
	GO:0016462
	pyrophosphatase activity
	0.0001288
	9.77E-04

	molecular function
	GO:0016301
	kinase activity
	0.0004712
	2.76E-03

	molecular function
	GO:0016787
	hydrolase activity
	0.001015
	5.57E-03

	molecular function
	GO:0016788
	hydrolase activity, acting on ester bonds
	0.001042
	5.66E-03

	molecular function
	GO:0017111
	nucleoside-triphosphatase activity
	0.001164
	6.26E-03

	molecular function
	GO:0061134
	peptidase regulator activity
	0.001758
	9.02E-03

	molecular function
	GO:0004866
	endopeptidase inhibitor activity
	0.00388
	1.69E-02

	molecular function
	GO:0061135
	endopeptidase regulator activity
	0.004287
	1.81E-02

	molecular function
	GO:0004497
	monooxygenase activity
	0.004482
	1.84E-02

	molecular function
	GO:0004955
	prostaglandin receptor activity
	0.004819
	1.90E-02

	molecular function
	GO:0030414
	peptidase inhibitor activity
	0.004847
	1.90E-02

	molecular function
	GO:0016740
	transferase activity
	0.004778
	1.90E-02

	molecular function
	GO:0004953
	icosanoid receptor activity
	0.009378
	3.22E-02

	molecular function
	GO:0004954
	prostanoid receptor activity
	0.009378
	3.22E-02

	molecular function
	GO:0019899
	enzyme binding
	0.009474
	3.22E-02

	molecular function
	GO:0016773
	phosphotransferase activity, alcohol group as acceptor
	0.01334
	4.35E-02

	molecular function
	GO:0016874
	ligase activity
	0.01503
	4.79E-02



