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	ID
	Description
	GeneRatio
	BgRatio
	pvalue
	p.adjust
	qvalue
	Count

	GO:0140014
	mitotic nuclear division
	60/561
	264/18670
	1.31E-35
	5.42E-32
	4.68E-32
	60

	GO:0048285
	organelle fission
	74/561
	449/18670
	8.10E-34
	1.68E-30
	1.45E-30
	74

	GO:0007059
	chromosome segregation
	62/561
	321/18670
	1.94E-32
	2.55E-29
	2.20E-29
	62

	GO:0000280
	nuclear division
	69/561
	407/18670
	2.46E-32
	2.55E-29
	2.20E-29
	69

	GO:0000070
	mitotic sister chromatid segregation
	43/561
	151/18670
	3.87E-30
	3.20E-27
	2.76E-27
	43

	GO:0006260
	DNA replication
	55/561
	274/18670
	9.66E-30
	6.66E-27
	5.75E-27
	55

	GO:0006261
	DNA-dependent DNA replication
	42/561
	153/18670
	9.56E-29
	5.66E-26
	4.88E-26
	42

	GO:0000819
	sister chromatid segregation
	45/561
	189/18670
	7.93E-28
	4.10E-25
	3.54E-25
	45

	GO:0098813
	nuclear chromosome segregation
	49/561
	262/18670
	3.94E-25
	1.81E-22
	1.56E-22
	49

	GO:1902850
	microtubule cytoskeleton organization involved in mitosis
	32/561
	131/18670
	1.77E-20
	7.31E-18
	6.30E-18
	32

	GO:0007088
	regulation of mitotic nuclear division
	33/561
	164/18670
	2.66E-18
	1.00E-15
	8.63E-16
	33

	GO:0044786
	cell cycle DNA replication
	23/561
	71/18670
	4.32E-18
	1.49E-15
	1.29E-15
	23

	GO:0007052
	mitotic spindle organization
	27/561
	106/18670
	5.53E-18
	1.76E-15
	1.52E-15
	27

	GO:0007051
	spindle organization
	33/561
	170/18670
	8.39E-18
	2.48E-15
	2.14E-15
	33

	GO:0051983
	regulation of chromosome segregation
	26/561
	103/18670
	2.93E-17
	8.07E-15
	6.96E-15
	26

	GO:0071103
	DNA conformation change
	44/561
	327/18670
	6.22E-17
	1.61E-14
	1.39E-14
	44

	GO:0051783
	regulation of nuclear division
	33/561
	188/18670
	1.97E-16
	4.80E-14
	4.14E-14
	33

	GO:0033260
	nuclear DNA replication
	20/561
	60/18670
	3.53E-16
	8.12E-14
	7.00E-14
	20

	GO:0006270
	DNA replication initiation
	16/561
	37/18670
	2.57E-15
	5.60E-13
	4.83E-13
	16

	GO:0000075
	cell cycle checkpoint
	33/561
	216/18670
	1.32E-14
	2.74E-12
	2.36E-12
	33

	GO:0051304
	chromosome separation
	22/561
	90/18670
	1.72E-14
	3.39E-12
	2.92E-12
	22

	GO:0010965
	regulation of mitotic sister chromatid separation
	18/561
	57/18670
	3.18E-14
	5.99E-12
	5.17E-12
	18

	GO:0051306
	mitotic sister chromatid separation
	18/561
	60/18670
	8.73E-14
	1.57E-11
	1.36E-11
	18

	GO:0007093
	mitotic cell cycle checkpoint
	28/561
	165/18670
	9.40E-14
	1.62E-11
	1.40E-11
	28

	GO:1905818
	regulation of chromosome separation
	18/561
	62/18670
	1.65E-13
	2.69E-11
	2.32E-11
	18

	GO:0033045
	regulation of sister chromatid segregation
	20/561
	80/18670
	1.70E-13
	2.69E-11
	2.32E-11
	20

	GO:0007091
	metaphase/anaphase transition of mitotic cell cycle
	17/561
	54/18670
	1.76E-13
	2.69E-11
	2.32E-11
	17

	GO:1901990
	regulation of mitotic cell cycle phase transition
	46/561
	444/18670
	2.46E-13
	3.61E-11
	3.11E-11
	46

	GO:0044843
	cell cycle G1/S phase transition
	37/561
	298/18670
	2.53E-13
	3.61E-11
	3.11E-11
	37

	GO:1901987
	regulation of cell cycle phase transition
	48/561
	480/18670
	2.73E-13
	3.77E-11
	3.25E-11
	48

	GO:0044784
	metaphase/anaphase transition of cell cycle
	17/561
	56/18670
	3.45E-13
	4.61E-11
	3.98E-11
	17

	GO:0000082
	G1/S transition of mitotic cell cycle
	35/561
	279/18670
	8.39E-13
	1.08E-10
	9.36E-11
	35

	GO:0033047
	regulation of mitotic sister chromatid segregation
	18/561
	68/18670
	9.61E-13
	1.16E-10
	9.97E-11
	18

	GO:0030071
	regulation of mitotic metaphase/anaphase transition
	16/561
	51/18670
	9.69E-13
	1.16E-10
	9.97E-11
	16

	GO:0000727
	double-strand break repair via break-induced replication
	9/561
	11/18670
	9.78E-13
	1.16E-10
	9.97E-11
	9

	GO:0090068
	positive regulation of cell cycle process
	36/561
	298/18670
	1.22E-12
	1.41E-10
	1.21E-10
	36

	GO:0033046
	negative regulation of sister chromatid segregation
	15/561
	44/18670
	1.26E-12
	1.41E-10
	1.21E-10
	15

	GO:0045839
	negative regulation of mitotic nuclear division
	16/561
	52/18670
	1.36E-12
	1.48E-10
	1.28E-10
	16

	GO:0051985
	negative regulation of chromosome segregation
	15/561
	45/18670
	1.83E-12
	1.95E-10
	1.68E-10
	15

	GO:1902099
	regulation of metaphase/anaphase transition of cell cycle
	16/561
	53/18670
	1.90E-12
	1.96E-10
	1.69E-10
	16

	GO:0006271
	DNA strand elongation involved in DNA replication
	11/561
	20/18670
	2.15E-12
	2.17E-10
	1.87E-10
	11

	GO:0045930
	negative regulation of mitotic cell cycle
	38/561
	338/18670
	2.68E-12
	2.64E-10
	2.28E-10
	38

	GO:2000816
	negative regulation of mitotic sister chromatid separation
	14/561
	39/18670
	3.15E-12
	3.03E-10
	2.61E-10
	14

	GO:1905819
	negative regulation of chromosome separation
	14/561
	40/18670
	4.71E-12
	4.40E-10
	3.80E-10
	14

	GO:0010948
	negative regulation of cell cycle process
	39/561
	361/18670
	4.79E-12
	4.40E-10
	3.80E-10
	39

	GO:0022616
	DNA strand elongation
	12/561
	27/18670
	5.56E-12
	5.00E-10
	4.31E-10
	12

	GO:0033048
	negative regulation of mitotic sister chromatid segregation
	14/561
	42/18670
	1.02E-11
	8.94E-10
	7.71E-10
	14

	GO:0070507
	regulation of microtubule cytoskeleton organization
	27/561
	186/18670
	1.19E-11
	1.02E-09
	8.76E-10
	27

	GO:0045787
	positive regulation of cell cycle
	40/561
	389/18670
	1.20E-11
	1.02E-09
	8.76E-10
	40

	GO:0051784
	negative regulation of nuclear division
	16/561
	60/18670
	1.57E-11
	1.30E-09
	1.12E-09
	16

	GO:0045841
	negative regulation of mitotic metaphase/anaphase transition
	13/561
	36/18670
	1.74E-11
	1.41E-09
	1.22E-09
	13

	GO:0044839
	cell cycle G2/M phase transition
	32/561
	266/18670
	2.51E-11
	2.00E-09
	1.72E-09
	32

	GO:1902100
	negative regulation of metaphase/anaphase transition of cell cycle
	13/561
	37/18670
	2.61E-11
	2.04E-09
	1.76E-09
	13

	GO:1901988
	negative regulation of cell cycle phase transition
	32/561
	267/18670
	2.77E-11
	2.12E-09
	1.83E-09
	32

	GO:0032392
	DNA geometric change
	21/561
	119/18670
	5.57E-11
	4.19E-09
	3.62E-09
	21

	GO:1902969
	mitotic DNA replication
	9/561
	15/18670
	7.99E-11
	5.90E-09
	5.09E-09
	9

	GO:0000086
	G2/M transition of mitotic cell cycle
	30/561
	247/18670
	8.36E-11
	6.02E-09
	5.20E-09
	30

	GO:0000724
	double-strand break repair via homologous recombination
	22/561
	134/18670
	8.44E-11
	6.02E-09
	5.20E-09
	22

	GO:1903046
	meiotic cell cycle process
	26/561
	188/18670
	8.67E-11
	6.08E-09
	5.24E-09
	26

	GO:1901991
	negative regulation of mitotic cell cycle phase transition
	30/561
	248/18670
	9.25E-11
	6.38E-09
	5.50E-09
	30

	GO:0032886
	regulation of microtubule-based process
	28/561
	218/18670
	9.62E-11
	6.53E-09
	5.63E-09
	28

	GO:0000725
	recombinational repair
	22/561
	135/18670
	9.81E-11
	6.55E-09
	5.65E-09
	22

	GO:0051321
	meiotic cell cycle
	30/561
	249/18670
	1.02E-10
	6.72E-09
	5.79E-09
	30

	GO:0007094
	mitotic spindle assembly checkpoint
	12/561
	34/18670
	1.45E-10
	8.94E-09
	7.71E-09
	12

	GO:0031577
	spindle checkpoint
	12/561
	34/18670
	1.45E-10
	8.94E-09
	7.71E-09
	12

	GO:0071173
	spindle assembly checkpoint
	12/561
	34/18670
	1.45E-10
	8.94E-09
	7.71E-09
	12

	GO:0071174
	mitotic spindle checkpoint
	12/561
	34/18670
	1.45E-10
	8.94E-09
	7.71E-09
	12

	GO:0006302
	double-strand break repair
	29/561
	248/18670
	4.30E-10
	2.62E-08
	2.26E-08
	29

	GO:0032508
	DNA duplex unwinding
	19/561
	110/18670
	6.74E-10
	4.04E-08
	3.49E-08
	19

	GO:0045931
	positive regulation of mitotic cell cycle
	23/561
	163/18670
	7.13E-10
	4.22E-08
	3.64E-08
	23

	GO:0033044
	regulation of chromosome organization
	34/561
	342/18670
	1.06E-09
	6.18E-08
	5.33E-08
	34

	GO:0008608
	attachment of spindle microtubules to kinetochore
	11/561
	32/18670
	1.19E-09
	6.77E-08
	5.84E-08
	11

	GO:0006310
	DNA recombination
	31/561
	292/18670
	1.19E-09
	6.77E-08
	5.84E-08
	31

	GO:0031570
	DNA integrity checkpoint
	22/561
	157/18670
	1.91E-09
	1.07E-07
	9.24E-08
	22

	GO:0140013
	meiotic nuclear division
	23/561
	172/18670
	2.09E-09
	1.15E-07
	9.93E-08
	23

	GO:0051225
	spindle assembly
	18/561
	108/18670
	3.44E-09
	1.88E-07
	1.62E-07
	18

	GO:0006323
	DNA packaging
	25/561
	210/18670
	4.82E-09
	2.59E-07
	2.23E-07
	25

	GO:0090329
	regulation of DNA-dependent DNA replication
	13/561
	54/18670
	5.08E-09
	2.70E-07
	2.33E-07
	13

	GO:1902749
	regulation of cell cycle G2/M phase transition
	25/561
	213/18670
	6.45E-09
	3.38E-07
	2.92E-07
	25

	GO:0000083
	regulation of transcription involved in G1/S transition of mitotic cell cycle
	10/561
	29/18670
	6.63E-09
	3.43E-07
	2.96E-07
	10

	GO:0090307
	mitotic spindle assembly
	13/561
	56/18670
	8.20E-09
	4.19E-07
	3.61E-07
	13

	GO:0006275
	regulation of DNA replication
	17/561
	108/18670
	2.28E-08
	1.15E-06
	9.93E-07
	17

	GO:0010389
	regulation of G2/M transition of mitotic cell cycle
	23/561
	196/18670
	2.62E-08
	1.30E-06
	1.13E-06
	23

	GO:0065004
	protein-DNA complex assembly
	26/561
	248/18670
	3.41E-08
	1.68E-06
	1.45E-06
	26

	GO:0010639
	negative regulation of organelle organization
	34/561
	395/18670
	4.06E-08
	1.98E-06
	1.71E-06
	34

	GO:0036297
	interstrand cross-link repair
	12/561
	53/18670
	4.18E-08
	2.01E-06
	1.73E-06
	12

	GO:0007080
	mitotic metaphase plate congression
	11/561
	44/18670
	5.10E-08
	2.43E-06
	2.09E-06
	11

	GO:0006268
	DNA unwinding involved in DNA replication
	7/561
	14/18670
	6.09E-08
	2.86E-06
	2.47E-06
	7

	GO:0000079
	regulation of cyclin-dependent protein serine/threonine kinase activity
	16/561
	102/18670
	6.21E-08
	2.89E-06
	2.49E-06
	16

	GO:1901992
	positive regulation of mitotic cell cycle phase transition
	15/561
	91/18670
	8.14E-08
	3.75E-06
	3.23E-06
	15

	GO:0051052
	regulation of DNA metabolic process
	35/561
	429/18670
	9.66E-08
	4.39E-06
	3.79E-06
	35

	GO:0051310
	metaphase plate congression
	12/561
	57/18670
	9.93E-08
	4.47E-06
	3.85E-06
	12

	GO:1904029
	regulation of cyclin-dependent protein kinase activity
	16/561
	106/18670
	1.08E-07
	4.81E-06
	4.15E-06
	16

	GO:0071824
	protein-DNA complex subunit organization
	27/561
	288/18670
	1.88E-07
	8.30E-06
	7.16E-06
	27

	GO:0000076
	DNA replication checkpoint
	7/561
	16/18670
	1.93E-07
	8.39E-06
	7.24E-06
	7

	GO:0031109
	microtubule polymerization or depolymerization
	16/561
	112/18670
	2.36E-07
	1.01E-05
	8.70E-06
	16

	GO:0035637
	multicellular organismal signaling
	22/561
	204/18670
	2.36E-07
	1.01E-05
	8.70E-06
	22

	GO:0051303
	establishment of chromosome localization
	13/561
	75/18670
	3.26E-07
	1.38E-05
	1.19E-05
	13

	GO:0050000
	chromosome localization
	13/561
	76/18670
	3.82E-07
	1.60E-05
	1.38E-05
	13

	GO:0061337
	cardiac conduction
	18/561
	146/18670
	4.09E-07
	1.67E-05
	1.44E-05
	18

	GO:2001251
	negative regulation of chromosome organization
	18/561
	146/18670
	4.09E-07
	1.67E-05
	1.44E-05
	18

	GO:0045132
	meiotic chromosome segregation
	14/561
	90/18670
	4.61E-07
	1.87E-05
	1.61E-05
	14

	GO:0006336
	DNA replication-independent nucleosome assembly
	11/561
	54/18670
	4.85E-07
	1.95E-05
	1.68E-05
	11

	GO:0034080
	CENP-A containing nucleosome assembly
	10/561
	44/18670
	5.47E-07
	2.15E-05
	1.85E-05
	10

	GO:0061641
	CENP-A containing chromatin organization
	10/561
	44/18670
	5.47E-07
	2.15E-05
	1.85E-05
	10

	GO:0061982
	meiosis I cell cycle process
	16/561
	119/18670
	5.50E-07
	2.15E-05
	1.85E-05
	16

	GO:0034724
	DNA replication-independent nucleosome organization
	11/561
	55/18670
	5.90E-07
	2.28E-05
	1.97E-05
	11

	GO:0044774
	mitotic DNA integrity checkpoint
	15/561
	106/18670
	6.36E-07
	2.42E-05
	2.08E-05
	15

	GO:1901989
	positive regulation of cell cycle phase transition
	15/561
	106/18670
	6.36E-07
	2.42E-05
	2.08E-05
	15

	GO:0031145
	anaphase-promoting complex-dependent catabolic process
	13/561
	81/18670
	8.19E-07
	3.08E-05
	2.66E-05
	13

	GO:0034502
	protein localization to chromosome
	13/561
	82/18670
	9.47E-07
	3.53E-05
	3.05E-05
	13

	GO:0007098
	centrosome cycle
	16/561
	124/18670
	9.68E-07
	3.58E-05
	3.08E-05
	16

	GO:0000910
	cytokinesis
	19/561
	171/18670
	9.91E-07
	3.63E-05
	3.13E-05
	19

	GO:0031055
	chromatin remodeling at centromere
	10/561
	48/18670
	1.30E-06
	4.70E-05
	4.06E-05
	10

	GO:0000281
	mitotic cytokinesis
	12/561
	73/18670
	1.67E-06
	5.90E-05
	5.09E-05
	12

	GO:0072401
	signal transduction involved in DNA integrity checkpoint
	12/561
	73/18670
	1.67E-06
	5.90E-05
	5.09E-05
	12

	GO:0072422
	signal transduction involved in DNA damage checkpoint
	12/561
	73/18670
	1.67E-06
	5.90E-05
	5.09E-05
	12

	GO:0071459
	protein localization to chromosome, centromeric region
	7/561
	21/18670
	1.72E-06
	6.02E-05
	5.20E-05
	7

	GO:0000723
	telomere maintenance
	18/561
	162/18670
	1.90E-06
	6.63E-05
	5.71E-05
	18

	GO:0072395
	signal transduction involved in cell cycle checkpoint
	12/561
	74/18670
	1.94E-06
	6.68E-05
	5.76E-05
	12

	GO:0007062
	sister chromatid cohesion
	11/561
	63/18670
	2.44E-06
	8.36E-05
	7.21E-05
	11

	GO:0031497
	chromatin assembly
	18/561
	165/18670
	2.48E-06
	8.36E-05
	7.21E-05
	18

	GO:0031023
	microtubule organizing center organization
	16/561
	133/18670
	2.49E-06
	8.36E-05
	7.21E-05
	16

	GO:0051302
	regulation of cell division
	18/561
	168/18670
	3.22E-06
	0.00010741
	9.26E-05
	18

	GO:0086012
	membrane depolarization during cardiac muscle cell action potential
	7/561
	23/18670
	3.44E-06
	0.00011379
	9.81E-05
	7

	GO:0006936
	muscle contraction
	28/561
	360/18670
	4.70E-06
	0.00015446
	0.00013322
	28

	GO:0007019
	microtubule depolymerization
	9/561
	44/18670
	5.19E-06
	0.00016926
	0.00014597
	9

	GO:0051231
	spindle elongation
	5/561
	10/18670
	5.35E-06
	0.00017308
	0.00014927
	5

	GO:0034508
	centromere complex assembly
	10/561
	56/18670
	5.68E-06
	0.00018237
	0.00015729
	10

	GO:0032200
	telomere organization
	18/561
	175/18670
	5.74E-06
	0.00018291
	0.00015775
	18

	GO:0034501
	protein localization to kinetochore
	6/561
	17/18670
	6.69E-06
	0.0002097
	0.00018085
	6

	GO:0046068
	cGMP metabolic process
	6/561
	17/18670
	6.69E-06
	0.0002097
	0.00018085
	6

	GO:0000077
	DNA damage checkpoint
	16/561
	145/18670
	7.70E-06
	0.00023796
	0.00020523
	16

	GO:0006334
	nucleosome assembly
	16/561
	145/18670
	7.70E-06
	0.00023796
	0.00020523
	16

	GO:0007127
	meiosis I
	14/561
	114/18670
	8.24E-06
	0.00025275
	0.00021798
	14

	GO:0061640
	cytoskeleton-dependent cytokinesis
	13/561
	100/18670
	9.22E-06
	0.00028063
	0.00024203
	13

	GO:1903779
	regulation of cardiac conduction
	11/561
	73/18670
	1.08E-05
	0.00032409
	0.00027951
	11

	GO:0043486
	histone exchange
	10/561
	60/18670
	1.08E-05
	0.00032409
	0.00027951
	10

	GO:0010971
	positive regulation of G2/M transition of mitotic cell cycle
	7/561
	27/18670
	1.12E-05
	0.00033149
	0.00028589
	7

	GO:0032201
	telomere maintenance via semi-conservative replication
	7/561
	27/18670
	1.12E-05
	0.00033149
	0.00028589
	7

	GO:0086010
	membrane depolarization during action potential
	8/561
	37/18670
	1.13E-05
	0.00033201
	0.00028634
	8

	GO:0003012
	muscle system process
	32/561
	465/18670
	1.28E-05
	0.00037249
	0.00032125
	32

	GO:0032465
	regulation of cytokinesis
	12/561
	89/18670
	1.39E-05
	0.00040104
	0.00034587
	12

	GO:0016572
	histone phosphorylation
	8/561
	38/18670
	1.39E-05
	0.00040104
	0.00034587
	8

	GO:1902750
	negative regulation of cell cycle G2/M phase transition
	13/561
	105/18670
	1.58E-05
	0.00045052
	0.00038855
	13

	GO:0007077
	mitotic nuclear envelope disassembly
	5/561
	12/18670
	1.60E-05
	0.00045052
	0.00038855
	5

	GO:0051988
	regulation of attachment of spindle microtubules to kinetochore
	5/561
	12/18670
	1.60E-05
	0.00045052
	0.00038855
	5

	GO:0006333
	chromatin assembly or disassembly
	18/561
	191/18670
	1.92E-05
	0.00053841
	0.00046435
	18

	GO:0072331
	signal transduction by p53 class mediator
	22/561
	267/18670
	2.02E-05
	0.00056077
	0.00048364
	22

	GO:0009187
	cyclic nucleotide metabolic process
	8/561
	40/18670
	2.08E-05
	0.00057426
	0.00049527
	8

	GO:1902751
	positive regulation of cell cycle G2/M phase transition
	7/561
	30/18670
	2.38E-05
	0.00065152
	0.0005619
	7

	GO:0045840
	positive regulation of mitotic nuclear division
	9/561
	53/18670
	2.55E-05
	0.0006951
	0.00059949
	9

	GO:0051383
	kinetochore organization
	6/561
	21/18670
	2.65E-05
	0.00071589
	0.00061741
	6

	GO:0071897
	DNA biosynthetic process
	18/561
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	GO:0035173
	histone kinase activity
	7/553
	17/17697
	4.15E-07
	1.80E-05
	1.65E-05
	7

	GO:0003777
	microtubule motor activity
	13/553
	84/17697
	1.93E-06
	7.83E-05
	7.19E-05
	13

	GO:0042623
	ATPase activity, coupled
	25/553
	284/17697
	3.39E-06
	0.00012927
	0.00011867
	25

	GO:0003774
	motor activity
	14/553
	136/17697
	9.25E-05
	0.00333554
	0.00306207
	14

	GO:0004674
	protein serine/threonine kinase activity
	29/553
	439/17697
	0.00013171
	0.00449907
	0.0041302
	29

	GO:0003697
	single-stranded DNA binding
	12/553
	113/17697
	0.00021578
	0.00700205
	0.00642797
	12

	GO:0042393
	histone binding
	16/553
	197/17697
	0.00047795
	0.0144208
	0.01323846
	16

	GO:0008187
	poly-pyrimidine tract binding
	6/553
	33/17697
	0.00048884
	0.0144208
	0.01323846
	6

	GO:0051371
	muscle alpha-actinin binding
	5/553
	23/17697
	0.00061706
	0.01741183
	0.01598426
	5

	GO:0016538
	cyclin-dependent protein serine/threonine kinase regulator activity
	7/553
	49/17697
	0.0007704
	0.02083298
	0.01912491
	7

	GO:0044325
	ion channel binding
	11/553
	124/17697
	0.00175967
	0.04568115
	0.04193582
	11

	GO:0005201
	extracellular matrix structural constituent
	13/553
	163/17697
	0.00185408
	0.04628057
	0.0424861
	13

	GO:0004712
	protein serine/threonine/tyrosine kinase activity
	6/553
	43/17697
	0.00206695
	0.04884347
	0.04483887
	6

	GO:0008266
	poly(U) RNA binding
	5/553
	30/17697
	0.00218253
	0.04884347
	0.04483887
	5

	GO:0070717
	poly-purine tract binding
	5/553
	30/17697
	0.00218253
	0.04884347
	0.04483887
	5

	GO:0008022
	protein C-terminus binding
	14/553
	187/17697
	0.0022839
	0.04918415
	0.04515162
	14

	GO:0003779
	actin binding
	25/553
	431/17697
	0.00234932
	0.04918415
	0.04515162
	25






