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Supplementary Tables

[bookmark: _Toc93322479]Supplementary Table 1. Sample sizes by family and seasonal morph. 

	Family
	Abdomen
	Thorax

	
	Dry
	Wet
	Dry
	Wet

	21
	4
	4
	4
	4

	29
	4
	6
	6
	6

	30
	6
	6
	6
	6

	37
	6
	6
	6
	6

	53
	4
	3
	4
	4

	60
	6
	6
	5
	5

	63
	4
	4
	4
	4

	Total
	34
	35
	35
	35



[bookmark: _Toc93322480]Supplementary Table 2. edgeR analysis of exon-level alternative splicing between tissues and by season, family and season x family interaction (SxF). Read counts were quantified at the feature level (exon, 196,681 in annotation) using featureCounts (n = 118,950 assigned). Abdomen and thorax samples were filtered and analyzed separately. edgeR was used to compare exon expression between dry and wet morphs. Genes with differentially expressed exons (normalized by average exon expression within genes) were identified as differentially spliced (DS) using the diffspliceDGE function (Simes correction of quasi-likelihood F-test). P-values were corrected across all tests within tissue using the Benjamini-Hochberg method.

	edgeR Differential Splicing
	Abdomen vs. thorax
	Abdomen: dry vs. wet
	Thorax: dry vs. wet

	Filtered exons
	64832
	69005
	46289

	genes with only one exon
	1866
	1890
	2035

	Multi-exon genes
	8533
	8880
	6684

	Exons in multi-exon genes
	62966
	67115
	44254

	Mean exons in a gene
	6
	6
	5

	Maximum exons in a gene
	136
	108
	135

	
	---
	Season
	Family
	SxF
	Season
	Family
	SxF

	DS genes (p < 0.05)
	4697
	799
	2697
	496
	347
	1438
	328

	DS genes, corrected (adj. p < 0.05)
	4327
	363
	1170
	51
	172
	513
	16

	Percent of filtered genes that are DS (adj. p < 0.05)
	50.7%
	4.1%
	13.2%
	0.6%
	2.6%
	7.7%
	0.3%

	Exons in corrected DS genes
	41514
	4309
	12931
	885
	2489
	5561
	494

	DE exons in DS genes 
	21376
	347
	5759
	198
	659
	2239
	90

	Percent of exons in DS genes that are DE
	51.5%
	8.0%
	44.5%
	22.4%
	26.5%
	40.3%
	18.2%






[bookmark: _Toc93322481]Supplementary Table 3. edgeR analysis of gene-level differential expression by season, family and season x family interaction (SxF). Read counts were quantified at the meta-feature level (geneid, n = 15,845 in annotation) using featureCounts (RSubread). Abdomen and thorax samples were filtered and analyzed separately. Counts were filtered using the filterByExpr function in the edgeR package. Differential gene expression was analyzed for all filtered using quasi-likelihood F-tests. We then identified the subset of filtered genes with more than one exon (multi-exon genes) that corresponded with genes that might undergo alternative splicing. P-values were corrected across all tests within tissue using the Benjamini-Hochberg method.

	edgeR Differential Expression
	Abdomen vs. thorax
	Abdomen: dry vs. wet
	Thorax: dry vs. wet

	Total filtered genes
	11021
	11364
	9516

	Filtered multi-exon genes
	10214
	10523
	8835

	
	---
	Season
	Family
	SxF
	Season
	Family
	SxF

	DE genes (p < 0.05)
	9960
	6386
	8815
	699
	5878
	5163
	735

	DE genes, corrected (adj. p < 0.05)
	9942
	5744
	8546
	9
	5509
	4370
	26

	Percent of genes that are DE (adj. p < 0.05)
	94.9%
	50.6%
	75.2%
	0.1%
	57.9%
	45.9%
	0.3%

	DE multi-exon genes (p < 0.05)
	9234
	5928
	8219
	656
	5455
	4807
	686

	DE multi-exon genes, corrected (adj. p < 0.05)
	9218
	5335
	7970
	9
	5111
	4075
	25

	Percent of multi-exon genes that are DE (adj. p < 0.05)
	90.3%
	50.7%
	75.7%
	0.1%
	57.9%
	46.1%
	0.3%
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[bookmark: _Toc93322482]Supplementary Table 4. One-sided Fisher’s exact tests were used to test the significance of overlapping gene sets identified as differentially spliced or expressed by edgeR analyses. P-values were adjusted for 66 tests using the Benjamini-Hochberg correction. Gene sets sizes were based on the total number of unique gene IDs tested in both analyses. 

	Comparison
	Tissue
	G1
	G2
	Multi-exon genes
	N1
	N2
	G1 only
	G2 only
	Actual overlap
	Expected overlap
	RF
	Set size
	Odds ratio
	P-value
	Adj. P-value
	Sig. 

	Effect within abdomen (Fig. 1B)
	Abdomen
	DE Season
	DE Family
	10523
	5335
	7970
	1169
	3804
	4166
	4040.7
	1.03
	2553
	1.30
	6.74E-09
	1.00E-07
	**

	Effect within abdomen (Fig. 1B)
	Abdomen
	DE Season
	DE SxF
	10523
	5335
	9
	5327
	1
	8
	4.6
	1.75
	10514
	7.79
	2.15E-02
	6.46E-02
	

	Effect within abdomen (Fig. 1B)
	Abdomen
	DE Family
	DE SxF
	10523
	7970
	9
	7963
	2
	7
	6.8
	1.03
	10514
	1.12
	6.21E-01
	6.21E-01
	

	Effect within thorax (Fig. 1B)
	Thorax
	DE Season
	DE Family
	8835
	5111
	4075
	2691
	1655
	2420
	2357.4
	1.03
	4760
	1.12
	3.61E-03
	1.45E-02
	*

	Effect within thorax (Fig. 1B)
	Thorax
	DE Season
	DE SxF
	8835
	5111
	25
	5094
	8
	17
	14.5
	1.18
	8810
	1.55
	2.06E-01
	4.11E-01
	

	Effect within thorax (Fig. 1B)
	Thorax
	DE Family
	DE SxF
	8835
	4075
	25
	4053
	3
	22
	11.5
	1.91
	8810
	8.61
	1.59E-05
	1.11E-04
	***

	Effect within abdomen (Fig. 1A)
	Abdomen
	DS Season
	DS Family
	8880
	366
	1168
	217
	1019
	149
	48.1
	3.10
	7712
	5.05
	1.90E-41
	3.05E-40
	***

	Effect within abdomen (Fig. 1A)
	Abdomen
	DS Season
	DS SxF
	8880
	366
	51
	352
	1019
	14
	2.1
	6.66
	8829
	9.11
	1.03E-08
	8.22E-08
	***

	Effect within abdomen (Fig. 1A)
	Abdomen
	DS Family
	DS SxF
	8880
	1168
	51
	1125
	8
	43
	6.7
	6.41
	8829
	36.78
	1.46E-30
	2.05E-29
	***

	Effect within thorax (Fig. 1A)
	Thorax
	DS Season
	DS Family
	6684
	172
	513
	103
	444
	69
	13.2
	5.23
	6171
	8.67
	1.16E-31
	1.74E-30
	***

	Effect within thorax (Fig. 1A)
	Thorax
	DS Season
	DS SxF
	6684
	172
	16
	164
	8
	8
	0.4
	19.4
	6668
	39.52
	1.77E-09
	1.94E-08
	***

	Effect within thorax (Fig. 1A)
	Thorax
	DS Family
	DS SxF
	6684
	513
	16
	497
	0
	16
	1.2
	13.0
	6668
	Inf
	1.17E-18
	1.52E-17
	***

	DE vs. DS within abdomen (Fig. 2A)
	Abdomen
	DE Season
	DS Season
	10523
	5335
	366
	5117
	148
	218
	185.6
	1.18
	10157
	1.45
	3.25E-04
	1.95E-03
	**

	DE vs. DS within abdomen (Fig. 2A)
	Abdomen
	DE Family
	DS Family
	10523
	7970
	1168
	7007
	205
	963
	884.6
	1.10
	9355
	1.57
	3.08E-09
	3.08E-08
	***

	DE vs. DS within abdomen (Fig. 2A)
	Abdomen
	DE SxF
	DS SxF
	10523
	9
	51
	9
	51
	0
	0
	NA
	10472
	NA
	NA
	NA
	

	DE vs. DS within thorax (Fig. S2A)
	Thorax
	DE Season
	DS Season
	8835
	5111
	172
	4993
	54
	118
	99.5
	1.19
	8663
	1.61
	2.22E-03
	1.11E-02
	**

	DE vs. DS within thorax (Fig. S2A)
	Thorax
	DE Family
	DS Family
	8835
	4075
	513
	3762
	200
	313
	236.6
	1.3
	8322
	1.90
	2.20E-12
	2.65E-11
	*

	DE vs. DS within thorax (Fig. S2A)
	Thorax
	DE SxF
	DS SxF
	8835
	25
	16
	25
	16
	0
	0.04
	NA
	8819
	NA
	NA
	NA
	




[bookmark: _Toc93322483]Supplementary Table 5. Tukey’s HSD multiple comparisons (two-sided) of nucleotide diversity () between groups of DS and DE genes in the abdomen and thorax. P-values were adjusted for 30 tests. Likely because of the conservatism of the p-value adjustment, significant differences were found for only a subset of the meaningful differences identified by the Bayesian linear model (* in the hyp.test column). 

	Tissue
	Effect
	G1
	G2
	Estimate
	LCL1
	HCL2
	Adj. P-value
	Sig.
	Hyp. test

	Abdomen
	DEDS_F
	not DE or DS
	DS only
	2.55E-04
	-7.71E-04
	1.28E-03
	9.19E-01
	ns
	

	Abdomen
	DEDS_F
	not DE or DS
	DE only
	9.04E-04
	5.96E-04
	1.21E-03
	0.00E+00
	****
	*

	Abdomen
	DEDS_F
	not DE or DS
	DE and DS
	1.47E-03
	9.48E-04
	1.99E-03
	0.00E+00
	****
	*

	Abdomen
	DEDS_F
	DS only
	DE only
	6.48E-04
	-3.67E-04
	1.66E-03
	3.56E-01
	ns
	

	Abdomen
	DEDS_F
	DS only
	DE and DS
	1.21E-03
	1.15E-04
	2.31E-03
	2.35E-02
	*
	*

	Abdomen
	DEDS_F
	DE only
	DE and DS
	5.66E-04
	6.56E-05
	1.07E-03
	1.92E-02
	*
	*

	Abdomen
	DEDS_S
	not DE or DS
	DS only
	-9.65E-04
	-2.16E-03
	2.30E-04
	1.61E-01
	ns
	*

	Abdomen
	DEDS_S
	not DE or DS
	DE only
	3.73E-04
	8.25E-05
	6.64E-04
	5.40E-03
	**
	*

	Abdomen
	DEDS_S
	not DE or DS
	DE and DS
	-7.59E-04
	-1.75E-03
	2.36E-04
	2.03E-01
	ns
	

	Abdomen
	DEDS_S
	DS only
	DE only
	1.34E-03
	1.39E-04
	2.54E-03
	2.16E-02
	*
	*

	Abdomen
	DEDS_S
	DS only
	DE and DS
	2.06E-04
	-1.32E-03
	1.74E-03
	9.86E-01
	ns
	

	Abdomen
	DEDS_S
	DE only
	DE and DS
	-1.13E-03
	-2.13E-03
	-1.32E-04
	1.91E-02
	*
	*

	Abdomen
	DEDS_SxF
	not DE or DS
	DS only
	-1.21E-04
	-1.95E-03
	1.71E-03
	9.87E-01
	ns
	

	Abdomen
	DEDS_SxF
	not DE or DS
	DE only
	-3.78E-04
	-6.20E-03
	5.44E-03
	9.87E-01
	ns
	

	Abdomen
	DEDS_SxF
	DS only
	DE only
	-2.56E-04
	-6.35E-03
	5.84E-03
	9.95E-01
	ns
	

	Thorax
	DEDS_F
	not DE or DS
	DS only
	3.33E-04
	-6.70E-04
	1.34E-03
	8.29E-01
	ns
	

	Thorax
	DEDS_F
	not DE or DS
	DE only
	7.00E-04
	3.73E-04
	1.03E-03
	2.00E-07
	****
	*

	Thorax
	DEDS_F
	not DE or DS
	DE and DS
	1.72E-03
	9.07E-04
	2.54E-03
	4.00E-07
	****
	*

	Thorax
	DEDS_F
	DS only
	DE only
	3.67E-04
	-6.53E-04
	1.39E-03
	7.92E-01
	ns
	

	Thorax
	DEDS_F
	DS only
	DE and DS
	1.39E-03
	1.26E-04
	2.66E-03
	2.45E-02
	*
	*

	Thorax
	DEDS_F
	DE only
	DE and DS
	1.02E-03
	1.87E-04
	1.86E-03
	9.14E-03
	**
	*

	Thorax
	DEDS_S
	not DE or DS
	DS only
	-1.19E-03
	-3.12E-03
	7.32E-04
	3.83E-01
	ns
	

	Thorax
	DEDS_S
	not DE or DS
	DE only
	-2.15E-04
	-5.20E-04
	8.98E-05
	2.68E-01
	ns
	

	Thorax
	DEDS_S
	not DE or DS
	DE and DS
	-1.20E-03
	-2.50E-03
	9.40E-05
	8.03E-02
	ns
	*

	Thorax
	DEDS_S
	DS only
	DE only
	9.78E-04
	-9.49E-04
	2.90E-03
	5.60E-01
	ns
	

	Thorax
	DEDS_S
	DS only
	DE and DS
	-1.19E-05
	-2.31E-03
	2.29E-03
	1.00E+00
	ns
	

	Thorax
	DEDS_S
	DE only
	DE and DS
	-9.90E-04
	-2.29E-03
	3.12E-04
	2.06E-01
	ns
	*

	Thorax
	DEDS_SxF
	not DE or DS
	DS only
	3.09E-04
	-2.87E-03
	3.49E-03
	9.72E-01
	ns
	

	Thorax
	DEDS_SxF
	not DE or DS
	DE only
	8.04E-04
	-2.20E-03
	3.80E-03
	8.05E-01
	ns
	

	Thorax
	DEDS_SxF
	DS only
	DE only
	4.95E-04
	-3.87E-03
	4.86E-03
	9.62E-01
	ns
	


1Lower 95% confidence limit
2Upper 95% confidence limit



[bookmark: _Toc93322484]Supplementary Table 6. Dunn’s test multiple comparisons (two-sided) of nucleotide divergence () between groups of DS and DE genes in the abdomen and thorax. P-values were adjusted for 30 tests. Results of meaningful differences identified by the Bayesian linear model (* in the hyp.test column) are also indicated. 

	Tissue
	Effect
	G1
	G2
	N1
	N2
	Statistic
	P-value
	Adj. P-value
	Sig. 
	Hyp. test

	Abdomen
	DEDS_F
	not DE or DS
	DS only
	1492
	148
	0.11
	9.13E-01
	9.68E-01
	ns
	

	Abdomen
	DEDS_F
	not DE or DS
	DE only
	1492
	4115
	3.22
	1.27E-03
	7.64E-03
	**
	*

	Abdomen
	DEDS_F
	not DE or DS
	DE and DS
	1492
	614
	0.12
	9.03E-01
	9.68E-01
	ns
	

	Abdomen
	DEDS_F
	DS only
	DE only
	148
	4115
	1.05
	2.93E-01
	5.87E-01
	ns
	

	Abdomen
	DEDS_F
	DS only
	DE and DS
	148
	614
	-0.04
	9.68E-01
	9.68E-01
	ns
	

	Abdomen
	DEDS_F
	DE only
	DE and DS
	4115
	614
	-2.12
	3.44E-02
	1.03E-01
	ns
	*

	Abdomen
	DEDS_S
	not DE or DS
	DS only
	2955
	113
	0.16
	8.77E-01
	9.34E-01
	ns
	

	Abdomen
	DEDS_S
	not DE or DS
	DE only
	2955
	3140
	0.27
	7.87E-01
	9.34E-01
	ns
	

	Abdomen
	DEDS_S
	not DE or DS
	DE and DS
	2955
	161
	1.38
	1.67E-01
	5.81E-01
	ns
	

	Abdomen
	DEDS_S
	DS only
	DE only
	113
	3140
	-0.08
	9.34E-01
	9.34E-01
	ns
	

	Abdomen
	DEDS_S
	DS only
	DE and DS
	113
	161
	0.79
	4.29E-01
	8.58E-01
	ns
	

	Abdomen
	DEDS_S
	DE only
	DE and DS
	3140
	161
	1.30
	1.94E-01
	5.81E-01
	ns
	

	Abdomen
	DEDS_SxF
	not DE or DS
	DS only
	6331
	35
	-0.20
	8.45E-01
	9.87E-01
	ns
	

	Abdomen
	DEDS_SxF
	not DE or DS
	DE only
	6331
	3
	-0.04
	9.67E-01
	9.87E-01
	ns
	

	Abdomen
	DEDS_SxF
	DS only
	DE only
	35
	3
	0.02
	9.87E-01
	9.87E-01
	ns
	

	Thorax
	DEDS_F
	not DE or DS
	DS only
	4013
	158
	-0.92
	3.58E-01
	6.64E-01
	ns
	

	Thorax
	DEDS_F
	not DE or DS
	DE only
	4013
	2062
	0.77
	4.42E-01
	6.64E-01
	ns
	

	Thorax
	DEDS_F
	not DE or DS
	DE and DS
	4013
	223
	0.34
	7.31E-01
	8.77E-01
	ns
	

	Thorax
	DEDS_F
	DS only
	DE only
	158
	2062
	1.16
	2.48E-01
	6.64E-01
	ns
	

	Thorax
	DEDS_F
	DS only
	DE and DS
	158
	223
	0.94
	3.45E-01
	6.64E-01
	ns
	

	Thorax
	DEDS_F
	DE only
	DE and DS
	2062
	223
	0.04
	9.68E-01
	9.68E-01
	ns
	

	Thorax
	DEDS_S
	not DE or DS
	DS only
	3274
	41
	0.10
	9.19E-01
	9.19E-01
	ns
	

	Thorax
	DEDS_S
	not DE or DS
	DE only
	3274
	3045
	-2.99
	2.75E-03
	1.65E-02
	*
	*

	Thorax
	DEDS_S
	not DE or DS
	DE and DS
	3274
	96
	-0.30
	7.61E-01
	9.19E-01
	ns
	

	Thorax
	DEDS_S
	DS only
	DE only
	41
	3045
	-0.58
	5.61E-01
	9.19E-01
	ns
	

	Thorax
	DEDS_S
	DS only
	DE and DS
	41
	96
	-0.25
	7.99E-01
	9.19E-01
	ns
	

	Thorax
	DEDS_S
	DE only
	DE and DS
	3045
	96
	0.42
	6.72E-01
	9.19E-01
	ns
	

	Thorax
	DEDS_SxF
	not DE or DS
	DS only
	6432
	12
	-0.29
	7.71E-01
	7.71E-01
	ns
	

	Thorax
	DEDS_SxF
	not DE or DS
	DE only
	6432
	12
	0.31
	7.59E-01
	7.71E-01
	ns
	

	Thorax
	DEDS_SxF
	DS only
	DE only
	12
	12
	0.42
	6.72E-01
	7.71E-01
	ns
	



[bookmark: _Toc93322485]Supplementary Table 7. rMATS analysis of event-based alternative splicing between seasonal morphs. rMATS results were filtered to exclude events with support (>5 reads) in fewer than three individuals in one of the two seasonal morphs. Events with p-vlaues < 0.05 and DPSI (percent spliced in) > 0.05 were considered significantly differentially spliced (sig. events, see supplementary table 12). Expected significant events (exp. sig. events) were calculated as the proportion of an event type out of all detected events, multiplied by the total number of differentially spliced events for that type. Deviations from this expectation were evaluated using Fisher’s exact tests (two-sided). ORFs were considered to be maintained when the inclusion form was divisible by three.  

	Splice type
	Genes
	Events
	Events/ gene
	Sig. events
	% Sig. events
	Exp. Sig. Events
	Adj. p-value
	Events maintaining ORF
	% events maintaining ORF
	Sig. events maintaining ORF
	% Sig. events maintaining ORF

	Abdomen: dry vs. wet

	A3SS
	1143
	1983
	1.73
	128
	6.5%
	215
	5.25E-06
	1316
	66.4%
	109
	85.2%

	A5SS
	1209
	2234
	1.85
	188
	8.4%
	242
	3.56E-02
	1554
	69.6%
	143
	76.1%

	SE
	1295
	4715
	3.64
	826
	17.5%
	511
	6.60E-20
	3939
	83.5%
	715
	86.6%

	IR
	802
	1120
	1.40
	74
	6.6%
	121
	2.69E-03
	807
	72.1%
	54
	73.0%

	MXE
	2113
	6645
	3.14
	593
	8.9%
	720
	1.23E-03
	5742
	86.4%
	507
	85.5%

	Total
	6562
	16697
	2.54
	1809
	10.8%
	--
	--
	13358
	80.0%
	1528
	84.5%

	Thorax: dry vs. wet

	A3SS
	556
	1196
	2.15
	88
	7.4%
	150
	1.41E-04
	800
	66.9%
	76
	86.4%

	A5SS
	614
	1491
	2.43
	118
	7.9%
	186
	2.36E-04
	1040
	69.8%
	90
	76.3%

	SE
	808
	3762
	4.66
	644
	17.1%
	471
	1.14E-07
	3060
	81.3%
	524
	81.4%

	IR
	384
	563
	1.47
	43
	7.6%
	70
	4.84E-02
	409
	72.6%
	35
	81.4%

	MXE
	1103
	6579
	5.96
	807
	12.3%
	823
	1.00E+00
	5509
	83.7%
	692
	85.7%

	Total
	3465
	13591
	3.92
	1700
	12.5%
	--
	--
	10818
	79.6%
	1417
	83.4%









[bookmark: _Toc93322486]Supplementary Table 8. Tukey’s HSD multiple comparisons (two-sided) of nucleotide diversity () between groups of genes (G1 and G2) containing splice events identified by rMATS. Nucleotide diversity was compared between genes without splicing, those with nonsignificant splice events and those with significantly different splice events between seasons. Diversity was also compared among spliced genes containing different splice events: A3SS, A5SS, SE, IR, and MXE. 

	Analysis
	Tissue
	G1
	G2
	Estimate
	LCL1
	HCL2
	Adj. P-value
	Sig.
	Hyp. test

	Between None, AS and DS genes
	Abdomen
	None
	AS
	-4.15E-05
	-3.35E-04
	2.52E-04
	9.41E-01
	ns
	

	Between None, AS and DS genes
	Abdomen
	None
	DS
	-1.01E-03
	-1.54E-03
	-4.80E-04
	2.44E-05
	****
	*

	Between None, AS and DS genes
	Abdomen
	AS
	DS
	-9.70E-04
	-1.52E-03
	-4.20E-04
	1.05E-04
	***
	*

	Between None, AS and DS genes
	Thorax
	None
	AS
	-4.69E-04
	-8.24E-04
	-1.14E-04
	5.57E-03
	**
	*

	Between None, AS and DS genes
	Thorax
	None
	DS
	-1.58E-03
	-2.24E-03
	-9.30E-04
	0.00E+00
	****
	*

	Between None, AS and DS genes
	Thorax
	AS
	DS
	-1.12E-03
	-1.81E-03
	-4.18E-04
	5.27E-04
	***
	*

	Between event types
	Abdomen
	A3SS
	A5SS
	-4.69E-04
	-1.76E-03
	8.20E-04
	9.06E-01
	ns
	ns

	Between event types
	Abdomen
	A3SS
	SE
	-3.00E-04
	-1.61E-03
	1.01E-03
	9.87E-01
	ns
	ns

	Between event types
	Abdomen
	A3SS
	IR
	-1.70E-03
	-3.17E-03
	-2.18E-04
	1.37E-02
	*
	*

	Between event types
	Abdomen
	A3SS
	MXE
	8.81E-04
	-2.08E-04
	1.97E-03
	1.91E-01
	ns
	*

	Between event types
	Abdomen
	A3SS
	None
	1.76E-04
	-7.71E-04
	1.12E-03
	9.95E-01
	ns
	ns

	Between event types
	Abdomen
	A5SS
	SE
	1.68E-04
	-1.14E-03
	1.48E-03
	9.99E-01
	ns
	ns

	Between event types
	Abdomen
	A5SS
	IR
	-1.23E-03
	-2.70E-03
	2.46E-04
	1.65E-01
	ns
	*

	Between event types
	Abdomen
	A5SS
	MXE
	1.35E-03
	2.67E-04
	2.43E-03
	5.16E-03
	**
	*

	Between event types
	Abdomen
	A5SS
	None
	6.45E-04
	-2.96E-04
	1.59E-03
	3.69E-01
	ns
	ns

	Between event types
	Abdomen
	SE
	IR
	-1.40E-03
	-2.89E-03
	9.97E-05
	8.35E-02
	ns
	*

	Between event types
	Abdomen
	SE
	MXE
	1.18E-03
	6.92E-05
	2.29E-03
	2.98E-02
	*
	*

	Between event types
	Abdomen
	SE
	None
	4.77E-04
	-4.97E-04
	1.45E-03
	7.30E-01
	ns
	ns

	Between event types
	Abdomen
	IR
	MXE
	2.58E-03
	1.27E-03
	3.88E-03
	3.00E-07
	****
	*

	Between event types
	Abdomen
	IR
	None
	1.87E-03
	6.85E-04
	3.06E-03
	1.03E-04
	***
	*

	Between event types
	Abdomen
	MXE
	None
	-7.05E-04
	-1.34E-03
	-6.46E-05
	2.11E-02
	*
	*

	Between event types
	Thorax
	A3SS
	A5SS
	4.89E-04
	-1.18E-03
	2.16E-03
	9.61E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	SE
	4.14E-04
	-1.13E-03
	1.96E-03
	9.73E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	IR
	-1.12E-03
	-3.13E-03
	8.91E-04
	6.06E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	MXE
	1.72E-03
	3.42E-04
	3.09E-03
	5.01E-03
	**
	*

	Between event types
	Thorax
	A3SS
	None
	1.16E-03
	-4.88E-05
	2.36E-03
	6.86E-02
	ns
	*

	Between event types
	Thorax
	A5SS
	SE
	-7.43E-05
	-1.62E-03
	1.47E-03
	1.00E+00
	ns
	ns

	Between event types
	Thorax
	A5SS
	IR
	-1.61E-03
	-3.62E-03
	4.02E-04
	2.02E-01
	ns
	*

	Between event types
	Thorax
	A5SS
	MXE
	1.23E-03
	-1.46E-04
	2.60E-03
	1.11E-01
	ns
	*

	Between event types
	Thorax
	A5SS
	None
	6.67E-04
	-5.37E-04
	1.87E-03
	6.13E-01
	ns
	ns

	Between event types
	Thorax
	SE
	IR
	-1.54E-03
	-3.44E-03
	3.73E-04
	1.97E-01
	ns
	*

	Between event types
	Thorax
	SE
	MXE
	1.30E-03
	8.38E-05
	2.52E-03
	2.81E-02
	*
	*

	Between event types
	Thorax
	SE
	None
	7.41E-04
	-2.82E-04
	1.76E-03
	3.05E-01
	ns
	*

	Between event types
	Thorax
	IR
	MXE
	2.84E-03
	1.06E-03
	4.61E-03
	7.88E-05
	****
	*

	Between event types
	Thorax
	IR
	None
	2.28E-03
	6.28E-04
	3.92E-03
	1.17E-03
	**
	*

	Between event types
	Thorax
	MXE
	None
	-5.61E-04
	-1.31E-03
	1.86E-04
	2.66E-01
	ns
	*





[bookmark: _Toc93322487]Supplementary Table 9. Dunn’s test multiple comparisons (two-sided) of nucleotide divergence () between groups of genes (G1 and G2) containing splice events identified by rMATS. Divergence was compared between genes without splicing, those with nonsignificant splice events and those with significantly different splice events between seasons. Divergence was also compared among spliced genes containing different splice events: A3SS, A5SS, SE, IR, and MXE. 

	Analysis
	Tissue
	G 1
	G 2
	N 1
	N 2
	Statistic
	P-value
	Adj. P-value
	Sig.
	Hyp. test

	Between None, AS and DS genes
	Abdomen
	None
	AS
	3542
	2335
	1.60
	1.09E-01
	1.09E-01
	ns
	ns

	Between None, AS and DS genes
	Abdomen
	None
	DS
	3542
	512
	3.51
	4.49E-04
	1.35E-03
	**
	*

	Between None, AS and DS genes
	Abdomen
	AS
	DS
	2335
	512
	2.52
	1.16E-02
	1.74E-02
	*
	*

	Between None, AS and DS genes
	Thorax
	None
	AS
	3465
	1360
	0.64
	5.25E-01
	5.25E-01
	ns
	ns

	Between None, AS and DS genes
	Thorax
	None
	DS
	3465
	318
	1.78
	7.46E-02
	2.24E-01
	ns
	*

	Between None, AS and DS genes
	Thorax
	AS
	DS
	1360
	318
	1.35
	1.77E-01
	2.65E-01
	ns
	*

	Between event types
	Abdomen
	A3SS
	A5SS
	258
	262
	1.33
	1.83E-01
	3.05E-01
	ns
	ns

	Between event types
	Abdomen
	A3SS
	SE
	258
	243
	0.75
	4.54E-01
	5.68E-01
	ns
	ns

	Between event types
	Abdomen
	A3SS
	IR
	258
	160
	-1.63
	1.02E-01
	1.92E-01
	ns
	ns

	Between event types
	Abdomen
	A3SS
	MXE
	258
	618
	2.06
	3.95E-02
	1.10E-01
	ns
	*

	Between event types
	Abdomen
	A3SS
	None
	258
	3542
	-0.02
	9.81E-01
	9.81E-01
	ns
	ns

	Between event types
	Abdomen
	A5SS
	SE
	262
	243
	-0.56
	5.75E-01
	6.64E-01
	ns
	ns

	Between event types
	Abdomen
	A5SS
	IR
	262
	160
	-2.80
	5.06E-03
	2.53E-02
	*
	*

	Between event types
	Abdomen
	A5SS
	MXE
	262
	618
	0.49
	6.27E-01
	6.72E-01
	ns
	ns

	Between event types
	Abdomen
	A5SS
	None
	262
	3542
	-1.85
	6.45E-02
	1.38E-01
	ns
	ns

	Between event types
	Abdomen
	SE
	IR
	243
	160
	-2.27
	2.30E-02
	8.64E-02
	ns
	*

	Between event types
	Abdomen
	SE
	MXE
	243
	618
	1.13
	2.58E-01
	3.87E-01
	ns
	ns

	Between event types
	Abdomen
	SE
	None
	243
	3542
	-1.03
	3.02E-01
	4.11E-01
	ns
	*

	Between event types
	Abdomen
	IR
	MXE
	160
	618
	3.57
	3.51E-04
	3.04E-03
	**
	*

	Between event types
	Abdomen
	IR
	None
	160
	3542
	2.02
	4.39E-02
	1.10E-01
	ns
	ns

	Between event types
	Abdomen
	MXE
	None
	618
	3542
	-3.54
	4.05E-04
	3.04E-03
	**
	*

	Between event types
	Thorax
	A3SS
	A5SS
	149
	149
	0.27
	7.84E-01
	7.84E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	SE
	149
	210
	-0.29
	7.72E-01
	7.84E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	IR
	149
	78
	-1.42
	1.55E-01
	5.16E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	MXE
	149
	417
	0.72
	4.74E-01
	7.43E-01
	ns
	ns

	Between event types
	Thorax
	A3SS
	None
	149
	3465
	-0.68
	4.95E-01
	7.43E-01
	ns
	ns

	Between event types
	Thorax
	A5SS
	SE
	149
	210
	-0.59
	5.58E-01
	7.61E-01
	ns
	ns

	Between event types
	Thorax
	A5SS
	IR
	149
	78
	-1.65
	9.94E-02
	4.97E-01
	ns
	ns

	Between event types
	Thorax
	A5SS
	MXE
	149
	417
	0.38
	7.02E-01
	7.84E-01
	ns
	ns

	Between event types
	Thorax
	A5SS
	None
	149
	3465
	-1.06
	2.89E-01
	5.41E-01
	ns
	ns

	Between event types
	Thorax
	SE
	IR
	210
	78
	-1.26
	2.06E-01
	5.16E-01
	ns
	ns

	Between event types
	Thorax
	SE
	MXE
	210
	417
	1.17
	2.41E-01
	5.16E-01
	ns
	ns

	Between event types
	Thorax
	SE
	None
	210
	3465
	-0.37
	7.14E-01
	7.84E-01
	ns
	ns

	Between event types
	Thorax
	IR
	MXE
	78
	417
	2.16
	3.05E-02
	2.29E-01
	ns
	ns

	Between event types
	Thorax
	IR
	None
	78
	3465
	1.24
	2.16E-01
	5.16E-01
	ns
	ns

	Between event types
	Thorax
	MXE
	None
	417
	3465
	-2.42
	1.56E-02
	2.29E-01
	ns
	ns
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Supplementary Fig. 1. Differential exon expression between tissues. (A) PCA of normalized exon expression and (B) residual exon expression (corrected for average exon expression). (C) Normalized residual expression of the top 5000 exons that were differentially expressed in spliced genes between the abdomen and the thorax. 
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Supplementary Fig. 2. Overlap between differential splicing (exon expression) and differential expression in the thorax.  (A) Pairwise overlap (purple) of differentially spliced (DS) and differentially expressed (DE) gene sets for the main effects of season and family. SxF genes did not overlap. (B) Scaled densities of the absolute values of whole gene log fold change and exon log fold change (relative to the average fold change of exons within the gene). For seasonal comparisons, fold change represents the change in expression from dry to wet. For family comparisons and SxF interaction, we used the maximum absolute fold change among all families as a proxy for fold change. (C) There was no relationship whole gene log fold change and exon log fold changes when compared between season, among families or SxF. (D) Euler diagrams show that very few gene ontology terms enriched for genes that are differentially expressed (blue), both differentially expressed and differentially spliced (purple), or only differentially spliced (red) overlapped between these gene sets.  Circle sizes scale with the number of enriched GO terms (two-sided parentChild Fisher’s Exact Tests, p-value < 0.05), and in cases where the number of shared terms is very small, the number has been placed adjacent to the intersection.
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Supplementary Fig. 3. Enriched biological process GO terms in the abdomen were largely not shared among sets of genes that were differentially expressed (DE, blue), both differentially expressed and spliced (DEDS, purple), or differentially spliced (DS, red) (A) between seasonal morphs, (B) among families, or (C) with a season-by-family. Across all gene sets, GO terms were clustered based on semantic similarity (numbers on left, n = 127 clusters) and GO terms falling in the same cluster are considered to be more functionally similar than terms in different clusters. Tile hue corresponds with the degree of enrichment [two-sided Fisher’s Exact Tests, parentChild algorithm; darker = higher -log10(p-value)]. Rows are labeled by GO term with truncated descriptions. Full descriptions can be found in Supplementary Data 4. 
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Supplementary Fig. 4. Enriched biological process GO terms in the thorax were rarely shared among sets of genes differentially expressed (DE, blue), both differentially expressed and spliced (DEDS, purple), or differentially spliced (DS, red) (A) between seasonal morphs, (B) among families, or (C) with a season-by-family interaction. Terms were clustered based on semantic similarity (numbers on left, n = 127 clusters) and terms falling in the same cluster are considered to be more functionally similar than terms in different clusters. Tile hue corresponds with the degree of enrichment [two-sided Fisher’s Exact Tests, parentChild algorithm; darker = higher -log10(p-value)]. Rows are labeled by GO term with truncated descriptions. Full descriptions can be found in Supplementary Data 4. 



[bookmark: _Toc93322493]Supplementary Fig. 5


[image: ] 
Supplementary Fig. 5. Enriched molecular function GO terms in the abdomen were largely not shared among sets of genes that were differentially expressed (DE, blue), both differentially expressed and spliced (DEDS, purple), or differentially spliced (DS, red) (A) between seasonal morphs, (B) among families, or (C) with a season-by-family interaction. Across all gene sets, GO terms were clustered based on semantic similarity (numbers on left, n = 13 clusters) and GO terms falling in the same cluster are considered to be more functionally similar than terms in different clusters. Tile hue corresponds with the degree of enrichment [two-sided Fisher’s Exact Tests, parentChild algorithm; darker = higher -log10(p-value)]. Rows are labeled by GO term with truncated descriptions. Full descriptions can be found in Supplementary Data 4. 



[bookmark: _Toc93322494]Supplementary Fig. 6
[image: ]

Supplementary Fig. 6. Enriched molecular function GO terms in the thorax were largely not shared among sets of genes that were differentially expressed (DE, blue), both differentially expressed and spliced (DEDS, purple), or differentially spliced (DS, red) (A) between seasonal morphs, (B) among families, or (C) with a season-by-family interaction. Across all gene sets, GO terms were clustered based on semantic similarity (numbers on left, n = 13 clusters) and GO terms falling in the same cluster are considered to be more functionally similar than terms in different clusters. Tile hue corresponds with the degree of enrichment [two-sided Fisher’s Exact Tests, parentChild algorithm; darker = higher -log10(p-value)]. Rows are labeled by GO term with truncated descriptions. Full descriptions can be found in Supplementary Data 4. 
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Supplementary Fig. 7. Nucleotide diversity () differences among DS and DE genes between seasons, among families and among season-by-family comparisons in (A,C,E) the abdomen and (B,D,F) the thorax. Point clouds represent  values for each gene set, with sample sizes from left to right: (A) 5588, 146, 4208, 213; (B) 5497, 53, 3828, 118; (C) 3467, 203, 5542, 943; (D) 5366, 199, 2725, 306; (E) 10099, 51, 5; (F) 8562, 16, 18.Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not DE or DS. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks (*) in upper panels A-D. Panels A and C appear in Fig. 3 in the main text. 
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Supplementary Fig. 8. Nucleotide diversity () differences among season and family effects for both differentially spliced (DS) and differentially expressed (DE) genes in (A,C) the abdomen and (B,D) the thorax. Point clouds represent  values for each gene set, with sample sizes from left to right: (A) 7255, 213, 1000, 149; (B) 5934, 104, 438, 67; (C) 1332, 1118, 3672, 4033; (D) 2016, 2629, 1584, 2367. Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not DE or DS. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks (*) in upper panels. 
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Supplementary Fig. 9. Nucleotide divergence () differences among DS and DE genes between seasons, among families and among season-by-family comparisons in (A, C, E) the abdomen and (B, D, F) the thorax.. Point clouds represent  values for each gene set, with sample sizes from left to right: (A) 2955, 113, 3140, 161; (B) 3274, 41, 3045, 96; (C) 1492, 148, 4115, 614 (D) 4013, 158, 2062, 223 (E) 6331, 35, 3, (F) 642, 12, 12. Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not DE or DS. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks (*) in upper panels B and C. Panels A and C appear in Fig. 3 in the main text.
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Supplementary Fig. 10. Alternative splice event types in the (A) abdomen and (B) thorax. Small subsets of detected splice events were significantly differentially spliced (colored bars) between seasonal morphs in the abdomen. The panel to the right zooms out to show all detected events (white bars outlined in black). (C, D) Upset plot show the overlap of differentially expressed (DE) and differentially spliced (DS) genes identified by edgeR, and genes containing differentially spliced events identified by rMATS. 
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Supplementary Fig. 11. Nucleotide diversity () and divergence () differences among genes with no splice events, genes with nonsignificant alternative splice events (AS) and genes that contained at least one DS event in the abdomen (A,C) and the thorax (B,D). Point clouds represent  or   values for each gene set, with sample sizes from left to right: (A) 4929, 3078, 654; (B) 4532, 1669, 390; (C) 3543, 2336, 512; (D) 3468, 1360, 318. Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not spliced. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks in upper panels. Panel A appears in Fig. 4 in the main text.  
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Supplementary Fig. 12. Nucleotide diversity () and divergence () differences among event-based DS and DE genes between seasons in (A,C) the abdomen and (B,D) the thorax. Point clouds represent  or   values for each gene set, with sample sizes from left to right: (A) 4731, 273, 4770, 381; (B) 3462, 138, 4744, 252; (C) 3301, 216, 3474, 296; (D) 2500, 111, 3635, 207. Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not DE or DS. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks in upper panels. 
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Supplementary Fig. 13. Nucleotide diversity () and divergence () differences among AS and DS genes for each splice event type in the abdomen (A,C) and the thorax (B,D). Point clouds represent  or   values for each gene set, with sample sizes from left to right: (A) 1028, 98, 1035, 145, 937, 332, 727, 68, 1898, 200; (B) 474, 73, 519, 85, 572, 219, 342, 36, 989, 109; (C) 813, 78, 807, 114, 688, 262, 573, 50, 1405, 145; (D) 395, 59, 428, 70, 459, 178, 279, 31, 800, 86;. Values are summarized with boxplots: the center line represents the median, the box encloses the 25th-75th quartiles and is notched (median +/- 1.58 * interquartile / ), and whiskers extend to 1.5x the interquartile range. The grey horizontal line indicates the median of genes that were not spliced. An asterisk (*) centred over a horizontal line between groups indicates a meaningful statistical difference between these groups whereas an asterisk centred over the DS points indicates a statistical difference from the grey line. Lower panels show results of hypothesis tests based on Bayesian linear models, including point estimates and 95% credible intervals (error bars). Statistically meaningful differences do not overlap 0, are highlighted in red, and correspond with asterisks in upper panels. Panel A appears in Fig. 4 in the main text. 
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Supplementary Fig. 14. Normalized read coverage of annotated genes in the abdomen (n = 69) and thorax (n = 70). (A) Normalized read coverage across transcripts shows no evidence of degraded RNA, which would result in a 3’ coverage bias. (B) Rather, reads tended to show a 5’ bias, and this bias differed between seasons in the abdomen but not the thorax (two-sided t-tests). 
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All source data and R code necessary to reproduce figures in the main text can be found in the Source Data file, SourceData_B_anynana_AS.zip. This file includes two Rmarkdown documents: 

· B_anynana_AS.Rmd: This markdown document loads data from the ‘Data_in’ folder, including population genetic parameters (pi, theta, omega) and output from previous differential splicing and differential expression analyses. The code in this markdown file can be used to recreate all main text figures (panels showing data only) and most of the supplementary figures, excepting Supplementary Fig. 1 and 12. The PCAs shown in figure 1 in the main text are also exceptions and the necessary code is included on the github site.   
· B_anynana_AS_NatCommR1_additionalfigs.Rmd: This markdown document includes the code necessary to perform the analyses and make the plots shown in Supplementary Fig. 12, and to create the map in Fig. 3A. 

Many of the data frames used as input for the above Source Data were generated from RNAseq data available from from NCBI archives (PRJNA376691) using code available on the public github site https://github.com/rstewa03/B_anynana_differentialSplicing. This publicly available code can also be used to generate the remaining supplementary figures, including PCAs and heatmaps shown in Fig. 1 and Supplementary Fig. 1. 
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GO:0090501−RNA phosphodiester bond hydroly...
GO:0038083−peptidyl−tyrosine autophosphory...
GO:0046461−neutral lipid catabolic process
GO:0031145−anaphase−promoting complex−depe...
GO:0009069−serine family amino acid metabo...
GO:0005996−monosaccharide metabolic process
GO:0046503−glycerolipid catabolic process
GO:0043632−modification−dependent macromol...
GO:0009127−purine nucleoside monophosphate...
GO:0009168−purine ribonucleoside monophosp...
GO:0090305−nucleic acid phosphodiester bon...
GO:0009057−macromolecule catabolic process
GO:0097352−autophagosome maturation
GO:0044265−cellular macromolecule cataboli...
GO:0006289−nucleotide−excision repair
GO:1903322−positive regulation of protein ...
GO:1903320−regulation of protein modificat...
GO:0034587−piRNA metabolic process
GO:0006360−transcription from RNA polymera...
GO:0009156−ribonucleoside monophosphate bi...
GO:0016573−histone acetylation
GO:0044238−primary metabolic process
GO:0042398−cellular modified amino acid bi...
GO:0044271−cellular nitrogen compound bios...
GO:0071704−organic substance metabolic pro...
GO:0006488−dolichol−linked oligosaccharide...
GO:1904059−regulation of locomotor rhythm
GO:0018394−peptidyl−lysine acetylation
GO:0044257−cellular protein catabolic proc...
GO:0009058−biosynthetic process
GO:0044260−cellular macromolecule metaboli...
GO:0009124−nucleoside monophosphate biosyn...
GO:0008156−negative regulation of DNA repl...
GO:0098781−ncRNA transcription
GO:0006807−nitrogen compound metabolic pro...
GO:0045943−positive regulation of transcri...
GO:0051603−proteolysis involved in cellula...
GO:0030163−protein catabolic process
GO:0006760−folic acid−containing compound ...
GO:1901576−organic substance biosynthetic ...
GO:0034641−cellular nitrogen compound meta...
GO:0006356−regulation of transcription fro...
GO:0044237−cellular metabolic process
GO:0051053−negative regulation of DNA meta...
GO:0071897−DNA biosynthetic process
GO:0006260−DNA replication
GO:0006259−DNA metabolic process
GO:0002181−cytoplasmic translation
GO:0006687−glycosphingolipid metabolic pro...
GO:0070936−protein K48−linked ubiquitination
GO:1901073−glucosamine−containing compound...
GO:0034248−regulation of cellular amide me...
GO:0072522−purine−containing compound bios...
GO:0008652−cellular amino acid biosyntheti...
GO:0009142−nucleoside triphosphate biosynt...
GO:0071901−negative regulation of protein ...
GO:0046434−organophosphate catabolic process
GO:0044262−cellular carbohydrate metabolic...
GO:0019363−pyridine nucleotide biosyntheti...
GO:0046939−nucleotide phosphorylation
GO:0046037−GMP metabolic process
GO:0018202−peptidyl−histidine modification
GO:0046173−polyol biosynthetic process
GO:0019362−pyridine nucleotide metabolic p...
GO:0048024−regulation of mRNA splicing, vi...
GO:2000765−regulation of cytoplasmic trans...
GO:0017183−peptidyl−diphthamide biosynthet...
GO:0046710−GDP metabolic process
GO:1901657−glycosyl compound metabolic pro...
GO:0043647−inositol phosphate metabolic pr...
GO:0006165−nucleoside diphosphate phosphor...
GO:0006082−organic acid metabolic process
GO:1901293−nucleoside phosphate biosynthet...
GO:0046031−ADP metabolic process
GO:0006023−aminoglycan biosynthetic process
GO:0000380−alternative mRNA splicing, via ...
GO:1901292−nucleoside phosphate catabolic ...
GO:0005975−carbohydrate metabolic process
GO:0072525−pyridine−containing compound bi...
GO:0009206−purine ribonucleoside triphosph...
GO:0009201−ribonucleoside triphosphate bio...
GO:0009166−nucleotide catabolic process
GO:0009165−nucleotide biosynthetic process
GO:0009145−purine nucleoside triphosphate ...
GO:0034637−cellular carbohydrate biosynthe...
GO:0008380−RNA splicing
GO:0006757−ATP generation from ADP
GO:0044283−small molecule biosynthetic pro...
GO:0006022−aminoglycan metabolic process
GO:0046349−amino sugar biosynthetic process
GO:0000271−polysaccharide biosynthetic pro...
GO:0006040−amino sugar metabolic process
GO:0033692−cellular polysaccharide biosynt...
GO:0006030−chitin metabolic process
GO:0016053−organic acid biosynthetic process
GO:1903311−regulation of mRNA metabolic pr...
GO:0009132−nucleoside diphosphate metaboli...
GO:0043484−regulation of RNA splicing
GO:0050684−regulation of mRNA processing
GO:0006397−mRNA processing
GO:0016071−mRNA metabolic process
GO:0045934−negative regulation of nucleoba...
GO:0010556−regulation of macromolecule bio...
GO:2000142−regulation of DNA−templated tra...
GO:0019216−regulation of lipid metabolic p...
GO:1901362−organic cyclic compound biosynt...
GO:2000112−regulation of cellular macromol...
GO:0006464−cellular protein modification p...
GO:0018130−heterocycle biosynthetic process
GO:0031440−regulation of mRNA 3'−end proce...
GO:0031326−regulation of cellular biosynth...
GO:0019438−aromatic compound biosynthetic ...
GO:0090304−nucleic acid metabolic process
GO:0009889−regulation of biosynthetic proc...
GO:0060260−regulation of transcription ini...
GO:0019222−regulation of metabolic process
GO:0034654−nucleobase−containing compound ...
GO:0031323−regulation of cellular metaboli...
GO:0006351−transcription, DNA−templated
GO:0019219−regulation of nucleobase−contai...
GO:0060255−regulation of macromolecule met...
GO:0051252−regulation of RNA metabolic pro...
GO:0001173−DNA−templated transcriptional s...
GO:0001174−transcriptional start site sele...
GO:0036211−protein modification process
GO:0080090−regulation of primary metabolic...
GO:0051171−regulation of nitrogen compound...
GO:0032774−RNA biosynthetic process
GO:0006897−endocytosis
GO:0006812−cation transport
GO:0051222−positive regulation of protein ...
GO:0015918−sterol transport
GO:0070201−regulation of establishment of ...
GO:0046942−carboxylic acid transport
GO:0098660−inorganic ion transmembrane tra...
GO:1904951−positive regulation of establis...
GO:0046822−regulation of nucleocytoplasmic...
GO:1903827−regulation of cellular protein ...
GO:0090087−regulation of peptide transport
GO:0051223−regulation of protein transport
GO:0032880−regulation of protein localizat...
GO:0015988−energy coupled proton transmemb...
GO:0017038−protein import
GO:0015850−organic hydroxy compound transp...
GO:0034504−protein localization to nucleus
GO:0006606−protein import into nucleus
GO:0098655−cation transmembrane transport
GO:0051169−nuclear transport
GO:1902600−hydrogen ion transmembrane tran...
GO:0034502−protein localization to chromos...
GO:0051235−maintenance of location
GO:0032879−regulation of localization
GO:0008643−carbohydrate transport
GO:0051179−localization
GO:0060341−regulation of cellular localiza...
GO:0008049−male courtship behavior
GO:0048806−genitalia development
GO:0007164−establishment of tissue polarity
GO:0007522−visceral muscle development
GO:0035234−ectopic germ cell programmed ce...
GO:0030855−epithelial cell differentiation
GO:0007423−sensory organ development
GO:0008016−regulation of heart contraction
GO:0048880−sensory system development
GO:0040034−regulation of development, hete...
GO:0035315−hair cell differentiation
GO:0002066−columnar/cuboidal epithelial ce...
GO:0001738−morphogenesis of a polarized ep...
GO:0035120−post−embryonic appendage morpho...
GO:0050954−sensory perception of mechanica...
GO:0042461−photoreceptor cell development
GO:0019233−sensory perception of pain
GO:0050951−sensory perception of temperatu...
GO:0009826−unidimensional cell growth
GO:0042462−eye photoreceptor cell developm...
GO:0050961−detection of temperature stimul...
GO:0001838−embryonic epithelial tube forma...
GO:0048869−cellular developmental process
GO:0021954−central nervous system neuron d...
GO:0021953−central nervous system neuron d...
GO:0003013−circulatory system process
GO:0060438−trachea development
GO:0061061−muscle structure development
GO:0042692−muscle cell differentiation
GO:0032502−developmental process
GO:0060439−trachea morphogenesis
GO:0055001−muscle cell development
GO:0003012−muscle system process
GO:0003006−developmental process involved ...
GO:0051239−regulation of multicellular org...
GO:0030856−regulation of epithelial cell d...
GO:0022412−cellular process involved in re...
GO:0009994−oocyte differentiation
GO:0032501−multicellular organismal process
GO:0034599−cellular response to oxidative ...
GO:0007166−cell surface receptor signaling...
GO:0034620−cellular response to unfolded p...
GO:0006974−cellular response to DNA damage...
GO:0008593−regulation of Notch signaling p...
GO:0042048−olfactory behavior
GO:0044344−cellular response to fibroblast...
GO:0034614−cellular response to reactive o...
GO:0097190−apoptotic signaling pathway
GO:0071774−response to fibroblast growth f...
GO:0033554−cellular response to stress
GO:0008543−fibroblast growth factor recept...
GO:0016048−detection of temperature stimulus
GO:0009620−response to fungus
GO:0048017−inositol lipid−mediated signaling
GO:0009607−response to biotic stimulus
GO:0006950−response to stress
GO:0050896−response to stimulus
GO:1902533−positive regulation of intracel...
GO:0009605−response to external stimulus
GO:0007051−spindle organization
GO:1902667−regulation of axon guidance
GO:0030832−regulation of actin filament le...
GO:0043063−intercellular bridge organization
GO:0032535−regulation of cellular componen...
GO:0051276−chromosome organization
GO:0045143−homologous chromosome segregation
GO:0008154−actin polymerization or depolym...
GO:0000002−mitochondrial genome maintenance
GO:0071103−DNA conformation change
GO:0000819−sister chromatid segregation
GO:0065003−macromolecular complex assembly
GO:0007064−mitotic sister chromatid cohesion
GO:0007056−spindle assembly involved in fe...
GO:0034332−adherens junction organization
GO:0043933−macromolecular complex subunit ...
GO:0007135−meiosis II
GO:0007062−sister chromatid cohesion
GO:0008064−regulation of actin polymerizat...
GO:0070192−chromosome organization involve...
GO:0007143−female meiotic division
GO:0048285−organelle fission
GO:0007289−spermatid nucleus differentiation
GO:0001120−protein−DNA complex remodeling
GO:0031109−microtubule polymerization or d...
GO:0051299−centrosome separation
GO:0031023−microtubule organizing center o...
GO:0031032−actomyosin structure organization
GO:0090306−spindle assembly involved in me...
GO:0097494−regulation of vesicle size
GO:0046605−regulation of centrosome cycle
GO:0007098−centrosome cycle
GO:0007100−mitotic centrosome separation
GO:0010927−cellular component assembly inv...
GO:0007010−cytoskeleton organization
GO:0030239−myofibril assembly
GO:0097435−supramolecular fiber organization
GO:0000022−mitotic spindle elongation
GO:0050775−positive regulation of dendrite...
GO:0099500−vesicle fusion to plasma membrane
GO:0045026−plasma membrane fusion
GO:0051128−regulation of cellular componen...
GO:0044087−regulation of cellular componen...
GO:0008258−head involution
GO:0032196−transposition
GO:0010528−regulation of transposition
GO:0001109−promoter clearance during DNA−t...
GO:0045467−R7 cell development
GO:0001111−promoter clearance from RNA pol...
GO:0045571−negative regulation of imaginal...
GO:0090254−cell elongation involved in ima...
GO:0030004−cellular monovalent inorganic c...
GO:0030104−water homeostasis
GO:0055069−zinc ion homeostasis
GO:0090066−regulation of anatomical struct...
GO:0036213−contractile ring contraction
GO:0098813−nuclear chromosome segregation
GO:0007049−cell cycle
GO:0051321−meiotic cell cycle
GO:0022402−cell cycle process
GO:1903046−meiotic cell cycle process
GO:0008608−attachment of spindle microtubu...
GO:0007274−neuromuscular synaptic transmis...
GO:0043392−negative regulation of DNA bind...
GO:0043086−negative regulation of catalyti...
GO:0051099−positive regulation of binding
GO:0051098−regulation of binding
GO:0007564−regulation of chitin−based cuti...
GO:0030725−germline ring canal formation
GO:0042051−compound eye photoreceptor deve...
GO:0007447−imaginal disc pattern formation
GO:0040012−regulation of locomotion
GO:0035215−genital disc development
GO:0010529−negative regulation of transpos...
GO:0048518−positive regulation of biologic...
GO:2000648−positive regulation of stem cel...
GO:0050794−regulation of cellular process
GO:0050789−regulation of biological process
GO:0065007−biological regulation
GO:0007445−determination of imaginal disc ...
GO:0070647−protein modification by small p...
GO:0048520−positive regulation of behavior
GO:0007610−behavior
GO:0035316−non−sensory hair organization
GO:0046845−branched duct epithelial cell f...
GO:0035263−genital disc sexually dimorphic...
GO:0007392−initiation of dorsal closure
GO:0007307−eggshell chorion gene amplifica...
GO:0030717−karyosome formation
GO:0007059−chromosome segregation
GO:0035151−regulation of tube size, open t...
GO:0007312−oocyte nucleus migration involv...
GO:0000003−reproduction
GO:0022414−reproductive process
GO:0006031−chitin biosynthetic process
GO:0007615−anesthesia−resistant memory
GO:0044419−interspecies interaction betwee...
GO:0040007−growth
GO:0022611−dormancy process
GO:0030029−actin filament−based process
GO:0008062−eclosion rhythm
GO:0051704−multi−organism process
GO:0006035−cuticle chitin biosynthetic pro...
GO:0017144−drug metabolic process
GO:0071554−cell wall organization or bioge...
GO:0044036−cell wall macromolecule metabol...
GO:0048511−rhythmic process
GO:0042752−regulation of circadian rhythm
GO:0007293−germarium−derived egg chamber f...
GO:0048135−female germ−line cyst formation
GO:0007527−adult somatic muscle development
GO:0002376−immune system process
GO:0060361−flight
GO:0030706−germarium−derived oocyte differ...
GO:0030716−oocyte fate determination
GO:0007294−germarium−derived oocyte fate d...
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GO:0030239−myofibril assembly
GO:0048731−system development
GO:0035224−genital disc anterior/posterior...
GO:0051179−localization
GO:0048869−cellular developmental process
GO:0051172−negative regulation of nitrogen...
GO:0015988−energy coupled proton transmemb...
GO:0030707−ovarian follicle cell development
GO:0030036−actin cytoskeleton organization
GO:0007266−Rho protein signal transduction
GO:0007538−primary sex determination
GO:0009890−negative regulation of biosynth...
GO:0042461−photoreceptor cell development
GO:0031327−negative regulation of cellular...
GO:0007530−sex determination
GO:0032387−negative regulation of intracel...
GO:0030148−sphingolipid biosynthetic process
GO:0050951−sensory perception of temperatu...
GO:0032970−regulation of actin filament−ba...
GO:0098655−cation transmembrane transport
GO:0006023−aminoglycan biosynthetic process
GO:0010638−positive regulation of organell...
GO:0035107−appendage morphogenesis
GO:0044331−cell−cell adhesion mediated by ...
GO:0034614−cellular response to reactive o...
GO:0051276−chromosome organization
GO:0035239−tube morphogenesis
GO:0048563−post−embryonic animal organ mor...
GO:0043631−RNA polyadenylation
GO:0007099−centriole replication
GO:0046530−photoreceptor cell differentiat...
GO:0018993−somatic sex determination
GO:0007056−spindle assembly involved in fe...
GO:0000963−mitochondrial RNA processing
GO:0006728−pteridine biosynthetic process
GO:0042478−regulation of eye photoreceptor...
GO:0051255−spindle midzone assembly
GO:0018130−heterocycle biosynthetic process
GO:0006576−cellular biogenic amine metabol...
GO:0006672−ceramide metabolic process
GO:0006029−proteoglycan metabolic process
GO:0048072−compound eye pigmentation
GO:0098727−maintenance of cell number
GO:0051170−import into nucleus
GO:0006623−protein targeting to vacuole
GO:0080090−regulation of primary metabolic...
GO:0008543−fibroblast growth factor recept...
GO:0019233−sensory perception of pain
GO:0007144−female meiosis I
GO:0017062−respiratory chain complex III a...
GO:0030433−ubiquitin−dependent ERAD pathway
GO:0036503−ERAD pathway
GO:0007474−imaginal disc−derived wing vein...
GO:0042675−compound eye cone cell differen...
GO:0044281−small molecule metabolic process
GO:0098660−inorganic ion transmembrane tra...
GO:0007418−ventral midline development
GO:0010628−positive regulation of gene exp...
GO:0043473−pigmentation
GO:0007155−cell adhesion
GO:0006869−lipid transport
GO:1990748−cellular detoxification
GO:0032501−multicellular organismal process
GO:0040011−locomotion
GO:0036211−protein modification process
GO:0050829−defense response to Gram−negati...
GO:0046152−ommochrome metabolic process
GO:0048468−cell development
GO:0051236−establishment of RNA localization
GO:0032989−cellular component morphogenesis
GO:0045732−positive regulation of protein ...
GO:0009966−regulation of signal transduction
GO:0007305−vitelline membrane formation in...
GO:0010623−programmed cell death involved ...
GO:0007100−mitotic centrosome separation
GO:0043277−apoptotic cell clearance
GO:0006165−nucleoside diphosphate phosphor...
GO:0045786−negative regulation of cell cycle
GO:1903050−regulation of proteolysis invol...
GO:0061061−muscle structure development
GO:0061013−regulation of mRNA catabolic pr...
GO:0140014−mitotic nuclear division
GO:0007528−neuromuscular junction developm...
GO:0033554−cellular response to stress
GO:0050667−homocysteine metabolic process
GO:0032269−negative regulation of cellular...
GO:0006534−cysteine metabolic process
GO:0009968−negative regulation of signal t...
GO:0043508−negative regulation of JUN kina...
GO:0010639−negative regulation of organell...
GO:0051304−chromosome separation
GO:0032436−positive regulation of proteaso...
GO:0035099−hemocyte migration
GO:0007276−gamete generation
GO:0051306−mitotic sister chromatid separa...
GO:0033673−negative regulation of kinase a...
GO:0007017−microtubule−based process
GO:0061136−regulation of proteasomal prote...
GO:0007076−mitotic chromosome condensation
GO:0006949−syncytium formation
GO:1901652−response to peptide
GO:0010564−regulation of cell cycle process
GO:1900076−regulation of cellular response...
GO:0003012−muscle system process
GO:0032879−regulation of localization
GO:0022414−reproductive process
GO:0005975−carbohydrate metabolic process
GO:0006935−chemotaxis
GO:0006099−tricarboxylic acid cycle
GO:0007010−cytoskeleton organization
GO:0006996−organelle organization
GO:0007293−germarium−derived egg chamber f...
GO:0022412−cellular process involved in re...
GO:0070507−regulation of microtubule cytos...
GO:0055001−muscle cell development
GO:0071901−negative regulation of protein ...
GO:0051983−regulation of chromosome segreg...
GO:0007637−proboscis extension reflex
GO:0007281−germ cell development
GO:0045088−regulation of innate immune res...
GO:0032506−cytokinetic process
GO:0016071−mRNA metabolic process
GO:0098659−inorganic cation import across ...
GO:0060004−reflex
GO:0046777−protein autophosphorylation
GO:0044257−cellular protein catabolic proc...
GO:0006406−mRNA export from nucleus
GO:0044265−cellular macromolecule cataboli...
GO:0048017−inositol lipid−mediated signaling
GO:0031333−negative regulation of protein−...
GO:0051253−negative regulation of RNA meta...
GO:0006260−DNA replication
GO:0006418−tRNA aminoacylation for protein...
GO:0048519−negative regulation of biologic...
GO:0046534−positive regulation of photorec...
GO:0007444−imaginal disc development
GO:0045785−positive regulation of cell adh...
GO:0035295−tube development
GO:0051171−regulation of nitrogen compound...
GO:0046928−regulation of neurotransmitter ...
GO:0044344−cellular response to fibroblast...
GO:0048870−cell motility
GO:0019827−stem cell population maintenance
GO:0006082−organic acid metabolic process
GO:0050789−regulation of biological process
GO:0098534−centriole assembly
GO:1901362−organic cyclic compound biosynt...
GO:0060255−regulation of macromolecule met...
GO:0048100−wing disc anterior/posterior pa...
GO:0046627−negative regulation of insulin ...
GO:0031050−dsRNA fragmentation
GO:0051493−regulation of cytoskeleton orga...
GO:0071704−organic substance metabolic pro...
GO:0009913−epidermal cell differentiation
GO:1901292−nucleoside phosphate catabolic ...
GO:0031032−actomyosin structure organization
GO:0046716−muscle cell cellular homeostasis
GO:0050000−chromosome localization
GO:0019320−hexose catabolic process
GO:0001113−transcription open complex form...
GO:0043086−negative regulation of catalyti...
GO:0140253−cell−cell fusion
GO:0030716−oocyte fate determination
GO:0051303−establishment of chromosome loc...
GO:0051302−regulation of cell division
GO:0032886−regulation of microtubule−based...
GO:0051780−behavioral response to nutrient
GO:0016192−vesicle−mediated transport
GO:0043954−cellular component maintenance
GO:0009057−macromolecule catabolic process
GO:0051234−establishment of localization
GO:0009889−regulation of biosynthetic proc...
GO:0022407−regulation of cell−cell adhesion
GO:0050691−regulation of defense response ...
GO:0060259−regulation of feeding behavior
GO:0008652−cellular amino acid biosyntheti...
GO:0061318−renal filtration cell different...
GO:0019889−pteridine metabolic process
GO:0045187−regulation of circadian sleep/w...
GO:0044773−mitotic DNA damage checkpoint
GO:0016202−regulation of striated muscle t...
GO:0035160−maintenance of epithelial integ...
GO:0010558−negative regulation of macromol...
GO:0010556−regulation of macromolecule bio...
GO:0008156−negative regulation of DNA repl...
GO:0060541−respiratory system development
GO:0010605−negative regulation of macromol...
GO:0090307−mitotic spindle assembly
GO:0055002−striated muscle cell development
GO:0071774−response to fibroblast growth f...
GO:0046532−regulation of photoreceptor cel...
GO:2000113−negative regulation of cellular...
GO:0098754−detoxification
GO:1901135−carbohydrate derivative metabol...
GO:0035114−imaginal disc−derived appendage...
GO:0019438−aromatic compound biosynthetic ...
GO:0030029−actin filament−based process
GO:0022610−biological adhesion
GO:2000765−regulation of cytoplasmic trans...
GO:0043412−macromolecule modification
GO:2000112−regulation of cellular macromol...
GO:0006793−phosphorus metabolic process
GO:0006464−cellular protein modification p...
GO:0051270−regulation of cellular componen...
GO:0015833−peptide transport
GO:0051235−maintenance of location
GO:0008283−cell population proliferation
GO:0000022−mitotic spindle elongation
GO:0016052−carbohydrate catabolic process
GO:0051321−meiotic cell cycle
GO:0071103−DNA conformation change
GO:0001111−promoter clearance from RNA pol...
GO:0006091−generation of precursor metabol...
GO:0001112−DNA−templated transcription ope...
GO:1901653−cellular response to peptide
GO:0045448−mitotic cell cycle− embryonic
GO:0040029−regulation of gene expression− ...
GO:0046626−regulation of insulin receptor ...
GO:0051781−positive regulation of cell div...
GO:0048285−organelle fission
GO:1903313−positive regulation of mRNA met...
GO:0006403−RNA localization
GO:0003158−endothelium development
GO:1901575−organic substance catabolic pro...
GO:0001173−DNA−templated transcriptional s...
GO:0007349−cellularization
GO:0040016−embryonic cleavage
GO:0060260−regulation of transcription ini...
GO:0035556−intracellular signal transduction
GO:0051298−centrosome duplication
GO:0006537−glutamate biosynthetic process
GO:0016053−organic acid biosynthetic process
GO:0050913−sensory perception of bitter ta...
GO:0051418−microtubule nucleation by micro...
GO:0072521−purine−containing compound meta...
GO:0038083−peptidyl−tyrosine autophosphory...
GO:0042067−establishment of ommatidial pla...
GO:0018202−peptidyl−histidine modification
GO:0032774−RNA biosynthetic process
GO:0016318−ommatidial rotation
GO:0090130−tissue migration
GO:0006928−movement of cell or subcellular...
GO:0006351−transcription, DNA−templated
GO:0032502−developmental process
GO:0010912−positive regulation of isomeras...
GO:0071689−muscle thin filament assembly
GO:0051783−regulation of nuclear division
GO:0007295−growth of a germarium−derived e...
GO:0007498−mesoderm development
GO:0034453−microtubule anchoring
GO:0007091−metaphase/anaphase transition o...
GO:0099518−vesicle cytoskeletal trafficking
GO:0051129−negative regulation of cellular...
GO:0009072−aromatic amino acid family meta...
GO:0044550−secondary metabolite biosynthet...
GO:0043407−negative regulation of MAP kina...
GO:0061014−positive regulation of mRNA cat...
GO:0022402−cell cycle process
GO:0000096−sulfur amino acid metabolic pro...
GO:0051726−regulation of cell cycle
GO:0043062−extracellular structure organiz...
GO:0031347−regulation of defense response
GO:0031990−mRNA export from nucleus in res...
GO:0030163−protein catabolic process
GO:0034605−cellular response to heat
GO:0071840−cellular component organization...
GO:0031503−protein−containing complex loca...
GO:0014067−negative regulation of phosphat...
GO:0072348−sulfur compound transport
GO:0048024−regulation of mRNA splicing, vi...
GO:0048259−regulation of receptor−mediated...
GO:0035330−regulation of hippo signaling
GO:0007475−apposition of dorsal and ventra...
GO:0000288−nuclear−transcribed mRNA catabo...
GO:0060070−canonical Wnt signaling pathway
GO:0042761−very long−chain fatty acid bios...
GO:0051588−regulation of neurotransmitter ...
GO:0006448−regulation of translational elo...
GO:0045934−negative regulation of nucleoba...
GO:0045314−regulation of compound eye phot...
GO:0031326−regulation of cellular biosynth...
GO:1902600−hydrogen ion transmembrane tran...
GO:0016477−cell migration
GO:0007477−notum development
GO:0009636−response to toxic substance
GO:0009987−cellular process
GO:0008354−germ cell migration
GO:0045456−ecdysteroid biosynthetic process
GO:0034654−nucleobase−containing compound ...
GO:0097237−cellular response to toxic subs...
GO:0008069−dorsal/ventral axis specificati...
GO:0008347−glial cell migration
GO:0007275−multicellular organism developm...
GO:0051225−spindle assembly
GO:0043113−receptor clustering
GO:0007080−mitotic metaphase plate congres...
GO:0007062−sister chromatid cohesion
GO:0000289−nuclear−transcribed mRNA poly(A...
GO:0019748−secondary metabolic process
GO:0008286−insulin receptor signaling path...
GO:0006458−'de novo' protein folding
GO:0033043−regulation of organelle organiz...
GO:2000060−positive regulation of ubiquiti...
GO:0040015−negative regulation of multicel...
GO:0051656−establishment of organelle loca...
GO:0072347−response to anesthetic
GO:0016999−antibiotic metabolic process
GO:0007277−pole cell development
GO:0006469−negative regulation of protein ...
GO:0046031−ADP metabolic process
GO:0043647−inositol phosphate metabolic pr...
GO:0033036−macromolecule localization
GO:0033045−regulation of sister chromatid ...
GO:0009062−fatty acid catabolic process
GO:0000003−reproduction
GO:0051348−negative regulation of transfer...
GO:0006090−pyruvate metabolic process
GO:0042440−pigment metabolic process
GO:0032504−multicellular organism reproduc...
GO:0042692−muscle cell differentiation
GO:0007049−cell cycle
GO:0051704−multi−organism process
GO:0046907−intracellular transport
GO:1901565−organonitrogen compound catabol...
GO:0010565−regulation of cellular ketone m...
GO:1901186−positive regulation of ERBB sig...
GO:0051641−cellular localization
GO:0030865−cortical cytoskeleton organizat...
GO:0061448−connective tissue development
GO:0044703−multi−organism reproductive pro...
GO:0044089−positive regulation of cellular...
GO:2000142−regulation of DNA−templated tra...
GO:0009113−purine nucleobase biosynthetic ...
GO:0051603−proteolysis involved in cellula...
GO:0030866−cortical actin cytoskeleton org...
GO:0030709−border follicle cell delamination
GO:0031281−positive regulation of cyclase ...
GO:0007279−pole cell formation
GO:0014866−skeletal myofibril assembly
GO:1902358−sulfate transmembrane transport
GO:0006259−DNA metabolic process
GO:0048736−appendage development
GO:0019395−fatty acid oxidation
GO:0051310−metaphase plate congression
GO:0009408−response to heat
GO:0007267−cell−cell signaling
GO:0098662−inorganic cation transmembrane ...
GO:0033619−membrane protein proteolysis
GO:0007519−skeletal muscle tissue developm...
GO:0000070−mitotic sister chromatid segreg...
GO:0061564−axon development
GO:0019637−organophosphate metabolic process
GO:0010927−cellular component assembly inv...
GO:0006397−mRNA processing
GO:0006606−protein import into nucleus
GO:0051258−protein polymerization
GO:0045446−endothelial cell differentiation
GO:0009056−catabolic process
GO:0008285−negative regulation of cell pop...
GO:0016198−axon choice point recognition
GO:0010629−negative regulation of gene exp...
GO:0046034−ATP metabolic process
GO:0090305−nucleic acid phosphodiester bon...
GO:0051252−regulation of RNA metabolic pro...
GO:1901607−alpha−amino acid biosynthetic p...
GO:0044837−actomyosin contractile ring org...
GO:0097435−supramolecular fiber organization
GO:0007389−pattern specification process
GO:0017183−peptidyl−diphthamide biosynthet...
GO:0050896−response to stimulus
GO:0050961−detection of temperature stimul...
GO:0007059−chromosome segregation
GO:0065007−biological regulation
GO:0051674−localization of cell
GO:0042176−regulation of protein catabolic...
GO:0006757−ATP generation from ADP
GO:0051785−positive regulation of nuclear ...
GO:0003006−developmental process involved ...
GO:0048729−tissue morphogenesis
GO:0015986−ATP synthesis coupled proton tr...
GO:0050794−regulation of cellular process
GO:0016043−cellular component organization
GO:0006399−tRNA metabolic process
GO:0030166−proteoglycan biosynthetic process
GO:0007052−mitotic spindle organization
GO:0030155−regulation of cell adhesion
GO:0010468−regulation of gene expression
GO:0002182−cytoplasmic translational elong...
GO:0006856−eye pigment precursor transport
GO:0009894−regulation of catabolic process
GO:0047496−vesicle transport along microtu...
GO:0046628−positive regulation of insulin ...
GO:0072350−tricarboxylic acid metabolic pr...
GO:0007051−spindle organization
GO:0007097−nuclear migration
GO:0045214−sarcomere organization
GO:0007282−cystoblast division
GO:1900077−negative regulation of cellular...
GO:0048134−germ−line cyst formation
GO:0001109−promoter clearance during DNA−t...
GO:0014066−regulation of phosphatidylinosi...
GO:0051248−negative regulation of protein ...
GO:0035162−embryonic hemopoiesis
GO:0044282−small molecule catabolic process
GO:0046112−nucleobase biosynthetic process
GO:0009166−nucleotide catabolic process
GO:0048646−anatomical structure formation ...
GO:0090068−positive regulation of cell cyc...
GO:0030258−lipid modification
GO:0044087−regulation of cellular componen...
GO:0009605−response to external stimulus
GO:0051128−regulation of cellular componen...
GO:0046434−organophosphate catabolic process
GO:0098813−nuclear chromosome segregation
GO:0051301−cell division
GO:0000819−sister chromatid segregation
GO:0097485−neuron projection guidance
GO:0042274−ribosomal small subunit biogene...
GO:0006367−transcription initiation from R...
GO:0048515−spermatid differentiation
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GO:0030149−sphingolipid catabolic process
GO:0010469−regulation of receptor activity
GO:0009112−nucleobase metabolic process
GO:0044248−cellular catabolic process
GO:1901575−organic substance catabolic pro...
GO:1901565−organonitrogen compound catabol...
GO:0006081−cellular aldehyde metabolic pro...
GO:0042817−pyridoxal metabolic process
GO:0033043−regulation of organelle organiz...
GO:0097035−regulation of membrane lipid di...
GO:0045814−negative regulation of gene exp...
GO:0097549−chromatin organization involved...
GO:0090304−nucleic acid metabolic process
GO:0034401−chromatin organization involved...
GO:0007304−chorion−containing eggshell for...
GO:0045815−positive regulation of gene exp...
GO:0045229−external encapsulating structur...
GO:0060968−regulation of gene silencing
GO:0031935−regulation of chromatin silencing
GO:0051171−regulation of nitrogen compound...
GO:0010927−cellular component assembly inv...
GO:0006665−sphingolipid metabolic process
GO:0035803−egg coat formation
GO:0009056−catabolic process
GO:0010639−negative regulation of organell...
GO:0006766−vitamin metabolic process
GO:0009755−hormone−mediated signaling path...
GO:0006672−ceramide metabolic process
GO:0072524−pyridine−containing compound me...
GO:1902275−regulation of chromatin organiz...
GO:0080090−regulation of primary metabolic...
GO:0031936−negative regulation of chromati...
GO:0085029−extracellular matrix assembly
GO:0030704−vitelline membrane formation
GO:0051282−regulation of sequestering of c...
GO:0050878−regulation of body fluid levels
GO:0007306−eggshell chorion assembly
GO:0007305−vitelline membrane formation in...
GO:0030703−eggshell formation
GO:0051129−negative regulation of cellular...
GO:0060969−negative regulation of gene sil...
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GO:0090501−RNA phosphodiester bond hydroly...
GO:0038083−peptidyl−tyrosine autophosphory...
GO:0046461−neutral lipid catabolic process
GO:0031145−anaphase−promoting complex−depe...
GO:0009069−serine family amino acid metabo...
GO:0005996−monosaccharide metabolic process
GO:0046503−glycerolipid catabolic process
GO:0043632−modification−dependent macromol...
GO:0009127−purine nucleoside monophosphate...
GO:0009168−purine ribonucleoside monophosp...
GO:0090305−nucleic acid phosphodiester bon...
GO:0009057−macromolecule catabolic process
GO:0097352−autophagosome maturation
GO:0044265−cellular macromolecule cataboli...
GO:0006289−nucleotide−excision repair
GO:1903322−positive regulation of protein ...
GO:1903320−regulation of protein modificat...
GO:0034587−piRNA metabolic process
GO:0006360−transcription from RNA polymera...
GO:0009156−ribonucleoside monophosphate bi...
GO:0016573−histone acetylation
GO:0044238−primary metabolic process
GO:0042398−cellular modified amino acid bi...
GO:0044271−cellular nitrogen compound bios...
GO:0071704−organic substance metabolic pro...
GO:0006488−dolichol−linked oligosaccharide...
GO:1904059−regulation of locomotor rhythm
GO:0018394−peptidyl−lysine acetylation
GO:0044257−cellular protein catabolic proc...
GO:0009058−biosynthetic process
GO:0044260−cellular macromolecule metaboli...
GO:0009124−nucleoside monophosphate biosyn...
GO:0008156−negative regulation of DNA repl...
GO:0098781−ncRNA transcription
GO:0006807−nitrogen compound metabolic pro...
GO:0045943−positive regulation of transcri...
GO:0051603−proteolysis involved in cellula...
GO:0030163−protein catabolic process
GO:0006760−folic acid−containing compound ...
GO:1901576−organic substance biosynthetic ...
GO:0034641−cellular nitrogen compound meta...
GO:0006356−regulation of transcription fro...
GO:0044237−cellular metabolic process
GO:0051053−negative regulation of DNA meta...
GO:0071897−DNA biosynthetic process
GO:0006260−DNA replication
GO:0006259−DNA metabolic process
GO:0002181−cytoplasmic translation
GO:0006687−glycosphingolipid metabolic pro...
GO:0070936−protein K48−linked ubiquitination
GO:1901073−glucosamine−containing compound...
GO:0034248−regulation of cellular amide me...
GO:0072522−purine−containing compound bios...
GO:0008652−cellular amino acid biosyntheti...
GO:0009142−nucleoside triphosphate biosynt...
GO:0071901−negative regulation of protein ...
GO:0046434−organophosphate catabolic process
GO:0044262−cellular carbohydrate metabolic...
GO:0019363−pyridine nucleotide biosyntheti...
GO:0046939−nucleotide phosphorylation
GO:0046037−GMP metabolic process
GO:0018202−peptidyl−histidine modification
GO:0046173−polyol biosynthetic process
GO:0019362−pyridine nucleotide metabolic p...
GO:0048024−regulation of mRNA splicing, vi...
GO:2000765−regulation of cytoplasmic trans...
GO:0017183−peptidyl−diphthamide biosynthet...
GO:0046710−GDP metabolic process
GO:1901657−glycosyl compound metabolic pro...
GO:0043647−inositol phosphate metabolic pr...
GO:0006165−nucleoside diphosphate phosphor...
GO:0006082−organic acid metabolic process
GO:1901293−nucleoside phosphate biosynthet...
GO:0046031−ADP metabolic process
GO:0006023−aminoglycan biosynthetic process
GO:0000380−alternative mRNA splicing, via ...
GO:1901292−nucleoside phosphate catabolic ...
GO:0005975−carbohydrate metabolic process
GO:0072525−pyridine−containing compound bi...
GO:0009206−purine ribonucleoside triphosph...
GO:0009201−ribonucleoside triphosphate bio...
GO:0009166−nucleotide catabolic process
GO:0009165−nucleotide biosynthetic process
GO:0009145−purine nucleoside triphosphate ...
GO:0034637−cellular carbohydrate biosynthe...
GO:0008380−RNA splicing
GO:0006757−ATP generation from ADP
GO:0044283−small molecule biosynthetic pro...
GO:0006022−aminoglycan metabolic process
GO:0046349−amino sugar biosynthetic process
GO:0000271−polysaccharide biosynthetic pro...
GO:0006040−amino sugar metabolic process
GO:0033692−cellular polysaccharide biosynt...
GO:0006030−chitin metabolic process
GO:0016053−organic acid biosynthetic process
GO:1903311−regulation of mRNA metabolic pr...
GO:0009132−nucleoside diphosphate metaboli...
GO:0043484−regulation of RNA splicing
GO:0050684−regulation of mRNA processing
GO:0006397−mRNA processing
GO:0016071−mRNA metabolic process
GO:0045934−negative regulation of nucleoba...
GO:0010556−regulation of macromolecule bio...
GO:2000142−regulation of DNA−templated tra...
GO:0019216−regulation of lipid metabolic p...
GO:1901362−organic cyclic compound biosynt...
GO:2000112−regulation of cellular macromol...
GO:0006464−cellular protein modification p...
GO:0018130−heterocycle biosynthetic process
GO:0031440−regulation of mRNA 3'−end proce...
GO:0031326−regulation of cellular biosynth...
GO:0019438−aromatic compound biosynthetic ...
GO:0090304−nucleic acid metabolic process
GO:0009889−regulation of biosynthetic proc...
GO:0060260−regulation of transcription ini...
GO:0019222−regulation of metabolic process
GO:0034654−nucleobase−containing compound ...
GO:0031323−regulation of cellular metaboli...
GO:0006351−transcription, DNA−templated
GO:0019219−regulation of nucleobase−contai...
GO:0060255−regulation of macromolecule met...
GO:0051252−regulation of RNA metabolic pro...
GO:0001173−DNA−templated transcriptional s...
GO:0001174−transcriptional start site sele...
GO:0036211−protein modification process
GO:0080090−regulation of primary metabolic...
GO:0051171−regulation of nitrogen compound...
GO:0032774−RNA biosynthetic process
GO:0006897−endocytosis
GO:0006812−cation transport
GO:0051222−positive regulation of protein ...
GO:0015918−sterol transport
GO:0070201−regulation of establishment of ...
GO:0046942−carboxylic acid transport
GO:0098660−inorganic ion transmembrane tra...
GO:1904951−positive regulation of establis...
GO:0046822−regulation of nucleocytoplasmic...
GO:1903827−regulation of cellular protein ...
GO:0090087−regulation of peptide transport
GO:0051223−regulation of protein transport
GO:0032880−regulation of protein localizat...
GO:0015988−energy coupled proton transmemb...
GO:0017038−protein import
GO:0015850−organic hydroxy compound transp...
GO:0034504−protein localization to nucleus
GO:0006606−protein import into nucleus
GO:0098655−cation transmembrane transport
GO:0051169−nuclear transport
GO:1902600−hydrogen ion transmembrane tran...
GO:0034502−protein localization to chromos...
GO:0051235−maintenance of location
GO:0032879−regulation of localization
GO:0008643−carbohydrate transport
GO:0051179−localization
GO:0060341−regulation of cellular localiza...
GO:0008049−male courtship behavior
GO:0048806−genitalia development
GO:0007164−establishment of tissue polarity
GO:0007522−visceral muscle development
GO:0035234−ectopic germ cell programmed ce...
GO:0030855−epithelial cell differentiation
GO:0007423−sensory organ development
GO:0008016−regulation of heart contraction
GO:0048880−sensory system development
GO:0040034−regulation of development, hete...
GO:0035315−hair cell differentiation
GO:0002066−columnar/cuboidal epithelial ce...
GO:0001738−morphogenesis of a polarized ep...
GO:0035120−post−embryonic appendage morpho...
GO:0050954−sensory perception of mechanica...
GO:0042461−photoreceptor cell development
GO:0019233−sensory perception of pain
GO:0050951−sensory perception of temperatu...
GO:0009826−unidimensional cell growth
GO:0042462−eye photoreceptor cell developm...
GO:0050961−detection of temperature stimul...
GO:0001838−embryonic epithelial tube forma...
GO:0048869−cellular developmental process
GO:0021954−central nervous system neuron d...
GO:0021953−central nervous system neuron d...
GO:0003013−circulatory system process
GO:0060438−trachea development
GO:0061061−muscle structure development
GO:0042692−muscle cell differentiation
GO:0032502−developmental process
GO:0060439−trachea morphogenesis
GO:0055001−muscle cell development
GO:0003012−muscle system process
GO:0003006−developmental process involved ...
GO:0051239−regulation of multicellular org...
GO:0030856−regulation of epithelial cell d...
GO:0022412−cellular process involved in re...
GO:0009994−oocyte differentiation
GO:0032501−multicellular organismal process
GO:0034599−cellular response to oxidative ...
GO:0007166−cell surface receptor signaling...
GO:0034620−cellular response to unfolded p...
GO:0006974−cellular response to DNA damage...
GO:0008593−regulation of Notch signaling p...
GO:0042048−olfactory behavior
GO:0044344−cellular response to fibroblast...
GO:0034614−cellular response to reactive o...
GO:0097190−apoptotic signaling pathway
GO:0071774−response to fibroblast growth f...
GO:0033554−cellular response to stress
GO:0008543−fibroblast growth factor recept...
GO:0016048−detection of temperature stimulus
GO:0009620−response to fungus
GO:0048017−inositol lipid−mediated signaling
GO:0009607−response to biotic stimulus
GO:0006950−response to stress
GO:0050896−response to stimulus
GO:1902533−positive regulation of intracel...
GO:0009605−response to external stimulus
GO:0007051−spindle organization
GO:1902667−regulation of axon guidance
GO:0030832−regulation of actin filament le...
GO:0043063−intercellular bridge organization
GO:0032535−regulation of cellular componen...
GO:0051276−chromosome organization
GO:0045143−homologous chromosome segregation
GO:0008154−actin polymerization or depolym...
GO:0000002−mitochondrial genome maintenance
GO:0071103−DNA conformation change
GO:0000819−sister chromatid segregation
GO:0065003−macromolecular complex assembly
GO:0007064−mitotic sister chromatid cohesion
GO:0007056−spindle assembly involved in fe...
GO:0034332−adherens junction organization
GO:0043933−macromolecular complex subunit ...
GO:0007135−meiosis II
GO:0007062−sister chromatid cohesion
GO:0008064−regulation of actin polymerizat...
GO:0070192−chromosome organization involve...
GO:0007143−female meiotic division
GO:0048285−organelle fission
GO:0007289−spermatid nucleus differentiation
GO:0001120−protein−DNA complex remodeling
GO:0031109−microtubule polymerization or d...
GO:0051299−centrosome separation
GO:0031023−microtubule organizing center o...
GO:0031032−actomyosin structure organization
GO:0090306−spindle assembly involved in me...
GO:0097494−regulation of vesicle size
GO:0046605−regulation of centrosome cycle
GO:0007098−centrosome cycle
GO:0007100−mitotic centrosome separation
GO:0010927−cellular component assembly inv...
GO:0007010−cytoskeleton organization
GO:0030239−myofibril assembly
GO:0097435−supramolecular fiber organization
GO:0000022−mitotic spindle elongation
GO:0050775−positive regulation of dendrite...
GO:0099500−vesicle fusion to plasma membrane
GO:0045026−plasma membrane fusion
GO:0051128−regulation of cellular componen...
GO:0044087−regulation of cellular componen...
GO:0008258−head involution
GO:0032196−transposition
GO:0010528−regulation of transposition
GO:0001109−promoter clearance during DNA−t...
GO:0045467−R7 cell development
GO:0001111−promoter clearance from RNA pol...
GO:0045571−negative regulation of imaginal...
GO:0090254−cell elongation involved in ima...
GO:0030004−cellular monovalent inorganic c...
GO:0030104−water homeostasis
GO:0055069−zinc ion homeostasis
GO:0090066−regulation of anatomical struct...
GO:0036213−contractile ring contraction
GO:0098813−nuclear chromosome segregation
GO:0007049−cell cycle
GO:0051321−meiotic cell cycle
GO:0022402−cell cycle process
GO:1903046−meiotic cell cycle process
GO:0008608−attachment of spindle microtubu...
GO:0007274−neuromuscular synaptic transmis...
GO:0043392−negative regulation of DNA bind...
GO:0043086−negative regulation of catalyti...
GO:0051099−positive regulation of binding
GO:0051098−regulation of binding
GO:0007564−regulation of chitin−based cuti...
GO:0030725−germline ring canal formation
GO:0042051−compound eye photoreceptor deve...
GO:0007447−imaginal disc pattern formation
GO:0040012−regulation of locomotion
GO:0035215−genital disc development
GO:0010529−negative regulation of transpos...
GO:0048518−positive regulation of biologic...
GO:2000648−positive regulation of stem cel...
GO:0050794−regulation of cellular process
GO:0050789−regulation of biological process
GO:0065007−biological regulation
GO:0007445−determination of imaginal disc ...
GO:0070647−protein modification by small p...
GO:0048520−positive regulation of behavior
GO:0007610−behavior
GO:0035316−non−sensory hair organization
GO:0046845−branched duct epithelial cell f...
GO:0035263−genital disc sexually dimorphic...
GO:0007392−initiation of dorsal closure
GO:0007307−eggshell chorion gene amplifica...
GO:0030717−karyosome formation
GO:0007059−chromosome segregation
GO:0035151−regulation of tube size, open t...
GO:0007312−oocyte nucleus migration involv...
GO:0000003−reproduction
GO:0022414−reproductive process
GO:0006031−chitin biosynthetic process
GO:0007615−anesthesia−resistant memory
GO:0044419−interspecies interaction betwee...
GO:0040007−growth
GO:0022611−dormancy process
GO:0030029−actin filament−based process
GO:0008062−eclosion rhythm
GO:0051704−multi−organism process
GO:0006035−cuticle chitin biosynthetic pro...
GO:0017144−drug metabolic process
GO:0071554−cell wall organization or bioge...
GO:0044036−cell wall macromolecule metabol...
GO:0048511−rhythmic process
GO:0042752−regulation of circadian rhythm
GO:0007293−germarium−derived egg chamber f...
GO:0048135−female germ−line cyst formation
GO:0007527−adult somatic muscle development
GO:0002376−immune system process
GO:0060361−flight
GO:0030706−germarium−derived oocyte differ...
GO:0030716−oocyte fate determination
GO:0007294−germarium−derived oocyte fate d...
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GO:0030239−myofibril assembly
GO:0048731−system development
GO:0035224−genital disc anterior/posterior...
GO:0051179−localization
GO:0048869−cellular developmental process
GO:0051172−negative regulation of nitrogen...
GO:0015988−energy coupled proton transmemb...
GO:0030707−ovarian follicle cell development
GO:0030036−actin cytoskeleton organization
GO:0007266−Rho protein signal transduction
GO:0007538−primary sex determination
GO:0009890−negative regulation of biosynth...
GO:0042461−photoreceptor cell development
GO:0031327−negative regulation of cellular...
GO:0007530−sex determination
GO:0032387−negative regulation of intracel...
GO:0030148−sphingolipid biosynthetic process
GO:0050951−sensory perception of temperatu...
GO:0032970−regulation of actin filament−ba...
GO:0098655−cation transmembrane transport
GO:0006023−aminoglycan biosynthetic process
GO:0010638−positive regulation of organell...
GO:0035107−appendage morphogenesis
GO:0044331−cell−cell adhesion mediated by ...
GO:0034614−cellular response to reactive o...
GO:0051276−chromosome organization
GO:0035239−tube morphogenesis
GO:0048563−post−embryonic animal organ mor...
GO:0043631−RNA polyadenylation
GO:0007099−centriole replication
GO:0046530−photoreceptor cell differentiat...
GO:0018993−somatic sex determination
GO:0007056−spindle assembly involved in fe...
GO:0000963−mitochondrial RNA processing
GO:0006728−pteridine biosynthetic process
GO:0042478−regulation of eye photoreceptor...
GO:0051255−spindle midzone assembly
GO:0018130−heterocycle biosynthetic process
GO:0006576−cellular biogenic amine metabol...
GO:0006672−ceramide metabolic process
GO:0006029−proteoglycan metabolic process
GO:0048072−compound eye pigmentation
GO:0098727−maintenance of cell number
GO:0051170−import into nucleus
GO:0006623−protein targeting to vacuole
GO:0080090−regulation of primary metabolic...
GO:0008543−fibroblast growth factor recept...
GO:0019233−sensory perception of pain
GO:0007144−female meiosis I
GO:0017062−respiratory chain complex III a...
GO:0030433−ubiquitin−dependent ERAD pathway
GO:0036503−ERAD pathway
GO:0007474−imaginal disc−derived wing vein...
GO:0042675−compound eye cone cell differen...
GO:0044281−small molecule metabolic process
GO:0098660−inorganic ion transmembrane tra...
GO:0007418−ventral midline development
GO:0010628−positive regulation of gene exp...
GO:0043473−pigmentation
GO:0007155−cell adhesion
GO:0006869−lipid transport
GO:1990748−cellular detoxification
GO:0032501−multicellular organismal process
GO:0040011−locomotion
GO:0036211−protein modification process
GO:0050829−defense response to Gram−negati...
GO:0046152−ommochrome metabolic process
GO:0048468−cell development
GO:0051236−establishment of RNA localization
GO:0032989−cellular component morphogenesis
GO:0045732−positive regulation of protein ...
GO:0009966−regulation of signal transduction
GO:0007305−vitelline membrane formation in...
GO:0010623−programmed cell death involved ...
GO:0007100−mitotic centrosome separation
GO:0043277−apoptotic cell clearance
GO:0006165−nucleoside diphosphate phosphor...
GO:0045786−negative regulation of cell cycle
GO:1903050−regulation of proteolysis invol...
GO:0061061−muscle structure development
GO:0061013−regulation of mRNA catabolic pr...
GO:0140014−mitotic nuclear division
GO:0007528−neuromuscular junction developm...
GO:0033554−cellular response to stress
GO:0050667−homocysteine metabolic process
GO:0032269−negative regulation of cellular...
GO:0006534−cysteine metabolic process
GO:0009968−negative regulation of signal t...
GO:0043508−negative regulation of JUN kina...
GO:0010639−negative regulation of organell...
GO:0051304−chromosome separation
GO:0032436−positive regulation of proteaso...
GO:0035099−hemocyte migration
GO:0007276−gamete generation
GO:0051306−mitotic sister chromatid separa...
GO:0033673−negative regulation of kinase a...
GO:0007017−microtubule−based process
GO:0061136−regulation of proteasomal prote...
GO:0007076−mitotic chromosome condensation
GO:0006949−syncytium formation
GO:1901652−response to peptide
GO:0010564−regulation of cell cycle process
GO:1900076−regulation of cellular response...
GO:0003012−muscle system process
GO:0032879−regulation of localization
GO:0022414−reproductive process
GO:0005975−carbohydrate metabolic process
GO:0006935−chemotaxis
GO:0006099−tricarboxylic acid cycle
GO:0007010−cytoskeleton organization
GO:0006996−organelle organization
GO:0007293−germarium−derived egg chamber f...
GO:0022412−cellular process involved in re...
GO:0070507−regulation of microtubule cytos...
GO:0055001−muscle cell development
GO:0071901−negative regulation of protein ...
GO:0051983−regulation of chromosome segreg...
GO:0007637−proboscis extension reflex
GO:0007281−germ cell development
GO:0045088−regulation of innate immune res...
GO:0032506−cytokinetic process
GO:0016071−mRNA metabolic process
GO:0098659−inorganic cation import across ...
GO:0060004−reflex
GO:0046777−protein autophosphorylation
GO:0044257−cellular protein catabolic proc...
GO:0006406−mRNA export from nucleus
GO:0044265−cellular macromolecule cataboli...
GO:0048017−inositol lipid−mediated signaling
GO:0031333−negative regulation of protein−...
GO:0051253−negative regulation of RNA meta...
GO:0006260−DNA replication
GO:0006418−tRNA aminoacylation for protein...
GO:0048519−negative regulation of biologic...
GO:0046534−positive regulation of photorec...
GO:0007444−imaginal disc development
GO:0045785−positive regulation of cell adh...
GO:0035295−tube development
GO:0051171−regulation of nitrogen compound...
GO:0046928−regulation of neurotransmitter ...
GO:0044344−cellular response to fibroblast...
GO:0048870−cell motility
GO:0019827−stem cell population maintenance
GO:0006082−organic acid metabolic process
GO:0050789−regulation of biological process
GO:0098534−centriole assembly
GO:1901362−organic cyclic compound biosynt...
GO:0060255−regulation of macromolecule met...
GO:0048100−wing disc anterior/posterior pa...
GO:0046627−negative regulation of insulin ...
GO:0031050−dsRNA fragmentation
GO:0051493−regulation of cytoskeleton orga...
GO:0071704−organic substance metabolic pro...
GO:0009913−epidermal cell differentiation
GO:1901292−nucleoside phosphate catabolic ...
GO:0031032−actomyosin structure organization
GO:0046716−muscle cell cellular homeostasis
GO:0050000−chromosome localization
GO:0019320−hexose catabolic process
GO:0001113−transcription open complex form...
GO:0043086−negative regulation of catalyti...
GO:0140253−cell−cell fusion
GO:0030716−oocyte fate determination
GO:0051303−establishment of chromosome loc...
GO:0051302−regulation of cell division
GO:0032886−regulation of microtubule−based...
GO:0051780−behavioral response to nutrient
GO:0016192−vesicle−mediated transport
GO:0043954−cellular component maintenance
GO:0009057−macromolecule catabolic process
GO:0051234−establishment of localization
GO:0009889−regulation of biosynthetic proc...
GO:0022407−regulation of cell−cell adhesion
GO:0050691−regulation of defense response ...
GO:0060259−regulation of feeding behavior
GO:0008652−cellular amino acid biosyntheti...
GO:0061318−renal filtration cell different...
GO:0019889−pteridine metabolic process
GO:0045187−regulation of circadian sleep/w...
GO:0044773−mitotic DNA damage checkpoint
GO:0016202−regulation of striated muscle t...
GO:0035160−maintenance of epithelial integ...
GO:0010558−negative regulation of macromol...
GO:0010556−regulation of macromolecule bio...
GO:0008156−negative regulation of DNA repl...
GO:0060541−respiratory system development
GO:0010605−negative regulation of macromol...
GO:0090307−mitotic spindle assembly
GO:0055002−striated muscle cell development
GO:0071774−response to fibroblast growth f...
GO:0046532−regulation of photoreceptor cel...
GO:2000113−negative regulation of cellular...
GO:0098754−detoxification
GO:1901135−carbohydrate derivative metabol...
GO:0035114−imaginal disc−derived appendage...
GO:0019438−aromatic compound biosynthetic ...
GO:0030029−actin filament−based process
GO:0022610−biological adhesion
GO:2000765−regulation of cytoplasmic trans...
GO:0043412−macromolecule modification
GO:2000112−regulation of cellular macromol...
GO:0006793−phosphorus metabolic process
GO:0006464−cellular protein modification p...
GO:0051270−regulation of cellular componen...
GO:0015833−peptide transport
GO:0051235−maintenance of location
GO:0008283−cell population proliferation
GO:0000022−mitotic spindle elongation
GO:0016052−carbohydrate catabolic process
GO:0051321−meiotic cell cycle
GO:0071103−DNA conformation change
GO:0001111−promoter clearance from RNA pol...
GO:0006091−generation of precursor metabol...
GO:0001112−DNA−templated transcription ope...
GO:1901653−cellular response to peptide
GO:0045448−mitotic cell cycle− embryonic
GO:0040029−regulation of gene expression− ...
GO:0046626−regulation of insulin receptor ...
GO:0051781−positive regulation of cell div...
GO:0048285−organelle fission
GO:1903313−positive regulation of mRNA met...
GO:0006403−RNA localization
GO:0003158−endothelium development
GO:1901575−organic substance catabolic pro...
GO:0001173−DNA−templated transcriptional s...
GO:0007349−cellularization
GO:0040016−embryonic cleavage
GO:0060260−regulation of transcription ini...
GO:0035556−intracellular signal transduction
GO:0051298−centrosome duplication
GO:0006537−glutamate biosynthetic process
GO:0016053−organic acid biosynthetic process
GO:0050913−sensory perception of bitter ta...
GO:0051418−microtubule nucleation by micro...
GO:0072521−purine−containing compound meta...
GO:0038083−peptidyl−tyrosine autophosphory...
GO:0042067−establishment of ommatidial pla...
GO:0018202−peptidyl−histidine modification
GO:0032774−RNA biosynthetic process
GO:0016318−ommatidial rotation
GO:0090130−tissue migration
GO:0006928−movement of cell or subcellular...
GO:0006351−transcription, DNA−templated
GO:0032502−developmental process
GO:0010912−positive regulation of isomeras...
GO:0071689−muscle thin filament assembly
GO:0051783−regulation of nuclear division
GO:0007295−growth of a germarium−derived e...
GO:0007498−mesoderm development
GO:0034453−microtubule anchoring
GO:0007091−metaphase/anaphase transition o...
GO:0099518−vesicle cytoskeletal trafficking
GO:0051129−negative regulation of cellular...
GO:0009072−aromatic amino acid family meta...
GO:0044550−secondary metabolite biosynthet...
GO:0043407−negative regulation of MAP kina...
GO:0061014−positive regulation of mRNA cat...
GO:0022402−cell cycle process
GO:0000096−sulfur amino acid metabolic pro...
GO:0051726−regulation of cell cycle
GO:0043062−extracellular structure organiz...
GO:0031347−regulation of defense response
GO:0031990−mRNA export from nucleus in res...
GO:0030163−protein catabolic process
GO:0034605−cellular response to heat
GO:0071840−cellular component organization...
GO:0031503−protein−containing complex loca...
GO:0014067−negative regulation of phosphat...
GO:0072348−sulfur compound transport
GO:0048024−regulation of mRNA splicing, vi...
GO:0048259−regulation of receptor−mediated...
GO:0035330−regulation of hippo signaling
GO:0007475−apposition of dorsal and ventra...
GO:0000288−nuclear−transcribed mRNA catabo...
GO:0060070−canonical Wnt signaling pathway
GO:0042761−very long−chain fatty acid bios...
GO:0051588−regulation of neurotransmitter ...
GO:0006448−regulation of translational elo...
GO:0045934−negative regulation of nucleoba...
GO:0045314−regulation of compound eye phot...
GO:0031326−regulation of cellular biosynth...
GO:1902600−hydrogen ion transmembrane tran...
GO:0016477−cell migration
GO:0007477−notum development
GO:0009636−response to toxic substance
GO:0009987−cellular process
GO:0008354−germ cell migration
GO:0045456−ecdysteroid biosynthetic process
GO:0034654−nucleobase−containing compound ...
GO:0097237−cellular response to toxic subs...
GO:0008069−dorsal/ventral axis specificati...
GO:0008347−glial cell migration
GO:0007275−multicellular organism developm...
GO:0051225−spindle assembly
GO:0043113−receptor clustering
GO:0007080−mitotic metaphase plate congres...
GO:0007062−sister chromatid cohesion
GO:0000289−nuclear−transcribed mRNA poly(A...
GO:0019748−secondary metabolic process
GO:0008286−insulin receptor signaling path...
GO:0006458−'de novo' protein folding
GO:0033043−regulation of organelle organiz...
GO:2000060−positive regulation of ubiquiti...
GO:0040015−negative regulation of multicel...
GO:0051656−establishment of organelle loca...
GO:0072347−response to anesthetic
GO:0016999−antibiotic metabolic process
GO:0007277−pole cell development
GO:0006469−negative regulation of protein ...
GO:0046031−ADP metabolic process
GO:0043647−inositol phosphate metabolic pr...
GO:0033036−macromolecule localization
GO:0033045−regulation of sister chromatid ...
GO:0009062−fatty acid catabolic process
GO:0000003−reproduction
GO:0051348−negative regulation of transfer...
GO:0006090−pyruvate metabolic process
GO:0042440−pigment metabolic process
GO:0032504−multicellular organism reproduc...
GO:0042692−muscle cell differentiation
GO:0007049−cell cycle
GO:0051704−multi−organism process
GO:0046907−intracellular transport
GO:1901565−organonitrogen compound catabol...
GO:0010565−regulation of cellular ketone m...
GO:1901186−positive regulation of ERBB sig...
GO:0051641−cellular localization
GO:0030865−cortical cytoskeleton organizat...
GO:0061448−connective tissue development
GO:0044703−multi−organism reproductive pro...
GO:0044089−positive regulation of cellular...
GO:2000142−regulation of DNA−templated tra...
GO:0009113−purine nucleobase biosynthetic ...
GO:0051603−proteolysis involved in cellula...
GO:0030866−cortical actin cytoskeleton org...
GO:0030709−border follicle cell delamination
GO:0031281−positive regulation of cyclase ...
GO:0007279−pole cell formation
GO:0014866−skeletal myofibril assembly
GO:1902358−sulfate transmembrane transport
GO:0006259−DNA metabolic process
GO:0048736−appendage development
GO:0019395−fatty acid oxidation
GO:0051310−metaphase plate congression
GO:0009408−response to heat
GO:0007267−cell−cell signaling
GO:0098662−inorganic cation transmembrane ...
GO:0033619−membrane protein proteolysis
GO:0007519−skeletal muscle tissue developm...
GO:0000070−mitotic sister chromatid segreg...
GO:0061564−axon development
GO:0019637−organophosphate metabolic process
GO:0010927−cellular component assembly inv...
GO:0006397−mRNA processing
GO:0006606−protein import into nucleus
GO:0051258−protein polymerization
GO:0045446−endothelial cell differentiation
GO:0009056−catabolic process
GO:0008285−negative regulation of cell pop...
GO:0016198−axon choice point recognition
GO:0010629−negative regulation of gene exp...
GO:0046034−ATP metabolic process
GO:0090305−nucleic acid phosphodiester bon...
GO:0051252−regulation of RNA metabolic pro...
GO:1901607−alpha−amino acid biosynthetic p...
GO:0044837−actomyosin contractile ring org...
GO:0097435−supramolecular fiber organization
GO:0007389−pattern specification process
GO:0017183−peptidyl−diphthamide biosynthet...
GO:0050896−response to stimulus
GO:0050961−detection of temperature stimul...
GO:0007059−chromosome segregation
GO:0065007−biological regulation
GO:0051674−localization of cell
GO:0042176−regulation of protein catabolic...
GO:0006757−ATP generation from ADP
GO:0051785−positive regulation of nuclear ...
GO:0003006−developmental process involved ...
GO:0048729−tissue morphogenesis
GO:0015986−ATP synthesis coupled proton tr...
GO:0050794−regulation of cellular process
GO:0016043−cellular component organization
GO:0006399−tRNA metabolic process
GO:0030166−proteoglycan biosynthetic process
GO:0007052−mitotic spindle organization
GO:0030155−regulation of cell adhesion
GO:0010468−regulation of gene expression
GO:0002182−cytoplasmic translational elong...
GO:0006856−eye pigment precursor transport
GO:0009894−regulation of catabolic process
GO:0047496−vesicle transport along microtu...
GO:0046628−positive regulation of insulin ...
GO:0072350−tricarboxylic acid metabolic pr...
GO:0007051−spindle organization
GO:0007097−nuclear migration
GO:0045214−sarcomere organization
GO:0007282−cystoblast division
GO:1900077−negative regulation of cellular...
GO:0048134−germ−line cyst formation
GO:0001109−promoter clearance during DNA−t...
GO:0014066−regulation of phosphatidylinosi...
GO:0051248−negative regulation of protein ...
GO:0035162−embryonic hemopoiesis
GO:0044282−small molecule catabolic process
GO:0046112−nucleobase biosynthetic process
GO:0009166−nucleotide catabolic process
GO:0048646−anatomical structure formation ...
GO:0090068−positive regulation of cell cyc...
GO:0030258−lipid modification
GO:0044087−regulation of cellular componen...
GO:0009605−response to external stimulus
GO:0051128−regulation of cellular componen...
GO:0046434−organophosphate catabolic process
GO:0098813−nuclear chromosome segregation
GO:0051301−cell division
GO:0000819−sister chromatid segregation
GO:0097485−neuron projection guidance
GO:0042274−ribosomal small subunit biogene...
GO:0006367−transcription initiation from R...
GO:0048515−spermatid differentiation
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GO:0030149−sphingolipid catabolic process
GO:0010469−regulation of receptor activity
GO:0009112−nucleobase metabolic process
GO:0044248−cellular catabolic process
GO:1901575−organic substance catabolic pro...
GO:1901565−organonitrogen compound catabol...
GO:0006081−cellular aldehyde metabolic pro...
GO:0042817−pyridoxal metabolic process
GO:0033043−regulation of organelle organiz...
GO:0097035−regulation of membrane lipid di...
GO:0045814−negative regulation of gene exp...
GO:0097549−chromatin organization involved...
GO:0090304−nucleic acid metabolic process
GO:0034401−chromatin organization involved...
GO:0007304−chorion−containing eggshell for...
GO:0045815−positive regulation of gene exp...
GO:0045229−external encapsulating structur...
GO:0060968−regulation of gene silencing
GO:0031935−regulation of chromatin silencing
GO:0051171−regulation of nitrogen compound...
GO:0010927−cellular component assembly inv...
GO:0006665−sphingolipid metabolic process
GO:0035803−egg coat formation
GO:0009056−catabolic process
GO:0010639−negative regulation of organell...
GO:0006766−vitamin metabolic process
GO:0009755−hormone−mediated signaling path...
GO:0006672−ceramide metabolic process
GO:0072524−pyridine−containing compound me...
GO:1902275−regulation of chromatin organiz...
GO:0080090−regulation of primary metabolic...
GO:0031936−negative regulation of chromati...
GO:0085029−extracellular matrix assembly
GO:0030704−vitelline membrane formation
GO:0051282−regulation of sequestering of c...
GO:0050878−regulation of body fluid levels
GO:0007306−eggshell chorion assembly
GO:0007305−vitelline membrane formation in...
GO:0030703−eggshell formation
GO:0051129−negative regulation of cellular...
GO:0060969−negative regulation of gene sil...
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GO:0070887−cellular response to chemical s...
GO:0016458−gene silencing
GO:0031053−primary miRNA processing
GO:0008589−regulation of smoothened signal...
GO:0046620−regulation of organ growth
GO:0008154−actin polymerization or depolym...
GO:0009948−anterior/posterior axis specifi...
GO:0060033−anatomical structure regression
GO:0035332−positive regulation of hippo si...
GO:0016070−RNA metabolic process
GO:0036503−ERAD pathway
GO:0006901−vesicle coating
GO:0022613−ribonucleoprotein complex bioge...
GO:0048199−vesicle targeting, to, from or ...
GO:0071310−cellular response to organic su...
GO:0070588−calcium ion transmembrane trans...
GO:0035235−ionotropic glutamate receptor s...
GO:0010646−regulation of cell communication
GO:0009954−proximal/distal pattern formation
GO:0035216−haltere disc development
GO:0044267−cellular protein metabolic proc...
GO:0042177−negative regulation of protein ...
GO:1903034−regulation of response to wound...
GO:0070585−protein localization to mitocho...
GO:0016048−detection of temperature stimulus
GO:0009060−aerobic respiration
GO:0007482−haltere development
GO:0030163−protein catabolic process
GO:0050953−sensory perception of light sti...
GO:0072655−establishment of protein locali...
GO:0071806−protein transmembrane transport
GO:0090501−RNA phosphodiester bond hydroly...
GO:0035074−pupation
GO:0043331−response to dsRNA
GO:0046854−phosphatidylinositol phosphoryl...
GO:0008345−larval locomotory behavior
GO:0070572−positive regulation of neuron p...
GO:0050962−detection of light stimulus inv...
GO:0090263−positive regulation of canonica...
GO:0030968−endoplasmic reticulum unfolded ...
GO:0050804−modulation of synaptic transmis...
GO:0048870−cell motility
GO:0016071−mRNA metabolic process
GO:0019751−polyol metabolic process
GO:0071428−rRNA−containing ribonucleoprote...
GO:1902115−regulation of organelle assembly
GO:0048208−COPII vesicle coating
GO:0043170−macromolecule metabolic process
GO:0045943−positive regulation of transcri...
GO:0007034−vacuolar transport
GO:0033750−ribosome localization
GO:0010648−negative regulation of cell com...
GO:0006518−peptide metabolic process
GO:0007099−centriole replication
GO:0048140−male germ−line cyst encapsulation
GO:0046907−intracellular transport
GO:0035209−pupal development
GO:0043039−tRNA aminoacylation
GO:0007298−border follicle cell migration
GO:0048194−Golgi vesicle budding
GO:0007275−multicellular organism developm...
GO:0044237−cellular metabolic process
GO:0032543−mitochondrial translation
GO:0009168−purine ribonucleoside monophosp...
GO:0033692−cellular polysaccharide biosynt...
GO:0046835−carbohydrate phosphorylation
GO:0051236−establishment of RNA localization
GO:0007303−cytoplasmic transport, nurse ce...
GO:0042752−regulation of circadian rhythm
GO:0031060−regulation of histone methylation
GO:0048024−regulation of mRNA splicing, vi...
GO:0033119−negative regulation of RNA spli...
GO:0048878−chemical homeostasis
GO:0006757−ATP generation from ADP
GO:0015931−nucleobase−containing compound ...
GO:1901292−nucleoside phosphate catabolic ...
GO:0001174−transcriptional start site sele...
GO:0032870−cellular response to hormone st...
GO:0003012−muscle system process
GO:0051704−multi−organism process
GO:0043484−regulation of RNA splicing
GO:0048469−cell maturation
GO:0034654−nucleobase−containing compound ...
GO:0019730−antimicrobial humoral response
GO:0007097−nuclear migration
GO:0030725−germline ring canal formation
GO:0007312−oocyte nucleus migration involv...
GO:0035315−hair cell differentiation
GO:0007281−germ cell development
GO:0043412−macromolecule modification
GO:0009798−axis specification
GO:0010038−response to metal ion
GO:0046486−glycerolipid metabolic process
GO:0016441−posttranscriptional gene silenc...
GO:0035152−regulation of tube architecture...
GO:0035825−reciprocal DNA recombination
GO:0061525−hindgut development
GO:0033314−mitotic DNA replication checkpo...
GO:0050806−positive regulation of synaptic...
GO:0051298−centrosome duplication
GO:0050961−detection of temperature stimul...
GO:0050951−sensory perception of temperatu...
GO:0048134−germ−line cyst formation
GO:0060439−trachea morphogenesis
GO:0008219−cell death
GO:0000003−reproduction
GO:0030522−intracellular receptor signalin...
GO:0019362−pyridine nucleotide metabolic p...
GO:0042866−pyruvate biosynthetic process
GO:0000380−alternative mRNA splicing, via ...
GO:0022412−cellular process involved in re...
GO:0009145−purine nucleoside triphosphate ...
GO:0009607−response to biotic stimulus
GO:0031032−actomyosin structure organization
GO:0032502−developmental process
GO:0042692−muscle cell differentiation
GO:0051306−mitotic sister chromatid separa...
GO:0007635−chemosensory behavior
GO:0015850−organic hydroxy compound transp...
GO:0051663−oocyte nucleus localization inv...
GO:0007308−oocyte construction
GO:0036211−protein modification process
GO:1904892−regulation of STAT cascade
GO:0035239−tube morphogenesis
GO:1990542−mitochondrial transmembrane tra...
GO:0090114−COPII−coated vesicle budding
GO:0016050−vesicle organization
GO:0071375−cellular response to peptide ho...
GO:0043068−positive regulation of programm...
GO:0007274−neuromuscular synaptic transmis...
GO:0034629−cellular protein complex locali...
GO:0006353−DNA−templated transcription, te...
GO:0016999−antibiotic metabolic process
GO:0048856−anatomical structure development
GO:0071359−cellular response to dsRNA
GO:0006323−DNA packaging
GO:0043604−amide biosynthetic process
GO:0048209−regulation of vesicle targeting...
GO:0030258−lipid modification
GO:0048680−positive regulation of axon reg...
GO:0090174−organelle membrane fusion
GO:0070570−regulation of neuron projection...
GO:0009968−negative regulation of signal t...
GO:0060541−respiratory system development
GO:0006031−chitin biosynthetic process
GO:0007443−Malpighian tubule morphogenesis
GO:0007498−mesoderm development
GO:0060260−regulation of transcription ini...
GO:0006165−nucleoside diphosphate phosphor...
GO:0009206−purine ribonucleoside triphosph...
GO:0046939−nucleotide phosphorylation
GO:0009166−nucleotide catabolic process
GO:1903311−regulation of mRNA metabolic pr...
GO:0055001−muscle cell development
GO:0010927−cellular component assembly inv...
GO:0032784−regulation of DNA−templated tra...
GO:0071840−cellular component organization...
GO:0007163−establishment or maintenance of...
GO:1990778−protein localization to cell pe...
GO:0045938−positive regulation of circadia...
GO:0006464−cellular protein modification p...
GO:0048520−positive regulation of behavior
GO:0060255−regulation of macromolecule met...
GO:0051171−regulation of nitrogen compound...
GO:0050789−regulation of biological process
GO:0048729−tissue morphogenesis
GO:0035310−notum cell fate specification
GO:1903051−negative regulation of proteoly...
GO:0007156−homophilic cell adhesion via pl...
GO:0043933−macromolecular complex subunit ...
GO:0006626−protein targeting to mitochondr...
GO:0007166−cell surface receptor signaling...
GO:0000076−DNA replication checkpoint
GO:0009791−post−embryonic development
GO:0048646−anatomical structure formation ...
GO:0008152−metabolic process
GO:0035556−intracellular signal transduction
GO:0000041−transition metal ion transport
GO:0048679−regulation of axon regeneration
GO:0051603−proteolysis involved in cellula...
GO:0030727−germarium−derived female germ−l...
GO:0051282−regulation of sequestering of c...
GO:0006952−defense response
GO:0043207−response to external biotic sti...
GO:0097305−response to alcohol
GO:0006096−glycolytic process
GO:0009755−hormone−mediated signaling path...
GO:0051651−maintenance of location in cell
GO:0002682−regulation of immune system pro...
GO:0007010−cytoskeleton organization
GO:0001173−DNA−templated transcriptional s...
GO:0050684−regulation of mRNA processing
GO:0097435−supramolecular fiber organization
GO:0030029−actin filament−based process
GO:0071695−anatomical structure maturation
GO:0048518−positive regulation of biologic...
GO:0046532−regulation of photoreceptor cel...
GO:0031323−regulation of cellular metaboli...
GO:0007309−oocyte axis specification
GO:0065007−biological regulation
GO:0042478−regulation of eye photoreceptor...
GO:0050794−regulation of cellular process
GO:0044743−intracellular protein transmemb...
GO:0036296−response to increased oxygen le...
GO:0002165−instar larval or pupal developm...
GO:0030150−protein import into mitochondri...
GO:0090066−regulation of anatomical struct...
GO:0035194−posttranscriptional gene silenc...
GO:0043603−cellular amide metabolic process
GO:0042364−water−soluble vitamin biosynthe...
GO:0042592−homeostatic process
GO:0050775−positive regulation of dendrite...
GO:0007430−terminal branching, open trache...
GO:0016192−vesicle−mediated transport
GO:0007098−centrosome cycle
GO:0006356−regulation of transcription fro...
GO:0070647−protein modification by small p...
GO:0070646−protein modification by small p...
GO:0009127−purine nucleoside monophosphate...
GO:0046189−phenol−containing compound bios...
GO:0071407−cellular response to organic cy...
GO:0046349−amino sugar biosynthetic process
GO:0051641−cellular localization
GO:0043900−regulation of multi−organism pr...
GO:0042438−melanin biosynthetic process
GO:0022414−reproductive process
GO:0032501−multicellular organismal process
GO:0006754−ATP biosynthetic process
GO:0009124−nucleoside monophosphate biosyn...
GO:0009201−ribonucleoside triphosphate bio...
GO:0072525−pyridine−containing compound bi...
GO:0060401−cytosolic calcium ion transport
GO:0006397−mRNA processing
GO:0008380−RNA splicing
GO:0009994−oocyte differentiation
GO:0035316−non−sensory hair organization
GO:0045314−regulation of compound eye phot...
GO:0046058−cAMP metabolic process
GO:0048193−Golgi vesicle transport
GO:0050793−regulation of developmental pro...
GO:0048511−rhythmic process
GO:0035317−imaginal disc−derived wing hair...
GO:0055076−transition metal ion homeostasis
GO:1902410−mitotic cytokinetic process
GO:0046031−ADP metabolic process
GO:0042753−positive regulation of circadia...
GO:0007030−Golgi organization
GO:0044843−cell cycle G1/S phase transition
GO:0044260−cellular macromolecule metaboli...
GO:0060297−regulation of sarcomere organiz...
GO:0022411−cellular component disassembly
GO:0098534−centriole assembly
GO:0009142−nucleoside triphosphate biosynt...
GO:0051246−regulation of protein metabolic...
GO:0016197−endosomal transport
GO:0019222−regulation of metabolic process
GO:0031050−dsRNA fragmentation
GO:0071577−zinc II ion transmembrane trans...
GO:1903432−regulation of TORC1 signaling
GO:1903036−positive regulation of response...
GO:0055092−sterol homeostasis
GO:0050890−cognition
GO:0051149−positive regulation of muscle c...
GO:0006900−membrane budding
GO:0023057−negative regulation of signaling
GO:0040007−growth
GO:0048102−autophagic cell death
GO:0061333−renal tubule morphogenesis
GO:0006082−organic acid metabolic process
GO:0046621−negative regulation of organ gr...
GO:0032786−positive regulation of DNA−temp...
GO:0000054−ribosomal subunit export from n...
GO:0060429−epithelium development
GO:0048067−cuticle pigmentation
GO:0000462−maturation of SSU−rRNA from tri...
GO:0046834−lipid phosphorylation
GO:0009987−cellular process
GO:0006888−ER to Golgi vesicle−mediated tr...
GO:0009966−regulation of signal transduction
GO:0015988−energy coupled proton transmemb...
GO:0006360−transcription from RNA polymera...
GO:0030239−myofibril assembly
GO:0048135−female germ−line cyst formation
GO:0051179−localization
GO:0006035−cuticle chitin biosynthetic pro...
GO:0046434−organophosphate catabolic process
GO:2000142−regulation of DNA−templated tra...
GO:0071396−cellular response to lipid
GO:0002376−immune system process
GO:0031034−myosin filament assembly
GO:0019363−pyridine nucleotide biosyntheti...
GO:0007626−locomotory behavior
GO:0009132−nucleoside diphosphate metaboli...
GO:0060361−flight
GO:0061061−muscle structure development
GO:0015844−monoamine transport
GO:2000112−regulation of cellular macromol...
GO:0097696−STAT cascade
GO:0007059−chromosome segregation
GO:0080090−regulation of primary metabolic...
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GO:0042065−glial cell growth
GO:0009165−nucleotide biosynthetic process
GO:0010810−regulation of cell−substrate ad...
GO:0030534−adult behavior
GO:0034641−cellular nitrogen compound meta...
GO:0051298−centrosome duplication
GO:0043687−post−translational protein modi...
GO:0038127−ERBB signaling pathway
GO:0016051−carbohydrate biosynthetic process
GO:0044106−cellular amine metabolic process
GO:0070192−chromosome organization involve...
GO:0043043−peptide biosynthetic process
GO:0061844−antimicrobial humoral immune re...
GO:0009308−amine metabolic process
GO:0071265−L−methionine biosynthetic process
GO:0006790−sulfur compound metabolic process
GO:0072655−establishment of protein locali...
GO:0009451−RNA modification
GO:0007631−feeding behavior
GO:0034470−ncRNA processing
GO:0006890−retrograde vesicle−mediated tra...
GO:0009411−response to UV
GO:0005975−carbohydrate metabolic process
GO:0009062−fatty acid catabolic process
GO:0034440−lipid oxidation
GO:0045678−positive regulation of R7 cell ...
GO:0044281−small molecule metabolic process
GO:0001109−promoter clearance during DNA−t...
GO:0010972−negative regulation of G2/M tra...
GO:0043604−amide biosynthetic process
GO:0019748−secondary metabolic process
GO:0055081−anion homeostasis
GO:0042438−melanin biosynthetic process
GO:0032989−cellular component morphogenesis
GO:0034605−cellular response to heat
GO:0006112−energy reserve metabolic process
GO:0010565−regulation of cellular ketone m...
GO:0045463−R8 cell development
GO:0090114−COPII−coated vesicle budding
GO:0048194−Golgi vesicle budding
GO:0070588−calcium ion transmembrane trans...
GO:0045216−cell−cell junction organization
GO:0006625−protein targeting to peroxisome
GO:0043574−peroxisomal transport
GO:0031503−protein−containing complex loca...
GO:0072662−protein localization to peroxis...
GO:0006694−steroid biosynthetic process
GO:0051189−prosthetic group metabolic proc...
GO:0070925−organelle assembly
GO:0045834−positive regulation of lipid me...
GO:0042278−purine nucleoside metabolic pro...
GO:0046889−positive regulation of lipid bi...
GO:0030029−actin filament−based process
GO:0019216−regulation of lipid metabolic p...
GO:0051607−defense response to virus
GO:0031329−regulation of cellular cataboli...
GO:0031331−positive regulation of cellular...
GO:0007517−muscle organ development
GO:1903429−regulation of cell maturation
GO:0040011−locomotion
GO:1901575−organic substance catabolic pro...
GO:1902875−regulation of embryonic pattern...
GO:0032870−cellular response to hormone st...
GO:0051962−positive regulation of nervous ...
GO:0007276−gamete generation
GO:1900180−regulation of protein localizat...
GO:0043697−cell dedifferentiation
GO:0061339−establishment or maintenance of...
GO:0007568−aging
GO:0034453−microtubule anchoring
GO:0090169−regulation of spindle assembly
GO:0090224−regulation of spindle organizat...
GO:0050686−negative regulation of mRNA pro...
GO:0003006−developmental process involved ...
GO:0051128−regulation of cellular componen...
GO:0045595−regulation of cell differentiat...
GO:0110020−regulation of actomyosin struct...
GO:0032502−developmental process
GO:0048522−positive regulation of cellular...
GO:0006998−nuclear envelope organization
GO:0008285−negative regulation of cell pop...
GO:1900182−positive regulation of protein ...
GO:0033119−negative regulation of RNA spli...
GO:0044265−cellular macromolecule cataboli...
GO:0006414−translational elongation
GO:0090501−RNA phosphodiester bond hydroly...
GO:0044282−small molecule catabolic process
GO:0030258−lipid modification
GO:0001120−protein−DNA complex remodeling
GO:0000959−mitochondrial RNA metabolic pro...
GO:0001111−promoter clearance from RNA pol...
GO:0006520−cellular amino acid metabolic p...
GO:0098662−inorganic cation transmembrane ...
GO:0055001−muscle cell development
GO:0043954−cellular component maintenance
GO:0090435−protein localization to nuclear...
GO:1902117−positive regulation of organell...
GO:0002682−regulation of immune system pro...
GO:0051704−multi−organism process
GO:0030163−protein catabolic process
GO:0007431−salivary gland development
GO:0110117−positive regulation of compound...
GO:0050790−regulation of catalytic activity
GO:0044267−cellular protein metabolic proc...
GO:0070585−protein localization to mitocho...
GO:0009072−aromatic amino acid family meta...
GO:0001112−DNA−templated transcription ope...
GO:0019395−fatty acid oxidation
GO:0016054−organic acid catabolic process
GO:0097549−chromatin organization involved...
GO:0006575−cellular modified amino acid me...
GO:0032988−ribonucleoprotein complex disas...
GO:0007309−oocyte axis specification
GO:1903008−organelle disassembly
GO:0050905−neuromuscular process
GO:0043523−regulation of neuron apoptotic ...
GO:0040018−positive regulation of multicel...
GO:0046039−GTP metabolic process
GO:0007279−pole cell formation
GO:0035262−gonad morphogenesis
GO:0008380−RNA splicing
GO:0048104−establishment of body hair or b...
GO:0060415−muscle tissue morphogenesis
GO:0010927−cellular component assembly inv...
GO:0022414−reproductive process
GO:0016999−antibiotic metabolic process
GO:0051239−regulation of multicellular org...
GO:0050793−regulation of developmental pro...
GO:0051130−positive regulation of cellular...
GO:0032504−multicellular organism reproduc...
GO:0009057−macromolecule catabolic process
GO:0072350−tricarboxylic acid metabolic pr...
GO:0035332−positive regulation of hippo si...
GO:0034401−chromatin organization involved...
GO:0040016−embryonic cleavage
GO:0009636−response to toxic substance
GO:1902750−negative regulation of cell cyc...
GO:0042180−cellular ketone metabolic process
GO:0022411−cellular component disassembly
GO:0042181−ketone biosynthetic process
GO:0052646−alditol phosphate metabolic pro...
GO:0090208−positive regulation of triglyce...
GO:0046716−muscle cell cellular homeostasis
GO:0051641−cellular localization
GO:0006900−membrane budding
GO:0046890−regulation of lipid biosyntheti...
GO:0009615−response to virus
GO:0031023−microtubule organizing center o...
GO:0042766−nucleosome mobilization
GO:0090068−positive regulation of cell cyc...
GO:2000431−regulation of cytokinesis  acto...
GO:0010332−response to gamma radiation
GO:0030537−larval behavior
GO:0051058−negative regulation of small GT...
GO:0002181−cytoplasmic translation
GO:0019228−neuronal action potential
GO:0034367−protein−containing complex remo...
GO:0090305−nucleic acid phosphodiester bon...
GO:0044272−sulfur compound biosynthetic pr...
GO:0061988−karyosome formation
GO:0001113−transcription open complex form...
GO:1902532−negative regulation of intracel...
GO:0030717−karyosome formation
GO:0006356−regulation of transcription fro...
GO:0006360−transcription from RNA polymera...
GO:0034198−cellular response to amino acid...
GO:0022613−ribonucleoprotein complex bioge...
GO:0006082−organic acid metabolic process
GO:0034660−ncRNA metabolic process
GO:0006518−peptide metabolic process
GO:0009116−nucleoside metabolic process
GO:0010822−positive regulation of mitochon...
GO:0061061−muscle structure development
GO:0046189−phenol−containing compound bios...
GO:0010866−regulation of triglyceride bios...
GO:0044550−secondary metabolite biosynthet...
GO:0097435−supramolecular fiber organization
GO:1903312−negative regulation of mRNA met...
GO:0007523−larval visceral muscle developm...
GO:0006949−syncytium formation
GO:0044237−cellular metabolic process
GO:0009056−catabolic process
GO:0048646−anatomical structure formation ...
GO:0048869−cellular developmental process
GO:0061448−connective tissue development
GO:0032886−regulation of microtubule−based...
GO:0042127−regulation of cell population p...
GO:0008283−cell population proliferation
GO:0000003−reproduction
GO:1901565−organonitrogen compound catabol...
GO:0006099−tricarboxylic acid cycle
GO:0034629−cellular protein complex locali...
GO:0051603−proteolysis involved in cellula...
GO:0060361−flight
GO:0051647−nucleus localization
GO:0007097−nuclear migration
GO:0050918−positive chemotaxis
GO:1901293−nucleoside phosphate biosynthet...
GO:0006342−chromatin silencing
GO:0006412−translation
GO:0044087−regulation of cellular componen...
GO:0006997−nucleus organization
GO:0051668−localization within membrane
GO:1901657−glycosyl compound metabolic pro...
GO:0140053−mitochondrial gene expression
GO:0097164−ammonium ion metabolic process
GO:0030104−water homeostasis
GO:0010821−regulation of mitochondrion org...
GO:0008202−steroid metabolic process
GO:0034497−protein localization to phagoph...
GO:0044743−intracellular protein transmemb...
GO:0044257−cellular protein catabolic proc...
GO:0002376−immune system process
GO:0042692−muscle cell differentiation
GO:0045214−sarcomere organization
GO:0006950−response to stress
GO:0034622−cellular protein−containing com...
GO:0045471−response to ethanol
GO:0009067−aspartate family amino acid bio...
GO:1990928−response to amino acid starvation
GO:0046580−negative regulation of Ras prot...
GO:0071826−ribonucleoprotein complex subun...
GO:0033554−cellular response to stress
GO:0140253−cell−cell fusion
GO:0051302−regulation of cell division
GO:0043696−dedifferentiation
GO:0051258−protein polymerization
GO:0051781−positive regulation of cell div...
GO:1901566−organonitrogen compound biosynt...
GO:0043603−cellular amide metabolic process
GO:0007010−cytoskeleton organization
GO:0051402−neuron apoptotic process
GO:0006996−organelle organization
GO:0072663−establishment of protein locali...
GO:0043545−molybdopterin cofactor metaboli...
GO:0071840−cellular component organization...
GO:0030239−myofibril assembly
GO:0016071−mRNA metabolic process
GO:0048644−muscle organ morphogenesis
GO:0048518−positive regulation of biologic...
GO:0022412−cellular process involved in re...
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GO:0032989−cellular component morphogenesis
GO:0051704−multi−organism process
GO:2001023−regulation of response to drug
GO:0030239−myofibril assembly
GO:0042692−muscle cell differentiation
GO:0006099−tricarboxylic acid cycle
GO:0010821−regulation of mitochondrion org...
GO:0032879−regulation of localization
GO:0048869−cellular developmental process
GO:0032502−developmental process
GO:0034660−ncRNA metabolic process
GO:0010941−regulation of cell death
GO:0009263−deoxyribonucleotide biosyntheti...
GO:0031329−regulation of cellular cataboli...
GO:0060402−calcium ion transport into cyto...
GO:0051283−negative regulation of sequeste...
GO:0030029−actin filament−based process
GO:0010942−positive regulation of cell death
GO:0060361−flight
GO:0022412−cellular process involved in re...
GO:0048133−male germ−line stem cell asymme...
GO:0035212−cell competition in a multicell...
GO:0000912−assembly of actomyosin apparatu...
GO:0009262−deoxyribonucleotide metabolic p...
GO:0009894−regulation of catabolic process
GO:0060341−regulation of cellular localiza...
GO:0097435−supramolecular fiber organization
GO:0051282−regulation of sequestering of c...
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GO:0070887−cellular response to chemical s...
GO:0016458−gene silencing
GO:0031053−primary miRNA processing
GO:0008589−regulation of smoothened signal...
GO:0046620−regulation of organ growth
GO:0008154−actin polymerization or depolym...
GO:0009948−anterior/posterior axis specifi...
GO:0060033−anatomical structure regression
GO:0035332−positive regulation of hippo si...
GO:0016070−RNA metabolic process
GO:0036503−ERAD pathway
GO:0006901−vesicle coating
GO:0022613−ribonucleoprotein complex bioge...
GO:0048199−vesicle targeting, to, from or ...
GO:0071310−cellular response to organic su...
GO:0070588−calcium ion transmembrane trans...
GO:0035235−ionotropic glutamate receptor s...
GO:0010646−regulation of cell communication
GO:0009954−proximal/distal pattern formation
GO:0035216−haltere disc development
GO:0044267−cellular protein metabolic proc...
GO:0042177−negative regulation of protein ...
GO:1903034−regulation of response to wound...
GO:0070585−protein localization to mitocho...
GO:0016048−detection of temperature stimulus
GO:0009060−aerobic respiration
GO:0007482−haltere development
GO:0030163−protein catabolic process
GO:0050953−sensory perception of light sti...
GO:0072655−establishment of protein locali...
GO:0071806−protein transmembrane transport
GO:0090501−RNA phosphodiester bond hydroly...
GO:0035074−pupation
GO:0043331−response to dsRNA
GO:0046854−phosphatidylinositol phosphoryl...
GO:0008345−larval locomotory behavior
GO:0070572−positive regulation of neuron p...
GO:0050962−detection of light stimulus inv...
GO:0090263−positive regulation of canonica...
GO:0030968−endoplasmic reticulum unfolded ...
GO:0050804−modulation of synaptic transmis...
GO:0048870−cell motility
GO:0016071−mRNA metabolic process
GO:0019751−polyol metabolic process
GO:0071428−rRNA−containing ribonucleoprote...
GO:1902115−regulation of organelle assembly
GO:0048208−COPII vesicle coating
GO:0043170−macromolecule metabolic process
GO:0045943−positive regulation of transcri...
GO:0007034−vacuolar transport
GO:0033750−ribosome localization
GO:0010648−negative regulation of cell com...
GO:0006518−peptide metabolic process
GO:0007099−centriole replication
GO:0048140−male germ−line cyst encapsulation
GO:0046907−intracellular transport
GO:0035209−pupal development
GO:0043039−tRNA aminoacylation
GO:0007298−border follicle cell migration
GO:0048194−Golgi vesicle budding
GO:0007275−multicellular organism developm...
GO:0044237−cellular metabolic process
GO:0032543−mitochondrial translation
GO:0009168−purine ribonucleoside monophosp...
GO:0033692−cellular polysaccharide biosynt...
GO:0046835−carbohydrate phosphorylation
GO:0051236−establishment of RNA localization
GO:0007303−cytoplasmic transport, nurse ce...
GO:0042752−regulation of circadian rhythm
GO:0031060−regulation of histone methylation
GO:0048024−regulation of mRNA splicing, vi...
GO:0033119−negative regulation of RNA spli...
GO:0048878−chemical homeostasis
GO:0006757−ATP generation from ADP
GO:0015931−nucleobase−containing compound ...
GO:1901292−nucleoside phosphate catabolic ...
GO:0001174−transcriptional start site sele...
GO:0032870−cellular response to hormone st...
GO:0003012−muscle system process
GO:0051704−multi−organism process
GO:0043484−regulation of RNA splicing
GO:0048469−cell maturation
GO:0034654−nucleobase−containing compound ...
GO:0019730−antimicrobial humoral response
GO:0007097−nuclear migration
GO:0030725−germline ring canal formation
GO:0007312−oocyte nucleus migration involv...
GO:0035315−hair cell differentiation
GO:0007281−germ cell development
GO:0043412−macromolecule modification
GO:0009798−axis specification
GO:0010038−response to metal ion
GO:0046486−glycerolipid metabolic process
GO:0016441−posttranscriptional gene silenc...
GO:0035152−regulation of tube architecture...
GO:0035825−reciprocal DNA recombination
GO:0061525−hindgut development
GO:0033314−mitotic DNA replication checkpo...
GO:0050806−positive regulation of synaptic...
GO:0051298−centrosome duplication
GO:0050961−detection of temperature stimul...
GO:0050951−sensory perception of temperatu...
GO:0048134−germ−line cyst formation
GO:0060439−trachea morphogenesis
GO:0008219−cell death
GO:0000003−reproduction
GO:0030522−intracellular receptor signalin...
GO:0019362−pyridine nucleotide metabolic p...
GO:0042866−pyruvate biosynthetic process
GO:0000380−alternative mRNA splicing, via ...
GO:0022412−cellular process involved in re...
GO:0009145−purine nucleoside triphosphate ...
GO:0009607−response to biotic stimulus
GO:0031032−actomyosin structure organization
GO:0032502−developmental process
GO:0042692−muscle cell differentiation
GO:0051306−mitotic sister chromatid separa...
GO:0007635−chemosensory behavior
GO:0015850−organic hydroxy compound transp...
GO:0051663−oocyte nucleus localization inv...
GO:0007308−oocyte construction
GO:0036211−protein modification process
GO:1904892−regulation of STAT cascade
GO:0035239−tube morphogenesis
GO:1990542−mitochondrial transmembrane tra...
GO:0090114−COPII−coated vesicle budding
GO:0016050−vesicle organization
GO:0071375−cellular response to peptide ho...
GO:0043068−positive regulation of programm...
GO:0007274−neuromuscular synaptic transmis...
GO:0034629−cellular protein complex locali...
GO:0006353−DNA−templated transcription, te...
GO:0016999−antibiotic metabolic process
GO:0048856−anatomical structure development
GO:0071359−cellular response to dsRNA
GO:0006323−DNA packaging
GO:0043604−amide biosynthetic process
GO:0048209−regulation of vesicle targeting...
GO:0030258−lipid modification
GO:0048680−positive regulation of axon reg...
GO:0090174−organelle membrane fusion
GO:0070570−regulation of neuron projection...
GO:0009968−negative regulation of signal t...
GO:0060541−respiratory system development
GO:0006031−chitin biosynthetic process
GO:0007443−Malpighian tubule morphogenesis
GO:0007498−mesoderm development
GO:0060260−regulation of transcription ini...
GO:0006165−nucleoside diphosphate phosphor...
GO:0009206−purine ribonucleoside triphosph...
GO:0046939−nucleotide phosphorylation
GO:0009166−nucleotide catabolic process
GO:1903311−regulation of mRNA metabolic pr...
GO:0055001−muscle cell development
GO:0010927−cellular component assembly inv...
GO:0032784−regulation of DNA−templated tra...
GO:0071840−cellular component organization...
GO:0007163−establishment or maintenance of...
GO:1990778−protein localization to cell pe...
GO:0045938−positive regulation of circadia...
GO:0006464−cellular protein modification p...
GO:0048520−positive regulation of behavior
GO:0060255−regulation of macromolecule met...
GO:0051171−regulation of nitrogen compound...
GO:0050789−regulation of biological process
GO:0048729−tissue morphogenesis
GO:0035310−notum cell fate specification
GO:1903051−negative regulation of proteoly...
GO:0007156−homophilic cell adhesion via pl...
GO:0043933−macromolecular complex subunit ...
GO:0006626−protein targeting to mitochondr...
GO:0007166−cell surface receptor signaling...
GO:0000076−DNA replication checkpoint
GO:0009791−post−embryonic development
GO:0048646−anatomical structure formation ...
GO:0008152−metabolic process
GO:0035556−intracellular signal transduction
GO:0000041−transition metal ion transport
GO:0048679−regulation of axon regeneration
GO:0051603−proteolysis involved in cellula...
GO:0030727−germarium−derived female germ−l...
GO:0051282−regulation of sequestering of c...
GO:0006952−defense response
GO:0043207−response to external biotic sti...
GO:0097305−response to alcohol
GO:0006096−glycolytic process
GO:0009755−hormone−mediated signaling path...
GO:0051651−maintenance of location in cell
GO:0002682−regulation of immune system pro...
GO:0007010−cytoskeleton organization
GO:0001173−DNA−templated transcriptional s...
GO:0050684−regulation of mRNA processing
GO:0097435−supramolecular fiber organization
GO:0030029−actin filament−based process
GO:0071695−anatomical structure maturation
GO:0048518−positive regulation of biologic...
GO:0046532−regulation of photoreceptor cel...
GO:0031323−regulation of cellular metaboli...
GO:0007309−oocyte axis specification
GO:0065007−biological regulation
GO:0042478−regulation of eye photoreceptor...
GO:0050794−regulation of cellular process
GO:0044743−intracellular protein transmemb...
GO:0036296−response to increased oxygen le...
GO:0002165−instar larval or pupal developm...
GO:0030150−protein import into mitochondri...
GO:0090066−regulation of anatomical struct...
GO:0035194−posttranscriptional gene silenc...
GO:0043603−cellular amide metabolic process
GO:0042364−water−soluble vitamin biosynthe...
GO:0042592−homeostatic process
GO:0050775−positive regulation of dendrite...
GO:0007430−terminal branching, open trache...
GO:0016192−vesicle−mediated transport
GO:0007098−centrosome cycle
GO:0006356−regulation of transcription fro...
GO:0070647−protein modification by small p...
GO:0070646−protein modification by small p...
GO:0009127−purine nucleoside monophosphate...
GO:0046189−phenol−containing compound bios...
GO:0071407−cellular response to organic cy...
GO:0046349−amino sugar biosynthetic process
GO:0051641−cellular localization
GO:0043900−regulation of multi−organism pr...
GO:0042438−melanin biosynthetic process
GO:0022414−reproductive process
GO:0032501−multicellular organismal process
GO:0006754−ATP biosynthetic process
GO:0009124−nucleoside monophosphate biosyn...
GO:0009201−ribonucleoside triphosphate bio...
GO:0072525−pyridine−containing compound bi...
GO:0060401−cytosolic calcium ion transport
GO:0006397−mRNA processing
GO:0008380−RNA splicing
GO:0009994−oocyte differentiation
GO:0035316−non−sensory hair organization
GO:0045314−regulation of compound eye phot...
GO:0046058−cAMP metabolic process
GO:0048193−Golgi vesicle transport
GO:0050793−regulation of developmental pro...
GO:0048511−rhythmic process
GO:0035317−imaginal disc−derived wing hair...
GO:0055076−transition metal ion homeostasis
GO:1902410−mitotic cytokinetic process
GO:0046031−ADP metabolic process
GO:0042753−positive regulation of circadia...
GO:0007030−Golgi organization
GO:0044843−cell cycle G1/S phase transition
GO:0044260−cellular macromolecule metaboli...
GO:0060297−regulation of sarcomere organiz...
GO:0022411−cellular component disassembly
GO:0098534−centriole assembly
GO:0009142−nucleoside triphosphate biosynt...
GO:0051246−regulation of protein metabolic...
GO:0016197−endosomal transport
GO:0019222−regulation of metabolic process
GO:0031050−dsRNA fragmentation
GO:0071577−zinc II ion transmembrane trans...
GO:1903432−regulation of TORC1 signaling
GO:1903036−positive regulation of response...
GO:0055092−sterol homeostasis
GO:0050890−cognition
GO:0051149−positive regulation of muscle c...
GO:0006900−membrane budding
GO:0023057−negative regulation of signaling
GO:0040007−growth
GO:0048102−autophagic cell death
GO:0061333−renal tubule morphogenesis
GO:0006082−organic acid metabolic process
GO:0046621−negative regulation of organ gr...
GO:0032786−positive regulation of DNA−temp...
GO:0000054−ribosomal subunit export from n...
GO:0060429−epithelium development
GO:0048067−cuticle pigmentation
GO:0000462−maturation of SSU−rRNA from tri...
GO:0046834−lipid phosphorylation
GO:0009987−cellular process
GO:0006888−ER to Golgi vesicle−mediated tr...
GO:0009966−regulation of signal transduction
GO:0015988−energy coupled proton transmemb...
GO:0006360−transcription from RNA polymera...
GO:0030239−myofibril assembly
GO:0048135−female germ−line cyst formation
GO:0051179−localization
GO:0006035−cuticle chitin biosynthetic pro...
GO:0046434−organophosphate catabolic process
GO:2000142−regulation of DNA−templated tra...
GO:0071396−cellular response to lipid
GO:0002376−immune system process
GO:0031034−myosin filament assembly
GO:0019363−pyridine nucleotide biosyntheti...
GO:0007626−locomotory behavior
GO:0009132−nucleoside diphosphate metaboli...
GO:0060361−flight
GO:0061061−muscle structure development
GO:0015844−monoamine transport
GO:2000112−regulation of cellular macromol...
GO:0097696−STAT cascade
GO:0007059−chromosome segregation
GO:0080090−regulation of primary metabolic...
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GO:0042065−glial cell growth
GO:0009165−nucleotide biosynthetic process
GO:0010810−regulation of cell−substrate ad...
GO:0030534−adult behavior
GO:0034641−cellular nitrogen compound meta...
GO:0051298−centrosome duplication
GO:0043687−post−translational protein modi...
GO:0038127−ERBB signaling pathway
GO:0016051−carbohydrate biosynthetic process
GO:0044106−cellular amine metabolic process
GO:0070192−chromosome organization involve...
GO:0043043−peptide biosynthetic process
GO:0061844−antimicrobial humoral immune re...
GO:0009308−amine metabolic process
GO:0071265−L−methionine biosynthetic process
GO:0006790−sulfur compound metabolic process
GO:0072655−establishment of protein locali...
GO:0009451−RNA modification
GO:0007631−feeding behavior
GO:0034470−ncRNA processing
GO:0006890−retrograde vesicle−mediated tra...
GO:0009411−response to UV
GO:0005975−carbohydrate metabolic process
GO:0009062−fatty acid catabolic process
GO:0034440−lipid oxidation
GO:0045678−positive regulation of R7 cell ...
GO:0044281−small molecule metabolic process
GO:0001109−promoter clearance during DNA−t...
GO:0010972−negative regulation of G2/M tra...
GO:0043604−amide biosynthetic process
GO:0019748−secondary metabolic process
GO:0055081−anion homeostasis
GO:0042438−melanin biosynthetic process
GO:0032989−cellular component morphogenesis
GO:0034605−cellular response to heat
GO:0006112−energy reserve metabolic process
GO:0010565−regulation of cellular ketone m...
GO:0045463−R8 cell development
GO:0090114−COPII−coated vesicle budding
GO:0048194−Golgi vesicle budding
GO:0070588−calcium ion transmembrane trans...
GO:0045216−cell−cell junction organization
GO:0006625−protein targeting to peroxisome
GO:0043574−peroxisomal transport
GO:0031503−protein−containing complex loca...
GO:0072662−protein localization to peroxis...
GO:0006694−steroid biosynthetic process
GO:0051189−prosthetic group metabolic proc...
GO:0070925−organelle assembly
GO:0045834−positive regulation of lipid me...
GO:0042278−purine nucleoside metabolic pro...
GO:0046889−positive regulation of lipid bi...
GO:0030029−actin filament−based process
GO:0019216−regulation of lipid metabolic p...
GO:0051607−defense response to virus
GO:0031329−regulation of cellular cataboli...
GO:0031331−positive regulation of cellular...
GO:0007517−muscle organ development
GO:1903429−regulation of cell maturation
GO:0040011−locomotion
GO:1901575−organic substance catabolic pro...
GO:1902875−regulation of embryonic pattern...
GO:0032870−cellular response to hormone st...
GO:0051962−positive regulation of nervous ...
GO:0007276−gamete generation
GO:1900180−regulation of protein localizat...
GO:0043697−cell dedifferentiation
GO:0061339−establishment or maintenance of...
GO:0007568−aging
GO:0034453−microtubule anchoring
GO:0090169−regulation of spindle assembly
GO:0090224−regulation of spindle organizat...
GO:0050686−negative regulation of mRNA pro...
GO:0003006−developmental process involved ...
GO:0051128−regulation of cellular componen...
GO:0045595−regulation of cell differentiat...
GO:0110020−regulation of actomyosin struct...
GO:0032502−developmental process
GO:0048522−positive regulation of cellular...
GO:0006998−nuclear envelope organization
GO:0008285−negative regulation of cell pop...
GO:1900182−positive regulation of protein ...
GO:0033119−negative regulation of RNA spli...
GO:0044265−cellular macromolecule cataboli...
GO:0006414−translational elongation
GO:0090501−RNA phosphodiester bond hydroly...
GO:0044282−small molecule catabolic process
GO:0030258−lipid modification
GO:0001120−protein−DNA complex remodeling
GO:0000959−mitochondrial RNA metabolic pro...
GO:0001111−promoter clearance from RNA pol...
GO:0006520−cellular amino acid metabolic p...
GO:0098662−inorganic cation transmembrane ...
GO:0055001−muscle cell development
GO:0043954−cellular component maintenance
GO:0090435−protein localization to nuclear...
GO:1902117−positive regulation of organell...
GO:0002682−regulation of immune system pro...
GO:0051704−multi−organism process
GO:0030163−protein catabolic process
GO:0007431−salivary gland development
GO:0110117−positive regulation of compound...
GO:0050790−regulation of catalytic activity
GO:0044267−cellular protein metabolic proc...
GO:0070585−protein localization to mitocho...
GO:0009072−aromatic amino acid family meta...
GO:0001112−DNA−templated transcription ope...
GO:0019395−fatty acid oxidation
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