
Enrichments
Class E pi(PC32) Methylation 2 31 10 45.39 9.1E-06
Class E pi(23 minutes) Protein conjugation factor 7 925 12 4.44 2.6E-05
Class E pi(23 minutes) Protein phosphatase 6 925 13 3.51 5.5E-04
Class E pi(23 minutes) Germline maintenance is defective 4 925 6 5.07 2.1E-04
Class E pi(23 minutes) Lethal embryonic 37 925 171 1.65 6.5E-04
Class E pi(23 minutes) Pvl 11 347 27 2.74 2.0E-04
Class E pi(41 minutes) Helicase 4 361 16 4.87 9.4E-04
Class E pi(41 minutes) Abnormal vulva 7 361 36 3.79 3.8E-04
Class E pi(41 minutes) Oogenesis is defective 6 361 32 3.65 9.8E-04
Class E pi(41 minutes) Emb 42 133 476 1.55 5.9E-04
Class E pi(41 minutes) Mul 2 133 4 8.77 7.0E-04
Class E pi(53 minutes) Chromatin chromosome structure 21 888 47 3.54 8.6E-09
Class E pi(53 minutes) Nucleotide metabolism 4 888 7 4.53 5.3E-04
Class E pi(53 minutes) DNA binding protein 23 888 90 2.02 2.3E-04
Class E pi(53 minutes) Dosage compensation defects 5 888 9 4.40 2.4E-04
Class E pi(53 minutes) Lethal 4 888 6 5.28 1.7E-04
Class E pi(53 minutes) DNA associated direct or indirect 40 888 168 1.89 1.7E-05
Class E pi(53 minutes) Ribosome associated 8 888 20 3.17 3.6E-04
Class E pi(53 minutes) Glycosylation unknown type 2 888 2 7.92 3.0E-12
Class E pi(53 minutes) Methylation 6 888 10 4.75 4.2E-05
Class E pi(53 minutes) Nuclear 51 888 244 1.66 7.6E-05
Class E pi(53 minutes) Chromosome X 138 888 865 1.26 9.0E-04
Class E pi(66 minutes) Protein synthesis 7 284 39 4.45 1.3E-04
Class E pi(66 minutes) RNA splicing 4 284 15 6.61 2.2E-04
Class E pi(66 minutes) RNA binding protein 10 284 56 4.42 1.1E-05
Class E pi(66 minutes) Cell death is defective 3 284 12 6.19 1.0E-03
Class E pi(66 minutes) Ribosome associated 7 284 20 8.67 5.3E-07
Class E pi(66 minutes) Emb 37 102 476 1.78 4.4E-05
Class E pi(66 minutes) Etv 4 102 13 7.04 1.4E-04
Class E pi(66 minutes) Gro 12 102 100 2.74 2.9E-04
Class E pi(66 minutes) Oth 2 102 5 9.15 7.6E-04
Class E pi(66 minutes) Ste 14 102 123 2.60 2.0E-04
Class E pi(83 minutes) Transcription factor 14 425 99 2.34 8.1E-04
Class E pi(83 minutes) Muscle fibers are abnormal 4 425 12 5.52 4.4E-04
Class E pi(83 minutes) Paralyzed 4 425 13 5.09 6.7E-04
Class E pi(83 minutes) Lva 17 137 117 2.47 1.0E-04
Class E pi(101 minutes) 11 introns 5 335 18 5.83 1.3E-04
Class E pi(101 minutes) Cell fate lineage defects 11 335 44 5.25 5.9E-07
Class E pi(101 minutes) Spn 2 125 4 9.33 5.8E-04
Class E pi(186 minutes) Lva 15 101 117 2.96 2.5E-05
Class E Chromatin chromosome structure 35 3678 47 1.42 5.2E-04
Class E Pol II transcription 64 3678 92 1.33 2.3E-04
Class E DNA binding protein 63 3678 90 1.34 1.9E-04
Class E Guanine nucleotide exchange factor 2 3678 2 1.91 0.0E+00
Class E Transcription factor 77 3678 99 1.49 3.6E-08
Class E Cell migration defects 23 3678 26 1.69 1.4E-05
Class E Dark intestine 2 3678 2 1.91 0.0E+00
Class E Defective dye filling of amphid phasmid sensory neurons 4 3678 4 1.91 0.0E+00
Class E Extra cell deaths occur 4 3678 4 1.91 0.0E+00
Class E Germline maintenance is defective 6 3678 6 1.91 0.0E+00
Class E Hatching is defective 2 3678 2 1.91 0.0E+00
Class E Lethal larval 43 3678 55 1.50 1.8E-05
Class E Pharynx development is defective 2 3678 2 1.91 0.0E+00
Class E Touch sensation is defective 5 3678 5 1.91 3.3E-13
Class E XO animals are hermaphrodites 2 3678 2 1.91 0.0E+00
Class E DNA associated direct or indirect 115 3678 168 1.31 5.8E-06
Class E Ribosome associated 17 3678 20 1.63 4.1E-04
Class E C terminal geranylgeranylation 2 3678 2 1.91 0.0E+00
Class E Glycosyl phosphatidylinositol anchor 4 3678 4 1.91 0.0E+00
Class E Glycosylation unknown type 2 3678 2 1.91 0.0E+00
Class E N terminus unmodified 3 3678 3 1.91 0.0E+00
Class E Basolateral plasma membrane 2 3678 2 1.91 0.0E+00
Class E Mitochondrial matrix 3 3678 3 1.91 0.0E+00
Class E Nuclear 160 3678 244 1.25 7.2E-06
Class E Peroxisome 4 3678 4 1.91 0.0E+00
Class E Emb 291 1268 476 1.12 3.4E-04
Class E Lva 81 1268 117 1.27 2.7E-04
Class E Muv 3 1268 3 1.84 0.0E+00
Class E Prl 2 1268 2 1.84 0.0E+00
Class E Pvl 22 1268 27 1.50 7.2E-04
Class E Chromosome X 499 3678 865 1.10 2.9E-04
Class ET max(41 minutes) Helicase 2 59 16 14.90 2.9E-04
Class ET max(41 minutes) Other kinase 2 59 5 47.69 5.5E-06
Class ET max(41 minutes) Altered fertility 2 59 20 11.92 5.8E-04
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Class ET max(41 minutes) Oogenesis is defective 3 59 32 11.18 1.3E-04
Class ET max(53 minutes) Regulatory subunit 2 260 5 10.82 4.7E-04
Class ET max(53 minutes) Spd 2 87 4 13.41 2.0E-04
Class ET max(83 minutes) Chromatin chromosome structure 10 278 47 5.38 1.5E-06
Class ET max(83 minutes) DNA binding protein 14 278 90 3.94 1.9E-06
Class ET max(83 minutes) Transcription factor 12 278 99 3.07 1.3E-04
Class ET max(83 minutes) DNA associated direct or indirect 19 278 168 2.86 9.0E-06
Class ET max(83 minutes) Methylation 4 278 10 10.12 2.0E-05
Class ET max(83 minutes) Nuclear 27 278 244 2.80 2.9E-07
Class ET max(101 minutes) Protein conjugation factor 3 216 12 8.14 3.5E-04
Class ET max(101 minutes) Defective neuronal development 3 216 15 6.51 9.0E-04
Class ET max(101 minutes) Touch sensation is defective 2 216 5 13.03 2.7E-04
Class ET max(101 minutes) Pvl 4 64 27 5.40 6.7E-04
Class ET max(122 minutes) Abnormal alae 2 118 6 19.87 8.9E-05
Class ET max(122 minutes) Abnormal vulva 4 118 36 6.62 3.0E-04
Class ET max(122 minutes) Chromosome X 26 118 865 1.79 8.9E-04
Class ET max(143 minutes) Transcription factor 7 125 99 3.98 3.5E-04
Class ET max(143 minutes) Multiple vulva like structures 3 125 12 14.07 4.2E-05
Class ET max(143 minutes) DNA associated direct or indirect 9 125 168 3.02 7.7E-04
Class ET max(143 minutes) Spn 2 46 4 25.36 2.8E-05
Class M Energy generation 15 6062 15 1.16 3.3E-12
Class M Nuclear cytoplasmic transport 9 6062 9 1.16 5.1E-12
Class M Other metabolism 4 6062 4 1.16 1.1E-11
Class M Pol III transcription 2 6062 2 1.16 8.1E-12
Class M Protein folding 16 6062 16 1.16 4.0E-12
Class M Protein synthesis 39 6062 39 1.16 9.1E-12
Class M RNA turnover 7 6062 7 1.16 8.8E-12
Class M Recombination 7 6062 7 1.16 8.8E-12
Class M Active transporter secondary 8 6062 8 1.16 6.4E-12
Class M Chaperones 15 6062 15 1.16 3.3E-12
Class M Complex assembly protein 9 6062 9 1.16 5.1E-12
Class M Conserved ATPase domain 4 6062 4 1.16 1.1E-11
Class M Cyclin 2 6062 2 1.16 8.1E-12
Class M GTPase activating protein 3 6062 3 1.16 7.0E-12
Class M Helicase 16 6062 16 1.16 4.0E-12
Class M Ligase 13 6062 13 1.16 5.8E-12
Class M Major Facilitator Superfamily 2 6062 2 1.16 8.1E-12
Class M Other kinase 5 6062 5 1.16 8.1E-12
Class M Other phosphatase 2 6062 2 1.16 8.1E-12
Class M Proteasome subunit 25 6062 25 1.16 1.0E-11
Class M RNA polymerase subunit 4 6062 4 1.16 1.1E-11
Class M Ribosomal subunit 2 6062 2 1.16 8.1E-12
Class M Spliceosomal subunit 6 6062 6 1.16 0.0E+00
Class M Topoisomerase 2 6062 2 1.16 8.1E-12
Class M Translation factor 13 6062 13 1.16 5.8E-12
Class M tRNA synthetase 3 6062 3 1.16 7.0E-12
Class M 13 introns 7 6062 7 1.16 8.8E-12
Class M 16 introns 5 6062 5 1.16 8.1E-12
Class M 17 introns 6 6062 6 1.16 0.0E+00
Class M 20 introns 2 6062 2 1.16 8.1E-12
Class M 22 introns 2 6062 2 1.16 8.1E-12
Class M Abnormal alae 6 6062 6 1.16 0.0E+00
Class M Abnormal rhythms 7 6062 7 1.16 8.8E-12
Class M Abnormal rolling 3 6062 3 1.16 7.0E-12
Class M Constipated 5 6062 5 1.16 8.1E-12
Class M Constitutive dauer formation 10 6062 10 1.16 0.0E+00
Class M Dark intestine 2 6062 2 1.16 8.1E-12
Class M Defective dauer formation 5 6062 5 1.16 8.1E-12
Class M Defects in neurotransmitter metabolism 2 6062 2 1.16 8.1E-12
Class M Embryonic partitioning is defective 5 6062 5 1.16 8.1E-12
Class M Extracellular matrix defects cuticle 3 6062 3 1.16 7.0E-12
Class M Germline maintenance is defective 6 6062 6 1.16 0.0E+00
Class M Hermaphrodite germline is feminized 3 6062 3 1.16 7.0E-12
Class M High incidence of males 9 6062 9 1.16 5.1E-12
Class M Increased frequency of chromosome nondisjunction 9 6062 9 1.16 5.1E-12
Class M Increased thermotolerance 2 6062 2 1.16 8.1E-12
Class M Lethargic 10 6062 10 1.16 0.0E+00
Class M Long 2 6062 2 1.16 8.1E-12
Class M Meiosis is defective 21 6062 21 1.16 2.7E-12
Class M Short 9 6062 9 1.16 5.1E-12
Class M Protein synthesis factor 11 6062 11 1.16 1.1E-11
Class M Ribosome associated 20 6062 20 1.16 4.1E-12
Class M Diphthamide formation 2 6062 2 1.16 8.1E-12
Class M Glycosylation unknown type 2 6062 2 1.16 8.1E-12
Class M Lysine methylation 2 6062 2 1.16 8.1E-12
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Class M N terminal myristylation 2 6062 2 1.16 8.1E-12
Class M N terminus unmodified 3 6062 3 1.16 7.0E-12
Class M O linked glycosylation 2 6062 2 1.16 8.1E-12
Class M Apical plasma membrane 2 6062 2 1.16 8.1E-12
Class M Basolateral plasma membrane 2 6062 2 1.16 8.1E-12
Class M Cell body soma 5 6062 5 1.16 8.1E-12
Class M Centrosome spindle pole body 15 6062 15 1.16 3.3E-12
Class M Extracellular matrix cuticle and basement membrane 2 6062 2 1.16 8.1E-12
Class M Mitochondrial inner membrane 3 6062 3 1.16 7.0E-12
Class M Mitochondrial matrix 3 6062 3 1.16 7.0E-12
Class M Nuclear matrix 2 6062 2 1.16 8.1E-12
Class M Nuclear nucleolus 2 6062 2 1.16 8.1E-12
Class M Nuclear transport factor 3 6062 3 1.16 7.0E-12
Class M Abs 3 2090 3 1.12 0.0E+00
Class M Bmd 25 2090 25 1.12 0.0E+00
Class M Clr 7 2090 7 1.12 0.0E+00
Class M Cyk 2 2090 2 1.12 0.0E+00
Class M Dpy 20 2090 20 1.12 0.0E+00
Class M Emb 459 2090 476 1.08 3.3E-10
Class M Etv 13 2090 13 1.12 0.0E+00
Class M Gro 98 2090 100 1.09 1.7E-04
Class M Lon 3 2090 3 1.12 0.0E+00
Class M Mei 5 2090 5 1.12 0.0E+00
Class M Mul 4 2090 4 1.12 0.0E+00
Class M Nmo 6 2090 6 1.12 0.0E+00
Class M Ocs 8 2090 8 1.12 0.0E+00
Class M Pna 4 2090 4 1.12 0.0E+00
Class M Pnm 2 2090 2 1.12 0.0E+00
Class M Sle 4 2090 4 1.12 0.0E+00
Class M Spd 4 2090 4 1.12 0.0E+00
Class M Spn 4 2090 4 1.12 0.0E+00
Class M Chromosome I 1139 6062 1275 1.04 8.5E-05
Class M Chromosome III 1128 6062 1261 1.04 5.3E-05
Class MD pd(PC32) Protein translocation 2 155 8 11.35 5.4E-04
Class MD pd(PC32) Receptor protein translocation 2 155 4 22.69 4.1E-05
Class MD pd(23 minutes) Lva 24 230 117 2.08 1.0E-04
Class MD pd(23 minutes) Chromosome III 126 551 1261 1.28 8.9E-04
Class MD pd(41 minutes) Proteasome subunit 6 367 25 4.60 2.1E-04
Class MD pd(53 minutes) Proteasome subunit 8 733 25 3.07 6.0E-04
Class MD pd(53 minutes) Topoisomerase 2 733 2 9.60 0.0E+00
Class MD pd(53 minutes) Chromosome I 169 733 1275 1.27 1.5E-04
Class MD pd(66 minutes) Cell stress 4 159 20 8.85 6.5E-05
Class MD pd(66 minutes) Heat shock protein 2 159 9 9.83 8.6E-04
Class MD pd(66 minutes) Cytoplasmic 10 159 142 3.12 3.5E-04
Class MD Isomerase 11 1764 19 2.31 4.9E-04
Class MD Proteasome subunit 16 1764 25 2.55 7.4E-06
Class MD Topoisomerase 2 1764 2 3.99 3.7E-12
Class MD Lva 52 700 117 1.48 2.4E-04
Class MD Chromosome I 387 1764 1275 1.21 9.4E-07
Class MDE Carbohydrate metabolism 7 643 16 4.79 3.1E-05
Class MDE Isomerase 6 643 19 3.46 9.8E-04
Class MDE Lva 27 254 117 2.12 2.8E-05
Class MDE Chromosome III 147 643 1261 1.28 3.5E-04
Class ME Carbohydrate metabolism 12 2705 16 1.95 5.9E-04
Class ME Chromatin chromosome structure 29 2705 47 1.60 3.6E-04
Class ME Mitosis 24 2705 37 1.69 3.1E-04
Class ME Protein synthesis 26 2705 39 1.73 9.3E-05
Class ME Isomerase 14 2705 19 1.92 3.8E-04
Class ME Translation factor 10 2705 13 2.00 8.8E-04
Class ME Abnormal vulva 23 2705 36 1.66 5.5E-04
Class ME Dark intestine 2 2705 2 2.60 0.0E+00
Class ME Germline maintenance is defective 6 2705 6 2.60 0.0E+00
Class ME Lethal larval 37 2705 55 1.75 3.7E-06
Class ME Ribosome associated 17 2705 20 2.21 2.5E-06
Class ME Glycosylation unknown type 2 2705 2 2.60 0.0E+00
Class ME N terminus unmodified 3 2705 3 2.60 0.0E+00
Class ME Basolateral plasma membrane 2 2705 2 2.60 0.0E+00
Class ME Mitochondrial matrix 3 2705 3 2.60 0.0E+00
Class ME Nuclear 118 2705 244 1.26 5.4E-04
Class ME Emb 274 1025 476 1.31 6.1E-12
Class ME Lva 76 1025 117 1.48 8.4E-07
Class ME Lvl 26 1025 38 1.56 6.1E-04
Class ME Pvl 20 1025 27 1.69 3.4E-04
Class ME Chromosome I 558 2705 1275 1.14 7.9E-06
Class ME Chromosome III 543 2705 1261 1.12 9.6E-05
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Class MET Protein conjugation factor 6 915 12 3.84 2.7E-04
Class MET Abnormal alae 4 915 6 5.13 2.0E-04
Class MET Dark intestine 2 915 2 7.69 0.0E+00
Class MET Methylation 6 915 10 4.61 5.2E-05
Class MET Emb 100 353 476 1.39 3.8E-05
Class MET Pvl 12 353 27 2.94 4.7E-05
Class MET Chromosome I 212 915 1275 1.28 1.4E-05
Class SE pi(41 minutes) Chromosome II 25 61 1300 2.22 1.0E-05
Class SE pi(53 minutes) N linked glycosylation 4 342 16 5.14 7.4E-04
Class SE pi(53 minutes) WT 68 75 1739 1.22 9.2E-05
Class SE pi(53 minutes) Chromosome II 87 342 1300 1.38 4.1E-04
Class SE pi(53 minutes) Chromosome V 87 342 1212 1.48 3.2E-05
Class SE pi(66 minutes) Pol II transcription 4 55 92 5.56 7.1E-04
Class SE pi(66 minutes) Transcription factor 5 55 99 6.46 1.1E-04
Class SE pi(83 minutes) ATP binding cassette 2 123 6 19.07 1.0E-04
Class SE pi(83 minutes) Chromosome X 30 123 865 1.98 5.7E-05
Class SE pi(101 minutes) Pol II transcription 6 97 92 4.73 2.6E-04
Class SE pi(101 minutes) Transcription factor 6 97 99 4.40 4.0E-04
Class SE pi(101 minutes) Cell fate lineage defects 5 97 44 8.24 2.7E-05
Class SE pi(122 minutes) Chromosome X 23 93 865 2.01 2.6E-04
Class SE pi(143 minutes) 8 introns 4 67 30 14.00 8.0E-06
Class SE pi(186 minutes) Oxidoreductase 2 53 23 11.54 6.4E-04
Class SE pi(186 minutes) Cell migration defects 2 53 26 10.21 9.3E-04
Class SE pi(186 minutes) Chromosome X 21 53 865 3.22 7.9E-08
Class SE Pol II transcription 24 973 92 1.89 5.2E-04
Class SE Transcription factor 30 973 99 2.19 5.4E-06
Class SE Cell migration defects 10 973 26 2.78 3.5E-04
Class SE Touch sensation is defective 4 973 5 5.78 5.0E-05
Class SE N linked glycosylation 7 973 16 3.16 6.0E-04
Class SE Prl 2 243 2 9.60 0.0E+00
Class SE WT 213 243 1739 1.18 3.7E-08
Class SE Chromosome X 170 973 865 1.42 1.5E-07
Class SET 18 introns 2 441 4 7.98 9.3E-04
Class SET WT 95 109 1739 1.17 3.0E-04
Class SET Chromosome II 114 441 1300 1.40 2.9E-05
Class SM Pol III transcription 2 3357 2 2.10 0.0E+00
Class SM Cyclin 2 3357 2 2.10 0.0E+00
Class SM GTPase activating protein 3 3357 3 2.10 0.0E+00
Class SM Major Facilitator Superfamily 2 3357 2 2.10 0.0E+00
Class SM Proteasome subunit 23 3357 25 1.93 2.5E-07
Class SM Topoisomerase 2 3357 2 2.10 0.0E+00
Class SM tRNA synthetase 3 3357 3 2.10 0.0E+00
Class SM 20 introns 2 3357 2 2.10 0.0E+00
Class SM 22 introns 2 3357 2 2.10 0.0E+00
Class SM Defects in neurotransmitter metabolism 2 3357 2 2.10 0.0E+00
Class SM Hermaphrodite germline is feminized 3 3357 3 2.10 0.0E+00
Class SM Lysine methylation 2 3357 2 2.10 0.0E+00
Class SM O linked glycosylation 2 3357 2 2.10 0.0E+00
Class SM WT 844 1065 1739 1.06 5.9E-07
Class SMD Protein degradation 18 953 49 2.71 9.1E-06
Class SMD Recombination 4 953 7 4.22 7.5E-04
Class SMD Conserved ATPase domain 3 953 4 5.54 3.3E-04
Class SMD Proteasome subunit 16 953 25 4.72 5.7E-10
Class SMD Topoisomerase 2 953 2 7.38 0.0E+00
Class SMD Cytoplasmic 34 953 142 1.77 2.4E-04
Class SMD Endoplasmic reticulum 11 953 32 2.54 5.9E-04
Class SMD Ocs 6 384 8 4.56 2.1E-05
Class SMD Chromosome I 215 953 1275 1.24 7.8E-05

Depletions
Class E pi(66 minutes) WT 55 102 1739 0.72 1.00000
Class E pi(83 minutes) WT 85 137 1739 0.83 0.99941
Class E pi(101 minutes) Chromosome II 39 335 1300 0.63 0.99965
Class E Proteasome subunit 2 3678 25 0.15 1.00000
Class E WT 895 1268 1739 0.95 1.00000
Class ET max(66 minutes) Chromosome X 8 181 865 0.36 0.99978
Class M Transcription factor 69 6062 99 0.81 0.99998
Class M WT 1526 2090 1739 0.98 1.00000
Class M Chromosome X 695 6062 865 0.93 1.00000
Class MD pd(23 minutes) Chromosome X 24 551 865 0.35 1.00000
Class MD pd(53 minutes) Chromosome X 38 733 865 0.42 1.00000
Class MD pd(66 minutes) Chromosome X 7 159 865 0.36 0.99946
Class MD Pol II transcription 6 1764 92 0.26 1.00000
Class MD Signal transduction 18 1764 152 0.47 0.99997
Class MD DNA binding protein 9 1764 90 0.40 0.99974
Class MD Receptor signalling 3 1764 73 0.16 1.00000
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Class MD Transcription factor 5 1764 99 0.20 1.00000
Class MD DNA associated direct or indirect 19 1764 168 0.45 0.99999
Class MD Nuclear 40 1764 244 0.65 0.99939
Class MD Chromosome X 96 1764 865 0.44 1.00000
Class MDE Receptor signalling 0 643 73 0.00 0.99912
Class MDE Nuclear 9 643 244 0.40 0.99929
Class MDE Chromosome X 44 643 865 0.56 1.00000
Class ME Proteasome subunit 2 2705 25 0.21 0.99929
Class ME WT 682 1025 1739 0.89 1.00000
Class ME Chromosome V 403 2705 1212 0.86 0.99998
Class SE pi(53 minutes) Emb 4 75 476 0.26 0.99980
Class SE pi(53 minutes) Chromosome III 39 342 1261 0.64 0.99952
Class SE pi(83 minutes) Chromosome III 9 123 1261 0.41 0.99942
Class SE Emb 17 243 476 0.34 1.00000
Class SE Chromosome I 136 973 1275 0.77 0.99988
Class SE Chromosome III 133 973 1261 0.76 0.99992
Class SET Emb 8 109 476 0.36 0.99988
Class SET Chromosome III 50 441 1261 0.63 0.99994
Class SM Pol II transcription 28 3357 92 0.64 0.99948
Class SM DNA binding protein 27 3357 90 0.63 0.99956
Class SM Transcription factor 22 3357 99 0.47 1.00000
Class SM Cell migration defects 3 3357 26 0.24 0.99990
Class SM Lethal larval 12 3357 55 0.46 0.99994
Class SM DNA associated direct or indirect 53 3357 168 0.66 0.99999
Class SM Nuclear 84 3357 244 0.72 0.99999
Class SM Emb 185 1065 476 0.85 0.99950
Class SM Lva 36 1065 117 0.67 0.99945
Class SM Chromosome X 366 3357 865 0.89 0.99962
Class SMD Pol II transcription 3 953 92 0.24 0.99913
Class SMD Transcription factor 1 953 99 0.07 0.99999
Class SMD Lethal larval 0 953 55 0.00 0.99968
Class SMD Chromosome X 45 953 865 0.38 1.00000

Enrichments and depletions of gene annotations in all 45 expression classes and subclasses. Enrichments are shown first in alphabetical order by class name,
followed by depletions in alphabetical order. See Fig. 10 and Materials and Methods for class names and definitions. Enrichments and depletions are determined
by a hypergeometric probablility analysis and are shown where significant (P<0.001). Functional categories are from Worm Proteome Database and three-letter
abbreviations correspond to RNAi phenotypes from WormBase. For RNAi phenotypes ‘Total in group’ does not correspond to the class size but rather the
number of genes in the class for which an RNAi assay has been published.
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