
Enrichments
Cluster 1 Cytokinesis 2 568 2 5.56 0.0E+00
Cluster 1 Meiosis 10 568 20 2.78 2.0E-04
Cluster 1 Nuclear cytoplasmic transport 4 568 5 4.45 1.9E-04
Cluster 1 Protein degradation 15 568 37 2.25 3.0E-04
Cluster 1 Proteasome subunit 13 568 21 3.44 1.1E-06
Cluster 1 Embryonic partitioning is defective 3 568 3 5.56 0.0E+00
Cluster 1 Nuclear pore 5 568 6 4.63 3.3E-05
Cluster 1 Chromosome IV 115 568 497 1.29 6.0E-04
Cluster 3 Mei 2 87 3 8.54 4.6E-04
Cluster 5 Plasma membrane 5 153 25 4.13 9.7E-04
Cluster 5 Chromosome X 35 153 335 2.16 1.8E-06
Cluster 7 Protein conjugation factor 3 113 8 10.48 9.8E-05
Cluster 8 Chromosome III 31 108 542 1.67 7.9E-04
Cluster 9 Protein phosphatase 3 88 9 11.96 6.4E-05
Cluster 10 Methylation 2 76 8 10.38 6.9E-04
Cluster 10 Led 2 21 8 13.27 3.0E-04
Cluster 10 Chromosome II 26 76 623 1.73 8.3E-04
Cluster 12 Unknown 11 46 186 4.06 8.2E-06
Cluster 12 Unknown 9 46 185 3.34 2.4E-04
Cluster 12 Actin cytoskeleton associated 2 46 10 13.73 3.2E-04
Cluster 12 Chromosome X 14 46 335 2.87 4.2E-05
Cluster 13 Abnormal male specific structure s 2 41 13 11.85 5.3E-04
Cluster 13 Cell fate lineage defects 3 41 26 8.88 3.0E-04
Cluster 13 Bmd 3 15 12 18.58 9.9E-06
Cluster 13 Chromosome X 11 41 335 2.53 7.6E-04
Cluster 14 9 introns 2 38 13 12.78 4.2E-04
Cluster 15 RNA processing modification 2 35 17 10.61 7.6E-04
Cluster 17 Protein modification 3 30 42 7.52 5.8E-04
Cluster 17 Protein conjugation factor 2 30 8 26.31 4.2E-05
Cluster 19 Cell structure 2 28 19 11.87 5.5E-04
Cluster 19 Abnormal vulva 2 28 22 10.25 8.6E-04
Cluster 21 Led 2 9 8 30.97 2.0E-05
Cluster 22 Etv 2 16 8 17.42 1.3E-04
Cluster 23 Plasma membrane 2 25 25 10.10 9.0E-04
Cluster 24 2 introns 2 19 24 13.85 3.5E-04
Cluster 24 7 introns 2 19 23 14.45 3.0E-04
Cluster 28 WT 6 6 798 1.40 1.0E-12
Cluster 37 WT 2 2 798 1.40 5.4E-13
Cluster 41 Lethal larval 2 9 34 20.63 9.2E-05
Cluster 49 WT 3 3 798 1.40 1.4E-12
Cluster 49 Chromosome I 5 6 646 4.07 7.2E-05
Cluster 50 Emb 2 2 256 4.36 3.5E-14
Cluster 52 1 intron 2 6 14 75.17 1.4E-06
Cluster 52 Chromosome V 4 6 510 4.13 5.6E-04
Cluster 53 WT 3 3 798 1.40 1.4E-12
Cluster 55 WT 2 2 798 1.40 5.4E-13
Cluster 60 Protein modification 2 5 42 30.07 2.2E-05
Cluster 62 Signal transduction 2 5 50 25.26 3.7E-05
Cluster 69 WT 3 3 798 1.40 1.4E-12
Cluster 72 WT 2 2 798 1.40 5.4E-13
Cluster 74 Emb 2 2 256 4.36 3.5E-14
Cluster 76 WT 3 3 798 1.40 1.4E-12
Cluster 76 Chromosome I 3 3 646 4.89 0.0E+00
Cluster 81 Chromosome III 3 3 542 5.82 0.0E+00
Cluster 86 WT 2 2 798 1.40 5.4E-13
Cluster 91 Chromosome I 2 2 646 4.89 0.0E+00
Cluster 102 WT 2 2 798 1.40 5.4E-13
Cluster 102 Chromosome I 2 2 646 4.89 0.0E+00

Depletions
Cluster 1 Chromosome X 23 568 335 0.38 1.00000
Cluster 3 Chromosome X 5 244 335 0.19 1.00000
Cluster 6 Chromosome X 3 141 335 0.20 0.99990
Cluster 8 Chromosome X 1 108 335 0.09 0.99994

Enrichments and depletions of gene annotations in all 106 expression clusters. Enrichments and depletions are determined by a
hypergeometric probability analysis and are shown where significant (P<0.001). Functional categories are from Worm Proteome
Database (www.incyte.com/proteome) (Costanzo, 2001) and three-letter abbreviations correspond to RNAi phenotypes from
WormBase. Mei, defective meiosis; Led, late embryo defect; Bmd, body morphology defective; Etv, embryonic terminal arrest variable;
Emb, embryonic lethal. For RNAi phenotypes ‘Total in group’ does not correspond to the cluster size but rather the number of genes in
the cluster for which an RNAi assay has been published; for all other annotations ‘Total in group’ is equivalent to cluster size.

Table A. Gene annotations of expression clusters
Expression Class in Total in Class in Fold 
group Gene class group group background enrichment P


