Isolated Developmental Stages

Embryo L1 Adult herm. Whole Organism Isolated Tissues Infection
6 substages 3 subconditions
polyA selected 2/139M 2/111M 4/195M 2/97TM

small RNA selected 8/51M 1/10M 10/ 106M 1/5M 4/16M

3' UTR selected 1/0.5M 1/0.2M 1/0.1M 3/11M

Expression Tiling Arrays experiments 3 1 5%
factors 5 7
experiments 6 8
mapped reads 81M 147M

ChIP-chip experiments 3
ChlIP-{seq,chip}, Polll ChlIP-seq experiments 3 3
mapped reads 27.8M 39M

mark types 16

experiments 22

: : factors 18

ChlIP-chip, Chromatin SRS 31

experiments 1

mapped reads 42M

Experiment Type

Inferred Genomic Representative Developmental Stages

Elements Embryo v L2 V)
35,097 35,568 34,471
14,854 16,257 10,949
39,328 42,421
152 127
895 936

TF Peaks (# factors) 17,147 (5) 26,944 (7) 8,060 (4) 3,749 (2) 551 (1)
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Fig 5
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