Supplemental Table 1.  List of genes identified in the JAK/STAT screen. “Phenotype” indicates the effect of dsRNA-mediated knockdown of the corresponding gene on the JAK/STAT reporter gene activity. Reporter activity from a control sample transfected with lacZ dsRNA was set to 1 and those from the remaining genes were represented accordingly. Average values from two independent experiments are shown. In reporter assay involving 6X-STAT-synthetic-luc, genes were considered as “pass the test with reporter containing consensus sites” if they caused an increase in reporter activity by two standard deviations or more when knocked down by dsRNA. Information on molecular function and protein domain was obtained from Flybase (http://flybase.bio.indiana.edu/) and the Berkeley Drosophila Genome Project (http://www.bdgp.org/). Human orthologs to genes identified in the screen were determined. All candidate genes were subjected to Blast searches using www.ncbi.nih.gov/BLAST against the Homo sapiens non-redundant database. GI numbers were given for gene identities. Reciprocal Best Blast (RBB) was performed with Human orthologs by querying them against the Drosophila non-redundant database. All orthologs that returned the starting Drosophila ortholog were considered to be the RBB (+). ND = Not Determined or unknown. The majority of dsRNAs in the screen represent unique sequences that do not have extensive overlaps with any other dsRNAs.  Some dsRNAs have 21bp overlaps with four or fewer other dsRNAs.  These dsRNAs were considered “on-target” only if none of the dsRNAs with which they overlap were not identified as candidate genes in the primary screen.  29 dsRNAs have overlaps of 21bp or more with five or more other dsRNAs.  These dsRNAs were considered to have potential  “off-target” effects.

Supplemental Table 2. The PTP61F transgene rescues lethality in flies carrying UAS-Upd GMR-Gal4/+; Df(3)ED4238/+. Crosses were set up as indicated and the number of progeny of various genotypes was counted.
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