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Supplemental Figure 7:  Gro phosphorylation in follicle cells requires EGFR 

(A-C) Stage 10 follicles with GFP+ EGFRF2 clones stained for GFP, pGro, and DAPI.  pGro is 

detectable in the GFP�± EGFRF2/+ follicle cells (the cells outside of the area traced by solid lines) but 

not in most of the GFP+ EGFRF2 cells within the clone (clones are traced by solid lines).  GFP+ cells 

that remain pGro+ are usually located along the midline of the egg chamber, at the anterior edge of 

the oocyte.  Scale bar = 50 µm. 
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Supplemental Table 1:  RNAseq results of wildtype vs EGFRλtop expressing follicle cells

Significance testing of differential expression by RNA-seq using the DESeq2 method. 

Supplemental Table 2:  Selected transcription factors with a significant increase or decrease 

in transcript abundance upon expression of EGFRλtop in follicle cells

Includes fold change and significance values as well as phenotype penetrance observed upon RNAi 

knockdown. 

Click here to Download Table S1

Click here to Download Table S2
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Click here to Download MatLab Scripts.zip

MatLab Scripts

http://www.biologists.com/DEV_Movies/DEV143263/TableS1.csv
http://www.biologists.com/DEV_Movies/DEV143263/TableS2.csv
http://www.biologists.com/DEV_Movies/DEV143263/Matlabscripts.zip


Supplemental Table 3: Competition bias values. 

Lists the bias values, standard error, and p-values that correspond to the graph in Figure 6C. 

Development 143: doi:10.1242/dev.143263: Supplementary information
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7 dpci 14 dpci 21 dpci 
FRT 2A 
Total ovarioles scored 539 428 390 
Single 134 48 18 
Double 77 97 78 

FRT 40A 
Total ovarioles scored 337 431 389 
Single 120 74 47 
Double 22 69 85 

Six4 RNAi 
Total ovarioles scored 376 447 401 
Single 134 77 36 
Double 17 92 93 

Six4(108) 
Total ovarioles scored 517 642 423 
Single 71 21 3 
Double 9 77 39 

Six4 overexpression 
Total ovarioles scored 344 325 296 
Single 108 60 43 
Double 8 27 28 

gro RNAi 
Total ovarioles scored 628 562 490 
Single 105 42 11 
Double 10 2 0 

Gro(AA) overexpression 
Total ovarioles scored 577 557 333 
Single 86 45 10 
Double 0 0 0 

Supplemental Table 4:  FSC clone frequencies. 

Lists the total number of ovarioles scored and the clone frequencies observed for each genotype.  

These raw data were used to generate the values displayed in Figure 6A-C. 
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