GSC/CB/ dece 8-cc 16-cc  16-cc  16-cc  16-cc  16-cc st2
2-cc 2al 2all 2ab 2b 3
4.2E-03 0.074 0.097 0.006 0.040| Trans-membrane proteins
0.010)  0.034 0.048 0.032 0.228 0.108 0.162 | Cytoskeletal

5.9E-03 0.009] 0.011 0.060{ 0.039 Metabolic vs2

0.007 0.012] 0.007)  0.004] 0.133] 0.149] 0.138] 0.127|Secreted proteins

4.0E-03 0.009 0.042 0.206 0.260 1.000 0.020 0.025|Chaperone and heat shock proteins
0.009] 0.012) 0.092( 0.108] 0.081 0.119] 0.209] 0.112f  0.118|Receptors
0.058- 0.015]  0.007 0.120 0.155|  0.006 0.016| Transcription factor/DNA binding
0.193] 0.101 0.091 0.096 0.031 0.008] 0.163]  0.043[Major signaling pathways

0.061 0.118] 0125 0.112]  0.004| 0.061 0.005 Mitochondrial
0.021 0.021 0.151 0.139] 0.058) 0.153| 0.064] 0.184 Transporters
0.274|  0.223 1.000{ 0.230] 0.236 1.000) 0.213] 0.109 Ribosome

0.024]  0.054] 0.151 0.120]  0.048] 0.073] 0.142] 0.072]  0.006|RNA-binding

B TFICC  aEC cEC pEC p':esglc pre-stalk stalk  polar
0.243 0.370 Maijor signaling pathways
0.057 0.007] 0.160f 0.118] 0.019] 0.060|  0.005|Secreted proteins
0.166 0.315 0.284 0.057 0.015 0.272[Chaperone and heat shock proteins

0.006 0.010 0.271 0.008 Matrisome

0.050 0.011 0.368 Glycoproteins

0.042 0.130{ 0.033] 0.074] 0.025|Metabolic vs2
0.060]  0.043 0250/ 0.304| 0.103] 0.025] 0.141[Receptors
0.012 0.049 0.108 0.095 0.083 0.007 0.050|Trans-membrane proteins
0.105] 0.264)  0.004| 0.032) 0335 0.241 0.171 1.000 [Autophagy-related
0.148|  0.021 0.009] 0.351 0.370 0.173|  0.142|Kinases
0.062| 0.060] 0.029 0.092 3.6E-03|  0.060|Mitochondrial

0.023 0.079 0.028 0.319 Cytoskeletal
0.034 0.011 0.066 0.030 0.127 0.010 0.025]  0.030|Transcription factor/DNA binding
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Supplemental Figure 4.
A - A table showing p-values of gene class enrichment in GC cluster markers. Darker purple shading indicates lower p-values.
B - A table showing p-values of gene class enrichment in somatic cell of germarium cluster markers. Darker purple shading
indicates lower p-values. C - A heatmap visualizing average expression levels of differentially expressed transcription factors in
somatic cells of germarium. Red indicates highest and blue lowest expression. D - Visualization of pMad (magenta, grayscale)
and Vas (cyan) expression in germarium. Scale bars - 10 ym. E - Visualization of pERK (magenta, grayscale) and Tj (cyan,
grayscale) expression in germarium. Scale bars - 10 ym.



