
3.0E-05 6.2E-06 4.5E-04 2.4E-04 4.2E-03 0.074 0.097 0.006 0.040 Trans-membrane proteins
2.9E-04 8.2E-08 0.010 0.034 0.048 0.032 0.228 0.108 0.162 Cytoskeletal
5.9E-03 8.8E-06 0.009 0.011 0.060 0.039 2.8E-04 1.6E-05 1.1E-13 Metabolic vs2

0.007 0.002 0.012 0.007 0.004 0.133 0.149 0.138 0.127 Secreted proteins
4.0E-03 0.009 0.042 0.002 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 0.112 0.118 Receptors
0.058 0.002 0.015 0.007 0.001 0.120 0.155 0.006 0.016 Transcription factor/DNA binding
0.193 0.101 0.091 0.096 2.2E-04 0.031 0.008 0.163 0.043 Major signaling pathways
0.061 0.118 0.125 0.112 0.004 0.061 0.005 0.000 6.1E-11 Mitochondrial
0.021 0.021 0.151 0.139 0.058 0.153 0.064 0.184 2.7E-06 Transporters
0.274 0.223 1.000 0.230 0.236 1.000 0.213 0.109 0.001 Ribosome
0.024 0.054 0.151 0.120 0.048 0.073 0.142 0.072 0.006 RNA-binding

16-cc    
2b

16-cc     
3 st 2GSC/CB/

2-cc 4-cc 8-cc 16-cc    
2a I

16-cc    
2a II

16-cc 
2ab

TF/CC aEC cEC pEC FSC/   
pre-FC pre-stalk stalk polar

4.8E-04 4.1E-15 6.4E-08 0.243 0.370 0.001 8.3E-06 1.1E-06 Major signaling pathways
0.057 2.4E-05 0.007 0.160 0.118 0.019 0.060 0.005 Secreted proteins

3.1E-05 2.7E-04 0.166 0.315 0.284 0.057 0.015 0.272 Chaperone and heat shock proteins
0.006 2.9E-04 0.010 0.271 0.008 3.0E-06 2.4E-04 1.8E-08 Matrisome
0.002 0.050 5.1E-07 0.011 0.368 0.001 1.4E-05 1.9E-06 Glycoproteins
0.004 0.042 1.9E-04 6.9E-05 0.130 0.033 0.074 0.025 Metabolic vs2
0.060 0.043 6.8E-04 0.250 0.304 0.103 0.025 0.141 Receptors
0.012 0.049 0.003 0.108 0.095 0.083 0.007 0.050 Trans-membrane proteins
0.105 0.264 0.004 0.032 0.335 0.241 0.171 1.000 Autophagy-related
0.148 0.021 0.009 0.351 0.370 0.069 0.173 0.142 Kinases
0.062 0.060 0.029 4.2E-04 0.092 4.0E-04 3.6E-03 0.060 Mitochondrial
0.023 0.079 0.028 0.319 4.2E-05 1.4E-06 8.4E-06 3.2E-03 Cytoskeletal
0.034 0.011 0.066 0.030 0.127 0.010 0.025 0.030 Transcription factor/DNA binding

en
tna

Snoo
Glut4EF

emc
ovo
Bx

mirr
ea

E(spl)m3−HLH
tj

Dsp1
Coop

E(spl)mbeta−HLH
Dad
kay
jigr1
bun

Ssb−c31a
bowl

CG6701
Eip93F

ab
sbb

CG5953
Six4

CG4404
Eip75B

CG15365
CG45050
CG14441
mei−P26
CG3838

Xrp1
Psc
Hnf4
Mnt

mod
peb
br
La
klu
CG1620
HmgZ
HmgD
D1
so
eya
rgr
mamo
aop
cas
dl
fru
ct
sim
CG9932
zfh1
Atf3
Lmpt
Sox14
NK7.1
Pur−alpha
gcl
apt
E(spl)m7−HLH
slbo
psq
dpn
ttk
brat
CrebA
edl
Unr

-2

-1

0

1

2

TF
/C

C
aE

C
cE

C
pE

C
FS

C
/p

re
-F

C
pr

e-
st

al
k

st
al

k
po

la
r

Vas pMAD

Tj pERK

pMAD

pERK TjE

D`D

E``E`

A

B

C

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 μm. E - Visualization of pERK (magenta, grayscale) and Tj (cyan, 
grayscale) expression in germarium. Scale bars - 10 μm. 


