Figure 6-Source Data 2. Significant DE genes between sst1.1 §-cells and 20 dpt bihormonal cells.
DESeq comparison (Padj<0.05)
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-1,01

-1,01

-1,01

-1,01

-1,02

-1,02

-1,03

-1,03

-1,03

-1,03

-1,03

-1,04

-1,04

-1,04

4,98E-02
3,41E-02
4,97E-02
4,29E-02
2,05E-03
4,64E-02
4,12E-02
4,99E-02
3,69E-02
4,99E-02
3,83E-02
4,71E-02
4,96E-02
4,23E-02
1,12E-02
4,59E-02
4,22E-02
4,97E-02
4,29E-02
4,69E-02
4,68E-02
3,69E-02
4,64E-02
4,32E-02
4,74E-02
4,40E-02
4,40E-02
2,85E-02
4,12E-02
8,02E-03
4,99E-02
4,32E-02
4,69E-02
4,64E-02
4,68E-02
4,41E-02
2,36E-02
2,81E-02
3,30E-02
2,72E-02
4,38E-02
4,62E-02
4,32E-02
4,25E-02
4,69E-02
2,57E-02
4,24E-02
4,88E-02
4,51E-02
5,64E-03
4,64E-02
3,30E-02
4,40E-02
4,41E-02
4,71E-02
4,23E-02
3,62E-02
1,27E-02
1,47E-02
4,32E-02
4,40E-02
4,41E-02
4,71E-02



ENSDARG00000060835
ENSDARG00000062020
ENSDARG00000000966
ENSDARG00000070371
ENSDARG00000026548
ENSDARG00000063352
ENSDARG00000104435
ENSDARG00000075670
ENSDARG00000113393
ENSDARG00000074702
ENSDARG00000053200
ENSDARG00000013224
ENSDARG00000069970
ENSDARG00000016830
ENSDARG00000061378
ENSDARG00000041702
ENSDARG00000069208
ENSDARG00000036442
ENSDARG00000092359
ENSDARG00000018296
ENSDARG00000099449
ENSDARG00000037066
ENSDARG00000079104
ENSDARG00000062553
ENSDARG00000098592
ENSDARG00000061282
ENSDARG00000004336
ENSDARG00000076895
ENSDARG00000103361
ENSDARG00000074169
ENSDARG00000063007
ENSDARG00000062258
ENSDARG00000056165
ENSDARG00000076943
ENSDARG00000074558
ENSDARG00000061021
ENSDARG00000098909
ENSDARG00000103390
ENSDARG00000035655
ENSDARG00000089357
ENSDARG00000010023
ENSDARG00000087921
ENSDARG00000104101
ENSDARG00000073905
ENSDARG00000060257
ENSDARG00000063253
ENSDARG00000069006
ENSDARG00000077656
ENSDARG00000026784
ENSDARG00000061656
ENSDARG00000021405
ENSDARG00000090844
ENSDARG00000103288
ENSDARG00000034893
ENSDARG00000078924
ENSDARG00000059870
ENSDARG00000035452
ENSDARG00000105056
ENSDARG00000000324
ENSDARG00000088689
ENSDARG00000103746
ENSDARG00000101270
ENSDARG00000059557

tecpr2

gsel

ncor2

kat7a

cyp2ul
inpp4aa
si:ch73-217b7.1
rereb
CABZ01080601.1
arfgef2

dis3l

phc2b

lingo2b

rimkla

smg8

rfx6

stx71

atplilc
si:dkeyp-113d7.10
revl

atrx|

Igals8a

mfhas1

bachla
zgc:92140
glgla

exocd

firt3

tshz3b

gpam

apc2

armc8
si:ch211-215a310.4
Ihfpldb
cntnap2b
fam160ala
SHC3
cacna2d2a
rad21b

miga2
CU856539.1
plcel
si:ch73-287m6.1
zgc:92481
zranbla
hecw2b

tle3b

arfgef3

robol

ptpdcla

chd3
CABZ01054965.1
PDPR

rarab

tmco4

clk2b

camkkla

znf45I

dcaf8
si:ch211-20101.1
mapkbpl

kIh18

xylt2

272
282
4415
435
210
280
372
549
192
483
88
85
478
389
166
2696
131
332
94
196
344
77
365
225
344
1704
784
1589
851
260
666
151
174
250
536
136
194
1930
162
155
616
1181
643
175
504
77
690
3627
1453
91
425
211
201
172
68
150
542
43
194
276
129
190
123

128
136
2082
205
98
132
175
256
89
224
40
39
219
178
76
1222
59
151
43
88
154
34
160
99
151
736
338
679
364
111
284
64
72
104
223
56
80
779
67
63
252
478
261
70
206
31
271
1404
577
36
168
81
79
67
25
57
212
16
73
108
48
71
46

-1,04
-1,05
-1,05
-1,05
-1,05
-1,05
-1,06
-1,07
-1,07
-1,07
-1,08
-1,08
-1,08
-1,09
-1,09
-1,09
-1,10
1,11
-1,12
1,12
-1,12
1,13
-1,14
-1,15
-1,15
-1,16
-1,16
1,17
-1,18
-1,18
-1,19
1,19
-1,20
-1,20
1,21
-1,21
-1,22
-1,22
-1,22
-1,23
-1,23
-1,24
-1,24
-1,25
-1,27
-1,27
-1,28
-1,29
-1,29
-1,29
-1,29
-1,30
-1,30
-1,31
1,31
-1,31
1,31
-1,32
1,32
-1,32
-1,34
-1,34
-1,35

3,69E-02
2,81E-02
4,32E-02
4,89E-02
4,69E-02
4,29E-02
2,91E-02
4,59E-02
4,38E-02
3,54E-02
4,06E-02
4,56E-02
3,41E-02
3,88E-02
2,46E-02
4,03E-02
4,32E-02
2,21E-02
2,21E-02
4,41E-02
2,81E-02
4,06E-02
4,42E-02
4,62E-02
3,49E-02
4,32E-02
4,29E-02
4,69E-02
4,23E-02
3,83E-02
3,58E-02
2,52E-02
4,62E-02
4,50E-02
4,99E-02
4,32E-02
4,64E-02
4,89E-02
4,62E-02
4,69E-02
4,24E-02
4,62E-02
3,38E-02
4,69E-02
3,44E-03
2,31E-02
3,54E-02
4,59E-02
2,22E-02
1,83E-02
3,06E-02
4,98E-02
2,01E-02
1,47E-02
4,44E-02
3,26E-02
1,69E-02
4,64E-02
4,20E-02
1,91E-02
4,79E-02
2,81E-02
4,41E-02



ENSDARG00000008209
ENSDARG00000052658
ENSDARG00000043332
ENSDARG00000093093
ENSDARG00000054186
ENSDARG00000098405
ENSDARG00000062812
ENSDARG00000036096
ENSDARG00000018179
ENSDARG00000089292
ENSDARG00000062325
ENSDARG00000103792
ENSDARG00000035660
ENSDARG00000052094
ENSDARG00000086990
ENSDARG00000060018
ENSDARG00000006272
ENSDARG00000043858
ENSDARG00000062177
ENSDARG00000104295
ENSDARG00000079616
ENSDARG00000100456
ENSDARG00000069014
ENSDARG00000100854
ENSDARG00000113064
ENSDARG00000100708
ENSDARG00000052978
ENSDARG00000037894
ENSDARG00000077839
ENSDARG00000079396
ENSDARG00000018726
ENSDARG00000077364
ENSDARG00000067801
ENSDARG00000011222
ENSDARG00000004634
ENSDARG00000099945
ENSDARG00000002607
ENSDARG00000113111
ENSDARG00000102902
ENSDARG00000042128
ENSDARG00000063310
ENSDARG00000036826
ENSDARG00000001014
ENSDARG00000059411
ENSDARG00000011333
ENSDARG00000027159
ENSDARG00000071032
ENSDARG00000077162
ENSDARG00000018553
ENSDARG00000063568
ENSDARG00000077022
ENSDARG00000075173
ENSDARG00000058771
ENSDARG00000030289
ENSDARG00000062220
ENSDARG00000098031
ENSDARG00000102234
ENSDARG00000044436
ENSDARG00000092067
ENSDARG00000100587
ENSDARG00000003655
ENSDARG00000053535
ENSDARG00000056181

mytlla

pptc7b

prkcz

adam17b

ncslb

map3kl

glsa

smad3a

acvrll

adgrlla

shank2
CABZ01076737.1
si:ch211-193k19.1
notchlb
carmil3
si:ch1073-44g3.1
mpp5a

cdk19

dcbld2
arhgap2la
crampl

ptk2aa

nphp4

ago4
CR392045.1
jakmip3

mbnl1

ezhl

dhx30

Irfn5b

slco3al

mapk9
SEMA4D
ccdc28b

osbp
CU467646.4
unm_sal6l4
DGKD

strn4

pacsinlb

oxrlb
ankrd52a
myh9b

impa2
arhgap33
fbxo28

pnkd

nwd2

ifihl

syt7a

fam131a
si:ch1073-322p19.1
navlb

jagla

plekha7b
si:ch73-144d13.8
si:ch211-71n6.4
rpsékad

atnl
si:ch211-235i11.7
tmem59I
Imo7b

ncamla

89
176
340
458
158
488

1103
255

87
206
266
143
703
727
731

61
181

58
743
783
309
162
311
215
186

85
653
105
107
113

80
100
100

88
512

36

1123

178
88
76

638

157

394

301

135

398
42
69
90

571

101
80

179

128

131
23

216
83
66
41

331
41

494

34
66
128
169
57
176
396
93
32
72
96
51
251
250
259
21
62
20
259
277
106
55
104
72
60
28
212
33
34
36
26
31
32
28
157
11
348
55
27
23
189
48
116
93
40
114
12
21
26
153
28
21
47
33
36

55

22

16

79

119

-1,35
-1,36
-1,36
-1,36
-1,38
-1,38
-1,39
-1,39
-1,40
-1,40
-1,41
1,41
-1,42
-1,43
-1,43
-1,44
-1,44
-1,45
-1,46
-1,46
-1,49
-1,49
-1,49
-1,49
-1,51
-1,52
-1,52
-1,53
-1,53
-1,53
-1,54
-1,54
-1,55
-1,55
-1,56
-1,57
-1,58
-1,59
-1,59
-1,60
-1,61
-1,62
-1,62
-1,63
-1,64
-1,64
-1,66
-1,67
-1,67
-1,72
-1,73
-1,74
-1,76
-1,79
-1,81
-1,81
-1,82
-1,85
-1,86
-1,89
-1,89
-1,90
1,92

4,98E-02
3,45E-02
2,48E-02
3,44E-02
3,15E-02
4,41E-02
3,69E-02
3,58E-02
2,36E-02
4,72E-02
2,36E-02
3,06E-02
2,57E-02
4,32E-02
2,01E-02
4,71E-02
4,23E-02
3,26E-02
1,91E-02
3,68E-03
1,73E-02
2,67E-02
2,52E-02
2,44E-02
4,99E-02
2,34E-02
3,58E-02
4,23E-02
4,23E-02
3,19E-02
4,24E-02
2,81E-02
4,59E-02
2,62E-02
4,40E-02
3,88E-02
2,69E-02
4,32E-02
3,93E-02
3,88E-02
3,83E-02
2,81E-02
4,68E-02
7,94E-03
3,88E-02
4,32E-02
3,37E-02
2,46E-02
3,45E-02
4,51E-02
1,95E-02
4,98E-02
4,72E-02
4,12E-02
3,62E-03
4,32E-02
2,83E-02
1,12E-02
4,23E-02
2,01E-02
4,12E-02
4,50E-02
2,46E-02



ENSDARG00000079547
ENSDARG00000045023
ENSDARG00000020845
ENSDARG00000063580
ENSDARG00000055752
ENSDARG00000074034
ENSDARG00000079414
ENSDARG00000018382
ENSDARG00000103903
ENSDARG00000016749
ENSDARG00000077799
ENSDARG00000079251
ENSDARG00000089156
ENSDARG00000056797
ENSDARG00000102277
ENSDARG00000055459
ENSDARG00000054323
ENSDARG00000014652
ENSDARG00000087529
ENSDARG00000089860
ENSDARG00000035875
ENSDARG00000059534
ENSDARG00000102111
ENSDARG00000079581
ENSDARG00000051915
ENSDARG00000079519
ENSDARG00000058558
ENSDARG00000054036
ENSDARG00000032795
ENSDARG00000106564
ENSDARG00000109783
ENSDARG00000105210
ENSDARG00000076127
ENSDARG00000044098
ENSDARG00000079252
ENSDARG00000004586
ENSDARG00000013838
ENSDARG00000095891
ENSDARG00000070919

zbtb47b
Ihfpl5a
tnslb
ppplroala
npas4a
si:dkey-91i10.2
sezbb
prkcha
LO017650.1
slcolcl
egrd

nign2b

egr3
ppp2r2ca
lamal
dlgap3
pparab
ankrd13b
zgc:85936
atxn711
tmem54b
si:ch211-146m13.3
zbtb49
nyap2a
pde5ab
CR456624.1
Izts3b
rnf34b
tmem8a
CT027676.1
igsfll

etfla
gabrbl
egra
fam117ab
ntrk1

sulf2b
si:ch73-3019.1
cpne5b

78
57
1300
70
3702
30
848
44
60
40
12118
207
47
101
30
91
68
70
37
149
523

27
105
82
69
41
82
175
216
26
39
88
89
20
60
136
27
55

17
13
303
16
814

162

11

2579
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-1,94
-1,97
-1,99
-2,00
-2,01
2,02
-2,02
2,04
-2,04
2,05
-2,07
2,09
2,11
2,13
-2,16
2,17
-2,20
2,21
2,22
2,22
2,23
2,26
2,27
2,32
-2,35
2,38
-2,50
2,57
-2,66
-2,66
2,74
2,82
-2,86
-2,94
-3,02
-3,25
-3,47
-3,49
3,84

4,64E-02
1,51E-02
4,07E-03
1,47E-02
2,52E-02
2,81E-02
4,32E-02
4,74E-02
4,99E-02
4,94E-02
1,27E-02
1,12E-02
4,40E-02
1,60E-02
4,69E-02
4,32E-02
5,64E-03
2,22E-02
2,35E-02
8,98E-03
2,65E-02
4,44E-03
3,47E-02
2,69E-02
2,62E-02
2,21E-02
4,30E-02
2,44E-02
2,91E-02
2,46E-02
1,61E-02
4,32E-02
4,75E-02
2,18E-02
2,49E-02
3,88E-02
3,68E-03
1,47E-02
1,69E-02



