
Supplementary Figure 1 (Greschik et al.)

a

54 6Exon2 3

ATG
Spin1
locus

54 6Exon2 3 NeoR PuroR
loxPloxP

FRT FRT F3 F3ATG
Spin1 targeted
locus

4Exon2 3 5 6
F3FRT

loxP loxP

ATG
Spin1 floxed
locus

5 6Exon2 3

loxP

ATG
Spin1 exon 4
deleted

Cre

Flp

g

Spin1

Ctrl
Spin1M5

0.5

1.0

1.5
P0

***

N
or

m
al

iz
ed

, r
el

at
iv

e
m

R
N

A
 e

xp
re

ss
io

n

b

at weaning

99 (37.6 %)

0

164 (62.4 %)

 at birth

25 (29.1 %)

18 (20.9 %)

43 (50.0 %)

Genotypes

Spin1+/+

Spin1+/d

Spin1d/d

Spin1R26 mice

e

IF
Spin1M5

(E17.5)

25 μm

Tcf4-DAPISpin1-Tcf4Spin1

h

Genotypes

Spin1+/p

Spin1+/p +/Cre

Spin1p/p +/Cre

Spin1p/p

 at birth

54 (24.1 %)

 61 (27.2 %)

59 (26.4 %)

 50 (22.3 %)

at weaning

76 (26.2 %)

95 (32.7 %)

100 (34.5 %)

19 (6.6 %)

Spin1M5 mice

La
be

lle
d 

nu
cl

ei
 [n

um
be

r]

***

Myogenic precursors
(E15)

Ctrl

Spin1M
5

20

40

60

80

100 Pax7+

Pax7+/
Spin1+

c Myofibers
(E15)

CtrlLa
be

lle
d 

nu
cl

ei
 [n

um
be

r]
Spin1M

5

50

100

150

200

250 DAPI+

DAPI+/
Spin1+

***

d

Pax7-DAPIf

IF
Ctrl
(P0)

IF
Spin1M5

(P0)

25 μm

GNZSpin1-GNZ



Supplementary Figure 2 (Greschik et al.)
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Supplementary Figure 3 (Greschik et al.)

c Phenotype analysis for set of 2042 genes (E16.5 vs. E15.5)
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Supplementary Figure 4 (Greschik et al.)

a Peak distribution in primary myoblasts
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b ChIPseq tracks for selected E16.5 DEGs predicted as Myod1 target genes 
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Supplementary Figure 5 (Greschik et al.)
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