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|
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| 7=8.25 8=8.50 9=8.75 10=9.25 11=9.50 12=9.75
| baseline 0= no signal at 6.25 baseline 1= some signal at 6.25

it = ESPD— D% DB & (DM =R BB 7= &)
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RIBLEHEESA 8.25 dpc [—

IE14%] 28 ps:

ADDT IV—TIZHEE

47 )L—T2 (10 ps)MDUpstreamf 4

LEREGF LEEET

© 2000-2015 QIAGEN. All rights reserved.

Upstream HFold Chand Molecule T{Predicted A Activation 4 p-value of { Target molecules in dataset

TDGF1 growth factor .37E-09 |[MYH6,MYH7 MYL7

MYOCD transcription regulator [1.969 713!2-08 MYH6,MYH7 MYL7,TTN

MEF2C franscription regulator ﬁ 939 ASE-08 |MYH6,MYH7 MYL7 TTN

OXT other [ .62E-08 |[MYH6,MYH7 MYL7

GATA4 transcription regulator [1.930 .00E-07 |MYH6,MYH7 MYL7,TTN

HAND2 transcription regulator .75E-07 |MYH6,MYL7,TTN

TBX5 transcription regulator H.QZE-OG MYH6,MYL7 TTN

TARBP2 other .90E-06 [NKX3-1,RET

L-triiodothyronine chemical - endogenoug-0.015 .75E-06 [MYH6,MYH7 RETTTN

PRKRA other .21E-06 |NKX3-1,RET

FOXP1 other 1.26E-05 |MYH6,MYH7

Foxp1 transcription regulator 1.45E-05 |MYH6,MYH7

ZFPM2 transcription regulator :E 65E-05 |[MYH6,MYH7

TEAD1 transcription regulator 1.88E-05 |MYH6,MYH7

STAT5B transcription regulator 97E-05 [MYH6,MYH7 MYL7

SOX10 transcription regulator 18E-05 |PLP1,RET

HEY2 transcription regulator 4 .83E-05 |MYH6,MYL7

NFATC4 transcription regulator E.ZOE-OS MYH6,MYH7
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FIRTEFER8.25 dpcD YV IL—T 2D HEBE L FEF D LFBEEFDISH (EMAGEF—5~—2)
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 ARBEFORBRE, LRBEFORBRIBBLERRGZEMBAFER/N2—2

Sox10

Sox10

WELL

 SUFBIEFIELERBEFOST TRV T—DICELEEE

Ret

'Sox10 —

wEHY:

Lang, D., Epstein,
J. A Sox10 and
Pax3 physically
interact to
mediate
activation of a
conserved c-RET

enhancer.
Hum. Molec.
Genet. 12: 937-
945, 2003.
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Myh7: Amann R et al.,
Dev Biol 394(2): 228-241, 2014, 55| F
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