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Figure S2.
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Figure S3.

WB983B
A weosse 1205Lu B 24hr 48hr 96hr
Scramble  shMITF4  shMITFS5 Scramble shMITF4  shMITF5 - i SR e e e
3 e
< l \ /.
(7]
+ ¢
S
w : : :
o &
o § v
(5} T P pad .
1 [«X
! g ; %
, e ; _, ’
Lo + 3 o
== LN NI i
Scramble shp300.1 shp300.2 = .
1205Lu
SK Mel5 24hr 48hr 96hr
° i s S 5 * « N
o
(5] o 7
K N v 2 <
7] 1
¥ / =
> B "
w - I/' i

MITF+shp300




Figure S4
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Figure S5
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Table S1. ChIP-PCR primer sequences for the characterization of MITF gene upstream regulatory region

Forward
5'-TCTACTAATGTATAATCGTGTGTT-3'
5'-TGCTAAGGCCGTTAGAAAC-3'
5'-CTGGATTTGGACTAATTTCTCA-3'
5'-GTTTGGATTGCCAGCTAC-3'
5'-AAAGACCTCACTGACAGT-3'
5'-ACATTCTACTCATTGCCCTC-3'
5'-ATTGTCAACCTAACGGACT-3'
5'-TTGTCAGCAGTAGATATTAAGCA-3'
5-TGCTTTGTACAGTGTTTAGC-3'

10 5'-ATGATAACTCATTCTTCTGTAATCT-3'
11 5'-TGTGAGGTCAATAGGCAG-3'

12 5'-TCGGCCATTGGAAAAGT-3'

13 5'-ATAGCTCGTCACTTAAAAAGG-3'

=

Reverse
5'-ATGAGATCATGTTTCTAACGG-3'
5'-GCCCTCATCTCCTAGCATA-3'
5'-CCAGGTTTAAAGATCCGATG-3'
5'-CCAGAGGACACACATCTAT-3'
5'-ATGAGGGCAATGAGTAGTT-3'
5'-TTGTCTAAATGCCCAGGATAA-3'
5'-ATGCTTAATATCTACTGCTGAC-3'
5'-GCTAAACACTGTACAAAGCA-3'
5'-TACAGAAGAATGAGTTATCATATACA-3'
5'-CTGCCTATTGACCTCACA-3'
5'-TTTCCATGGCCGAATAAC-3'
5'-GACGAGCTATCAAAGTCAAAC-3'
5'-CGGAAACTTTAGCACAGAAG-3'
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