Additional file 1: Table S1

Targeted region

Forward sequence

Reverse sequence

FCGR2B promotor; AP-1 binding site

5'-ATGCTCAATTTCAAGAAGCATCCA-3'

5'-TGAGAAAGGGTGATGCAGGA-3'

FCGR2B promotor; HIF-2a binding site [5'-AGGGAAGGTCCTCACAAGAAT-3'

5'-AGGTTTCGGGTTGAATGCCAG-3'
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		Targeted region

		Forward sequence

		Reverse sequence



		FCGR2B promotor; AP-1 binding site

		5'-ATGCTCAATTTCAAGAAGCATCCA-3'

		5'-TGAGAAAGGGTGATGCAGGA-3'



		FCGR2B promotor; HIF-2α binding site

		5'-AGGGAAGGTCCTCACAAGAAT-3'

		5'-AGGTTTCGGGTTGAATGCCAG-3'








Additional file 2: Fig. S2.
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Additional file 3: Fig. S3.
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Additional file 4: Fig. S4.
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Additional file 5: Fig. S5.

a . b, . c d
..' — 30000+ —_— e —
L o “1 ® . .
— 1 [e] .
L 0000 ‘('u‘ el =
E E 304 LEI- 20000 &
E . < L] 2 = 0]
— o > ° [ <
O 10000 =~ £ 10000 x
w O (5] —
L4 L o w O 10
w
° H O ° °
LD HD HD/Digoxin LD HD  HD/Digoxin N 6\00 R ) QOO QzQ
Q )\)Q Q >\}°
o° o
éo QO
Q Q
e E <« £ < e < i : | 400001 1.0 e
] 1\ £ 0.9
© © © . 805 | | P @
7} v 3] L5 L }SIRNA 2o M /\| %mou- £ 081
NN I o I 0 T S i\ | £ & 0.7
O 40 f @ e
—~ -— g ] 1 E T .61
— 110kD ] / 0.0015 i
HIF1la o~ P a w; & 200001 g 0.5+ 0.0002
al
A AR =} € 0.44 o
HIF1a/HSC70 0.27 0.11 3.37 0.34 2.150.09 veaet Y 2 g,
FcyRIIB Diiai = 0.3
HSCT0 | e [ e e | c0kDa 1SO E. g 212
M HD + scrambled R -
[ HD + HIFla 5 = B
2 E g %
. 40000+ 1.0 eeee
g . h U DMOG
| : e E . 3
o 30 = 2 0.8 .
= m1 2 300004 £ 071 0.0115 g g 5 o }siRNA
2 £ - . —
© ] £ 00053 = 0.6 o n [2) ) I
" 2 20000 ' € o5 - le——100kDa
o] 0 9 0.5 HIF-2a e TR
o w0 w0t @ 7 041 ‘ : 40kD
«— a
FeyRIIB - D 3] c-Jun st ‘__|
X & 0.24
ISO & * 0.1 HSC70 P—,—A‘_
B DMOG + scrambled 0 —— O 60kDa
o =]
[ DMOG + HIF1a 3 &k = L
E I E =
m I
3 3
i U DMOG
£ E < .
S & Z o %siRNA
3] 3] D =
(/7] (/7] r] I

o-c-Fos — }+——50kDa

HSC70 < 60KkDa




Additional file 6: Fig. S6.
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Additional file 7: Fig. S7.
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