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Supplementary Figure S2
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Supplementary Figure S3
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Supplementary Figure S4
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Supplementary Figure S5

A 2 p=0.008
]
(@)
w1
ok
c
70T
=
o —1
o
&
m _2
5
T -3
Control Psoriasis_ WO Psoriasis_ W8
B C
m
=
s 4 8.0
3 4 &
E 75
X
- .
T o0
o =
2 s
o 2 5 0.5 :
© .
— (2]
i 1 §6.0 J
= 85
O m
_r;é 0 u t
2 EIH , = 5.0
et @]
© 5
a-1 E
- ! 4.5 o o
E Control Psoriasis WO Psoriasis W8 Control Psoriasis WO Psoriasis W8
O



Supplementary Figure S6
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Supplementary Figure S7
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Supplementary Figure S8
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Supplementary Figure S9
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Supplementary Figure S10
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