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Figure S1: Violin plots of QC metrics before and after QC for CD Colon tissue
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Figure S2: Violin plots of QC metrics before and after QC for Normal ileum tissue
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Figure S3: Violin plots of QC metrics before and after QC for HS skin tissue
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Figure S4: Violin plots of QC metrics before and after QC for normal skin tissue
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Figure S5: expression detection rate and gene length, colored by FFPE and Fresh across all
4 tissue types
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Figure S6: percentages of cell abundance for HS vs. normal from skin tissues, colored by
cell types.



Expression Level

Expression Level

IFN alpha beta signaling IFN gamma signaling

|

\
VTS
U

& K s
8&' q,f . o &
&

A

|

PO

& & F F g2 & & 8 & &8 S & & &
VA & A0S PP A A « o
< &

“,
",

' I NS | ll

& o

‘ PH;uuM | 11}!""
N L P e T
PG NININEINIIE Y VIR G N R
| [ | NIRRT e NN
: 'A|I||[||H<||Hn||\} HEEe
wn LD Ll LT JuRRNERN L
l ‘ H !\H 1 Le Ll il llxsl L4l ] -
AT f”‘:x"j@f”\ ’ \f’( Ve a‘,f‘f g s S y*’é‘ 4 PR AV ,ff e : g*"j ey ( &f‘f s S s yf’ 4
3’@ ) 4,,«5 ¢ @‘f‘" ﬁ«

Identity Identity

Figure S7. Violin plots of gene expression levels by cell types and condition on biological
relevant selective pathways. X-axis indicates cell types, y-axis indicates gene expression
levels. HS samples shown in red and normal shown in green.



