Identifying Crucial Genes Associated with Pyroptosis in Lupus Nephritis
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Supplementary Fig. S1 Distribution and Quality Control of Glomeruli Data. a PCA plot of raw glomeruli data. b Boxplot of raw glomeruli data distribution. c PCA plot after batch effect correction across different platforms. d Boxplot after batch effect correction across different platforms. e-f Hierarchical clustering plot illustrating removed outlier samples. g PCA plot after outlier sample removal and batch effect correction across different platforms. h Boxplot after outlier sample removal and batch effect correction across different platforms

[image: ]
[bookmark: _Hlk198670546]Supplementary Fig. S2 Distribution and Quality Control of Tubulointerstitial Data. a PCA plot of raw tubulointerstitial data. b Boxplot of raw tubulointerstitial data distribution. c PCA plot after batch effect correction across different platforms. d Boxplot after batch effect correction across different platforms. e Hierarchical clustering dendrogram after batch effect correction.
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Supplementary Fig. S3 Data Distribution of Standardized Whole-Kidney Tissue Data. 
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Supplementary Fig. S4 Heatmaps of correlation analyses: a between immune cell abundance and expression of key pyroptosis-related genes; b between immune response activity and expression of key pyroptosis-related genes; c between the chemokine/chemokine receptor system and key pyroptosis-related genes, all in LN glomerular samples.
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Supplementary Fig. S5 Subtype-based the ISN/RPS LN Classes. a Number of the ISN/RPS LN classes in each subtype. b. Percentage of the ISN/RPS LN classes in each subtype


	Data type
	GSE dataset
	Organism
	Sample number
	Platform

	Glomeruli
	GSE127797
	Homo sapiens
	LN: 41
	GPL24299

	
	GSE32591 
	Homo sapiens
	Control: 14，LN: 32
	GPL14663

	
	GSE99339
	Homo sapiens
	Control: 11，LN: 30
	GPL19184, GPL19109

	
	GSE104948
	Homo sapiens
	Control: 26，LN: 32
	GPL24120, GPL22945

	Tubulointerstitium 
	GSE127797
	Homo sapiens
	LN: 47
	GPL24299

	
	GSE32591 
	Homo sapiens
	Control: 15，LN: 32
	GPL14663

	
	GSE69438
	Homo sapiens
	LN: 16
	GPL11670

	Whole kidney tissue 
	GSE112943
	Homo sapiens
	Control: 14，LN: 7
	GPL10558


[bookmark: _Hlk202775309]Supplementary Table S1 GSE datasets in this study
	Gene set
	Gene composition
	References (PMID)

	REACTOME_PYROPTOSIS
	CHMP2B，BAX，CHMP4B，GSDMD，GSDME，CHMP3，IRF1，CHMP2A，TP53，CHMP7，CASP3，CHMP4C，CYCS，CHMP6，HMGB1，CHMP4A，IRF2，CASP4，ELANE，BAK1，IL1B，TP63，GZMB，IL1A，CASP1，IL18，CASP5
	29362479, 28462526, 33033617, 27932073

	GOBP_INFLAMMASOME_MEDIATED_SIGNALING_PATHWAY
	DHX33，MARK4，BTK，SIRT2，NLRP1，PYCARD，CARD8，MAPK8，HSPA8，PPP2CA，CSNK1A1，ATAT1，NEK7，FBXL2，TRIM11，ZDHHC12，MYD88，PRKD1，BRCC3，PLCG2，DDX3X，CPTP，STMP1，MAVS，KCNJ8，CD36，USP50，TLR6，IRGM，GBP5，PYDC1，EIF2AK2，PTPN22，TRIM31，TREM2，MEFV，TLR4，GBP2，NLRP3，NLRC3，NLRP6，PYDC2，NLRP2B，PYDC5
	35883561

	GOBP_POSITIVE_REGULATION_OF_PYROPTOSIS
	CASP3，GBP5，GBP3，GBP1，GBP2
	24626226

	GOBP_PYROPTOSIS
	CASP8，NLRP1，PYCARD，GSDMD，GSDME，NINJ1，DHX9，CASP6，DPP9，APIP，AIM2，CASP3，ZEB2，MAP3K20，GSDMA，CASP4，ELANE，GBP5，IFI27，GSDMB，NLRC4，ZBP1，TRIM21，TREM2，GSDMC，NAIP，GZMB，MEFV，GBP3，GBP1，CASP1，GBP2，NLRP3，NLRP6，NLRP9，GZMA，MIR223
	21760595, 18846107, 33883744


[bookmark: _Hlk198712849][bookmark: OLE_LINK1]Supplementary Table S2 Pyroptosis-Related Gene Set

	[bookmark: OLE_LINK2]Target Gene Strand
	Primers 

	Gbp2 Sense Strand
	5’- AGACGAACAGAAACAGUUAUUTT-3’
3’-AAGAGTGGGAGTTGCTGTTG-5’

	Gbp2 Antisense Strand
	5’- AAUAACUGUUUCUGUUCGUCUTT-3’
3’-GCCTCACTCTCAATTGGCCT-5’

	Eif2ak2 Sense Strand
	5’- GCUCGUCUAUGACAAGUAAUGTT-3’

	Eif2ak2 Antisense Strand
	5’- CAUUACUUGUCAUAGACGAGCTT-3’


Supplementary Table S3 Primer sequences of siRNA
image3.tiff
16

14 |

12

10 |

S6LLBOSINSD

V6LL60ENSO

£6LL60EWSD

26LL60EWSD

V6LL60ENSD

06L160ENSO

68LL60ENSD

88LL60ENSD

L8LLB0ENSO

98LL60EWSD

S8LIBOENSD

P8LLE0ENSD

£8LL60ENSD

Z8LLBOENSO

L8LLB0ENSD

08LLBOENSD

6LLLBOEWSD

8LLIBOENSD

LLLLBOEWSD

9LLLEOENSD

SLLLBOENSD




image4.tiff
a

pycaro [Jl] -o.0s 008 ----- 001 005 -- -02 -01 [5028 005 [ 04
7 [822] 002 o1 [ NI N 043 009 003 [ .
wmyoss [l o1 BB -0 -003 005 001 005 -0 -0.08 [028 =023
NLRP3 | 0.44 009 -0.02 -009 -0.04 888 0.13 [ 042] (046 .02 62| -019 -0.16 =024 -0.12 -023[508| 003 002 -0.16 005  °
MAPKS =025 04 | [68] 004 002 o003 008 -01 -0.07 -0.02 [5028 004 -004 -0.14] 008 008 -01 <2
-04

- 004 -005 0

-0.02 -0.12

-0.05 -0.19 -0.13

-0.14 -0.11 -0.09

-0.06 -0.03 -0.08

008 | 0.05 [Jo8] (0143 -0.05 -008 -u11-- 0.11 -017- 021

@ ¢ & & & o N P >
d&\.xsp@"seo‘s\»o@ oéx\\\o &ﬁ&&go@ R
&
& & & v"'“ o & F S S \‘v &
~ © N L & & L & S o
& F e &K E RS e &
& (A S I ) o AN
& N A 2 ARG G S R 9 «© &
& & A & A
& WL > &
< [ &
© o
&
A
b
08
wapws ) [ e [0 s [ o5 ore [ o [ o o om0
EIF2AK2 03 027 047 018 024 031 - 038 0414 038 ------ 08
IFi27 022 029 B o o o2 04
009 0.09 -
02
°
-02
c
019 0.8 --- 018
oo oo R0 o2 f|
008 016 0.18 0.27 015 002 04
0.19 0.2 .32 0. 0.17
B ox i oo,
MAPKS -0.04 0 019 =005 003 017 008 -0.01 026 0.09
°
core 05 0 o0 5 IR o o1 o o o
cAsP4-o.z4 012 028 0.11 026 0.08 -0.01 -02
IFI27 02 047 047 043 04
TRIM21
o are o ose (o) s 93 s Y o e e
o oo o o [ S S 3 e o oo [ oo [ o2 o [|°*

«

- o ] e (oo ] s oo oo
GBPz--- e o N N 5 o i R =
oas oz oo I I = S i -«
e

S
«e*‘”y

& ~
o@ @o“‘ﬁ? ,\v?'@ 3





image5.tiff
subtype1

Class

11 non proliferative
1 proliferative

subtype2

100

75

Percentage (%)

subtype1

subtype2

Class
1 non proliferative
1 proliferative




image1.tiff
2
3

GPL

[+] GPL14663
|~ GPL19109
[=] GPL19184
[H GPL22945

¥ GPL24299

Dim2 (8.7%)

o
I
'

!
&
3

—-200 -100_ 0 1 200

00
Dim1 (74.1%)

GPL
[+] GPL14663

B GPL24299

g = GPL19109
< 5| GPL19184
~ [ GPL22945
£ 5| GPL24120
a

|
-200 0 200
Dim1 (19%)

150
o

14
12
10

)

™ g

®mGPL14663
mGPL24299
mGPL22945
mGPL24120
=GPL19184
=GPL19109

BGPL14663
BGPL24299
BGPL22945
BGPL24120
BEGPL19184
BGPL19109

£s
23
2
s
3
°
2 s
3 -1
H
8
£ g
£ 8
e =
5
2
2
2
°

Dim2 (12.3%)

T
-100 0 100
Dim1 (18.9%)

10

EGPL14663
BGPL24299
BGPL22945
BEGPL24120
BEGPL19184
BGPL19109




image2.tiff
Dim2 (14%)

!
o
S

-100

104
GPL 81
_ []GPL11670
EGPLMS%
GPL24299 ¢ |
4
-
1
200 100 0 100 200
Dim1(30.6%) 24

Height

——

=100

40 60 80 100 120

20

b

. 14

; .

! ’ 12 .

' L R SRR

! ! ‘l"w‘“w‘u:H‘mu:“w:“muv\:“‘

T “ R e

h GPL I RERRRE

i GPL11670 g | T .

: EGPLMGG} L o B

GPL24299 L S ]

! 6 T T T T

! 4] el i

1 I

0 p 29 e

0 50 100 !
Dim1 (75.7%) ol e e

W '
TR .. N
Mttt g '

'
Tt E
oo H )0
P . T ! i
) e o
Tind ra T T
T T G T I
I '
O Y )

" B
tal " gt
gty wt iy

H
H
Fet 22 22
O3 62 | 11135
7 4 g g
o0 2ei38
8222838
g
8220 7%
a5 i
) %

GStisa3son

GshED:

Es
E6

GsueoTse2
07653

EShiaor
Goabrscy
3701228

o
a0
ety




