Supplementary material

{SCLC (17 patients ) }

Total RNA was extracted and ‘:
i
!

i
|
i purified using a Qiagen plasma kit

Primary/Acquired resistance is based on
whether the patient's progression time is less
than 90 days (based on CT imaging results)
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Supplementary Figure S1. The technical roadmap of the entire document.
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Supplementary Figure S2. (A) Histogram of gene expression for patients after batch correction.
(B) Volcano plots showing differences between pre- and post-EP treatment groups. (C-E) Boxplot
showing xCell enrichment microenvironment, stromal, and immune scores between pre- and post-
EP treatment groups. (F-G) Boxplot showing ESTIMATE enrichment tumor purity, immune, and
stromal scores between pre- and post-EP treatment groups. (I) Boxplot showing xCell enrichment
scores of 33 immune cells between pre- and post-EP treatment groups. * p-value < 0.05 and ns

indicates not significant.
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Supplementary Figure S3. (A) Volcano plots showing differences between PR_pre and AR pre
groups. (B) Heatmap analysis of mean expression of DEGs between PR _pre and AR _pre groups
in four groups. (C-E) Boxplot showing xCell enrichment tumor purity, immune, and stromal scores
between PR _pre and AR pre groups. (F-H) Boxplot showing ESTIMATE enrichment scores of 14
stromal cells between PR_pre and AR _pre groups. (I) Heatmap analysis of DEGs between PR _pre
and PR_post groups. (J) KEGG enrichment analysis of DEGs between PR_pre and PR_post groups.
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Supplementary Figure S4. (A) Network depicting co-expressed DEGs between PR pre and
AR pre groups within cancer-associated KEGG pathways following WCGNA analysis. (B-D)
Kaplan-Meier curve of HLA-DMA, PI4KB and STAT3 with progression time. (E-G) GSVA of HLA-
DMA, PI4KB and STAT3.



A C i Fo.

4 "
spsi AP
020 -
£ 070
; i
015 H 5
2 H
} H | £ l
. £ g S
excr2 & £ o5
¢ ha = . . 2
g . Fowo H
£
-} y P
S ANPEP 3 005 060
= LI 3 ZNIB19 ZNFSS6 Down 1
2 . URRE2D1 = None
AR AR AR AR post
AAPILY Cpre Cpost Cpre pos
' D G
08 f w
g 600
' 3
H ! ;
goe Zsm0
£ £ .
H H
g Z o
B Group £ ) .
z o
Soa z 5
] Z
= 2300 T
_~CXCR2 ]
- ANPEP AR pre AR post 200 i :
AR pre AR post
~ ING2 Exp E H
B:
P
o
l -1
2ZNF619 2 e - 1 r 1
DHFRP2 o 2000 :
Y Group
W PR_pre .
I PR_post £
AR _pre zos: i Z
AR post H £ 1500
_Ess2 H H
- NPFFR2 H £
Eos &
= z
- UHRF2P1 % z
— AFAPILAY 2 £ 1000
Q-sost 2 -
03
“\asB2 T |:!1:‘
- ZNF586
500 b
AR pre AR post AR pre AR post

Supplementary Figure S5. (A) Volcano plots showing differences between AR pre and AR _post
groups. (B) Heatmap analysis of mean expression of DEGs between AR _pre and AR post groups
in four groups. (C-E) Boxplot showing xCell enrichment microenvironment, stromal, and immune
scores between AR pre and AR post groups. (F-G) Boxplot showing ESTIMATE enrichment

tumor purity, immune, and stromal scores between AR pre and AR post groups, where ns

indicates not significant.
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Supplementary Figure S6. (A) Network depicting co-expressed DEGs between AR pre and

AR post groups within cancer-associated KEGG pathways following WCGNA analysis. (B-I)
Kaplan-Meier curve of CYP11A1, ECD, DCPS,PSMDI1, TBL1X, PBMXL1, SDS, and PSMD4 with

progression time.
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Supplementary Figure S7. (A-H) GSVA of CYP1141, ECD, DCPS, PSMD1, TBL1X, PBMXLI,

SDS, and PSMD4.



