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integration method for MS-based single-cell proteomics

Yuzhi Sun!, Renjie Liu'2, Jichong Mu'-2, Yachen Yao!, Liyuan Zhang', Tianyi Zhao* > *, Yadong Wang! > *

Supplementary Figures

$$ . O
*M, o 1
LLLP IR (N
Wy .
LA L i ® 3
.-r.‘:':',- at "if._.'i:,;f o 4
(o] . he s, :"_- :“g.::.\ H 'i"if e 5
o o, % %eeq o
% e g BTN B o ® 6
0 RPN Dt
- d .~v. (Y Ly 7
P ’ 8
0'5.:5. ,...ﬁ s};‘ 9
. L) L]
:‘.' 8o .‘. 10
1"
12

tSNE1

Supplementary Figure 1. Distribution of clusters identified by Leiden clustering after integrating Huffman and Specht datasets with SCPInt.
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Supplementary Figure 2. a. Quantitative evaluation of biological conservation and batch-correction performance for SCPInt and comparative
methods on Khan dataset. b. Scatter plots visualizing the integration results of SCPInt and comparison methods on the Leduc2024 dataset. c.

Quantitative evaluation of biological conservation and batch-correction performance for SCPInt and comparative methods on Leduc2024 dataset.



