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Figure S1 Quality control of scRNA-seq analysis. (A) Based on the feature genes, the percentage of each feature set in the cell was
calculated. The figure showed the number of genes and mRNA in each cell, as well as the percentage of hemoglobin, mitochondria, and
ribosomes. (B) The graph showed the correlation between the features. scRINA-seq, single-cell RNA sequencing.

© AME Publishing Company.

https://dx.doi.org/10.21037/tcr-24-1746



S @
CD79A CD3D EPCAM 2 ? 2 2
2 S kel 3 2 3
3 ) <] ° ] 2 ) o
S [ ° @ S Bl T
i c S > < 4 o o =}
\( 1] i = = z o = O
w 6{0 0000000000 o ©000000000000000 0
310000Q0° 2000 0@@@e°°000000000000000
1410000 @@Poc00000000000000000000000 .
15100000 °000°0000@Qc 2000000000000 Mean expression
%! 4]0 0000000000000000000c@OO000000 O In group
10{000000°000600000000000°-@PO@@®C0000 0
13 00000(00000000690000000000O0OO
1 000600Q0000000000000000000CO0OO 0.00 025 050 0.75 1.00
16 ©00000000000000000000Q0000°000
CLDNS COL1A1 MS4A2 NKG7 1 ©0000000000000000060600000000 o F
9000000 c@O@EO 0 0000000000000000 iGN greslls
8{0 2 0000000000000 @@@0 20000000000 in group (%)
710 00000060000006000606000060000 oo 0@ @
00 ©00000600000000600600000000 o@o o
12{0 00000 c0000@@@c000Q000000 ® ° 02550 75
a 2{00000000000000000o@O0000O0
| 540 000000600000000000 o000 Qo0
T P P e e N B N e P R = e e
BELPZALUERNgACRRI0ALATEINRRYRS
g§o%¥¥Psgarg 20 3022038958008 Fc0
u s o ©° = =
e i
) o
& 2 @
3 8 E
= o © ©
3 o 2 £ £
C z 8 8 8
MS4A1 MZB1 IGHD o g S X} 2
2 £ @ T +
2
‘T o (o] < Q
v g £ <] E] >
r r r r r 1
y 0]{e oo - @O0O0OO 9+ - QOOO®O®
4@ 0 c - @000 - - - 90000 O
o @00 - 0000080 Fraction of cells
3o 0o 0o - @O0 00 < < - Q00000 in group (%)
oo .- 0000000000 ce0o0
0 25 50 75
10 0 ¢ - @ @ @ 0 ¢ ¢ ¢ o OO0OOOOO
CcD27 IGHA1 IGHG1
oo o o - . I T !
- - 7 * * Oo0o0o0o Mean expression
50 0o o - © e @ 0 o o ¢ o 0O00OO0OO in group
710 @ 0 - 0o @ @ 0 o ¢ e« = O 0 O OOO
7 8o o 0o ¢+ @ ® 00 e 000000 000 025 050 0.75 1.00
. 2{@ @ ® - © o 0 0 0o ¢ ¢ o OO0 O OO O
0o e ® - @®@e c @@ 00O 0O0OO0O0O
e e °‘§5g§2399§999
|4
3
g

Figure S2 Visualization of marker genes. (A) Visualization of marker genes of different cell types on t-SNE map. (B) The dot plot showed
the expression of marker genes of each cell cluster. The color of the dots represents the average expression level of the marker gene in the
cluster, while the size of the dots indicates the proportion of cells expressing the marker gene in each cluster. (C) Visualization of marker

genes of B cells subtypes. (D) The dot plot showed the expression of marker genes of B cells subtypes. t-SNE, t-distributed stochastic
neighbor embedding.
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