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Supplementary Figure 1 Triple plot of sample risk score distribution (ABCD represents different data sets, and each data set is divided into upper, middle and lower figures, where the abscissa represents the samples and is sorted according to the risk score from small to large. The vertical axis of the top panel shows the risk score, the vertical axis of the middle panel shows the survival time, and the bottom panel shows the z-score normalized heat map of factor expression, with the increase of the risk score of the sample, the trend of each factor expression increases/decreases).
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Supplementary Figure 2 Prognostic signature and drug small molecules (A: dot-plot of correlation between prognostic score and IC50 of each drug small molecule; B: distribution of IC50 of top6 positively related drugs in different risk groups in the training set)
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Supplementary Figure 3 Quality control of single cell data (A: violin plot; B: Scatter plot)
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Supplementary Figure 4 Single cell data preprocessing (A: Scatter plot of hypervariable genes; B: scatter plot of PCA analysis; C: ElbowPlot of principal component analysis; D: UMAP distribution of sample cells before batch effect removal; E: UMAP distribution of sample cells after batch effect removal; E: UMAP distribution of grouped cells after batch effect removal)
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Supplementary Figure 5 Gene expression and subset function (A: volcano plot of expression difference of all plasma cells in MM vs Control samples; B: proportion distribution of C5 cell subsets in MM vs Control samples; C: KEGG and GOBP functional enrichment analysis bubble plot of C5 cell subsets)
[bookmark: _GoBack]
image5.png
>

12
[ . °
9]
3 ° ® sighown <
s g6
=) .o . N
=2 . . sigUp E
o 5
. B
-4 -3 -2 -1 0 1 2 0
Average log2FoldChange Corirol MM
C KEGG Pathway GO Biological Process
Protein processing in endoplasic response to endoplasmic retculum
i wn @
ublquitin-dependent ERAD pathiay- Jr——
Various types of N-glycan biosynthesis — .
retrograde protein transport, ER to_
- cytosol
Protein export .
° protein targeting to ER
Flud shear sress and atherosclerosis | § establishment of protein locazation
"o endopiasmic retiulum
count ‘endoplasmic reticulum to cytosol
Thyroid hormone synthesis: ' o
-8 -
Apoptosis o e
SRP—dependent cotransiational protein .
o targeting to membrane
TNF signaling pathway.
reguiation of B cen actwation| ()
N-Giycan biosynthesis 8 coll activation 1.





image1.png
A MMRF ; B

nIII”IlIl"IH W /\II ||I|W HM :

T





image2.png
—log10(pvalue)

Seumatinb_1736 @) 6 7
o 4 2
- - <
TS K6 3
@ rozeseriv_1os6 o 3 g
5
3 g° g
ERK_2040_1713 '3 ! 8
Cosso_ . X, 2
o o [=}
. oo w, w o
veee1 2111 SOHTT2984_ 1564 none 3
(GSK2578215A_1927 'SB505124_1194 s
& &
GSK1904529A_1083 PD0325901_1060 & <
Sinularin_ Icorrelation!
Gallibiscoquinazole_1830 ERK_B00417147 Trametnio_1372 | @ g4 38 . o -

®

PR

@

IS

SB216763_1025- M
a8 %
os
VX-11e_2096" . 36
ry @ o4
Obatoctax Mesylae_1065 @ nutin-sa (_1047 .
PP 34 B

/ NU7441_1038

Selumetinib_1736

SB505124_1194
SCH772984_1564

o

025 000 025
spearman correlation





image3.png
2000

1500

1000

500

nFeature_ RNA

percent.mito

nFeature_RNA nCount_RNA

0

0.00

percent.mito

0.

-

percent.HB

154

2000

1500

1000

500

0.20

0.15

0.10

0.05

& 2SN &\ Dy
R s

Identity Identity Identity Identity
-0.21 0.01
0.20 o et
2015 m 01° L.
= I . .
< € 0.10 L .
£ 0.10 S e ., .
8 s o
14 b .
8 005 8005 -
T T T T 0'00 T T T 000 T T - T T
2500 5000 7500 10000 2500 5000 7500 10000 2500 5000 7500 10000
nCount_RNA nCount_RNA nCount_RNA
0.11 0.01 0.01
te o -, .
0.15 . 0.15 .
m FEEN m . .
L . . T . .
£ 0.10 <. " . £ 0.10 . PO
@ R @ . . .
3 S . 3 . .
2 0.05 .0 2005 ..
. : : R ———— N e
500 1000 1500 2000 500 1000 1500 2000 0.00 005 010 015 020
nFeature_RNA nFeature_RNA percent.mito
« hip01 - hip06 < hip11 <+ MMO5 MM10
o hip02 + hip07 + MMO1 + MMO6 - MMi1
Identity * hip03 - hip08 < MM02 - MMO7 < MMi2
© hip0o4 - hip09 - MMO3 + MMO8
¢ hip05 <« hip10 - MM04 - MMO9




image4.png
>

Standardized Variance

“1GHD.

MiRasse
HeB

.HBA2
1GHV3-15 , ZFP36L1

“SEPL(GHY3-23
GLCs

«1GHM

103 1e-01

16401

Average Expression

+ Non-variable count: 17079

Sample

-

-0 0
UMAP_1

10

Variable count: 300(

hip01
hip2
hip03
hip04,
hip0s,
hip0s
hip07
hip08
hip0g.
hip10
hipt1
MMo1

eecceesence

MMo2
MMo3
MMo4
MMo5
MMo6
MMo7
MMo8
MMo9
MM10
MM11
MM12

orig.ident

AB2136
AB2137
AB2138
AB2149
AB2150
AB2301
AB2302
AB2303
AB2306
AB2307
AB2312
AB2313
AB2314
AB2829
AB2835
AB30ST
AB30S8
AB30ES

ec - eececeecse

eeeccececcee

g
eeecceccseccee

hip01
hip02
hip03
hip04

hipo7

hip0g.
hip10
hipt1

MMO1

AB4538
AB4616
AB4617
AB4618
AB4619
AB4620
AB4B21
AB4653
AB4724
AB4730
AB4731
AB4732
AB4733
AB4735
AB4736
AB4746
AB4747
AB4748

MMo2
MM03
MMo4
MMos
MMos
MMo7
MMos
MMog
MM10
MM11
MM12

5
5
H
=}
T
5
2
8
a

10 20 30 40 50





