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Supplementary Figure 1. Quality of the single-cell RNA-seq data of heart failure patients. Scatter plot shows the relationships
between nCount_RNA and nFeature_RNA. Color changes represent the changes of pMT (A), pHB (B), and pRP (C). Scatter plot shows the
relationships between nCount_RNA and pMT (D), pHB (E) and pRP (F). Color changes represent the changes of nFeature_RNA. Scatter plot
displays the relationships between nFeature_RNA and pMT (G), pHB (H) and pRP (l). Color changes represent the changes of nFeature_RNA.
Scatter plot shows the relationships between pRP and pMT. Color changes represent the changes of nCount_RNA (J) and nFeature_RNA (K).
(L) Violin plot displays the values of total RNA read count (nCount_RNA), total gene count (nFeature_RNA), pHB (expression percentage of
hemoglobin genes), pMT (expression percentage of mitochondria genes) and pRP (expression percentage of ribosome protein genes).
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Supplementary Figure 2. Quality control of the single-cell RNA-seq data of heart failure patients with stringent criteria.
Scatter plot shows the relationships between nCount_RNA and nFeature_RNA. Color changes represent the changes of pMT (A), pHB (B), and
PRP (C). Scatter plot shows the relationships between nCount_RNA and pMT (D), pHB (E) and pRP (F). Color changes represent the changes of
nFeature_RNA. Scatter plot displays the relationships between nFeature_RNA and pMT (G), pHB (H) and pRP (l). Color changes represent the
changes of nFeature_RNA. Scatter plot shows the relationships between pRP and pMT. Color changes represent the changes of nCount_RNA
(J) and nFeature_RNA (K). (L) Violin plot displays the values of total RNA read count (nCount_RNA), total gene count (nFeature_RNA), pHB
(expression percentage of hemoglobin genes), pMT (expression percentage of mitochondria genes) and pRP (expression percentage of

ribosome protein genes).

WWwWw.aging-us.com

AGING



A

vefore_response {0 0@ OGP - 0@00 - 0 - 0D -0P: 200000 - 00 - 09090 909 - 000 :0 -9 0000000000 00 -000
Value

« 000
® 025
@® o050
vetore_nonresponse (@ 0@ - 0@+ - + - - - 000000000 - - 000099 °00- 0 - - @ - 000900 @900 - @ - 00+ -9 - 0000200 - -O0-°| @ o7
@ o

Value

1.00
atter_response (@ + « GEO@ -+ 0@@c 00 - 00 :@-0-00¢ - - -90-000000-00- 2000000 -0-@0-000 - - @-0:-0--0000000- Im

- 050

0.00

ater_sonresponse | - @ e + - GO0 0@ - 0 -9 09900 - 000 - 009000 - @ - - - 00 - 000000 200000 - 00000020000 - 0°

e

SN F T 23
SN o S s TS SIS 3 S5 R
e e
S S T s s BB SX R e s SR
P SRS IO BT ATRn T 5 o SO ST SN
Pl i AN L 0% b R IR LIS
P GO & ST RES T S S & S
. N & 75 %if‘f ‘?%? F & qja ~€‘p§) S
& &9 *f?& [ “@‘%"ﬁ « @
S G &
S F
S AT
&
o
B Metabolic Pathway
CD14 Mono CD14 Mono CD14 Mono CD14 Mono CD14 Mono
beta-Alanine metabolism keratan sulfate Pantothenate and CoA biosyn! Sulfur metabolism Drug metabolism - other enzymes
Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2e-16 15 Kruskal-Wallis, p < 2.2e-16 15 Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2e-16
15
08 038
= = = o =3 10 =
E.. 3 H H H
2 £ 245 Los. Zos
8 Sos 8 8 2
B £ g g g
= = = = =
0.0 0o 00 oo 00
& & & & & & & & & & &
@“@Q’ e\gﬁ ‘ef @‘éﬁé @*ﬁ e‘sﬁ &f h*ﬁ‘é @“ﬁ o‘séf f @)f f&: e\iﬁ &“‘ﬁ @3@# @“‘ﬁ e‘fﬁ &f w*f
& & & & & & & & oy 3§ & & & & & & & e & &
CD14 Mono CD14 Mono CD14 Mono CD14 Mono CD14 Mono
Glutathione metabolism Nicolinale and nicalinamide metabolism Glycolysis / Gluconeagenesis Pentose phosphate patfway Oxidalive phospharylation
Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2e-16 Kruskal-Wallis, p < 2.2¢-16

20

e

@
o

o

o
o

BEES -

BEEC

PR PR PP PR s
L e A «”f RV A «*‘fb & 5 fﬁ o 4 *’ﬁa @?@‘& & @@;f
& & & & & & & & & & &

Metabolic Pathway
e )
5 Y
Metabolic Pathway
° °
s &
Metabolic Pathway
H e
B &
Metabolic Pathway
o o
s o
Metabolic Pathway
@ 5

Supplementary Figure 3. Single-cell metabolism analysis for CD14* monocytes in the four groups. (A) Dot plot shows all
metabolism terms among response or non-response groups. (B) Top 10 metabolism terms were shown using box plots.
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GO: BP analysis
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Supplementary Figure 4. GO enrichment analysis for all 11 subclusters of CD14* monocytes. Dot plots were used.
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KEGG analysis
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Supplementary Figure 5. KEGG enrichment analysis for all 11 subclusters of CD14* monocytes. Dot plots were used.
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Supplementary Figure 6. Expression levels of the seven identified genes between other and response-related CD14*

monocytes.
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NMF rank survey
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Supplementary Figure 7. The process of NMF analysis for HF patients.
Www.aging-us.com 7 AGING



