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Supplementary figure 4: Healthy controls vs. sepsis patients
(GO terms)
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               Supplementary figure 4: Healthy controls vs. sepsis patients (GO terms)       Downregulated Upregulated
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Supplementary figure 5: MALS vs. immune paralysis
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                          Supplementary figure 5: MALS vs. immune paralysis Monocytes CD4 T cells CD8 T cells NK cells B cells               
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Supplementary figure 6: MALS vs. immune paralysis (GO terms)

Upregulated

double-stranded RNA binding { [ ]

translation regulator activity - [ ]

single-stranded RNA binding - L ]

translation regulator activity, nucleic acid binding 1 [ ]

DNA-binding transcription factor binding < [ ]

mRNA 3-UTR binding{ L ]

ribonucleoprotein complex binding 1 [ ]
peptide antigen binding |
small ribosomal subunit rRNA binding
1-phosphatidylinositol-3-kinase regulator activity -
protein tag-
structural constituent of postsynapse 1
structural constituent of synapse -
oxidoreductase activity. acting on NAD(P)H. quinone or similar compound as acceptor |
NADH dehydrogenase activity-
NADH dehydrogenase (ubiquinone) activity -
NADH dehydrogenase (quinone) activity 1
polyubiquitin modification-dependent protein binding <
phosphatidylinositol 3-kinase regulator activity |
phosphatidylinositol 3-kinase binding 1

[ 4

[ J

chemoattractant activity - .
L]

ol

GeneRatio
® 0025
@® 0050
@ o005

p-adjust

0o
002
003

004

e =]

peptide hormone binding |

Downregulated

$100 protein binding - .
calcium-dependent protein binding - ° [ ]
single-stranded RNA binding - S
[ ]

. GeneRatio
® 005
® o
@

single-stranded DNA binding -
DNA-binding transcription factor binding -

translation regulator activity, nucleic acid binding -

translation factor activity, RNA binding -
p-adjust
translation initiation factor activity - .
oot

RNA polymerase II-specific DNA-binding transcription factor binding - L ] e

19G binding - 0.03
RAGE receptor binding - i

fatty acid binding -
retinoid binding -

@
([ ]
immunoglebulin binding - [ ]
®
®

% 4

N
’\&\ AT

N © & 5@

SR S e

o IS s
Q &)




image12.svg
               Supplementary figure 6: MALS vs. immune paralysis (GO terms) Downregulated Upregulated      
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Supplementary figure 7: Immune paralysis vs. unclassified
(GO terms)

Upregulated

calcium-dependent protein
binding . ®
translation regulator
activity, nucleic acid binding
translation elongation
factor activity

translation regulator activity

translation factor activity,
RNA binding

protein tyrosine/threonine
phosphatase activity

peptide antigen binding

GeneRatio
@ oos
@ o
@ o
° . 020

L J
MHC class Il protein cglr:gllg; . . _—
MHC protein complex binding @ [ ] .

antigen binding . 29

peptide binding . . 0o

actin monomer binding . ‘ 1
unfolded protein binding 2]
protein folding chaperone [ ]
heat shock protein binding @

& & W

Downregulated

structural constituent of
postsynapse

nitric-oxide synthase binding

structural constituent of
synapse

MHC class Il protein complex
binding

phosphatidylinositol

3-kinase binding

MHC protein complex binding

GeneRatio
@ o
@ ox
. 075
. 1.00

p.adjust

MHC protein binding [ ] °

protein kinase B binding

vascular endothelial growth
factor receptor binding
GDP-dissociation inhibitor
activity

insulin receptor binding

o
5
8

G-protein alpha-subunit

binding

immune receptor activity [ ] .
L]

MHC class Il receptor activity





image14.svg
               Supplementary figure 7: Immune paralysis vs. unclassified (GO terms) Downregulated Upregulated      
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Supplemental figure 9: Heatmap of monocyte clusters
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Supplementary figure 1

A: UMAP plots of PBMC cell types

B: Dot plot of marker gene expression

A

Monocytes

B cells

A ® Sepsis 03 ® Sepeis_19 ® Sepsis 03 ® Sepsis_t9
® Sepsis 05 ® Sepsis_20 ® Sapsis 05 ® Sapsis_20
® Sepsis 07 ® Sapsis_21 ® Sepsis 07 ® Sepsis_21
® Sepsis 0B ® Sepsis 22 ® Sepsis 08 ® Sepsis 22
N ® Sepsis 09 ® Sepsis_26 ® Sepsis 09 ® Sepsis 26
o ° ® Sepsis 10 ® Sepsis_27 ® Sapsis_10 ® Sepsis 27
K ® Sepsis 11 © Sepsis 28 ® Sepsis 11 ® Sepsis 28
2 ® Sepsis_12 ® Sepsis_29 ® Sepsis_12 ® Sepsis 20
® Sepsis 13 ® Sepsis_30 ® Sepsis_13 ® Sepsis_30
® Sepsis 14 ® Sapsis_35 ® Sepsis_14 ® Sepsis_35
© Sepsis 16 © Sapsis 36 © Sepsis_16 ® Sepsis_36
“+ ® Sepsis_17 ® Sepsis_17
25 Sepsis 03 ® Sepsis_19 ® Sepsis 03 ® Sepsis_19
Sepsis 05 @ Sepsis_20 ® Sapsis 05 ® Sepsis 20
Sepsis_07 ® Sepsis_21 ® Sepsis 07 ® Sepsis 21
Sepsis 08 ® Sepsis 22 ® Sepsis 08 ® Sepsis 22
~ Sepsis_09 ® Sepsis 26 ® Sepsis 09 ® Sepsis 26
g 001, Sepsis_10 ® Sepsis_27 ® Sepsis 10 ® Sepsis 27
Sepsis_11 & Sepsis 28 ® Sepsis_11 & Sepsis 28
> Sepsis_12 ® Sepsis 20 ® Sepsis_12 ® Sepsis_29
Sepsis_13 ® Sepsis_30 ® Sepsis_13 ® Sepsis 30
25 Sepsis_14 ® Sepsis_35 ® Sepsis 14 ® Sepsis 35
Sepsis_16 @ Sepsis_36 ® Sepsis_16 ® Sepsis 36
Sepsis_17 ® Sepsis_17
50
5 0 5
UMAP_1
PBMC Marker Genes
02505 @075 I b |
0 1 2
PPBP 1 . [ )
CD86 A ® .
CST3 . . . ® [ )
FCER1A A » [ ]
MS4A7 1 [ J 2 .
FCGR3A A . B
LYZA . . . . . . °
CD14 [ ] . .
MS4A1 4 < [ ]
CD79A A [ ) . .
GZMB A 2 @
NKG7 4 ° [ ] . .
GNLY A1 [ ] .
GZMK [ ] s
CDB8A A s # ® . .
S100A4 o ® ° @ ® ° ()
TCF74 [ = . . . .
CCR7 [ ]
IL7R { [ ) .
CD4 T cells Monocytes CD8 T cells B cells NK cells Undefined Platelets Dendritic cells




image2.svg
               Supplementary figure 1 A: UMAP plots of PBMC cell types B: Dot plot of marker gene expression    A B   
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Supplementary figure 2: Healthy controls vs. sepsis patients
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                                 Supplementary figure 2: Healthy controls vs. sepsis patients    Monocytes    Dendritic cells    CD4 T cells    CD8 T cells    NK cells    B cells
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Supplementary figure 3: Healthy controls vs. sepsis patients
(corrected for age and sex)
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               Supplementary figure 3: Healthy controls vs. sepsis patients (corrected for age and sex) Downregulated Upregulated      


