
Supplemental Figure 1 

A. GSEA: Top 30 Upregulated

Pathway Enrichment 

KEGG_VALINE_LEUCINE_AND_ISOLEUCINE_DEGRADATION 

REACTOME_FATTY_ACID_METABOLISM 

GO_FATTY_ACID_BETA_OXIDATION 

REACTOM E_INITIAL_ TRIGGERING_ OF_ COMPLEMENT 

GO_FATTY_ACID_BETA_OXIDATION_USING_ACYL_COA_DEHYDROGENASE 

GO_MITOCHONDRIAL_TRANSLATION 

KEGG_pEROXISOME 

GO_TRNA_METABOLIC_pROCESS 

GO_FATTY_ACID_TRANSMEMBRANE_TRANSPORT 

GO_LIPID_OXIDATION 

REACTOME_CARNITINE_METABOLISM 

GO_ TH IOESTER_BIOSYNTHETIC _pROC ESS 

KEGG_FATTY_ACID_METABOLISM 

KEGG_pROPANOATE_METABOLISM 

GO_L YTIC_ VACUOLE_ORGANIZATION 

GO_MONOCARBOXYLIC_ACID_CATABOLIC_pROCESS 

KEGG_TRYPTOPHAN_METABOLISM 

REACTOME_CREATION_OF _C4_AND_C2_ACTIVATORS 

BIOCARTA_N02IL 12_PATHWAY 

GO_NUCLEOSIDE_BISPHOSPHATE_BIOSYNTHETIC_pROCESS 

GO_FATTY_ACID_CATABOLIC_pROCESS 

GO_OLIGOSACCHARIDE_LIPID_INTERMEDIATE_BIOSYNTHETIC_pROCESS 

GO_THIOESTER METABOLIC PROCESS 

KEGG_BUTANOATE_METABOLISM 

REACTOME_MITOCHONDRIAL_TRANSLATION 

GO_CYTOLYSIS 

KEGG_HISTIDINE_METABOLISM 

REACTOME_FCGR_ACTIVATION 

GO_FATTY_ACID_METABOLIC_pROCESS 

GO_AMINO_ACID_ACTIVATION 

C. 

0.6-

0.3-

co 

C\J 0.0-

() 

-0.3-

-0.50 

• 

• 

• 

• 

• 

• 

-0.25 0.00 0.25 

PC1 (48.46%) 

• 

• 

-

PB_vs_CB 

• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 
• 

• 
• 
• 

0.50 

-log(pvalue) 

• 6.8
• 7.2
• 7.6
• 8.0
• 8.4

NES 

2.4 
2.3 
2.2 
2.1 
2.0 

groups 

• CB

• PB

GSEA: Top 30 Downregulated 

Pathway Enrichment 

HALLMARK_ TNF A_ SIGNALING_ VIA_N FKB 

HALLMARK_HEME_METABOLISM 

GARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS_BLUE_UP 

GO_GAS_TRANSPORT 

KEGG_RIBOSOME 

REACTOME_NONSENSE_MEDIATED_DECAY_NMD_ 

REACTOME_EUKARYOTIC_TRANSLATION_ELONGATION 

GO_OXYGEN_TRANSPORT 

REACTOME_ERYTHROCYTES_TAKE_UP _CARBON_DIOXIDE_AND_RELEASE_OXYGEN 

GO_ERYTHROCYTE_DEVELOPMENT 

REACTOME_ACTIVATION_ OF _MA TRIX_MET ALLOPROTEINASES 

GO_CHROMATIN_SILENCING 

REACTOME_RESPONSE_OF _EIF2AK4_GCN2_TO_AMINO_ACID_DEFICIENCY 

GO_NUCLEAR_TRANSCRIBED_MRNA_CATABOLIC_PROCESS_NONSENSE_MEDIATED_DECAY 

GO_REGULATION_OF _RNA_SPLICING 

HALLMARK_G2M_CHECKPOINT 

REACTOME_NOTCH1_INTRACELLULAR_DOMAIN_REGULATES_TRANSCRIPTION 

GO_RESPONSE_TO_LEUKEMIA_INHIBITORY_FACTOR 

REACTOME_PROCESSING_OF _CAPPED_INTRON_CONTAINING_PRE_MRNA 

GO_MYELOID_CELL_DEVELOPMENT 

GO_ALTERNATIVE_MRNA_SPLICING_VIA_SPLICEOSOME 

GO_HYOROGEN_PEAOXIOE_CATABOLIC_PROCESS 

GO_REGULATION_OF _MRNA_METABOLIC_PROCESS 

GO_MRNA_EXPORT_FROM_NUCLEUS 

GO_REGULATION_OF _MRNA_PROCESSING 

GO_REGULATION_OF_MRNA_SPLICING_VIA_SPLICEOSOME 

GO_RESPONSE_TO_ARSENIC_CONTAINING_SUBSTANCE 

BIOCARTA_AHSP _PATHWAY 

GO_REGULATION_OF _GENE_EXPRESSION_EPIGENETIC 

GO_MRNA_TRANSPORT 

D. 

75-

0..: 50 -
-

0 

O> 

I 25-

-10

• 

IGF2BP3 

-5 0 

Log2FC 
5 

PB_vs_CB 

• 
• 
• 
• 
• 
• 
• 
• 
• -log(pvalue) 

• • 8.00 
• • 8.25 
• 
• • 8.50
• • 8.75
• 
• NES 

• 
-2.2

• 
-2.4• 

• -2.6
• 
• 
• 
• 
• 

. 

• 
• 

Significance 

• PB

• CB

• NS

FDR< 0.05 

FC>2 

Up e 1593 

Down• 2220 

B.

45



E
Supplementary Figure 1

46



GZMB
IFNAR1
IFNAR2
IFNG
PRF1
TNF

2B4
FASLG
FCER1G
FCGR3A
FCGR3B
FYN
ITGAL
ITGB2
KIR2DS1
KIR2DS2
KIR2DS3
KIR2DS4
KIR2DS5
NCR1
NCR2
NCR3
TYROBP

FAS
GRB2
KIR2DL2
KIR2DL4
KIR3DL1
KIR3DL2
KLRC1
PTPN11
PTPN6

LAT
LCK
LCP2
MAPK1
MAPK3
NFATC1
NFATC2
PAK1
PIK3CA
PIK3CB
PIK3CD
PIK3R1
PIK3R2
PIK3R3
PLCG1
PLCG2
RAC1
RAC2
RAC3
RAF1
SH2D1A
SH3BP2
SHC1
SYK
TNFSF10
VAV2
VAV3
ZAP70

Group
CB
PB

Pathw
ay gro

up.
1
gro
up.
2
gro
up.
3
gro
up.
4

−1

0

1

Supplemental Figure 1 
F.

47



10:1 5:1 1:1 1:5 1:10

0

50

100

PB Donor 1

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

CB Donor 1

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

PB Donor 2

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

CB Donor 2

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

PB Donor 3

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

CB Donor 3

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

PB Donor 4

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

10:1 5:1 1:1 1:5 1:10

0

50

100

CB Donor 4

Effector:target ratio

T
a

rg
e
t

ly
s
is

(%
)

NK cells

NK cells + TGF-β

G.
Supplemental Figure 1

48



G
R

B
2

P
IK

3
R

1

IT
G

B
2

N
C

R
3

K
IR

2
D

S
3

P
L

C
G

2

R
A

F
1

N
F

A
T

C
2

-3

-2

-1

0

1

2

F
o

ld
ch

an
g

e

K
IR

3
D

L
1

M
A

P
K

1

N
F

A
T

C
1

S
H

C
2

V
A

V
3

-8
-4

-2

0

2

4

F
o

ld
ch

an
g

e

P
R

F
1

K
IR

2
D

L
4

L
C

P
2

P
T

P
N

6

T
N

F
S

F
1

0

R
A

C
1

P
IK

3
C

A

K
L

R
D

1

IF
N

A
R

2

-4

-2

0

2

F
o

ld
ch

an
g

e

PB NK

CB NK

B. C.

Supplemental figure 2

A.

49



Supplemental Figure 3 
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