
(a).

(b).

NAP1L2NAP1L2NAP1L2

MMEMMEMME

TNFRSF8TNFRSF8

IGFBP3IGFBP3

KIF26AKIF26AKIF26A

AATKAATK

AHRRAHRRAHRR

SNAI3SNAI3

TNFSF14TNFSF14

EGLN3EGLN3

AREGAREG

CHN1CHN1CHN1

MSCMSCMSC

PDGFBPDGFB
LRRN3LRRN3LRRN3

B3GALT2B3GALT2B3GALT2

LPAR6LPAR6

MRC2MRC2MRC2

CXCR2CXCR2CXCR2

FCER1AFCER1A

DSC1DSC1DSC1

GPR132GPR132

GPR15GPR15GPR15 TPPPTPPPTPPP

IL9RIL9RIL9R

CD200R1CD200R1CD200R1

PADI2PADI2PADI2 PTGDR2PTGDR2PTGDR2

ISM1ISM1ISM1

PAQR8PAQR8PAQR8

CD101CD101CD101

FCGR3BFCGR3BFCGR3B

NFKBIANFKBIANFKBIA

WHAMM

DDIT3DDIT3DDIT3

KPNA2

KPNA2

TRAF4TRAF4TRAF4

K

C1QB

TP53INP2TP53INP2TP53INP2

MTSS1LMTSS1L

CD83CD83CD83

GADD45GGADD45GGADD45G

CTRL

FAM46A

PTMSPTMSPTMS

SLC35A2SLC35A2SLC35A2

SPRY1 EPAS1EPAS1

HAVCR2

RUFY4RUFY4RUFY4

IRGQIRGQ

ID1

CFL2

NFKBIE

ZBTB10

C1QAC1QAC1QA

LAG3

CD38CD38

SBDSSBDS

DUSP10DUSP10DUSP10

AMIGO3AMIGO3AMIGO3 CCRN4L

ENSG00000253251

MDKMDKMDK

DUSP5DUSP5DUSP5

KLF6

B3GNT2

PMAIP1PMAIP1PMAIP1

IFNGIFNGIFNG

TP53INP1TP53INP1TP53INP1

PPIFPPIFPPIF

PIM3PIM3PIM3
POU2AF1POU2AF1POU2AF1

RND1RND1RND1

DUSP8DUSP8DUSP8

SGK1SGK1SGK1

NFIL3

From curated databases
Experimentally determined

Textmining
Co-expression
Protein homology

Known Interactions

Others

Gene fusions
Gene co-occurence

Predicted Interactions

Supplementary figure 1. The STRING networks show the relationships identified amongst
up-regulated (a) or down-regulated (b) genes in CD4+ T cells from asymptomatic individuals
compared to the average of visceral leishmaniasis patients and endemic controls. Filtering of
genes was performed based on a false discovery rate cutoff of 0.05 and a log fold-change cutoff of 1.



ZFP3

ZFP3

CENPBCENPB

CPT2

CPT2

PIM1

PIM1

CRK
CRK

FKBP5

FKBP5

GPR15GPR15

C

SLC35A4

SLC35A4

LPAR6

LPAR6

PRRC2B

PRRC2B
SMAP2

SMAP2

CLSTN1CLSTN1

ARHGAP1
ARHGAP1

AREG

AREG

BPBPB

CPSF7CPSF7CPSF7

B3GALT6B3GALT6B3GALT6

P

ANXA11

ANXA11

HKDC1HKDC1

PRR14L

PRR14L

TRAPPC1
TRAPPC1

P

FAM78A

FAM78A

TSPYL4TSPYL4

MLLT10MLLT10

C3orf38C3orf38

CD83CD83CD83

PAPD4PAPD4

ZNF460ZNF460ZNF460

CCDC59CCDC59

MRFAP1MRFAP1MRFAP1

ZBTB10ZBTB10ZBTB10

LEMD3LEMD3

CD69CD69CD69

ZCCHC7ZCCHC7

SPRY1SPRY1SPRY1

EIF4A2EIF4A2EIF4A2
DNAJB9DNAJB9

NXT1NXT1NXT1

BLK

BLK

ZNF394
ZNF394

PPP3CCPPP3CCPPP3CC

JMJD2CJMJD2CJMJD2C

NFKBIANFKBIANFKBIA

PIBF1PIBF1PIBF1

SRSF3SRSF3SRSF3

PPP1R15BPPP1R15BPPP1R15B

CD8ACD8ACD8A

BCAS2BCAS2

HBA1HBA1

KMT2EKMT2E

IRGQIRGQ

SBDSSBDSSBDS

TUBA1ATUBA1ATUBA1A

HSPA5HSPA5HSPA5

NFKBIENFKBIENFKBIE

MCPH1MCPH1MCPH1

ARL4AARL4AARL4A

CD8BCD8BCD8B

BLKBLKKBL

DDIT3DDIT3DDIT3

PLK2PLK2PLK2

DYRK1ADYRK1ADYRK1A
PRPF18PRPF18PRPF18

ID1ID1ID1

R3HCC1LR3HCC1LR3HCC1L

CHIC2CHIC2CHIC2

(a).

(b).

From curated databases
Experimentally determined

Textmining
Co-expression
Protein homology

Known Interactions

Others

Gene fusions
Gene co-occurence

Predicted Interactions

Supplementary figure 2. The STRING networks show the relationships identified amongst
up-regulated (a) or down-regulated (b) genes in CD4+ T cells from asymptomatic individuals
compared to endemic controls. Filtering of genes was performed based on a false discovery
rate cutoff of 0.05 and a log fold-change cutoff of 1. 
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Supplementary figure 3. AREG expression by CD4+ T cell subsets. The frequency of AREG+ CD4+
T cell subsets was measued by FACS. The box shows the extent of the lower and upper quartiles plus the
median, while the whiskers indicate the minimum and maximum data points (a). Simplified presentation of
incredibly complex evaluations (SPICE) was used to establish overlap in expression of AREG, CD38 and
indicated chemokine receptors by effector memory CD4+ T (TEM) cells (b), central memory CD4+ T (TCM)
cells (c), Th9 cells (d) and T follicular helper (Tfh) (e) from asymptomatic (ASY; n = 15) individuals, endemic
controls (EC; n = 17) and visceral leishmaniasis (VL; n = 11) patients, as indicated. *P < 0.05, **P < 0.01 and
***P < 0.001. Significance assessed by One-way ANOVA with Tukey’s multiple comparisons test (a).
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