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Supplementary tables.

Supplementary Table S1. Top 10 most significantly changed pathways day 1 (24h) and day 4

post infection with Plasmodium y. nigeriensis N67 and P. y. yoelii 17XNL.

Supplementary Table S2. Selected enriched and activated or inhibited pathways day 1 and day

4 after infection with Plasmodium y. nigeriensis N67 or P. y. yoelii 17XNL, sorted by Z-score.

Supplementary Table S3. Gene expression levels in selected pathways differentially regulated
between day 1 and day 4 post infections with Plasmodium y. nigeriensis N67 or P. y. yoelii

17XNL.

Supplementary Table S4. Gene expression levels in heme biosynthesis pathways differentially

regulated between day 1 and day 4 post infection with Plasmodium y. yoelii N67.

Supplementary Table SS. Upstream regulators of activated or inhibited signaling pathways day

1 and day 4 post infection with Plasmodium y. nigeriensis N67 or Plasmodium y. yoelii 17XNL.

Supplementary Table S6. Z-scores of enriched pathways after infection with Plasmodium y.

nigeriensis N67, Plasmodium y. yoelii 17XNL, and their 24 progeny.

Supplementary Table S7. Genes that are significantly differentially expressed in mice infection

four P. yoelii strains.



Supplementary Figures

a N67-day1
' ?
Extracelular space ww&ﬁ o 2
m \‘WJ‘\KUF %\J\ ‘m\l Mi;
XY Ko
- . T
- o @ Ii’ o :
ja1> (
M Increased measurement

M decreased measurement

b 17XNL-day1 Y
[Estmaanaracs | e N

| Cytoplasm | ¥

M Increased measurement
I decreased measurement

Nucleus J\
‘ P Gevery
@ﬁ’_\ et Vo < i
(

ok 5
: Ra\m
d%-lkﬁ-mm\-r!gzvgf ¢ o @ B

@
£ 4 4 A

Supplementary Figure S1. Comparison of interferon signaling (IFN-o/f and IFN-y) pathways
in mice day 1 post infection with N67 (a) or 17XNL (b). Genes differentially expressed in
infected and uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for
analysis of gene interaction networks that were generated through the use of IPA (QIAGEN Inc.,
https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a),

Differentially regulated genes in interferon signaling pathways in mice day 1 post infection with



N67 parasite. (b), Differentially regulated genes in interferon signaling pathways in mice day 1
post infection with 17XNL parasite. The names of molecules are as indicated. Red, up-regulated
genes; green down-regulated genes. Darker colors suggest higher up- or down-regulated,

respectively. Arrows point to genes with lower expression in 17XNL infected mice.
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Supplementary Figure S2. Comparison of interferon signaling (IFN-o/f and IFN-y) pathways
in mice day 4 post infected with N67 (a) or 17XNL (b). Genes differentially expressed in

infected and uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for



analysis of gene interaction networks that were generated through the use of IPA (QIAGEN Inc.,
https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a),
Differentially regulated genes in interferon signaling pathways in mice day 4 post infection with
N67 parasite. (b), Differentially regulated genes in interferon signaling pathways in mice day 4
post infection with 17XNL parasite. The names of molecules are as indicated. Red, up-regulated
genes; green down-regulated genes. Darker colors suggest higher up- or down-regulated,

respectively.
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Supplementary Figure S3. Expression regulation of genes in dendritic cell (DC) maturation
pathway day 1 and day 4 post infection with N67. Genes differentially expressed in infected and
uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for analysis of
gene interaction networks that were generated through the use of IPA (QIAGEN Inc.,
https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), Expression
and interaction network of key genes in DC maturation pathway day 1 post infection with N67.
(b), Expression and interaction network of key genes in DC maturation pathway day 4 post

infection with N67. Red, up-regulated genes; green, down-regulated genes. Darker colors



suggest higher up- or further down-regulated genes, respectively. Symbols for molecular

functions are as presented in the side box.

CDéa™ antigen presenting cell
licos* )~ )
Noteh o4 DIY o)
L P iL12
18 la 1B lv
Ag
TCRTCR
flotch 12" SR coer
oI CD4oL
1C08* co3
IFNYR o
i 1 1
IL-27R* PI3K IL-12R
T Cell Receptor Signaling
18R
At
cose MKKe*
JAK
Galectin-9 @
Tim-3*
=40
1L-10R
L6 1L:6R"
D . » g
@ nris SaINFAToNFRB® Tbet Runc (line) Statd® Gaia3
- — . T - H =
Cytopiasm Nucleus
o
CXCR3

ThEp: 12

Complex

Cytokine/Growth Factor
Enzyme

G-protein Coupled Receptor
Graphic node

Group/Complex CD8a- antigen presenting cell
Kinase
Phosphatase cog
Related pathway node Noteh 1y ON1 CDBOCPdo
Transcription Regulator 'C“M‘ulnumccow n
Transmembrane Receptor 8 g la 1B M
Other Ag
Relationship
Relationship Vot (TCRTER ‘G
Relationship Notch cl
|¥. ot cD3 Co4ol.
® Increased measurement FNYR
Decreased measurement 1CAM), PIK Socs1
L T Cell Réceptor Signaling izr
ILA8R v
CD%4 =V
JAK.
Galecting) "0
Tim-3" t
1L-10R
6 -IL6R ) ,
stats | NAi3 | Stat1NFATe NFia (@0 runcs | 11+ Sl Gatas
GG R e
Nucleus
Cytoplasm

2
cVa

w2

Supplementary Figure S4. Expression regulation of genes in Thl pathway day 1 and day 4 post

infection with 17XNL. Genes differentially expressed in infected and uninfected mice with a

cutoff value of 1.2-fold or larger changes were selected for analysis of gene interaction networks

that were generated through the use of IPA (QIAGEN Inc., https://www.qiagenbio-

informatics.com/products/ingenuity-pathway-analysis). (a), Expression and interaction network

of key genes in Thl pathways day 1 post infection with 17XNL. (b), Expression and interaction

network of key genes in Th1 pathways day 4 post infection with 17XNL. Red, up-regulated

genes; green, down-regulated gene. Darker colors suggest higher up- or further down-regulated

genes, respectively. Symbols for molecular functions are as presented in the side box.
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Supplementary Figure S5. Expression regulation of genes in mitotic roles of Polo-like kinase
pathway day 1 and day 4 post infection with N67. Genes differentially expressed in infected and
uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for analysis of
gene interaction networks that were generated through the use of IPA (QIAGEN Inc.,
https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), Expression
and interaction network of key genes in mitotic roles of Polo-like kinase pathway day 1 post
infection with N67. (b), Expression and interaction network of key genes in mitotic roles of
Polo-like kinase pathway day 4 post infection with N67. Red, up-regulated genes; green, down-
regulated gene. Darker colors suggest higher up- or further down-regulated genes, respectively.

Symbols for molecular functions are as presented in the side box.



Original gel images for Figure S3b
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Supplementary Figure S6. Original Western blot images for panels in Figure 3b. The areas

within the white boxes are cropped and presented.



