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Supplementary Figure 1. Characteristic peak of S1P in MS spectra. S1P in
methanol was subjected to LC/MS analysis and generated a characteristic peak at
position 378.16 acquired in MS spectra (A). Representative bar graphs display
LC/MS-based quantification of intracellular (IC) and extracellular (EC) S1P levels
in parasite infected and uninfected erythrocytes in presence of DMS (14 uM).
Acquired S1P-specific peak highlighted in the MS spectra (B).
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Supplementary Figure 2. S1P detection in IC and EC milieu of uninfected
erythrocytes and infected erythrocyte with DMS treatment and without treatment.
Lipids were extracted from supernatant and lysed cells from uninfected erythrocytes and
infected erythrocyte after DMS treatment and without treatment. The extracted lipids
were subjected to LC/MS analysis for S1P detection. S1P characteristic peaks were
detected at position 378.25 in the MS spectra for IC as well as EC milieu (A-G). In
Figure 2 (H) Due to lower level of S1P in DMS treated cells, peak was not detected.
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Supplementary Figure 3. Inhibition of host SphK-1 by specific inhibitor DMS causes decrease

in SphK-1 protein level and phosphorylation. A) Confocal micrographs demonstrate altered host
SphK-1 level in mixed-stage parasite culture following treatment with DMS (14 uM).
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Supplementary Figure 4. Inhibition of host SphK-1 by specific inhibitor DMS causes
decrease in SphK-1 protein level and phosphorylation. The phosphorylation status of
SphK-1 and its level were evaluated by immunoblotting. Total cell lysates probed with

GAPDH was used as a loading control.
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Supplementary Figure 5. Inhibition of host SphK-1 results in reduced glucose uptake. A) Evaluation
of 2-NBDG uptake in parasite infected erythrocytes following DMS treatment by live-cell imaging.
Respective MFI of individual infected erythrocytes were plotted against individual untreated cells.



GAPDH
Membrane

250 kDa
150 kDa

100 kDa
75 kDa

50 kDa
37 kDa

25 kDa

DMS - +

GAPDH
Cytosolic

250 kDa
150 kDa
100 kDa

75 kDa
50 kDa

37 kDa

25 kDa

DMS -+

GAPDH
Total Lysate

250 kDa
150 kDa
100 kDa

75 kDa
50 kDa

37 kDa

25 kDa

DMS - +

Supplementary Figure 6. Translocation of GAPDH in parasite infected erythrocytes upon host

SphK-1 inhibition. Detection of GAPDH in both membrane and cytosolic fractions of DMS-treated
infected erythrocytes. Total cell lysate was used as a loading control.





