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Figure S1. Quality Control and Pre-processing of the raw reads. Quality control of reads by the
Fastqc tool which details the quality score for 48 reads. Green = goodquality of the reads, dark Yel-
low = medium quality of the reads and red = bad quality of the reads. b) heatmap plot to indicate
similarity between biologic replicate based on Euclidian Distance.
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Figure S2. Transcriptomic profile of the drug impact in wild type and mutant (B3_Pfact),
(B6_Pfugt), (D6_Pfcarl) parasites resistant to IPZ in GNF179 (100 nM) treated as compared to un-
treated conditions. Heatmap plot showing upregulate (red) and downregulate (green) genes in each
parasite in GNF179 (100 nM) treated as compared to not treated.
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Figure S3. Transcriptomic profile of the mutation impacts in (B3_Pfact), (B6_Pfugt), (D6_Pfcarl)
parasites resistant to IPZ compared to wild type. a) volcano plot displaying mutation impact on
the transcriptomic profile between each mutant parasite compared to WT in treated and untreated
conditions. b) heatmap plot showing number of upregulate (red) and downregulate (green) genes

in each mutant (B6_Pfugt), (D6_Pfcarl) parasites resistant to IPZ compared to wild type in GNF179
(100 nM) treated and not treated conditions
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Figure S4. Export protein affected on common mutant parasites in treated and untreated condi-

tions. Veen diagram showing mutation impact on parasites commonly affected gene associated
with protein trafficking in:

a) untreated and b) GNF179 (100 nM) treated conditions.
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Figure S5. Cellular components, biological process and molecular function disturbed by GNF179
between Wild type and IPZ resistant parasite in GNF179 (100 nM) treated and untreated condi-
tion. a) Wild type (WTNT) parasites versus mutant (B3_PfACTNT); b) Wild type (WTNT) parasites
versus mutant (B6_PfUGTNT), ¢) Wild type (WTNT) parasites versus mutant (D6_PfCARLNT) para-
sites resistant to IPZ; d) Wild type (WTT) parasites versus mutant (B3_PfACTT); e) Wild type (WTT)
parasites versus mutant (B6_PfUGTT), f) Wild type (WTT) parasites versus mutant (D6_PfCARLT)
parasites resistant to IPZ.
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Figure S6. Key metabolic pathways affected by GNF179 between Wild type and IPZ resistant
parasite in GNF179 (100 nM) treated and untreated condition. a) Wild type (WTNT) parasites versus
mutant (B3_PfACTNT); b) Wild type (WTNT) parasites versus mutant (B6_PfUGTNT), ¢) Wild type
(WTNT) parasites versus mutant (D6_PfCARLNT) parasites resistant to IPZ; d) Wild type (WTT) par-
asites versus mutant (B3_PfACTT); e) Wild type (WTT) parasites versus mutant (B6_PfUGTT), f) Wild
type (WTT) parasites versus mutant (D6_PfCART) parasites resistant to IPZ.



