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[bookmark: _Hlk19014726][bookmark: _Hlk19014805]Additional file 6: Figure S3. RNA-seq analysis of expression profile in different parasite lines. a Comparison of transcriptomes of PfSWIB vs 3D7, PfSWIB∆ vs 3D7, and PfSWIB∆ vs PfSWIB after re-invasion in 3rd life-cycle of P. falciparum. X-axis and Y-axis are logarithmic and correspond to relative signal of hybridization to each gene shown as a dot. Red dots denote the upregulated genes (fold change ≥1.5, FDR <0.05, P <0.05), while green dots denote the downregulated genes (fold change ≤ -1.5, FDR <0.05, P <0.05). b Hierarchical clustering heatmap of log2-transformed fragments per kilobase of transcript per million (FPKM) gene expression values for all the differentially expressed genes after re-invasion in 3rd life-cycle. The color scale ranges from green to red, showing a range from minimum (≤-0.4) to maximum (≥-0.4) log2 FPKM gene expression values for each variant.
image1.png
Color Key

3p7
PfSWIBvs 307.G7
up down
Differential gene 289 1092
Coding gene 389 657
Wo. of Kown pratein | 166 228

]
Q
H
=
307 ! "
PSWIBA vs 3D7.G7
up “down
Differential gene 250 616
Coding gene 332 239
No. of Kown proteln 162 180
8
H
g

PfSWIB
PFSWIBAvs PfSWIB.
up ‘down
Differential gene 112 1

Coting gone i 5
o> of Kown protein |27 0 3D7 PfSWIB PfSwiBA





