Supplementary materials 
Supplementary Table 1: Table showing the percentage of conserved amino acids shared between the known and predicted target pairs
	Percentage of shared conserved amino acids 
	Number of known – predicted target pairs 

	90-100%
	54

	70-90%
	15

	50-70%
	49

	30-50%
	18

	<30%
	5
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Supplementary Fig. 1. Comparative Analysis of Functional and Structural Amino Acid Similarities Between Human Tubulin Beta-1 Chain (Q9H4B7) and its Predicted Plasmodium falciparum Counterpart (PF3D7_1008700).
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Supplementary Fig. 2. Histogram of showing the frequency distribution of druggability indices of all P. falciparum (Pf) protein targets that were similar to known targets (A),  and for the most similar P. falciparum protein for each drug (B).
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Supplementary Fig. 3. Histogram showing the frequency distribution of essentiality categories of all P. falciparum protein targets that were similar to known targets (A), and for the most similar P. falciparum protein for to each drug (B).
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Supplementary Fig. 4: Molecular docking and binding energies of cabazitaxel with known target P68366 (tubulin alpha-4a chain) and predicted P. falciparum target Q6ZLZ9 (Panel A); comparative binding affinities shown as energies (Panel B). Cabazitaxel demonstrates comparable binding affinity to the P. falciparum target (Q6ZLZ9), as indicated by the energy values. The conformations in Panel A represent the models with the lowest binding energies, specifically -6.9 kcal/mol and -7.1 kcal/mol. 
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The conservation scale:
430 . B 3 4 5 607 © - An exposed residue according to the neural-network algorithm.

b - A buried residue according to the neural-network algorithm.
f - A predicted functional residue (highly conserved and exposed).
8 - A predicted structural residue (highly conserved and buried).

- Insufficient data - the calculation for this site was
performed on less than 10% of the sequences.
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A. Frequency of druggability indices for all Pf proteins with data (n=308/735)
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B. Frequency of druggability indices the best predicted Pf protein for each drug (n=61/143)
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A. Frequency of essentiality categories for all Pf proteins with data (n=545/735)
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B. Frequency of essentiality categories for the best predicted Pf protein for each drug (n=70/143)
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A. Frequency of essentiality categories for all Pf proteins with data (n=545/735)

16

35

0

19

0 0 0

0

10

20

30

Essential Slow Dispensable No changes Sterile Uncertain Unfit

Essentiality categories

F

r

e

q

u

e

n

c

y

B. Frequency of essentiality categories for the best predicted Pf protein for each drug (n=70/143)
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