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Supplementary Figure S1. Azad et al.

Chromosome 1 sequence TTGAATGTCAAATTGAT. Genomic 
A>C, position 2633, 100% substitution due to copy number 
variation in 28S rRNA genes. 
TTGAATGTCAACTTGAT- mRNA.   



8 hours

24 hours

16 hours

40 hours

32 hours

46 hours

2645
TCA

2649
TCA Supplementary Figure S2. Azad et al.

Chromosome 1 GAAATTTAATTAAGCG, Chromosome 5, 
and Chromosome 7 GAAATTCAATCAAGCGCA, T>C
Complete substitution at  2645 and  2649 TTTAA>TTTAA,  
2645 position C>T position 2649 complete substitution
CAAGCGCA>AATGAAGC, 2649 position (C>G at position 
2649, base conversion). Chromosome 5 and 7 appear much.



GTTTCTATATAGTACTTTCT   genomic sequence 729, 730 position in chromosome 1
Gradual changing of A>T and substitution of T by C 
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729
TTT

730
TTA

chromosome 5 GTTTCTATTCAGTACTTTC
chromosome 7 GTTTCTATACAGTACTTTC

Supplementary Figure S3. Azad et al.

Chromosome 5, PF3D7_0532000 and chromisome 7,
PF3D7_0726000. 28S rRNA are mainly expressed.
PF3D7_0726000 dominant in the ring stage and
PF3D7_0532000 in Trophozoite and Schizont stages. C is the
genomic locus of only PF3D7_0726000 and PF3D7_0532000,
indicating different 28S rRNA expression in the different
developmental stages of Plasmodium falciparum. NGS
expression data also show that these two 28S rRNA expression
levels are higher than those of the other 28S rRNA genes. 46
hours, not detected.



PF3D7_1227200, potassium channel K1
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Supplementary Figure S4. Azad et al.

TCAAAGAAAAAAAAAAAAAAAAAAAAAAGAGAA; 
G>A predicted but absent in stage-specific results



ACTGTTAATGAAGAAATGCCCGTAG> ACTGTTAATGAAGAAATGCCCGTAG
4151st position A>G

PF3D7_1149000;antigen 332, DBL-like protein (Not found)
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Supplementary Figure S5. Azad et al.



ATTTTATACA> ATTTTAAACA, previously 
reported as SNV, (not found)

PF3D7_0815200/ importin subunit beta 

8 hours

24 hours

16 hours

40 hours

32 hours

46 hours

Supplementary Figure S6. Azad et al.
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G>T/C editing in the all stages but not found in the gDNA. 
Sanger Sequencing data of PF3D7_0216900

gDNA

Position 773
GGG
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Supplementary Figure S7. Azad et al.

https://plasmodb.org/plasmo/app/record/gene/PF3D7_0216900
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Supplementary Figure S8. Azad et al.

28S rRNA spectral peak present in all samples, indicating 
no hidden breaks and well integrated 28S rRNA.
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32 hours 40 hours

Supplementary Figure S9. Azad et al.

28S rRNA spectral peak present in all samples, indicating 
no hidden breaks and well integrated 28S rRNA.



Edited 28S rRNAUnedited 28S 
rRNA

Edited 28S rRNAUnedited 28S rRNA

RNA secondary structure is altered due to RNA editing in 28S 
rRNA.

Supplementary Figure S10. Azad et al.



Unedited

Edited

Supplementary Figure S11. Azad et al.

A

B

PF3D7_0216900 gene. (A) Unedited transcript forms a more 
complex structure than the edited one. (B) RNA editing 
transforms most of the loop structure to the stem structure.
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Supplementary Figure S12. Azad et al.

(A) Unedited protein residues 516 and 520 bind to
hemoglobin. 516 pLDDT score is very high. (B) Unedited
protein residues 516 and 520 bind to hemoglobin. 520
pLDDT score confident is high.



Edited

Unedited

Supplementary Figure S13. Azad et al.

RNA editing in the PF3D7_0216900 gene of Plasmodium
falciparum. GO term GO:0009894 responsible for
catabolic process regulation.



16 h; 2737 T>G  13+30+18  average 20.33% 16 h; 2761 T>C  20+26+11  average 19% 

16 h; 2763 G>A   21+ 27+12 average 20% 16 h; 2769 T to c   28+17+12 average 19% 

Supplementary Figure S14. Azad et al.



Position 2737;
24 hours T >G. 15+8+4=27/3=average 9%

Position2761;
24 hours ; T>C 12+7+3=22/3= average7%

Position2769;
24 hours ; 2769 T>C 12+8+4=24/3=average 8%

Position2763;
24 hours; G>A 12+7+3=22/3=average 7%

Supplementary Figure S15. Azad et al.



Position 2737; 32 Hours
T>G. 3+3+1=3% Average

Position 2761; 32 Hours
T>C. 2+3+1=2% Average. 

Position 2763; 32 Hours
G>A. 2+3+1=2% Average. 

Position 2769; 32 Hours
T>C. 2+3+1=2% Average. 

Supplementary Figure S16. Azad et al.



position, 2763
40hours G>A 7+1+1 ; average 3%  

Positio  2761, 40 hours T>C  7+1+1; 
average 3 %

position,2769 
40hours T>C 9+1+1; average 4%

Position 2737, 40 hours T>G  
8+1+1  average 3 % 

Supplementary Figure S17. Azad et al.


