
Supplementary Figure S1: Principal component analysis (PCA) reveals a clear 

difference among control and inoculated samples of D05253 >F3TMWR2AB001

(D) at 50 days post inoculation (dpi) with Pratylenchus thornei, PBA HatTrick (H) at 

50 dpi and Kyabra (K) at 20 dpi. The PCA plot was generated using ClustVis tool 

(https://biit.cs.ut.ee/clustvis/). 
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Supplementary Figure S2: Number of significant differentially expressed genes (DEGs)

(log2 fold change ≥2 or ≤2 and a P-value ≤ 0.05) in three chickpea genotypes D05253

>F3TMWR2AB001 (D); PBA HatTrick (H); Kyabra (K) at 20 and 50 days post inoculation (dpi)

with Pratylenchus thornei. Bars above the x-axis represent the number of upregulated genes

relative to the control plants at each time point, while bars below the line represent the

number of genes downregulated. The graph was generated using Origin (OriginLab Corp.,

Northampton, USA).
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Supplementary Figure S3: Venn diagram showing the number of differentially

expressed genes (DEGs) in common between the three chickpea genotypes,

D05253>F3TMWR2AB001 (D), PBA HatTrick (H); Kyabra (K), and two time points, 20

and 50 days post inoculation (dpi) with Pratylenchus thornei. The Venn diagram was

generated using VennDiagram R package version 1.6.20.



Supplementary Figure S4: Gene Ontology (GO) analysis using top 20 GO classification terms of 962

differentially expressed genes in chickpea genotypes D05253>F3TMWR2AB001, PBA HatTrick and Kyabra at

time points 20 and 50 days post inoculation (dpi) with Pratylenchus thornei, categorized into (a) biological

process (BP) (b) molecular function (MP), and (c) cellular component (CC). Blast2GO version 5.2 was used for

generating the graphs.
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Supplementary Figure S5: Transcription factor families upregulated across chickpea

genotypes D05253>F3TMWR2AB001 (D), PBA HatTrick (H) and Kyabra (K) at time

points 20 and 50 days post inoculation (dpi) with Pratylenchus thornei. The graph was

generated using Origin (OriginLab Corp., Northampton, USA).



Supplementary Figure S6: Correlation of expression level (log2 fold change) of nine

selected genes between the two approaches, RNA-Seq and q-RT PCR, for three

chickpea genotypes, D05253>F3TMWR2AB001, PBA HatTrick and Kyabra at time

points 20 and 50 days post inoculation (dpi) with Pratylenchus thornei (n=54).
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