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Figure S1. (A) and (B) Hypha of R. bataticola (Accession No. OL304938) stained with lactophenol
showing typical right-angled branching and constriction at the base of the hyphal branches at 10X
and 20X magnification respectively; (C) and (D) Sclerotia of the fungus at 10X magnification under

compound microscope.
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Figure S2. (a) The length distribution details of the assembled transcript and unigene; (b)
Transcript expression (FPKM) distribution of all the samples.



(b) MA Plot for Precoz-S-Root-A1-A2_vs_Precoz-R-Root-B1-B2
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Figure S3. (a) Total number of upregulated and downregulated DEGs (with p<0.05 & Log2
FC +2/-2) identified in the lentil genotype Precoz under control and infected conditions; (b)
MA plot, (c) Volcano plot and (d) FPKM plot of the DEGs identified in the lentil genotype
Precoz under control and infected conditions.
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Figure S4. BLASTX hit of top 25 organisms.

Organism Plot [Top25]

2 ————: R

0 3000 6000 9000 12000

# ol DEGs



carbohydrate transport [GO:0008643]

( a ) auxin-activated signaling pathway (GO:0009734]
metal ion transport (GO:0030001]

protein glycosylation (GO:0006486]

response 10 oxidative stress [GO:DOM!‘N]

RNA processing [G0:0006396]

DNA Integration [GO:0015074]

[f

DNA repalr [G0:0006281)

P )
E ublquitin-dependent proteln catabolic process [G0:0006511]
" lipld metabolic process [GO:0006629]
protein folding [GO:0006457]

protein transport [GO:0015031)

coll rodox homeostasis [GO:0045454]

transmembrane transport [GO:0055085]

transport |
cell wall organization (GO:0071555]

intracellular protein transport

signal Iransduction [GO:0007165]
translation [GO:0006412]
carbohydrate metabolic process [G0:0005875]

fegulation of transcription, DNA-templated [GO:0006355)

o 200 400 500
Golgl apparatus [GO:0005794) Wes
( b ) endoplasmic reticulum [G0:0005783] mos
viral nucieocapsid [GO:0019013] mor
cell wall [GO:0005618] | REES
] R
microtubule [GO:0005874] [ RE
membrane [GO:0016020] . s
E nucleosome [GO:0000766) . 1
" reticulum R
Golgi membrane [GO:0000139) . 201
eytosol [GO:0005829) . 0
plasma mombrano [G0:0005686] -
chioroplast [GO:0009507] | EH
mitochondrion [GO:0005739] L Eo
extracellular region [GO:0005576] ]
cell [G0:0005623] )
ribosome [GO:0005840] _____EiH
cyloplasm [GO:0005737) L
nucleus [GO:0005634] . JE
integral component of membrane [GO:0016021] L[}
(] 2000 4000 6000
cific DNA binding I 7
( C) transferase activity [GO:0016740) g
activity 1] | E]
protein dimerization activity [GO:0046883] |k
heme binding [GO:0020037] 0
kinase activity [GO:0016301] I 0
structural constituent of ribosome [GO:0003735] I o
ligase activity [GO:0016874) I o
GTP binding [GO:0005525] L&
§ ADP binding [GO:0043531) Kl

activity 1

protein serinefthreonine kinase activity [G0:0004674]
oxidoreductase activity [GO:0016491]

DNA-binding transcription factor activity [GO:0003700]
hydrolasa activity [GO:0016787]

nucleic acid binding [GO:0003676]

zinc ion binding [GO:0008270]

RNA binding [GO:0003723]

protein kinase activity [GO:0004672]

DNA binding [GO:0003677]

metal ion binding [GO:0046872]

ATP binding [GO:0005624]

o 1000 2000 3000 4000

#0! DEGs



Figure S5. Some of the selected GO terms in (a) Biological process, (b) Cellular component,
(c) Molecular function category from GO annotation of lentil transcriptome.



