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To explore the salt stress responsive long non-coding RNA(s) mechanism in contrasting
rice (Oryza sativa L.) genotypes

Introduction
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% Once dismissed as junk DNA, long noncoding RNAs (IncRNAs) came into limelight due to Two weeks old seediings of
advancement in sequencing technologies. IR64 (59”5':'_v;());’::ﬂp’\;’:gl' T-"'e"a
¢+ IncRNAs are transcripts of longer than 200 nucleotides and indiscernible coding potential.
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++ Besides the large discoveries in animal, their functionality still remained controversial in plants. (FIGPRO Halabaser acbOintlas in/pincara)
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1. Identification and expression analysis of salt stress Activity | Yoar 1 Year 2 ] (RNA-seq validation by qRT-PCR) Ourationfor harvesting
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For selection of specific/novel candidate
gene and due to complex network for
stress regulation, seedlings were further
subjected to different abiotic stresses and
phytohormone treatments

|_Classification: RiceL.ncPedia database
(http://3dgenome hzau edu cn/RiceLncPediat)
Physical mapping:MG2C tool
(http:/img2c iaskinimg2e v2.17)
Gene Ontology enrichment: ShinyGO tool
(htip/bicinformatics sdstate.edulgol)

and their target gene expression.
. Functional validation of selected IncRNA(s) in the

homo/heterologous system.

Objective 2
Objective 3

w

IncRNA (incRNA)

fInc) isoforms of known genes

Expression analysis of selected
IncRNAs was performed by qRT-PCR

Secondary structure: ViennaRNA fold server

(http://rna tbi.univie ac.aticgi-bin/R!

Subeellular localization: Locate R 4
(httpllocate-r azurewebsites net)

IncRNA-miRNA-mRNA interaction: psRNATarget
(www.zhaolab.org/psRNATarget)
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OBJECTIVE 3
Functional validation of selected

IncRNA(s)

(workin progress))

Executive summary
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O
of Pokkali cultivar

» Total 81 and 63 salt responsive IncRNAs were found in
Pokkali and IR64 respectively (length 200-3500 nt.) (Fig. A)

7 Highest number of IncRNAs were located on chr 4 and 9 (Fig. B)

» Most of the IncRNAs were intergenic in nature and mainly
resides in cytoplasm. (Fig. C and D)

» Fold enrichment showed highest frequency of IncRNA are
related to SBP domain (plant specific transcription factor, role
in salinity) (Fig. E)

» Gene expression analysis showed IncRNAs have both positive
and negative regulation under salinity. (Fig. F)

Salient points

» Out of total obtained IncRNAs only 15 were common in both
cultivars, remaining were unique to respective cultivar.

> Exogenously supplied phytohormone stated role of IncRNAs
in phytohormone-induced tolerance as well as its role in
abiotic and biotic stress cross-talk.
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