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Figurel. RNA-seq analysis workflow of Aegilops tauschii under control and salt treated samples.
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Tablel. Analysis of variance of [Na'], [K] and [K*]/[ Na*] ratio in leaf and root tissues in
Aegilops tauschii during salinity stress

Source of df Mean square

variation [Na'] [K'] [K')/[ Na']
Salinity 1 932.45™ 48.12" 202.15™
Tissue 1 415.59 3945.45™ 302.67"
Salinity x Tissue 1 260.96 8.15" 122.18"
Error 8 0.1351 0.3215 0.0854
CV (%) 29 2.06 4.72

**: Significant at o <0.01.
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Table2. Quantity and quality of extracted RNA in control and salt treated leaf tissue in Aegilops tauschii

samole Concentration oD oD RIN
P (ng/ul) 260/280 260/230
Control 2435 2.14 2.18 7.8
Salt treated 1465 2.15 2.18 7.4
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Figure 2. Electropherograms of extracted RNA from control (A) and salt treated (B) leaf tissue in Aegilops tauschii
using Bioanalyzer 2100.
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Figure 3. Regulation overview of differential expressed
unigenes during salt stress generated by MapMan. Log2

fold changes are indicated by the colour scale; blue

squares represent up-regulated genes and red squares
represent down-regulated genes.
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Table 3. Statistics of transcriptome in Aegilops
tauschii assembled using Trinity.

Unigenes generated 255,446
Total unigene length 357,329,262
N50 2269
Unigenes >1Kb 133,012
Average unigene length 1,398
Median unigene length 973
Maximum unigene length 16,180
Minimum unigene length 201

GC content 47.37
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Table 4. Categorization of differentially expressed unigenes of Aegilops tauschii in response to salinity stress
into signaling process; BIN code 30.

Code BIN CLASS No. BIN No. Unigene

30.1 signalling.in sugar and nutrient physiology' 2 2

30.2 signalling.receptor kinases 401 222
30.3 signalling.calcium 43 43
304 signalling.phosphinositides 51 51
30.5 signalling.G-proteins 26 26
30.6 signalling. MAP kinases 20 14
30.8 signalling.mis 1 1

30.11 signalling.light 59 53
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ABSTRACT

Salinization of crop lands is one of the most important reasons for reduction in productivity and threats
food security. Activation of signaling process in plants is the first step during sense environmental cues
and stress signals. Identification of the components of plant intracellular signaling mechanisms, pathways,
and networks in response to salt stress in Aegilops tauschii (the D genome donor of bread wheat) by
transcriptome analysis tools such as RNA Seq method is very worthwhile. RNA Seq method and
functional annotation of data by MapMan suite is an efficient strategy to functional genomics analyses. In
order to identify and evaluate some genes involved in signaling process, we performed library
construction for two cDNA libraries from leaves of seedlings treated with 200 mM NaCl and control.
Results of differential expression showed that out of 4506 differentially expressed genes, 603 (11/59%)
BINs assigned to signaling process. It also became clear that receptor kinases are the largest number (222
transcripts) of differentially expressed genes in signaling process components. This study is a
fundamental research that provide worthwhile functional sequences for gene transferring study to
improve salinity tolerant in bread wheat.
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