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Figure 1- Relative expression of S-Like RNase at drought stress in anther tissue of

modern wheat varieties.
L3b e YU Sl o3l 4 S-like RNase 0

-Wduﬁjbojw‘r@ﬁﬁyﬁgd‘j

sl

Ty

‘)bdl.;.: c.l...::l.’L;a UMJ. J&i).} 45)}.24[.0.&1

P dS A cans S D bl s

e S MVIT (35 s el o)y (5 St




(1392 [lg L oslads 5 0,93) (s3,5US (655 55 g aoms

100
o0

ao
70

&0

50

1

a0

s R B T

30
20

ket ol

10

p a5 55 gl e

1
e s

.fxf g Ol Ly & Sl ;o Ko 45 Sl s S-like RNase 05 s 0y -2 S5
Figure 2- Relative expression of S-Like RNase at drought stress in Hui-yong anther

tissue of wheat wild relatives.

S b o 0 5 B ) o ol

Sy C)ju.l'ﬁ
LSLG r\.b\ kaﬁ BE) Qj U‘i| V.@.a J"’l’ olas OLES
e Oy eomen AEL o A5 4 L))
CL_,.A Q‘j_.:u u_.:.&-) QL,\;)L&."}D- Cﬁ_:.a.h‘ sl
slr 65 clp e A5 4 Coslie sl ol
o4 b U‘i').)‘j J\_.;rL:L}_ﬁ u—“‘)) Q).,\.A
o= L OWLS iy Olsslis 5= 5l sl

\RJ

5 Sluw <l s S-like RNase o3 ols
=S 0 bl (S i s el o
oy Gl G p S iy OMGL
ool (2 052) sls olas Bl gls e
IS S s 68 05 ol Ol adllas ol s
(i S s Wl el 5
S 503 Wiglis s 55 53 05 oh e sl
S S M 5 esdrs 8 s eSS S S
el Sl Sl il Rals 05 ol ol
Ol e Al o O <=J\;§ » D opgs i
pdS 5 Slike RNase 05 4S5 5,5 iy
sl as § ol D o5 3 Oy
=5 sl S 55 S-like RNase o3
AV Dl Ol Kos Wislin 2 53 S @




1392 (o1,\Sen 5 bl

30.00

25.00

20.00

15.00

10.00

sl e 25

5.00

- JOPHIO ¥ Rt

| s meces E:: ..?

0.00

paters P

p 55 55 55

C.L.f ‘;.‘.'..9-} Q‘.bju.g'y tS/JJ 33 ﬁ.’- JJ oI 9 S-like RNase 05 LSM gL:.:—3 JS.J
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Abstract

Functional genomics has provided new opportunities to understand the fundamental
aspects of biotic and abiotic stresses in plants. In this study, a comparative analysis on EST
libraries of wheat and its wild relatives conducted to discover novel genes and transcriptional
factors involved in drought tolerance. EST analysis revealed a significant increase in
expression level of S-lik RNase in drought condition. Further analysis by gqPCR indicated
over-expression of this gene in anther of tolerant cultivars. RNases participate in vital cellular
functions such as DNA replication, transcription, splicing, and control of translation. T2
family RNases have been implicated in nutrition, phosphate remobilization, self-
incompatibility, senescence, and defense against pathogens. This is the first report on the
effect of S-lik RNase at drought stress response in wheat and significant up regulation of this

gene in wheat wild relative (Aegilops tauschii) and that emphasize on finding new effective
genes from wild relative plants for stress tolerance.

Key words: Real time- PCR, EST Analysis, RNase S-like protein, Drought stress
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