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Expression of genes related to macromolecule metabolic process under cold
stress in almond (Prunus dulcis Mill) using RNA-seq analysis

"ok 32 bl Glasl e s gwe B3l (W i ot pl el TON 55 ¢ ek e 055

Ol S el o8 GLisls ol (g S (g pmdils eb 5 4 -)
Ol Gl o &S0 GLslzal =Y
Ol celiasle S (g5l o &sls Lsliwd =Y
Ol 3 o505 skl —F

v‘l)i‘ ‘E/S JL@.: 9 ).;\.g B C\}L\pl s 90 ‘)L:":.; -0
AliSoltani Al Shiran B™, Ebrahimi E?, Fallahi H%, Mousavi S*, Imani A%, Houshmand S!

1. PhD Student, Professor, Associate Professor, Shahrekord University, Iran.
2. Assistant Professor, Shiraz University, Iran.
3. Assistant Professor, Razi University, Iran.
4, Assistant Professor, Lorestan University, Iran.
5. Associate Professor, Seed and Plant Improvement Institute (SPI1), Karaj, Iran.

beshirand5@gmail.com : g ;S o @l J g o 55

AY/ANA 2y oS \TAVAL SRR ITRE 'CUU)
ouS
P i § e 38 (S ) pd GBS BOS Oly () § paded 38 ($8L ) 26168 RNA-seq i)
RNA-seq w95 3 oalaicu! L oL Oluedt 38 355 i b dad o Lol Sl dxfllao ool 508510
590 3= OF Ol dlio g A 2b g5 435 9 J ™ Sdiged S I RNA Logw (i3 Jloa!l 3 (g .l gy

- J95909 5 Lo X galio iyl B 38 (4Bl Ol i (ST U5 T 003 TOA 4 318 Ol guls .o 7 O yg0 diges plob
=y 9 phytochrome Ap2 (L RR lus™ sla pod (81510 Gavos O3 ool 457 310 Olis guli . Widg o o o
oigd LAl (SLa g 33 13 L3Le” (159 1 E1951 9 Bsnd [l ool (g Dlallao X092 (90 S Elgil SO S
Slguiy NAC 4 40S ribosomal protein g3 5o Yb Ola (ol 381 cywamod 23160 5 b 5135 Lo g i i S glie a5

‘siﬁ@YQMQ@l,lomojdlyw’lgo,gla,;qdw@b.,s)ogslagjdljiés‘qdél»(.\;r@

RNA-se
Al oo ROSACEAE Sadigs sl g pIaL 3 Ciliso S i w2 Mol (Sdel p 35 8 " q


www.sid.ir

O 5 0l 55,

o 95 o e grlio sl 8 b ad o SGS Ol (S9!

Cushman and Bohnert ) EST slaailbsols ol 5,k 3105
RNA-seq %5, 5 (Schenaetal. 1995) «/ 15, &5, (2000
sl e (Wang et d. 2009)

sl S VL 0ls b b s sl i el sladle
S5 el 1 VL e s e ool 55 s
03,51 (2l b e dB (sla gy b anlie 53 oS Olos 5 a3a L1,
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