
Seven candidate genes, two putative poplar homologues of GRAS family TFs (GRAS17 and 

GRAS16), DREB2 from ABA-independent pathway DREB family TFs and four abiotic stress induci-

ble genes (RD29B, RD17, P5SC1, SOS1) were examined for their expression profiles. Furthermo-

re, several biochemical parameters such as different radical scavenger capacities (estimated by 

DPPH and ABTS assays) and accumulation of total phenolic content and flavonoids as well as ac-

cumulation of two osmolytes, glycine betaine and proline, were quantified. Three perspective 

clones of Populus deltoides (B229, 182/81 and Pe19/66) and one of hybrid  background P.x eura-

mericana (clone M1) were subjected to NaCl induced salt stress in concentration range of 0-150-

300mM hydroponically and the plant responses were tracked at different time points (3-8-24 ho-

urs) at the leaf level. Total RNA were isolated from all clones, that differs in tolerancy to salt 

stress. RNA was extracted and purified and reverse transcripted. Quantitative real time PCR 

(qPCR) was performed to test the expression of stress inducible genes on poplar and quantify the 

expression levels in salt sress induced poplar tissues.  All expression efficiency of the genes were 

normalized by actin as a reference gene.  

The most important segment of this study represents getting successful strategy 

for approaching the climate change problem with biochemical and functional ge-

nomic tools for testing gene expression in order to obtain the first applicable in-

sights into the future protection of poplar species in the area of Srem, Vojvodina 

halomorphic region, Serbia. Different level and pattern of expression have been oc-

curred for different stress induced genes. The clone specific expression was noticed 

in TF coding genes, two homologues, GRAS16 and GRAS17 where clear repression 

of GRAS17 was noticed in B229 clone while GRAS16 in M1. Biochemical and the 

functional genomic data were in accordance. 


