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I. Abstract Body (up to 250 words)
Ziziphus jujube Mill. (Rhamnaceae) is medicinally important plant. We performed genetic finger printing of plants in 13 geographical populations of Ziziphus jujube by using SRAP and ISSR maolecular markers.  The percentage of genetic polymorphism ranged from 7.50% in population 2 (Ghazi-Olya) to 52.50% in population 7 (Delijan). AMOVA revealed that the studied populations differ significantly in their genetic content (PhiPT = 0.54, P= 0.001). AMOVA identified that 55% of total genetic variability occurred among populations while, 45% of genetic variability was due to within population difference. Nei, genetic distance and genetic identity determined among Ziziphus jujube populations revealed that genetic similarity among populations ranged from 0.58 between populations 9 and 13, to 0.93 between populations 3 and 5. Mantel test between geographical distance and genetic distance produced significant correlation (P<0.01). STRUCTURE plot (Gig. 1)revealed presence of different allele combinations in the Z. jujube populations. Evanno test produced optimal number of genetic group k = 8. Therefore, 13 studied Ziziphus jujube populations studied could be grouped in 8 genetic groups. These data can be used in jujube gene pool management. 
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