2020 — &) 338) = (36) slaa Guel)3 aslell (3ied dncla Alae

eadl) Gilial aany G (Alsd ) Ay
CP)SE Cpdisa aladiuly 4y gl (Triticum Spp.)
ISSR 1) 4180l dnyeusl) adaliall

T AL e TTadie ey TSl 2
" Uadl) Aaa A Ualad) P  Cpuna Pevy

oadlal)

A gy sal adl) (pe Calial Al (Lo Sl cplall Cndl 13 3 (a0

Abadll Jhsl el Al ralyy jusdal (G lgie BalELY) Caagy dyysm B
2 DNA Il s aa Lgagen cadacls (ISSR a2aly 19 axaiul < aill
Lossgiay hoaya 238 Aailill 0K ajall sae ady AAIS A jaal) Ciliual!
Lssgiay dada 236 Anlial) aiall g sane plig cidialy J<1Aaia 12.53
il chadh daja 2 dgliniall ayall g sane LS Laiy cilaly U<V daia 12.42
OIS % 99.25 dendiceall cilialll A0 AN daanill Ay siall Al i

cied — lad) adeill 5155 Ay gpl) Al Aalal) Aiggd) b Canly”
e )3l dgalell sall dalal) Al 8 Call™
LGhied Axala = el A8 — L) agle and b ae e Sl

29



aill g cilanll. g cGmina, g (AL G (e ¢Sl cee sl ) Ay

Lais <0.690 2538 )5 2n Uiy <81 Laa 11 gy 3 ol Glanaall
3 .0.844 5p28 S5 2 10 2Ly 3 2l oliiaall Legh Uiilyy 22Y)
dass el GlaY) anai ) ISSR ) cilidans e Taldie) (sasiial) Jalal
Craiag 2 (NVsa caieall 1Y) e ganall Ciaa Cua cCile gana ued )
o il 1D L) Lo ganall Craiag o1 Logy Caial) Al de sandll
11 Gipay Glineall Al de sandll Craing 68 Cigans 7 Cigay 4 Laga
oVl pda 510 ld Canall Cuacad Gsldl) de seadll Wi (3 Gl
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Genetic diversity of some Syrian wheat
varieties (Triticum Spp.) using ISSR technique

Fahed Albiski®* Ramzi Murshed™"
Nour Al Qabbani® Wasim Mohsen™
Bassam Al Atalah™ Khouzama Al Kountar™

Abstract

Genetic diversity between eight Syria wheat varieties was
studied in order to use them in breeding programs. 19 ISSR
primers were used in the analysis of wheat varieties DNA, all
used primers produced DNA fragments in all studied varieties.
The total number of bands amplified was 238 bands, with an
average of 12.53 bands/primer. The total number of
polymorphic bands was 236 with an average of 12.42
bands/primer. Only 2 monomorphic bands were detected. The
average of polymorphism percentages for the used primers
was 99.25 %. The most genetically closer varieties were
Cham 3 and Bouhoth 11 with a genetic distance value of
0.690, while the most distant varieties were Cham 3 and
Cham 10 with genetic distance of 0.844. The cluster analysis
divided the eight varieties into 5 groups. The first group
included Goulan 2 only, the second group included Doma 1,
the third group included three varieties: Doma4, Bouhoth 7

* National Commission for Biotechnology (NCBT), Damascus
** General Commission of Scientific Agriculture Research, Ministry of Agriculture
“**Associat. Prof., Faculty of Agriculture, Damascus Univ
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and Bouhoth 8, the fourth group included Bouhoth 11 and
Cham 3, and the fifth group included Cham 10. These results
indicate that the ISSR is an effective tool to determine the
genetic diversity between the different wheat varieties, and the
high genetic diversity between the analysed varieties indicate
also the possibility of using them in the wheat genetic
improvement programs.

Key words: Wheat Triticum Spp, genetic diversity, ISSR
marker.
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Lda ADNA (el 6 Jed . jiasili 2805 260 Ledsha ilasas 42350 DNA
10 =S50 aylag s i) e il 2 (e dlally %1 LassSs 5ssled) s
are (e aSEl Akl DNA 4o apail (1X) TBE Jsdas (ena mg/ml
&b el iy Saefalie il 25 385 e dsasll DNA Glie Caxh o L Lgakals
.PCR J Jelss
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Bba Ao A ) ac gl Asald) a8
el L ‘

(G sy sng Al 148 e S )
52.8 CACACACACACACACAG ISSR1
52.8 GAGAGAGAGAGAGAGAC ISSR2
52.8 AGAGAGAGAGAGAGAGC ISSR3
49.2 GACAGACAGACAGACA ISSR4
50.4 GAGAGAGAGAGAGAGAT ISSR5
44.0 GACGACGACGACG ISSR6
52.8 TCTCTCTCTCTCTCTCC ISSR7
40.0 CGTCGTCGTCGT ISSR8
38.0 GTGGTGGTGGC ISSR9
44.0 TTGTTGTTGTTGTTGC ISSR10
54.8 ACACACACACACACACYG ISSR11
50.4 AGAGAGAGAGAGAGAGT ISSR12
32.0 ACTCACTCGC ISSR13
54.8 GTGTGTGTGTGTGTGTYG ISSR14
32.0 ATCATCATCCG ISSR15
49.2 GACAGACAGACAGACA ISSR16
49.2 AGAGAGAGAGAGAGAC ISSR17
52.8 AGAGAGAGAGAGAGAGG ISSR18
34.0 AGCGGGGGG ISSR19
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:AuBlially gailadl
psin (g Badaie Bhlie A aladl) o dexdiiddl ISSR ) clialy ks
Lo gl cAaia 238 Aaslll 48N ajald) sae &y s yaal Al adl) Calial

(dajn 236 ey 8L aall Culs s (B cDliall a8 L8 Glags
-(2 Js3al)) 99.25 % Polymorphism <alulall das Jaugia aly Al
5y Aeil) Lpaantl) Lpady (Ablgially dgslial) A8 ) ajal) ax :(2) Jsaad)
Ahal) (b dasiioal) clialdll (GD) (J5ysall goiilly (PIC) Al dyaml)

EHA s
el godill T,JAA:.J\ Lol a fal\ KX f jad) dae a JT-“ KX A
(GD) Al . Aadliiall Agaliall aulsty
(%) auted
(PIC)
0.88 0.86 100 30 0 30 P1
0.85 0.82 100 17 0 17 P2
0.88 0.86 100 21 0 21 P3
0.88 0.86 100 16 0 16 P4
0.88 0.86 94.12 16 1 17 P5
0.76 0.71 100 7 0 7 P6
0.60 0.51 100 2 0 2 P7
0.85 0.82 100 7 0 7 P8
0.82 0.79 100 7 0 7 P9
0.79 0.75 100 6 0 6 P10
0.88 0.86 100 19 0 19 P11
0.85 0.82 91.66 11 1 12 P12
0.85 0.82 100 6 0 6 P13
0.88 0.86 100 15 0 15 P14
0.85 0.82 100 12 0 12 P15
0.66 0.61 100 4 0 4 P16
0.88 0.86 100 19 0 19 P17
0.78 0.75 100 6 0 6 P18
0.88 0.86 100 15 0 15 P19
- - - 236 2 238 g saxadl
0.83 0.795 99.25 12.42 0.105 12.53 o giall
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P7 45301 0.51 (e (PIC) Al dpanill (gsine dad gl Ausgyad) peadl)
.0.795 Lawsidll il P175 P14 5 P115 P55 P45 P35 P1 <okl 0.86 s
P1 <talll 0.885 P7 Lalll 0.60 o L (GD) (hysall gsiill dad cunslyi LS

(2 Js2all) 0.83 Jawgsidl 11y P175 P14 P11 5 P55 P4 5 P35

P1 Lkl alasialy Ly aal) Ciliadld DNA ) asdas gilsil 5) gua :(1) <)
4 4 Laga:3 1 Laga:2 2 (N :1) pb 100 i 0l 9 HA alra 35299
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i Adgiiae Clua DA (e Ay yaall Calia) (p A6l Akl Ay o
Legt sl ol A0 aaatl Jaccard Julas e Taldiel (PDV) sl Galsil)
e sl Opmanill el (B Leia B 508 A5 3aclE (el (B s (g3l lei
Lot <0.690 oy3 s cliis Wilys V) Laa 11 Csms 3 ols (litall (IS Cum
Los Glinall Leals 0.844 0)5 )5 (uliis 10 ol 3 ol oliiall Legd L5 22
(3J52al) 0.819 58 s cplin 1 Lagas 4

o aliia) Ay paal) el Ciliual (s (PDV) st (31 5i) pie A ghoaa 1(3) Jgaad)

Jaccard Jalea
Goulan | Doma. | Doma. | Bouhoth. | Bouhoth.|Bouhoth.1| Cham. | Cham.1
2 1 4 7 8 1 3 0

Goulan2 0

Doma.1l | 0.8034 0

Doma.4 | 0.7778 | 0.8198 0

Bouhoth.7| 0.7586 | 0.8000 | 0.7615 0

Bouhoth.8| 0.7881 | 0.7982|0.7358 | 0.7143 0

Bouhoth.1| 0.8374 | 0.8198|0.7818| 0.7615 | 0.7358 0
1

Cham.3 | 0.8376 | 0.9123|0.8131| 0.8148 | 0.7905 0.6907 0

Cham.10 | 0.8264 | 0.8393]0.8917| 0.8926 | 0.8125 0.7909 | 0.8440 0

dSSR I cililaes e Taldie] dugynall CaliadU gasiiall Jilail) o)) &
b Cilegens gued I Augyaad) CGliaY) s ) sasiall Qs sl
(] gy Caiall Al deganal) Cramy 2 (Vo caiall I de geadl Creca
Crany 8 Cusay 7 Cusny b lagd o ilial 2D ZE de genall Ciaag
dcsenall Wbl V) Laay 3 aldy 11 Giay Glinall dahyll de gendl)
(208aY) 10 ol Canuall Cuaad Aol
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Cham.3
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Bouhoth.7

Bouhoth. 8

Sl o Talaie) Ay paall eal) Cilical 450 o1 Agb)al 8o Jaada £(2)JS)
sl bl @l gagaial)

Laadiial) UL (ald J<as ISSR ) clydise o Lindlis cadin cdagiillyg
Calinal (i e Jhsd) cplall daps apaatl Allad s Aagy 1ol oo cuall a8
Ll Galia) laa) 8 el sda e lud o Sy Jlallys cAdbiadl i)
ol e Le Ladipall Jhsd) cplall Aap0 Jas LeS Al malyy 8 Lellasy
oo el 30y s]) il gealys o3 ilia) o2a aladind AlSa) e G jadl)
zanall sV bl el Al ) A8l sa el sy e
- L aelgs Tabal legn <Y1 Galiadl
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0l all

sl e )3l lilas U gl QESH 2015 . Ae )3l Aalill Ay al) Aaliiall o

o33 daglial) lyse olaml & Lal) e Cise aladinl 2001 . Al dgana @
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