0 + d] + $\J2Q.Soydam3 . dXNDBGODUWBN®UO hiQO-
% .DUDGRHBUWun?!, $ (UZX-O

1% DKoHOW.UOHUL $UDOGW GRdizmE&an(QVWLWeVe
2$QNDUD hQLYHUVLWHVL %L\RAMBEBN QRORML (QVWLWeVe
3Ankara hQLYHUVLWHVL YHQ )DN<OWANKar& L\RORML %|Oe«Pe

Bu oD O O u P®-GAnadolu gen N D\ Q D N O DVWUHDOQMB Bri@ (Prunus domestica L.) ve 17 kiraz (Prunus avium L.) genotipi, DNA genetik kimliklerinin D U D & W O D ®mie@®SRG&nalizleri D o O V O€GGHD®&L O .AHertbly SER lokusu
Lolak@l E«\«N O« NBEckimhh CEQ 8800 otomatik fragmant analiz sistemi ile belirlenirken, allel V D\ Obékkenen ve J|]O H Chet€ozigotluk ve WD QO P D P DiespitOH G L O.PHIdeVedilen VR Q X a@énBddgram G+<]H\LQG
GH-HUOHQGLULOPLUWLU

*a5gu Sinonim ve homonimler

hONH P LHIHL 0 \atik Wb HT H; QG0 B UD«Bibgenotiplerinin 0 R + X Q O XL=oXiQPkti@nestica L., P. insititia L., SSR PDUN | LEQ M 0IRWD 0 WWOILDIFI @i@@nd @ homonimlerin belirlenmesinde NXOODQ GOPQWOO B
P. spinosa L. ve P. cerasifera Ehrh. WU Q 8l L WerQG®IP D N (R&vis @972, g]oD+ 01916Q $\D QR+ 0O X | D UibirGiéle D G O D Q Gakat) 10M@nzerlik J|V W HI1(24 BLU02) ve 8 (24 PLU012) no.lu erik genotipi ile 9
1995). Ege, Marmara ve Akdeniz N O\ O O D/IR® Q@B@@davda can HU MHMW L G W LQH.RIDQ D 91O W Blgd,Q (24 CHE 010) ve 13(24 CHE 015) no.lu kiraz genotipleri birbirine sinonim EXOX QP XG4 W X U

Marmara ve @ 0$Q D G R O XEDJke§mlerinde ise derin dondurma ve konserveye \|Q H Gré NJ H o etik

\HW L W |LQplarfaLadd.N-P D N W D G\@ lrk* 2@B)D Q ) Genetik benzerlik
'L-HWQHP@WIEUOHU i J@H N L UDPOCum L) DQDYDWD QBIrBitio Anéddl@ R O G Xabyl 7 « U Qitigenetik benzerlikler L Q F H O H Qgihbrirh @ 8 KL '@ O éidsgiicg@notiplerinde en \« N V Hdwzerlik RUD Q ¢
edilirken g]EH1978), - ONH P W 4b#zengin bir gen ND\Q potadsiyeli EXOXQPDNWDGOU %75 7 OGN+ HLLO @17, 10-16 genotiplerden elde edilirken, kiraz genotiplerinde bu orana % 87.5 benzerlikle 4-

Bitki gen ND\QDNOBNBRO Q@ Q RIDND® D Qebé) ©larak; seleksiyon, koleksiyon ve WDQOPQ@BRDL QG Hy ganetiplerde U D VW O D @|7 kbdusubenzerliklerin G O 4 Ogi@pler birbirine erikte % 60 kirazda ise %75
JHUOHNOH i W, LNEWG P\M NU/DHEIEEH W D Q O P O D PyR@rsizlikisRish. G RO BAO \O O OGRY GD [ o with Gaazrlik R O X G W X U P X i W X U

NDIQDNO IMDQ@P O DONAD G4 H UL (enitik karakterizasyonlar dH N O LIHG HN O HUW.LBUL O P HW Siedi Yaeadddiamda genel olarak iki ana gruba D\U O O(@8NIM,@, 12, 4, 5 birinci grup G L + H iicH U L
D o O GDHY HU O H Q G letiklve kiraz: WQ®HKD P O D PINA IPIDAQ GRARDUGregor et al., 1994; Casas et grup), referans o H UARAE L Q QZakbD dallanma J |V W H U R4 veVI8U2-11, 7-17, 10-16 daha \ D N Be@zerlikle

hONHPR]@Haitigen N D\Q DNIED UMU @P. |\L U O WHDIND OO OCMIDAU W OGeR® OBG-UO =+ b\ ya g@Edod HNAVLE,ALLE ve 8 no.lu genotipler G L = H U Ozdkbir G3HD = Cserdlidtken referans o HGLW O +

73*(0 TED+B[@JHYBDUW QMVDL Waidkdleksigbhlarda W R S O D (Bl Kalews@ddiar L o HUL VL Q GJd# yenotiplerden uzak bir dallanma J |V W H U PH G £ B H N WHHNER))
ise ||JHOOL R© Knadolu Gen .D\QDNGDUMOFDNOGMNO ROM O wcixt@adyon istekleri gibi e« VW Q
|JH O O I/ DIB-GINQOHRVDUOPDNWDGOU
Bu DUDUWOURB®BMdolu Gen .D\QDN Q@D O*%DKoMOW-UQOHDLWJQRW LWYYLQFDQ"
NROHNVL\R @afaray® @D O QD &ik (Prunus domestica L.) ile 17 kiraz (Prunus avium L.)
genotiplerinin kimlik WD Q QSRDG g H\L QIGIW o HN O H & W/IHINLGDLLHeHe etk L O Lparrhetreleri lokus
verileri ile birlkte EHOLUOHQPLUWLU

MATERYAL VE METOT
@ N IW « U «g@notiplere ait oHOLN®UHUO2006 3% DKo HeOW U CHUDLI W O UP\DW LWUYYVLQFDQ’
NROHNVL\R @OIRUNBERMKIR QAU X0 0DULIEPO.PGW-U

* H Qympraklardan izolasyon Lefort et. al. (1998) J|UBH U oH N O H 0BWA thik@ive VDR O D QNDLQ0O
Nanodrop spektofotometre ve %1 § Ggdvoz jelde EHOLUOHQPLUWLU

Mikrosatellite (SSR) analizleri

PCR oR=+DOWDR®DNAOS pmol her bir primer, 0.5 mM dNTP, 0.5 « Q L @bfag DNA Polimeraz (1.5mM
MgCl, Lo H UPr@nega) olacak U H N L10 G+Hhacimde JHU o H N O Hu W O jptiv@rfet D2A(diydh), D3 \HULO
D4 (mavi) WellRED floresan E R\ D @eDLLID U H W QPt@)igd | Revis| Rvance)(Tablo 1). PCR NR G X OOR YGH
dk, 94 f& 1 GLHIk, 55-60 f& 1 GLlHIk 72 f& 1 @Hlk 35 G| Q Jolarak X\JX O D Q ébb NH|® GOP £ p G1a dk
olarak JHU o H N O H u RARU L O-R)LAMlL dvanlarda SLS (sample loading solution) ile seyreltildikten sonra,
Genomelab DNA Standart Kit-400 eklenerek, CEQ 8800XL capillary DNA analiz sisteminde (Beckman Coulter,
Fullerton, CA, USA) elektroferez \D S O O PREkG W O £Q WveOalldl LE «\ « N O « \s® Bddkman CEQ fragment
analysis \D]0 OSOUPR J Uile ReBpit H G L O.PLok tegpitleri gereken N R G X O @illéhGd2la olarak tekrar
HGLOPLUWLU

Genetik analizler

IDENTITY 1.0 \D]O ODPR J U N R O O D héradrugtki allellerin  V D\ Qn),Obeklenen (He) ve J|JOHQHQ
heterozigotluk (Ho) ve WDQOP&DPN @I G-+HG H Uadpit UHLG L O PRei¥¥rl génotipler L o ld€ Identity
SURJURROODQ GOrROD fiedaps) (1-(ps)) obsiyonu RSWLRX OO D @én&ik XD NN ®icrosat

(versiyon 1.5) SURJUIRPIOHYV D S O DdaliaOsonra bu veriler Microsoft ([FH O $pénkerik GH+HUOHULQH

G|Q+UWeU-+ODendoyraid ise; Unweighted Pair-Group Method of the Arithmetic Average 83*0$ JEID+ 0O OHNLO(UWLN JHQRWLSOHULQH DLW JHQHWLN EHQJHUO
NTSYS-pc (Numerical Taxonomy System) \D] O GQR J UDRE) versiyonu N X O O D QRADXmM WDXNJ.XOP X W X U

6218d/$5 9( 7$57,u0%
Her bir W e U HJ & OSR lokusuna ait primerlerle  Tablo 1. SSR O R N X V @itlptin@@@@bve dizileri

(Tablo 1) JHUOHNOHSSR La.lha”ﬂéﬂiQSOnUCU; Lokus ad © 'L]LVL q q
belirlenen allel V D\ @Y, Oeklenen (He) ve J|] O H Q HAQBCT010 I: ttg ggt aaa tac it atc att tcc
. ~ ~ ~ o= g: tcc ctg aat aag ggt tgt gc
heteroz'QOtIUk (HO) ve WD Q O P (ROOALV ((P(D O TU93\P-404 i cat gaa cag ggt caa aag ca
GH+HUaDI6I2ZNGallel E«\eN O « NOTERBIDL3A ve g: tat atc ctt acg cgg cct ca
3B de V X QX O R Bendtilerde allel VD\O@ibugd "1 oy ot oot oot ot sy
kirazda VO UiRWVIO-13 ve 3-7 DUDV CXQ‘G—D_ U L NoBoé-obl i agt ttg att ttc tga tgc atc ¢
J|VWH U tiadm®) G H+ H Us® MOUIRWD ve g: tge cat aag gac cgg tat gt
. B UDP96-005 I: gta acg ctc gct acc aca aa
5.25 olarak tesplt HGLOPLUWLU g: cct gca tat cac cac cca g
UDP96-018 I: ttc taa tct ggg cta tgg cg

g: gaa gtt cac att tac gac agg g
g: geri, i: ileri primer (florasan i @retlenmi dir)

Genellikle \ D E D @H#dhan ve klonal olarak o R + D O $\RONO D(@kilende \ « N V Hdterozigotluk (Sefc et al. 2000,
Aradhya et al. 2003) J|U+OP toNp Her iki WeU&BD 1 ®DODQWORE@ XodmaJuyum J|VWH W L G
J |10 H Qédapozigotiuk (Ho) \* NV HENK O X Q P (Xabwy X U

7D Q O P OFDPIV(PIO ikkdde D O O Q G; @rikle @ra&xla bilgi verici lokus 13 allel (PI: 0.065) ile UDP96-001
bulunurken, D\ Qdhus kirazda da en o R bilgi verici (informative) (P1:0.192) EXOX QP XUW MUY H génel U L
olarak iki W e Uds Kbefc et al. (2001 fQERHO LONY IGH-HULQ S WPN N P.CRikieOQRNXV@DBRO RO
kirazda ise \eNV HMN (0.462) ile Geutehllel VD\Owrén (3) CPSCT010 GO U0 QGPMNXYV &D WO Q
W D Q O P O D PiIinbriik ORI+ X« OPHNWHG L U

Tablo 2. Erik ve kiraz genotiplerine ait lokuslardaki allel V D\ @y, deklenen (He) ve J|] O H Qhét€pozigotluk
(Ho)ve WD QO PROPEPIO®HOHUOHUL

ER K .@5%=
SSR lokusu n H, H, Pl n H, H, Pl
UDP96-001 13 0.855 0.736 0.065 7 0.732 0.500 0.192 .
PCHGMS3 11 0.839 0.894 0.078 5 0.700 0.500 0.223 UHNLO.LWYD] JHOQRWLSOHULQH DLW JHQHWLN EHQ]JHUO
UDP96-005 - - - - 6 0.695 0.850 0.240
CPSCT010 - - - - 3 0.476 0.150 0.462
UDP96-018 10 0.861 0.473 0.059 - - - - 6218d
UDAP-404 10 0.837 0.315 0.083 - - - - D - - » = 2\ o = = = =
Toplam ” 1 R+ XAnadolu Erik ve Kiraz gen ND\Q D N OHniilo @@Q@ ONoGHQIE @ D O O U PYRO@Xp @ONBP IG L QH
Ortalama 11 5.25 E|OJHOHRIQ G BiHIXgen N D\Q D NoGHIMEW H Q J L QDDLO\LO @ B @I gptagsiyelinin A\« NV HRNO G X =bK Q [
L 4D UHWWIAUGH U LW O BIO ek ydhktik benzerlikler ve her bir We Ua2 WV D\ O Giiniddle \ D O Q Oifér D
Tablo 3A. Erik genotiplerine ait allel E <\« N O « (bazHoLIL W 0 / gTANISI) sinonim durumuna U DV W O D@@nDNDQ O W OIBONO GR-DY@iR@k analizlerde DU W O IS6RO D RDIX NeO C
No Parsel kodu SSR lokuslar O bugen ND\QDNOWD Q QRQEEUNFROIWVARBABD VQ OMXRPMMDOD+-ODAPOFDNWOU
UDP96-001 UDP96-018 PCHGMS3 UDAP-404
1 24 PLU0O2 101 101 270 270 167 187 168 168
2 24 PLU0O3 97 97 264 264 175 197 164 164 Kayn aklar
i gj Etﬂggg 22 19013 ;;8 gg 1573; 12; igj 123 Aradhya, M.K., Dangl, G.S., Prins, B.H., Boursiquot, J.M., Walker, M.A., Meredith, C.P. Simon, C.J. 2003. Genetic structure and
5 24 PLUOO7 83 03 270 276 177 187 160 176 differentiation in cultivgted grape, Vitis vinifgra L. Genet. Res. Camb. 81 179-192. |
6 24 PLU008 87 103 266 276 185 197 158 158 S\DQRHO X% D\DROW QDX % DNWOWUSNSOA.[EL Kazan, K., A. (UJ..ZD07. AFLP and Morphological Analyses of
7 24 PLUO11 97 109 260 274 175 187 174 174 Genetic Diversity in Turkish Green Plum Accessions (Prunus cerasifera L.) Adapted to the Mediterranean Region. Sci. Horticult.
8 24 PLUO012 101 101 270 270 167 167 168 168 (2007), doi:10.1016/j.scienta.2007.06.020
9 24 PLU013 95 109 266 274 175 175 158 174 _ Do . . ~ : .
10 24 PLUOLS - 109 246 46 175 179 158 174 $\D QR+ AH995. 'R+ XAkdeniz % | O JH YV I6Q GHEOGKOI¢leksiyonu. d XN XU RQDKB. (QV W L Bokibra tezi, Adana,
11 24PLUOL6 97 101 264 268 175 197 168 178 Turkey, 147 . | o
12 24 PLUO17 97 103 270 270 161 185 168 168 Boonprakob, U., Byrne, D.H., Graham, C.J., Okie, W.R, Beckman, T., and Smith, B.R., 2001. Genetic relationships among
13 24PLUO1S 97 109 258 266 171 185 164 164 cultivated diploid plums and their progenitors as determined by RAPD markers. J. Amer. Soc. Hort. Sci. 126, 451-461.
14 24 PLUO20 101 101 260 260 167 187 160 170 Casas, A.M., lgartua, E., Balaguer, G., Moreno, M.A., 1999. Genetic diversity of Prunus rootstocks analyzed by RAPD markers.
15 24 PLUO21 91 107 266 274 175 199 154 154 :
16 24 PLU025 97 109 246 246 177 187 158 158 Euphytica 110, 139-149. _ o
17 24 PLU027 97 109 258 268 175 187 164 164 Davis, P.H., 1972. Flora of Turkey and the East Aegean Islands. Vol. IV, Edinburg University Press. England.
18 24 PLUO28 ' 101 113 246 246 175 187 164 164 Decroocq, V., Hagen, L.S., Fave, M.G., Eyquard, J.P., Pierronnet, A., 2004. Microsatellite markers in the hexaploid Prunus
19 OBINNAJA(Ref. oHUL W 99 99 248 248 173 185 172 172 domestica species and parentage lineage of three European plum cultivars using nuclear and chloroplast simple-sequence
_ _ _ _ repeats. Mol. Breed. 13, 135-142.
Tablo 3B. Kiraz genotiplerine ait allel E«\+N O « (barHoU L WL 0 / gTANISI) Gregor, D., Hartman, W., 6 W |V \RH 994. Cultivar identification in Prunus domestica using Random Amplified Polymorphic DNA
No Parsel kodu SSR lokuslar O markers. Acta Horticulturae 359, 33-40.
— . UDP96-001104 119UDP96-005133 178CPSCT010 — — PCHGMS3 — *«OFIRQ 7THNLQANED WOV AU BGD+OBP *-QYHL $GD QD F ®IR 2000 Meyvecilikte « U H Wddefleri. 7 « U N EZiv&ht
) 24 CHE 002 105 109 119 135 176 176 181 181 0+ KH Q G LWTek#ik Kongresi,, 587-615, 17-21 Ocak 2007, Ankarq. | o o |
3 24 CHE 003 109 109 115 135 178 178 181 181 Lefort, F., Lally, M., Thompson, D., Douglas, G.C. 1998. Morfological traits microsatellite fingerprinting and genetic relatedness of a
4 24 CHE 005 109 123 136 135 178 178 181 181 stand of elite oaks (Q. Robur L.) at Tuallynally, Ireland. Silvae Genet. 47, 5-6.
5  24CHE006 109 109 119 135 178 182 179 179 g]EHR. 1978. g]HOH\YHFL O LW SQDEQQ@Oyve W+ UOHNXURYDY HU Yitad M N « O WH\OLQ B, D&rs
6 24 CHE 007 109 109 119 135 178 182 167 167 L W:CLE @86
7 24 CHE 008 109 123 119 133 178 178 169 169 ' . ' _ _ ~
3 24 CHE 009 125 125 123 135 176 176 167 167 gJoD+ORBRDOQr6. 7+UNL\mm&GU erik WU O HWH @Mel@dblardan Prunus cerasifera Ehrh. W e U «@ HE D JOH 0 L WCaH U L
9 24 CHE 010 123 123 119 119 178 178 181 181 Erikleri) meyve |]H O O..B§eO HQLY H UAraat/ yDMNLe O WDH © ) 976, 540
10 24CHEO011 115 123 115 119 176 176 179 179 Schueler, S., Tusch, A., Schuster, M., Ziegenhagen, B.2003.Characterization of microsatellites in wild and sweet cherry (Prunus
E gj g:; 83 igg i;i Eg gg gg i;g i;i gi avium L.)--markers for individual identification and reproductive processes. Genome. 46(1):95-102.
13 24 CHE 015 123 123 119 119 178 178 181 181 Sefc, K.M., Lopes, M.S., Lefort, F,, Botta, R., Roubelakis-Angelakis, K.A., Ibanez, J., Pejic, I., Wegner, HW., * O | V ¥.G5teinkellner,
14 24 CHE 016 109 123 119 135 178 182 169 169 H. 2000. Microsatellite variability in grapevine cultivars from different European regions and evaluation of assignment testing to
15 24 CHE 017 115 123 115 119 176 176 167 167 assess the geographic origin of cultivars. Theor. Appl. Genet. 100, 498-505.
is ;i ggg gig igg igg iég gg i;g gg i;i i;i Tavaud M, Zanetto A, David JL, Laigret F, Dirlewanger E. 2004. Genetic relationships between diploid and allotetraploid cherry
18 Lapins (Ref. o H LW 123 123 119 135 178 178 183 183 species (Prunus avium, Prunus x gondouinii and Prunl_Js qerasus). Heredity, 93(6):631-8.. |
19  Bing (Ref. oHULW 125 125 119 135 178 178 181 181 Wunsch, A. and Hormaza, J.l. 2002. Molecular characterisation of sweet cherry (Prunus avium L.) genotypes using peach [Prunus

20  Rainer (Ref. oHUL W 123 123 115 135 178 178 179 179 persica (L.) Batsch] SSR sequences. Heredity. 2002 89(1):56-63.




