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INTERPRETATION OF THE DOUBLE RESTRICTION
Frogments Canilusions
0.2 kb, 0.5 kb These must derive rom the 0.7 kb BamHI fragment, which therefare has an internal EcoRl site:

8 Ea
]
(%] l}\.LIZ
1.okb This miust be & BamM| fragment with no internal Ecofll site. We can sccount for the 1.5 kb EcoRl fragment if we
place the 1.0 kb fragment thus:
e Ep
#
e e
15
1.2kb, 2.0k These must also be BomH| fragments with no internal EcoRl sites. They must Be within the 3.4 kb EcoRl fragment.
Thara are two possibilities:
g Fa E g Ep 8
MAFI MAF Il :
&7 Lo TE o7 i 12

PREDICTED RESULTS OF A PARTIAL BomHI RESTRICTION

W Map | s correct, then the partial restriction preducts will include a fragment of 1.2+0.7=1,9kb
if Map Il is cormect, then the partial restriction products will include a fragment of 2.0+ 0.7 = 2.7 kb

4.9kh
BamHl,
suboptimal conditions
1.0 1.7 37
7 B
L .7 39 P
.0 3.2
13 COMNCLUSION

Map Il is correct
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1 . Complete restriction
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385-396. JANUARY 2003
3. Matthias Redenbach. Cloning and Physical Mapping of the EcoRI Fragments of
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(b)
5’ : : 3!
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3 —————— 5
|
(c)
5 3
| ‘ CTCTCTCTCTCICICTC |
<+
NNAGAGAGAGAGAGAGAG) >
CTCTCICICTCTCICTCICT |
3 5

-b « Forward(AG) g=Reverse ,ol, L s el SGPCR 1 Solods Slai-a (V JS2)
551 6,%d-b 3" 5l 6,5

agrisoft.ir



O Simple Sequence Repeats (SSRs)

sequence repeat (ISSR) and restriction analysis of chloroplast DNA. Theor Appl
Genet 100: 1050-1060.

Hussain. A.J.. V. Gupta. J. Ali. P.K. Ranjekar & E.A. Siddig. 2000. Physiological
characterization. genetics and molecular mapping of a new source of temperature

sensitive genetic male sterility in rice. Fourth International Rice Genetics
Symposium. 22-27

October 2000. IRRI. Philippines. Abstracts p. 95. Joshi. S.P.. V.S. Gupta. R.K. Aggarwal.
P.K. Ranjekar & D.S. Brar. 2000. Genetic diversity and phylogenetic relationship as

revealed by inter-simple sequence repeat (ISSR) polymorphism in the genus Oryza.
Theor Appl Genet 100: 1311-1320.

Kantety. R.V.. X.P. Zeng. J.L. Bennetzen & B.E. Zehr. 1995. Assessment of genetic

diversity in dent and popcorn (Zea mays L.) inbred lines using inter-simple sequence
repeat (ISSR) amplification. Molecular Breeding 1: 365-373.

Kojima.T.. T. Nagaoka. K. Noda & Y. Ogihara. 1998. Genetic linkage map of ISSR and

RAPD markers in Einkorn wheat in relation to that of RFLP markers. Theor Appl
Genet 96: 37-45.

Lanham. P.G. & R.M. Brennan. 1998. Characterization of the genetic resources of

redcurrant (Ribes rubrum: subg. Ribesia) using anchored microsatellite markers. Theor
Appl Genet 96: 917-921.

Levin. I.N.. E. Gilboa. S. Yeselson. Shen & A..A. Schaffer. 2000. Fgr. a major locus that

modulates the fructose to glucose ratio in mature tomato fruits. Theor Appl Genet
100: 256-262.

Levinson. G. & G.A. Gutman. 1987. Slipped strand mispairing: a major mechanism for
DNA sequence evolution. Mol Biol Evol 4: 203-221.

Lu. J.. M.R. Knox. M.J. Ambrose. J.K.M. Brown & T.H.N. Ellis.1996. Comparative

analysis of genetic diversity in pea assessed by RFLP- and PCR-based methods.
Theor Appl Genet 93: 1103-1111.

Martin. J.P. & M.D. Sanchez-Yelamo. 2000. Genetic relationships among species of the

genus Diplotaxis (Brassicaceae) using inter-simple sequence repeat markers. Theor
Appl Genet 101: 1234-1241

agrisoft.ir



) (SNP) (i3 S 5 G Kok

S PS8 ST S bnis
Single nucleotide polymorphisms (SNP)

bl pl S

PRI

b 43S )3 g aledgy Vg gl it slap Jlis 4 fugllae slie 4 Sliws 6l n dden oLl
Dilosysl 35290 1) gz glaasy ls stw SULS Lol gla g,

S P b )0 g b Djgo 4 i (B Al )0 4S8 K Oy (S ol o (siw el g, 50
5 LBl sgm (i g, 50 axbl auls3l ol 5l (B Cusl (s a5 aigd g a8 (g0 Slas e f ol
Lol o Hln o2 UG oL

5 099 = oley by aie oz 63)l5e @ lgee Ll dlex 5 aS 0l ol yem @ 1 (50l ) calae (e UL Lo
2,5 o Lol 0olgils 90y (SN H0 Cudgae

eize b Jol ol san aiby ol erbie Jso JsSUse sla S le aiS Gl o 50 sDNA Cais
el o Jlo pl bhedly il 6 pfain 55k (o)) oolhae Slio 4 plitws 285 5 S Sl ) S5
LB ol e 4y 395 L ) (cnlae (J9Sge (slo LS

5 olol 0092 A3 (57 sl GS Sys0 (e s, 3 e sl lsie 4 RFLP Silas Sl
eIl 5 o Jelod g aniod 5,55 by, (S S (omilbee oo AFLP Silas cils ol e @ 055 L) 518 oo
25 o g o (09 JSiieiy0g I oS 53y S50 RAPD (452 (6,55La5 0 (rizmen 00 055 0 1) o
J2¥o (e d 09 o sletis Lol clas alox 5l g, (005 52 4l g Sz o8 spdy 1,5 SSR il

S (o0 Iy (g gz 8 4 SNP (sla gy Joo (6550085 (J5S50 (slo S0l

Single nucleotide polymorphisms (SNP) (g5l e ST IS

19 S e Laals SNIPS 1, T Marsl 5 955 o iy a3 sosilS 5 S S & jse 4y laisl 5 SNP

agrisoft.ir



0o

(SNP) 5 S 5 5 bk

Differential Hybridization (Y

ol 53] g_a)}.od.t)La.o‘ B )15 J>‘)A

(o) o3ns ilis aigils gisSl Ky 5l ooliciusl @

S Sy

wlwlis 55 >90 SNP alizes slodig, 40 Coles ;0 a5 0,800 &0 Canns Jlas]  Sals S 0929 Sjgo 0 @

D9 50

Mini Sequencing L Single Base Extension (¥

il 25 )18 4 4SS job 4 g el Sl e

SNP ooVl b odigds b 55161 G 51 oolil @

ddNTP i L jlheedy lawg i) (oS @

SNP Ll e

agrisoft.ir

Forward SBE primer
e
! —;_ !
G allele 2 K
3' ﬁ_ 5l
-aff—
Reverse SBE primer
Forward SBE primer
A allele S A 3
3' T - 5l
i

Reverse SBE primer




04 (SNP) o555 5 S IS

;bj..\_’z,o 'QJ)_’T).:)L’ S ‘) o.\...u).‘.«s.’ uy&@m ..b).’s,o)li» g_ﬁ.l.«..?mg_:‘os}yo)b uli,o UT)‘ LSA.Q-MAB)—AAS.’ lej" |) Lm).o.’|).>
(Konieczny and Ausubel,1993; Lyamichev et al.,1993) .ous slols |, LRFLP b sias o )8
48,5 1,8 6,10 0 0,00 090 S 090 slow 3l PCR S 4 SNP (g5l IS8T 61 sCAPS (sla Sl 5 oolacwl

(Jarvis et al.,1994; Michaelis and Amasino,1998) .c..l

b).ﬁiw Ls‘.ibm) uﬂh&é ro;é &9‘.&3

single-strand conformation polymorphism (Orita et al., 1989)

09_‘> L ‘) ‘5’5LQ.~A ‘;LQB Jiu ..\3)‘& as 6&.:39“9.: S ual&: :LL:.MJ‘S L aliso u“)j}}n o Slalad &)"‘9 o Mru‘s

Ngdse Silulaz g 05,5 &S > awel )81 b U5 sy Dolite jsb 4 Cules 0 a5 88 e

Wild type Variant
PCR amplification ®——6— *—— 0
v v
Denaturation
(formamide + heat) ——@ — 9

v '
Separation %‘} C? %9
(Non-denaturing gel) ¢ ;

sl 11 bl g Aol

Dgdice IME Syt g (S35 4 e Lulsy ol Culed 50 a5 wed e |y sl opl a SSlts 0 )8 5 b 1S

it el Olio ( Starod dallho gy SSbsiz slo,Slis 5958 9 s @l LSNP

by anwgi g Cdyiy b Jlgs Sledlbl g,k 5l o) 4 15 asie QLell LSNP 5y e (glo S0l
Rafalski (2002) . pdy ;1,55 b g 0S5 oo

50 ot L2 )5 aslg o LSNP § LEST ( uSegis o 5,15 pod 5l Lo rils ol3dl aS cnl onls oo (i

Al Al by ygiS 8 iy )0 0% e gS | Oladod 5 el )y (DUBLS ML

agrisoft.ir



5. (SNP) (i3 S 5 G Kok

Xbe

1) Kwadwo Owusu Ayeh (2008).Expressed sequence tags (ESTs) and single nucleotide
polymorphisms (SNPs) : Emerging molecular marker

tools for improving agronomic traits in plant

biotechnology. African Journal of Biotechnology Vol. 7 (4). pp. 331-341.

2) K. McNallyl* R. Bruskiewichl D. Mackilll D. Weigel2 K. Frazer3 K. Childs4 R.
Buell4 J. Leach5 H.

Leung(2007). The OryzaSNP Project — SNP Discovery in Diverse Rice. Molecular Plant
Breeding. 2007. Vol.5. No.2. 246-247

3) Prof. David Archer.Prof. Malcolm Bennett.Prof. Ian Connerton. Dr. Sean May.Prof.
Gregory Tucker.Use of SNP-DNA analysis in authenticating Basmati rice. The
university of Nottingham.

4) Baldo¢< A.M. and J. Labate. 2003. Polymorphism prediction. ISMB 2003¢ Brisbane:
Australia.

5) George Tauchen and A. Ronald Gallant. SNP: A Program for Nonparametric Time
Series Analysis. Version 8.4. User's Guide.

No 95-26¢« Working Papers from Duke University« Department of Economics

6) Fragment Analysis Research Group. Single Base Extension: A Method for Detecting
Multiple Single Nucleotide Polymorphisms.

agrisoft.ir



\A Diversity Array Technology (DArT) (1)

Diversity Array Technology
(DArT) (1)

VRS

5 a5l olacosgae S.INLP g PSSR 5 AFLP s RFLP alex 5l _Sutis (6,155 <oiSil (sl 05250 slo s,
ralo>

S ol oszee slohy, L ail oo S50 iz [ 0LAS (oob ) sl Slawd lulids 4 5L pg35 US s sl ()
ol K89 g 485 O g0 Al oy al> e

ps=5 Sledbl oS s co Sl sl 1) mls (n e 5 wdlion lytul poss Dledbl 2 358 (sla Silas fiivy (V
Lol g 00,0 )LS 4 0028 & j500 4 & ilgi oo Lo gy onl i p diile LS (6l cplplis Al o i o LSl
Al gl 05 sgase ledbl b SlalS ol

Lot (nl yidis 35800 05 5 55 e pu 5 08,5 0 05 )] 5l ooliial ai 5o 95 o plulids (o, Silts Bg (F
g so (G 4, ST ST b S0l g 0o J5 (s

by LaaslT £55 (555l (lalS pyes slp sl et sloa 30 (2015 5 00l S5 DAt Jo jsliaie &,
D ll LalS eSegis i e (OLLS

PURIR P IPEPPNL SIS v PP PR RSPV IR RUPLETCOW BV 75 JUVOPS JRVRC S PYRE RGNS A S0 PR N ISP B
b date ey 5 0)l50 0 AilgE e il SO (S5 (60 CldSil0gd b5 IS 4 g 5k

S8l plo b ol gaiglings a0 5 09250 o GBo lulil -

e 350 (gigid Dlao b dlwgy (o055 Gble olulid -

lo; ilulaz jshie 4 ol slag) 3 Shasdi -

S9>ge (St g9 bl -

x> a8l ol -

590 Sl 0,5 cuS 5 50 Jagend -

agrisoft.ir



