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Disease Rating

f9819  Accession Country Province Name Source Pedigree
(score 0-5)

1 PI 197088 India Assam 11763 USDA - 1

2 PI 321009 Taiwan - Nanchi White Spine USDA - 0.5
3 PI 330628 Pakistan - Kshira USDA - 0.8
4 PI 358813 Malaysia Kuala Lumpur = USDA - 1.2
5 PI 358814 Malaysia Kuala Lumpur - USDA - 0.8
6 PI 432875 China - San dong si gua 101; 458 USDA - 0.8
7 PI 432876 China - San dong si gua 12; 459 USDA - 0.8
8 PI 432878 China - San dong si gua 127; 461 USDA - 0.5
9 PI 432886 China - San dong si gua 7156; 469 USDA - 1.2
10 CSL 0013 Thailand - - LARTC F1 of unknown 1

11 CSL 0077 Thailand - - LARTC S6' 12
12 CSL 0088 Thailand - - LARTC F1 of unknown 1.2
13 CSL 0089 Thailand - - LARTC F1 of unknown 1.2
14 CSL 0096 Thailand - B LARTC F1 of unknown 0.8
15 CSL 0097 Thailand - - LARTC F1 of unknown 0.8
16 PI 279468 Japan - Ochiai-fushinari, Omoroved Strain II USDA - 1.5
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Disease Rating

0819 Accession Country Province Name Source Pedigree
(score 0-5)

17 PI 288238 Japan - Yomaki Plant Ti USDA - 1.5
18 CSL 0068 Thailand - - LARTC Open pollinate variety 1.5
19 CSL 0092 Thailand - B LARTC F1 of unknown 1.5
20 PI 114339 Japan - Manchuko Wonder USDA - 1.8
21 PI 234517 United State South carolina SC50 USDA - 1.8
22 PI 390259 Japan - Sagami Hanjiro (A) USDA - 1.8
23 CSL 0014 Thailand - - LARTC Open pollinate variety 1.8
24 CSL 0044 Thailand - - LARTC S6 1.8
25 CSL 0076 Thailand - = LARTC F1 of unknown 1.8
26 CSL 0080 Thailand - - LARTC S6 1.8
27 PI 164173 India Maharashtra Khira;8886 USDA - 2

28 CSL 0022 Thailand - 2 LARTC F1 of unknown 2

29 PI 426170 Philippines Luzon UPL-Cu-2; Ca-73-21 USDA - 2.2
30 CSL 0043 Thailand - = LARTC Open pollinate variety 23
31 CSL 0012 Thailand - - LARTC 87’ 2.4
32 PI 426169 Philippines Luzon UPL-Cu-1; Ca-73-19 USDA - 2.5
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Disease Rating

fMoeg Accession Country Province Name Source Pedigree
(score 0-5)

33 CSL 0015 Thailand - - LARTC F1 of unknown 2.5
34 CSL 0046 Thailand - - LARTC S7 2.5
35 CSL 0067 Thailand - - LARTC Open pollinate variety 2.8
36 PI 103049 China Beijing Kuai Huang Kua; 12 USDA - 4
37 PI 167223 Turkey Icel Hiyar;417 USDA - 4
38 PI 175121 India Uttar Prade Khira; No. 10382 USDA - 4.5
39 PI 178886 Turkey Cankiri 9662 USDA - 4.5
40 PI 209067 United State Ohi M 20 USDA - 3.8
41 PI 211979 Iran Weat Azerbaijar 6 USDA - 3.5
42 PI 227013 Iran Khuzestan 14566 USDA - 3
43 PI 321010 Taiwan - Nei Wu USDA - 4
44 PI 357857 Yogoslavia - Krupna; 704 USDA - 3.5
45 PI 466922 Russian Federation - M-2C USDA - 3.2
46 PI 478366 China Xinjang O 106a USDA - 3
47 PI 483340 Korea South, Seoul H.N. Semiwhite F1 USDA - 2.8
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AN : wandn/ls | wad | wad | shwidowa | aowndiewa | aamenaea
@30819 | Accession meavesaen | lu | ez | At | m . - .

(31.) G @Wed | A ("3%) (631.) (B31.)
1 PI 197088 6.7 M - - 18 112 9 18 10 100 62.9 4 6.7
2 PI 321009 - M - - - - - - . - - - - -
3 PI 330628 6.7 M| - -] - - - - 2 100 - 78.6 4.6 6.7
4 PI 358813 15.5 M| -] -] 2 136 0 2 2.4 100 - 127.8 3.5 15.5
5 PI 358814 16.6 M| - | - | 24 151 0 24 4 100 - 1153 2.9 16.6
6 PI 432875 20.2 M| - |- 17 100 2 17 0.7 100 - 152.5 3 20.2
7 PI 432876 25.6 M| - | -] 20 129 4 20 48 100 - 176.8 3 25.6
8 PI 432878 23.6 M - - 12 75 5 12 6.7 100 - 128.2 2.9 23.6
9 PI 432886 16.5 M - G 13 133 12 23 5.8 81.1 18.9 105.1 33 16.5
10 CSL 0013 12.9 M - G 20 147 10 20 7.2 43.1 56.9 101.3 3.5 12.9
11 CSL 0077 9.6 M - G 25 147 14 25 5.5 100 - 76.4 3.8 9.6
12 CSL 0088 9 M - - 23 143 13 23 7 81.4 18.6 70.7 3.6 9
13 CSL 0089 9.3 M| - |G| 22 160 1 2 3.7 100 - 78.8 3.9 9.3
14 CSL 0096 8.9 M| - |- 17 124 8 17 3.4 100 - 70.7 3.7 8.9
15 CSL 0097 9 M| - |- 25 144 13 25 7.9 426 | 574 60.9 3.4 8.6
16 P 279468 - 1Y S N N - - - - - - - - -
17 PI 288238 14.6 M| - | -] 20 112 8 20 2.9 100 - 93.6 3.7 14.6
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ANNEING ; wawdn/ls | wad | wad | siwiiawa | aawndiewa | aamenaea
@30819 | Accession meAvesaen | lu | demz | fefw | m . - .

(B3 1) @Wedy | AN ("5%) (B3 (B3
18 CSL 0068 7.9 M| - |- 22 119 8 2 6.8 100 - 679 3.7 7.9
19 CSL 0092 8.9 M| - |- | 2 138 10 21 3.8 100 - 74 3.7 8.9
20 PI 114339 - M| - |- |17 134 3 17 - - - - - -
21 PI 234517 13.4 M| - |- 21 127 8 21 3.5 100 - 86.9 3.2 13.4
22 PI 390259 16 M - - 17 111 8 17 7 100 - 112.5 32 16
23 CSL 0014 14 M| - |G| 2 148 9 2 9.1 100 - 101.4 3.6 14
24 CSL 0044 9.4 M - G 24 165 10 24 6.9 100 - 79.9 3.7 9.4
25 CSL 0076 8.3 M - G 22 136 13 22 7.4 81.8 18.2 64.4 3.6 8.3
26 CSL 0080 11.3 M - G 20 129 9 20 9.3 100 - 72.5 3.3 11.3
27 PI 164173 - S R N - - - - - - - - -
28 CSL 0022 - M| - |G| 24 130 13 24 - - - - - -
29 PI 426170 14.1 M| A |G| 19 140 7 19 2.1 100 - 107.7 3.4 14.1
30 CSL 0043 10.2 M| - |G| 21 148 10 21 22 100 - 82.2 3.6 10.2
31 CSL 0012 8.9 M|A|-] 2 134 14 23 3.9 488 | 512 72.9 3.6 8.9
32 PI 426169 14.4 M - G 20 129 10 20 43 100 - 106.6 3.5 14.4
33 CSL 0015 - M| A| - | 18 139 11 18 - - - - - -
34 CSL 0046 9.2 M - G 16 94 7 16 43 100 - 66.7 3.5 9.2
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AN : wandn/ls | wad | wad | shwiowa | aowndiewa | anmenaea
@30819 | Accession meavesaen | lu | ez | At | m . - .

(131 (W) @Wed | AN ("5%) (B3 (131)
35 CSL 0067 7.5 M - G 24 124 9 24 8.5 39.4 60.6 67.9 39 7.5
36 PI 103049 132 M - - 16 108 2 16 8.2 100 - 97.3 3.7 13.2
37 PI 167223 - M| A| -] 25 119 12 25 - - - - - -
38 PI 175121 - M| - | -] 10 64 4 10 - - - - - -
39 PI 178886 8.5 M| A|-| 26 129 10 26 1.4 100 - 66.3 3.7 8.5
40 PI 209067 10.4 M| - | - | 24 154 9 24 5.6 100 - 73 3.5 10.4
41 PI 211979 13 M| - |- 2 148 13 29 19 100 - 84.4 3 13
42 PI 227013 14.7 M| A - 28 167 14 28 23 100 - 121.8 3.7 14.7
43 PI 321010 10 M| A|G 20 131 10 20 6.8 100 - 75.2 3.5 10
44 PI 357857 - A - - - - - - - - - - -
45 PI 466922 12.2 M| A |G 14 68 1 14 1.9 100 - 922 3.7 12.2
46 PI 478366 31.9 M - - 18 118 5 18 3.6 100 - 161.3 2.7 31.9
47 PI 483340 16.3 M| - |G| 20 156 7 20 5.4 100 - 1117 3 16.3

NN 1; M = Monoeciuos plant

2; G = Gynoeciuos plant

3; A = Androeciuos plant
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1. 2X CTAB buffer
2% hexadecyltrimethyl ammonium bromide (Titiﬂﬂ CTAB, cethyltrimethyl ammonium
bromide)
1.4 M NaCl
20 mM EDTA pH 8.0

100 mM Tris-HCI pH 8.0

ad ) a a aa
mamsenlullsuas 100 Hagans

F1e15  CTAB 2.00 N3N
NaCl 8.18 Niu

uAdAAY 0.5 M EDTA pH 8.0 400 Hadans
1M Tris-HCI pH 8.0 10.00 Uadans
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2. Chloroform: Isoamyl alchohol (24: 1)
Imamsenluilsuing 400 Jaaans
@34d15  Chloroform 384.00 Haaans

Isoamyl alchohol 16.00 Haaans
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3. Phenol: Chloroform: Isoamyl Alcohol (25: 24: 1)

ad =) a a an
Amamsenluilsuag 10 Uadaas

@915 Phenol 5.00 Naaans
Chloroform 4.80 Noaans
Isoamyl alchohol 0.20 daaans
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os-" Y I o A = 1 tﬂy A a =
m‘mmi‘nwamclmslnﬂu“lum%uzﬂmumﬁmmwaﬂqmwgn 121 93F ULy e
o ¢ 2 g a o 4 w Ay vy v v
ANUAU 15 ﬂﬂu@/ﬁWi’Nu’J Lﬂunm 15 4N mﬂuumuiﬂmmiwﬁuﬂllﬂuhmﬂﬁlﬂ 100 mM
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4. Linear polyacrylamide
AmamIenluiliuag 20 Jaaans
4.1 aza1¥ acrylamide 0.05 NS 11!‘]:71/\|L1/\|®§ (40 mM Tris-HCL, 20 mM sodium
acetate, ] mM EDTA pH 8.0) 1 Uaaans
42 13U 10% ammonium persulfate 10 13 Tn58n3 ttag TEMED 1 lulasans i

Y a Yy | ~
'lmqquwmmunm 75 UIN
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= [ =

43 1A% absolute ethanol 2.53 iaaans a1 lUiumIesi 15,000 g uu 2 WA
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5. RNase buffer
10 mM Tris-HCI pH 8.0

15 mM NaCl

Aad = = = aa
’J‘ﬁﬂﬁl@li&miuﬂ‘iMWﬁ 500 Uanang
@A 1 M Tris-HCl pH 8.0 500 daaans
3 M NaCl 1.50  Naaaas
3 a g’ u'J I Y a Y A Aana :JI Y 9 o
mﬂuumumﬂauiﬂﬂﬂﬁmmiam‘mﬂ’u 500 UaaaNg Nﬁuﬁﬁﬂ\‘ﬂ’mﬂiﬁl"lﬂﬂu
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6. 50X TAE buffer
2 M Tris-base
1 M acetic acid

50 mM EDTA pH 8.0
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ad = a a an
smamsenluilsuas 1000 Jadans

¥9a915  Tris-base 242.0 AU
1 M acetic acid 57.1 Noaaas
0.5 M EDTA pH 8.0 100.0 Uadans
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7. 10X Tris EDTA (TE buffer)
10 mM Tris-HCI pH 8.0

1 mM EDTA pH 8.0

Imawsenlulsuas 100 Yaaans
@293 1 M Tris-HCl pH 8.0 1.00  Uadans
0.5 M EDTA pH 8.0 0.20 yanang
3 a g’ o I Y & (Y A Aana :JI Y Y o
nmiudminau i lddsuiassoumiiny 100 Nadaas wavesnavua iy
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8. SX TBE buffer
445 mM Tris-base
445 mM boric acid
10 mM 0.5 M EDTA (pH 8.0)

IEMIwTeNas 151105 1000 Yaaaas
¥39e15 Tris base 54.00 NN
Boric acid 27.50 N3N

0.5 M EDTA (pH 8.0) 20.00 Haaans
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9. 6X loading buffer
0.25% bromophenol blue
0.25% xylene cyanol

30% glycerol

ad = a a aan
A Msmseuas ludsuas 10 Yaaans

¥Ie13 bromophenol blue 0.025 nN3U
xylene cyanol 0.025 N3
1A glycerol 3.00 dagans

09: a g’ @ I Y a Y A aa :’1 Y 9 o
i]’lﬂuul@lllu’lﬂauclﬂhlﬂﬂiﬂ'lﬁiijllﬂ/nﬂll 10 Uaaang Nﬁﬂ\lﬁ'ﬁﬂﬁﬂmﬂ‘lﬂlm'lﬂu

a =

Rusnasavaiwi ldigungil 4 esraiFos
10. Formamide loading buffer

0.1% bromophenol blue

0.1% xylene cyanol

10 mM 0.5 M EDTA (pH 8.0)

98% formamide

ad ) a a an
AMamseNas Wlsuas 10 Uaddas

¥I13 bromophenol blue 0.01 n3u
xylene cyanol 0.01 n3u
@Y 0.5 M EDTA (pH 8.0) 200 lulasans

v Y
NTUIAY formamide 19 AU HIATIMMINY 10 Haans wauasnanualiiniu

3 o Ay ya a =
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11. 0.5 pg/ml Ethidium bromide
Mo luilsuas 200 Yaaans
915 Ethidium bromide (10mg/ml) 100 pl
v v
WINau 200 ml
Y Y o I 9 = A Ay Y 1 s
wauimmnuuazmu"ﬁlum%uzmu!,mesamﬂmmnummmuﬂaaﬂﬂ

a A Yy Y 9 a9
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12. Silver Nitrate solution
Mo luilsuas 1000 Haaans

¥9a15  silver nitrate 1.60 NI

AfaAT AUIUAITAZ BTN

Z)

9 v
@y dnau 994
9 Y
NUUIAN 1M NaCl 400 dodans ausuldasazared@imagu
ADE9) LAY liquid ammonia (25%) Navvien (Uszana 2 - 2.4 Hadans) wld
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13. Developer

2% sodium carbonate

0.02% formaldehyde (37%)

ad = = =\ an
’J‘ﬁﬂ1imﬁﬂhiuﬂih1ﬁﬁ 1000 Uanang
%9615 sodium carbonate 20.00 NIV

1AW formaldehyde (37%) 600 lulnsans

Y v
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Genetic Diversity of Downy Mildew Resistant
Cucumber Using the AFLP Technique.

Nattawan Thongthod, Panom Winyayong, Siam Popluechai, Ekachai Chukeatirote
and Somrudee Onto

School of Science, Mae Fah Luang University, Chiang Rai 57100 Thailand

Abstract

The genetic diversity of 27 downy mildew resistant cucumber (Cucumis
sativus) cultivars was determined by amplified fragment length polymorphism (AFLP)
analysis. To perform the AFLP analysis, sixty four combinations of primers were used
and the results were interpreted based on total and polymorphic scores. For Cucumis
sativus, the total of 889 AFLP bands were detected using twelve combinations of
primers. Nei and Li’s similarity coefficients were calculated and a phylogenetic tree
was then constructed using the UPGMA analysis to trace their phylogenetic
relationship. According to the results, these C. sativus plants were highly polymorphic
and can be divided into 3 clusters of downy mildew resistant cucumber and 2 clusters

of susceptible with the similarity values in the range of 0.790 — 0.957.

Keywords: Cucumis sativus, cucumber, AFLP, genetic diversity

1. Introduction

Cucumber is one of the most
cultivated crops in Thailand. Although,
many dieases of cucumbers have been
reported, downy mildew caused by the
fungus Psudoperonospora cubensis s
regarded as one of the most serious causes
affecting the cucumber yields (1,2).
Especially in raining and winter seasons,
cucumbers are often sensitive and can be
tremendously destroyed by downy mildew.
At present, control of downy mildew can be
done through the use of resistant cultivars
derived from traditional plant breeding (3).
Successful  identification of resistant
cucumber cultivars is achieved by using
molecular markers which can be used as
additional tools for wvariety description
(4,5,6). In addition, the use of molecular
markers has been shown to reduce the errors
that may arise from phonotypic plasticity
(7,8,9). In the course of downy mildew
resistant cucumber breeding programme, the
AFLP technique was introduced to
determine if there is genetic diversity among

downy mildew resistant cucumber cultivars
preserved.

2. Methodology

Twenty seven cultivars (15 resistant
and 12 susceptible) of cucumber obtained
as seeds from United States Department of
Agriculture (USDA) and Lampang
Agriculture Research and Training Center
(LARTC) were grown in the experimental
field of Mae Fah Luang University during
November 2005 to January 2006 (Table 1).
Genomic DNA extracted from young leaf
tissue of cucumber using a CTAB extraction
procedure (10) and AFLP analysis were then
carried out using sixty four primer
combinations (EcCORI and Msel primers)
based on the protocal of Vos et al. (11). The
results were then interpreted based on total
and polymorphic scores. The DNA profiles
generated were determined based on the
absence and / or the presence of each band
(score 0 and 1). The data recorded were
eventually used to calculateusing the
NTSYS-pc programme version 2.0le (12).
A phylogenetic tree was constructed using



the unweighted pair-group method with
arithmetical averages (UPGMA) as
described by Sneath and Sokal (13).

3. Results, Discussion and Conclusion
In this analysis, only twelve
combinations of primers gave
polymorphic bands in all genomic DNA
samples. A total of 889 AFLP bands,
ranging in size from 500 bp to 125 bp,
were identified, in which 523 bands
(~58.83%) were polymorphic. The number
of fragments detected by an individual
primer combinations ranged from 47 to 117
bands. These data were sub- sequently used
to calculate the similarity index which were
between 0.790 - 0.957 (table 2).
Additionally, based on the phylogenetic tree

&9

constructed by the UPGMA cluster analysis
and disease rating of downy mildew in each
accessions, our results showed that there
were five clusters: cluster I and II contained
7 accessions of downy mildew resistant
cucumber cultivars; cluster III and IV
contained 11 and 1 accession of susceptible,
respectively; and cluster V contained solely
1 accession of downy mildew resistant
cucumber (Figure 1). These data presented
in this study were shown to confirm the
existence of genetic diversity among these
cucumber cultivars. Such information
obtained from this analysis is expected to be
important as genetic markers and useful for
downy mildew resistant cucumber cultivars
breeding programme.

Table 1 Cucumber accessions used for examination of genetic diversity

No. Accession Country Source' Disease Rating” (score 1-5)
1 PI 197088 India USDA 1
2 PI 321009 Taiwan USDA 0.5
3 PI 330628 Pakistan USDA 0.8
4 PI 358813 Malaysia USDA 1.2
5 PI 358814 Malaysia USDA 0.8
6 PI 432875 China USDA 0.8
7 PI 432876 China USDA 0.8
8 PI 432878 China USDA 0.5
9 PI 432886 China USDA 1.2
10  CSL 0013 Thailand LARTC 1
11 CSL 0077 Thailand LARTC 1.2
12 CSL 0088 Thailand LARTC 1.2
13 CSL 0089 Thailand LARTC 1.2
14  CSL 0096 Thailand LARTC 0.8
15  CSL 0097 Thailand LARTC 0.8
16  PI 103049 China USDA 4
17 PI 167223 Turkey USDA 4
18  PI 175121 India USDA 4.5
19  PI 178886 Turkey USDA 4.5
20 PI 209067 United State USDA 3.8
21 PI 211979 Iran USDA 3.5
22 PI 227013 Iran USDA 3
23 PI 321010 Taiwan USDA 4
24 PI 357857 Yogoslavia USDA 3.5
25 Pl 466922 Russian Federation USDA 32
26  PI 478366 China USDA 3
27  PI 483340 Korea USDA 2.8

! USDA, United States Department of Agriculture; LARTC, Lampang Agriculture Research and Training
Center

’ Disease Rating, visual rating system based on the appearance of lesions where:

score < 1 showed

appearance of lesions less than 20% and score > 3.5 showed appearance of lesions more than 60 - 80%



Table 2 similarity matrix from 27 cultivars of C. sativus generated from Nei’s method (14)

1 2 3 4 5 6 7 8 9 10 11 12 s 14 15 16 17 18 19 20 21 22 23 24 25 26 27
1 1.000
2 0.857  1.000
3 0.895 0.904  1.000
4 0.883  0.888  0.863  1.000
5 0.843 0.846 0.860 0.818  1.000
6 0.864 0.883 0908 0842 0.846 1.000
7 0866 0903 0.885 0.882 0.835 0.937 1.000
8 0.869 0.863 0.880 0852 0822 0926 0.938 1.000
9 0.849 0.853 0.883 0864 0.834 0.866 0.868 0.896 1.000
10 0855 0.853 0.879 0.848 0.826 0879 0873 0.895 0.924 1.000
11 0.820 0.837 0.841 0.826 0.828 0.820 0.826 0.823 0.885 0.884  1.000
12 0.854 0.842 0.869 0.830 0.844 0.850 0.840 0.857 0904 0903 0.893  1.000
13 0.836 0.806 0.857 0.877 0.815 0.842 0.875 0857 0893 0897 0889 0.922 1.000
14 0845 0.868 0.860 0.893 0.808 0.839 0880 0.862 0.894 0.895 0.876 0909 0.957 1.000
15 0.841 0.838 0.872 0.822 0.843 0.848 0.838 0850 0.894 0.899 0.897 0917 0907 0.891  1.000
16 0.824 0.822 0.832 0.796 0.800 0.845 0.836 0845 0832 0.857 0.830 0.838 0.831 0.830 0.856 1.000
17 0.849 0.840 0.853 0.847 0.804 0854 0851 0.868 0.898 0.883 0.860 0.885 0.875 0877 0877 0.865 1.000
18 0821 0.830 0.838 0.830 0.794 0.826 0.837 0.837 0866 0858 0875 0860 0.873 0.872 0.868 0.862 0.897 1.000
19 0814 0.824 0.837 0.809 0.814 0.837 0.829 0843 0875 0862 0867 0.886 0.877 0.864 0.885 0.843 0.924 0.900 1.000
20 0.839 0.842 0.829 0.849 0.806 0.834 0.860 0853 0864 0849 0.835 0.860 0.878 0.883 0.854 0.839 0.908 0.864 0.895 1.000
21 0.839 0.861 0.867 0.856 0.824 0863 0870 0.862 0.895 0.888 0.801 0.877 0.896 0895 0884 0.861 0936 0.886 0.921 0916 1.000
22 0.831 0.863 0.862 0.838 0.830 0.857 0.869 0.857 0871 0872 0852 0852 0874 0.867 0.867 0.856 0.905 0.880 0.895 0.900 0.933  1.000
23 0.831 0.858 0.874 0.840 0.803 0.879 0.874 0.868 0.880 0.881 0.854 0.848 0.870 0.866 0.874 0.865 0.881 0.885 0.873 0.863 0916 0.908 1.000
24 0.828 0.849 0.840 0.863 0.800 0.832 0863 0.853 0.891 0.870 0.850 0.856 0.887 0891 0862 0.841 0919 0.888 0.907 0907 0937 0910 0902 1.000
25 0.844 0.850 0.831 0.857 0.792 0.842 0.868 0850 0.841 0846 0816 0.843 0.859 0.869 0.840 0.830 0.874 0.859 0.858 0.896 0.893 0875 0874 0.886  1.000
26 0.841 0.869 0.858 0.852 0.790 0.879 0906 0.895 0860 0881 0836 0.842 0.875 0.882 0.856 0.863 0.888 0.868 0.859 0.886 0900 0.892 0925 0901 0905 1.000
27 0.836  0.874 0.848 0.871 0.795 0.860 0.895 0.881 0.871 0.883 0.843 0.849 0.900 0.906 0.860 0.850 0.877 0.868 0.856 0.880 0.896 0.888 0917 0902 0.890 0.946 1.000
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Figure 1 Phylogenetic tree of C. sativus
cultivars based on UPGMA cluster
analysis of AFLP data generated by 12
primers combinations.
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Assessment of genetic variability in downy mildew resistant cacumber by AFLP

Nattawan Thongthod*, Ekachai Chukeatirote, Panom Winyayong, Siam Popluechai and
Somrudee Onto

School of Science, Mae Fah Luang University, Chiang Rai 57100 Thailand

Abstract

Downy mildew caused by Pseudoperonospora cubensis is found annually on
cucurbits such as cucumbers, pumpkins and squash. The disease, when infected greatly
reduces yield, fruit quality and harvesting time. Control the downy mildew can be achieved
by the use of resistant varieties and/or fungicide chemicals. Fortunately, especially in
cucumber, several resistant varieties have been presently available through the extensive
breeding programme. In this study, twenty seven downy mildew resistant cucumber cultivars
were collected and assessed for their genetic diversity. Initially, the genomic DNA samples
were extracted from young leaf tissue of cucumbers using a CTAB extraction procedure. The
AFLP analysis was then performed with twelve ECORI-Msel primer combinations. A total of
889 AFLP markers was generated and analysed. Cluster analysis revealed genetic variation in
these cucumbers. Based on the results, there were 5 clusters in which the similarity values
ranged from 0.790 to 0.957. These genetic data are expected to be useful as an efficient
marker for breeding resistant cucumber cultivars.

Keywords: Cucumis sativus, Cucumber, AFLP, Genetic variability, Downy mildew
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ei‘l;%nnﬂmﬁ revenue throughout the year, it is
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' through the use of It ived from traditional
~ plant breeding (1). However, phenotypic selection for downy
ml!dew resistance is difficult due to the large influence of
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| these difficulties, the use of molecular markers has been
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‘efficiency of downy " hie, for an average of 74.08 markers per
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late the similarity index which Were h 01'90 0.957
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The data recorded were eventually used to calcu-
late using the NTSYS-pc programme vorsion 2.01e.




