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Ashley
G421

GY14
Calypso
H19

Shimshon

Bet Alfa

Caolet

PI1383967

SO0 A WInY Pn UPGMA noswa nin

N
Cucumis melo var. conomon
Cucumis melo var. acidulus
Cucumis melo var. flexuosus
Cucumis melo var, dudaim [
| | I [ | | [ | ]
0.0 0.1 02 03 0.4 05 0.6 0.7 0.8
I
Genetic Distances

= |

C. sativus L.var. sativus

C. sarivus L. var.,  hardwickii -

| | | | | I i | | | |
00 01 02 03 04 05 06 07 08 09 190
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Melon

Cucumis melo var.:
1. cantaloupensis
2. reticulatus

3. inodorus

4 flexuosus
5. conomon
6. chito

7. dudaim

8: acidulus

Cucumber
Cucumis sativus var.
1. sativus

2. hardwickii

Noy Yizre'el
Krymka

Eshkolit Ha'amaqim
Dulce

Vedrantais

Q36

Baku

Faqus

P15

Freeman's Cucumber
Songwhan Charmi (P1161375)

Dudaim
PI414723

Bet Alfa
Ashley
Pickmore
Calypso
Colet
Shimshon
GY14
G421
HI19
Dasher
P1183967
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SSR designation

Core motif and number of repeats

from melon genomic library

CMTCI13*
CMAGS9
CMGA127*
CMGA128
CMGAIS
CMCT44*
CMGAI04*
CMACC146
CMCTT144*
CMTCAT*
CMATI141
CMCCA145%*
CMTC168
CMGAI172
CMTC123*
CMCTI126
CMTCI58
CMGTI108
CMTCI63
CMTAAL66
CMTA170a
CMCT170b
CMGA165**
CMTAL134a*
CMCT134b*
CMCT160a**

CMTCl60at+b***

CMCTS05*,**

(TC)1ACG)5(AG)3
(GARA(AG)g
(GA)13A(GA)R
(GA)10AA(GA)
(GA)7
(CTHoTGTT(CT)3
(GA)14AA(GA)3
(ACC)g
((CTT)1oCTAC(CTT)4
(TC)o(CNg
(AT)7(GT)s

(CCA)s

(TO14

(GA)

(TCH(ITIC),

(CTo

(TO11(ATT)g
(GT)gN65(CT)y
(CTTR(TC)g
(TAA)GNB(GA)9(AT)3
(TA)T(TA)3

(CT)g

(GA)10

(TA)2
(TAR(CT)8(AT)7
(TCRA(TCCRA(CT)R
(TC)2TCC)2(CT)gN122(TC)g
(CTH5(AT)[2(AC) 1{AT)4

from cucumber cDNA library

CSCTTTl15a
CSGTTIS5b
CSTCCE13**
CSCT335*
from database
melon
CMATS3S
CMTCS1
cucumber
CSGAQs7
CSATS42**
CSAT214%*
CSAT425
CSAT425
CSCCT57t
CSTA050

(CTTT)s
(GTT)6
(TCC)7
(CT)EN4(CT)1 |

(TABBAA(TARC(ATY7
(CTH3GA(TC)o(CT)s

(GA)g
(AT)Y7(N)37(ATh13

(ATh3
(AT 1oT(TA)2

(CCT)5CTT(CT)?
(TA)(TTC)3G(TA)STG(TA)2

Alleles

B O L N L N = S " i S B U -, B O U W N S I Y~ N T PL I R W A v

d

ns
ns

1
ns

4
5
2
1

melon
Gene diversityl

0.68
0.72
0.39
0.54
0.43
0.33
0.72
0.46
0.77
0.61
0.49
0.36
0.63
0.59
0.39

0.50

0.14
0.79
0.72
. 0.60
0.76
0.68
0.14
045
0.51

0.38

0.36

0.52

0.60
0.67
0.26

cucumber

Alleles  Gene diversity

nss

2 0.17
ns
1 -
2 0.17
2 0.17
nss
2 0.24
ns -
2 0.17
1 -
ns
ns
o -
ns
2 0.17
ns
.ns
2 0.46
ns
ns
3 0.24
3 0.24
2 0.46
2 0.17
1 -
2 0.24
2 0.46
ns
2 0.17
2 0.17
5 0.66
5 0.70
2 0.17
1 -
2 0.17

1 calculated for 13 or 11 homozygous varieties for melon and cucumber respectively
* Calculated for 26 gametes {13 melon varieties)
** Calculated for 22 gametes (11 cucumber varieties)

ns = no signal.
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SSR designation

chromosomal
location*

Mapping populations

Védrantais

PI161375

Melon

PI414723

Duice

Piel de
Sapo
PI161375

MR-1

Ananas
Yoqgne'am

Cucumber
GYl4

PI183967

from genomic library
melon
CMTCI13
‘CMAG39
CMGAI127
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