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Abstract: A big R population of* Fengliduo x Davuyuan’ were created by crossing beiveen a high
quality cultivar Fengliduo’ and a large fruit size main cultivar Dawvuyuan’. Among the hybrid population,
94 F, individualswere randamly chosen and used as the mapping population Based on the mgpping popula
tion, amolecular genetic linkage map of longan was constructed with RAFD, ISR, SRAP and AR P molecu-
lar markers Acoording o the linkage analysis by JoirM 3. 0, themolecular linkage map of Fengliduo’ fell
ino 21 linkage groups, which contained 183 markers, with an average interval of 5. 84 dM and covered a tal
distance of 965. 1 dM; W hile the molecular linkage mgp of* Dawvuyuan’ fell into 22 linkage groups, which
contained 251 markers, with an average interval of 4. 65 &M and covered a total distance of 1 064. 8 dM. This
was the first regport about high-density molecular genetic magp for longan and would lay a lid foundation for
gene location and marker assited selection in longan breeding
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RAFD (randam amplified polymomphic DNA) ( , 2006) / ISR (inter-
simple squence repeat) SRAP ( sequence-related amplified polymomphisn) ARP ,
, QML
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1.1 DNA
2002 : : : :
, ‘ Cox 'R ,
375 94 ,
DNA CTAB (2006)
1.2 RAPD
25p L: 10 x PCR buffer (15 mmol- L *Md ") 2.5uL, MCL (25 mmol- L")
0.5UL, oNTPs (2.5mmol- L™ ') 1.0ML, (5umol - L™') 1.0dL, DNA (5ng- ML)
3.00L, Tag (5U-pL ") 0.200L 94 3min; 94 40 s 38 60 s 72
90 s 35 : 72 10 min 1.2%
1.3 ISSR
250 L, : 10 x PCR buffer (15mmol- L *Md") 2.5uL, MCh (25 mmol-
L") 1.0pL, oNTPs (2.5mmol- L™ ') 1.5pL, (5umol - L™') 2.0pL, DNA (5 ng-
ML') 5.0ML, Tag (BU-ML ") 0.15WL 94 4min, 94 45 s 52
60 s 72 60 s, 40 : 72 10 min 1.5%
1.4 SRAP
25p L, : 10 x PCR buffer 2.54 L, MgChL (25 mmol- L™ ') 3.04L, dNTPs
(2.5mmol- L°') 2.00L, (5umol - L") 1.0dL, DNA (5ng- ML ') 2.04L, Taq
(5U-pL"") 0.20pL . 94 5min; 94 60 s 35 60 s 72
s 5 : 94 60 s, 50 60 s 72 9 s 35 : 72

10 min 4%
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2
2.1
F 6 , 1 200 RAFD 101 ISR 288
RAP 64 ARP , RAFD
128 , RAPD 24 ISR 36 RAP 43 ARP 5 ,
(96 ) PCR
2.2
, 454 265 189
X @ =0.01) , 55
20. 75%, 38 | 20.11%,
186 ( 31 ), X
© =0.01), 51 , 27.42%
1

1

Tablel Thenumber of different type of markersused n this study

Type of markers

Paternal markers

M atemal markers

Co-segregated markers

( 1%)
Distorted markers ( ratio)

RAPD RAFD primer 81 63 57 38(18.91)
RAFPD RAFD primer pair 15 10 18 9(20.93)
ISR 19 16 11 2 (4. 35)
RAP 131 92 a1 87(27.71)
ARLP 19 8 9 10(27. 78)

Total 265 189 186 146 (22. 81)
2.3

JoirM g03. 0 , LOD 3.0, 0.4, +
+ , Kosanbi
(av), M gochart2. 2 ‘ ’
( 1 21 , 183 965.1 dv1,
5.84 dM, 46 AV, 8.41 21 ,
AD1 60 , 9 2 , AD2
166.8 dv1, AD21 7.7 oM ‘ ’ ( 2

22 , 251 ; 1064.8 iV, 4.65 AV,
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Table2 Relationship of linkage groups in parental genetic maps
L inkage map of L inkage map Cammon marker L inkage map of L inkage map Cammon marker
male parent of famale parent male parent of fenale parent
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JoirM ap , Kenis  Keulemans (2005)
JoirM ap 17 , 1039 av 1245
M, 4.0M 4.7 av; , Pierantoni (2007)
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8.0 dM; Iketani (2001) 18 22 , 768 avi
508 dVI; Welter (2007) 19 , 1631 M,
4. 67 dV; (2008) 11 ,
1034 oM, 8.34 v
) 965. 1 dvi
1064.8 dv,

(Gebhardt & Ritter, 1989; Voorrips, 1997)
PCR Foolad
(1995) x 37%, (2004)
(2008) 19.9% 24%
22.81%, ) )
: , Bradshav  Stettler (1994) ,
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