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Abstract; Objective of the study is about to detect quantitative trait loci (QTLs) related to latex yield such as
yield per plant and size of laticifer of rubber tree. F, population derived from crosses of the rubber tree cultivars
Reyan88-13 x IAN873 was used for QTL analysis. Data of trait about yield per plant, dry rubber content ( DRC),
line of laticifer ,number of laticifer ,and size of laticifer were collected and recorded. QTLs were detected by compos-
ite interval mapping ( CIM) using FsQtIMap 1.0 based on the linkage map constructed with SSR markers. The re-
sults showed that the skewness and kurtosis of these traits were conformed to normal distribution except number of
laticifer , the mean and variance of each trait had great changes. The variation coefficient of yield per plant was maxi-
mum , and the order was yield per plant > number of laticifer > line of laticifer > size of laticifer > dry rubber
content. The presence of five main-effect QTLs which were related with yield per plant was detected when LOD
threshold was greater than 2.5, which could explain 71.3% ,69. 1% ,68.3% ,64.4% ,and 62.9% population vari-
ation respectively. Three main-effect QTLs which were related with number of laticifer was detected , which could ex-
plain 84.5% ,81.3% and 15.4% population variation respectively. There were no effect QTLs related with the oth-
er traits.
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Table 1 Statistics of correlated characters of Reyan 88 —13 x IAN873

LGN e/ IME ISON( ¥IfE FrifiE 2% R 355 i £
Traits Min. Max. Mean SD cv Kurtosis Skewness
FRr=F I (g/t/1) Yield per plant 0.06 7.97 1.82 1.58 0.87 1.82 1.31
% # (% ) Dry rubber content . . . . . . .
F % (% ) Dry rubb 18.34 37.44 27.43 3.95 0.14 0.58 0.05
FLAF K/ (um) Size of laticifer 0.23 1.42 0.61 0.18 0.29 4.41 1.06
FLAEFHEL Line of laticifer 2.33 50.53 24.43 9.93 0.41 -0.13 0.19
FLAEAH Number of laticifer 8.60 66.33 25.60 10. 69 0.42 1.70 1.08
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Table 2 Statistical tests of correlation coefficient among the traits

L7 TR i T FLE RN FLEFIEL FLEE
Yield per plant DRC Size of laticifer Line of laticifer Number of laticifer
R T 1
T 0.376 ** 1
FLE RN 0.156" 0.128 1
FLE S 0.473 0.316* 0.156 " 1
FLEN 0.134 0. 006 0.354* 0.347* 1
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Table 3 Results of QTL on the map for yield per plant
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1 453.87 14 M72 - Cird25 4.58 4.4296  1.1693  1.2563 0.683
2 290. 11 10 H268 - HO112 3.37 4.5778  1.1868  1.3260 0.691
3 105.79 5 H134 - H237 2.90 1.5477  1.1770  4.5128 0.629
13 18.63 2 H319 - H310 4.58 2.3439  5.3896  1.2143 0.713
2 11.00 1 GAR4 - M574 3.17 4.6734  1.1562  1.9167 0. 644
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Table 4 Results of QTL on the map for size of laticifer
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