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Genetic Analysis of Hybrid F, from( G. arboreum x G. bickii) x G. barbadense

QU YunHang HUANG Jinding
( College of Agronomy Shanxi Agricultural University Taigu 030801 China)

Abstract: To veritify the truth of hybrid ( G. arboreum X G. bickii) X G. barbadense and its parents were studied
through conventional compression method and RAPD technology. The result of cytology showed that the karyotype fou—
mula of tri-hybrid( G. arboreum X G. bickii) X G. barbadenseis 2n =4x =52 =44m( 2SAT) +8sm( 2SAT) the range of
relative length is 6.91 =1.99% the range of arm ratios is 1.01 —2.31 mean arm ratios is 1. 37. The type of karyotype
is 2B. The analysis of RAPD showed: A total of sixty DNA bands were amplified in( G. arboreum x G. bickii) x G. bar-
badense 3.3% DNA bands came from the specifical bands of G. arboreum 8.3% was from the spefical bands of G.
bickii 18.3% DNA bands came from the specifical bands of G. barbadense and 8.3% came from the special bands of
tri-specific hybrid.
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PCR PTCA00 . PCR
25 L 1 x Buffer 1.5 mmol/L
MgCl, 0.4 pmol/L 50 ng DNA 1.0 U Tag
25 ulL 30 uL . PCR
194°C 2 min; 94°C 30 s 36°C
30s 72°C 70s 10 ;1 89°C 20 s
36°C 20 s 72C 60s 35 ; 72C
7 min 4°C 10 min. 1%
0.5 ¢g/L EB.
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Tab.1 Test material
Number Material name Genome symbol Main character
1 A,
2 G,
3 X MG]
4 x A,A,G,G,
5 AADD
6 x A,A,G,G, x AADD ,
1.2 1 0 DPS
1.2.1 1d 25 ~30C o
2~3 cm 2 ~3 mm 2
2.0~2.5h
( : =3:1) 2~24h 2% 2.1 x F,
28 ~35C 50
30 ~60 min 0.5 mol/L 60°C  HCI 8 3 ( X )
~15 min o 2n =4x =52 N
° 123 2 . 2
50 6.91% ~
o 5
5~12 /' 5
> o [ 4 F(
N
5~12 h) e -
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1.2.2 RAPD 13 ( N )F,
DNA CTAB e Fig.1 Chromosome morphology figure of tri-hybrid

( G. arboreum x G. bickii) x G. barbadense
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Fig.2 Chromosome karyotype figure of tri-hybrid
( G. arboreum x G. bickii) x G. barbadense
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Fig.3 Chromosome karyotype model figure of tri-hybrid
( G. arboreum x G. bickii) x G. barbadense
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22 Tab.3 Amplified polymorphism of six
(m) 3 6 12 1 materials from different random primers
A Ae ( )
2B 2n =4x =52 Pri Primer Amplified band
rimer .
=44m( 2SAT) +8sm( 2SAT) . sequence ( Number of polymorphism)
S33 CAGCACCCAC 13(11)
2 ( X ) x F,
S37 GACCGCTTGT 10(9)
Tab.2 The chromosome parament of 539 CAAACGTCGG 9(9)
( G. arboreum x G. bickii) x G. barbadense S40 GTTGCGATCC 4(2)
4 1% S1709 TCGCAGCGAG 5(3)
Relative length S1485 CCCGATCAGT 5(3)
Number of ( + = ) A . Kind
chromosome ( Long arm + short arm) rm ratio mn 51285 GTGAGCGTGG 6(3)
=Total length S1287 CTACCAGGGA 5(4)
1 4.82+2.09 =6.91 2.31 sm S1288 TGAGAAGCGG 10( 7)
2 2.93+2.78 =5.71 1.05 m S1290 ACCCCTGGCA 8(4)
3 3.23 +1.84=5.07 1.76 sm S1292 AGCCGTCGAA 8(7)
4 2.67 +2.34=5.01 1.13 m S1295 GGCAGCAGGT 4(3)
5 3.11+1.73=4.84 1.79 sm S1296 GACAAGGACC 6(4)
6 2.84 +1.63=4.47 1.73 sm S1297 CTCGAACCCC 10( 8)
(0.84) ( SAT) $1299 CTCGATCACC 10(9)
7 2.63 +1.67 =4.30 1.58 m 2.2.2 % ) F,
8 2.56 +1.66 =4.22 1.53 m
9 2.18+1.81=3.99 1.21 m N N
10 2.31+1.67 =3.98 1.38 m 45 o 15 3
11 2.43 +1.48 =3.91 1.65 m ( % )Fl
12 2.40+1.46 =3.86 1.64 m 60 DNA ’
(1.10) (SAT)
13 2.11+1.71=3.82 1.23 m 3.3%; 5
14 1.95+1.80=3.75 1.08 m 8.3%:
15 1.88 +1.82=3.70 1.03 m
16 2.20+1.45=3.65 1.51 m
17 2.23+1.31=3.54 1.70 m
18 1.75+1.35=3.10 1.30 m
19 1.50 +1.42=2.92 1.06 m
20 1.46 +1.37 =2.83 1.06 m
21 1.39+1.36 =2.75 1.02 m
22 1.59 +1.03 =2.62 1.54 m
23 1.26 +1.12=2.38 1.12 m
24 1.17+1.07 =2.24 1.09 m
25 1.17+1.02=2.19 1.15 m M1 2345 6
26 1.00+0.99 =1.99 1.01 m 4 S37
2.2 RAPD Fig.4 Amplified products of S37
2.2.1 15
6 PCR
117  DNA 81
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50% 3 3 Fig.5 Amplified products of S39
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