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Table 1 16 samples for experiments
45 No £ # Name 45 No. £ Name
| NN 0 %100
Daye daguo Pengan 100
5 K 72-1 10 At 2 5
Tongshui 72-1 Licheng-2
3 BDQ222 11 £L6°6
Red 6-6
. Jehi% 447 12 IS
Beibei 447 Changye Cheng
5 BDM221 13 J\1% Baleng
T 863
6 S26 14 ik ,
Sweet orange 863
PO i3
7 {ﬁi& 15 BBS227
Yujin Cheng
O 9‘% E}L
8 BSG223 16 R
Fuling late-maturing
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Table 2 Primer sequences for SRAP analysis

%i*r No 514 (5'—3") Forward primer %i*7 No. B 514 (5" — 3') Reverse primer

1 melf: TGAGTCCAAACCGG-ATA 10 emlr: GACTGCGTACGAATT-AAT
2 me2f: TGAGTCCAAACCGG-AGC 11 em2r: GACTGCGTACGAATT-TGC
3 me3f: TGAGTCCAAACCGG-AAT 12 em3r: GACTGCGTACGAATT-GAC
4 me4f: TGAGTCCAAACCGG-ACC 13 emdr: GACTGCGTACGAATT-TGA
5 me5{: TGAGTCCAAACCGG-AAG 14 embr: GACTGCGTACGAATT-AAC
6 ME7F: TGAGTCCAAACCGG-TCC 15 embr: GACTGCGTACGAATT-GCA
7 MESF: TGAGTCCAAACCGG-TGC 16 em7r: GACTGCGTACGAATT-CAA
8 ME9F: TGAGTCCAAACCGG-ATG 17 Em7r: GACTGCGTACGAATT-ATG
9 MEL0F: TGAGTCCAAACCGG-CTT 18 Em8r: GACTGCGTACGAATT-CTG

19 Em9r: AGGCGGTTGTCAATT-GAC

20 Eml10r: TGTGGTCCGCAAATT-TAG
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SRAP marker of primers melf/Em9r(Left)and me2f/em6r(Right)
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Fig.2 UPGMA dendrogram for 16 Jincheng resources
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Table 3 Information of cloned fragments
§ R EBFIIRE /bp X EEF K /b -
Fr Bk gly T RE/bE R SOV g/ % IR 58
. . Fragment Corresponding . . . .
Fragment source Primer Similarity Genetic information
length gene length
BSG223 MESF/ 179 3 908 99 SR SRR T 2 AR 1 O R R S
BSG223 Em8r Leucine-rich repeat receptor-like protein kinase
BSG223 ME9F/ 63 g 595 92 B-2FL W A7 1 A& B %L ) Putative beta-galactosi-
BSG223 Emor ‘ e dase
I\ MEIL0F/ 150 15 242 100 5 2R TR A% 1T TR 56 B il 5 WA D€ Polyri-
5
Baleng emdr bonucleotide nucleotidyltransferase
J\K5 ME9EF/ 191 1173 95 KLU E R I Putative uncharacterized protein
Baleng em2r 7 (Fragment)
i HEAS MESFE/ 134 g 781 98 5 LB S R B 3 & AU AH 2& Inositol monophos-
Yujin Cheng EmO9r ' phatase 3
HiRER (o5 MESF/ 166 95 962 96 W2 A o A R Bk SO TR 1T 0 A AR A R G ik R
Yujin Cheng Em9r ’ ’ Ferredoxin-dependent glutamate synthase
KR ME9SF/ 147 5307 98 5590 i BE 25 4 % 4y #H & Structural constituent of
Changye Cheng em2r cell wall
Jbhs 447 ME9SF/ 147 3 307 98 559 0 BE 45 4 % 4y A & Structural constituent of
Beibei 447 em2r : cell wall
B e MESF/ 165 5 908 99 SR e R T S AR VO A RAR G
5
Fuling late-maturing EmS8r Leucine-rich repeat receptor-like protein kinase
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Genetic identification of Jincheng sweet oranges with SRAP markers

YANG Haijian' ZHANG Yungui' DAN Fang® HAN Guohui'
ZHOU Xinzhi' HONG Lin' TAN Ping’

1.Institute of Fruit Research ,Chongqing Academy of Agricultural Sciences/
Citrus Experiment Station of the Middle Reaches of Yangtze River ,Chongqing 401329 ,China ;
2.National Engineering Research Center for Information Technology in Agriculture/

Beijing Research Center for Information Technology in Agriculture ,Beijing 100097 ,China

Abstract 80 pairs of SRAP primer were used to analyze the genetic relationship among 16 Jincheng
(Citrus sinensis Osbeck) germplasms from Chongqing area.The results showed that the genetic relation-
ship between different Jincheng species was very close.In the PCR amplification,only 30 pairs of primers
(37.5%) were polymorphic.56 polymorphic bands were obtained,with an average of 1.87 band each pair
of primers.Results of cluster analysis showed that the genetic relationship between Baleng Cheng and
Changye Cheng was more far than that between other types. The closest relationship was between
BDQ222 and BDM221,and between BDQ222 and S26.SRAP markers have a high applicability in identif-
ying plant types with close genetic relationship.By sequencing and analyzing polymorphic fragments, we
speculate that some polymorphic fragments may be associated with variation of some traits of Jincheng.
It will provide basis for future exploring Jincheng germplasm.

Keywords Jincheng(Citrus sinensis Osbeck); germplasm; bud variation; SRAP; genetic identifi-

cation
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