) ’ AL & Z 20080100 150~ 152

nrDNA ITS

a5, 2 H EET, RESL ILF

( s 750002)

. FIF ntDN A ITS(HAZ 44k DN A &% AT X ) AR JL 5 2 ) € 84 7y ik, adieid

FIAE AR TEE KA KT F693 Ml patiT s 5 7)) e, 2% & 9 AT ITS T

VA BRI 05-12-29, 05-12-02 71 AR TAREDNA K-FRET TE, @ 05-14-01 &£ ITS 57| L5 Fx
0N RE RMRRE WA Fit —F 6955,
;ITS ; DNA ;

: S 129;S 665.9 :A : 1001—0009(2008) 10— 0150—03
(Lycium barbarum L.) PCR , ITSI. 5.8 rDNA. ITS2
t, . . 28 S rDNA , 680 bp ;
=, PCR . .DNA (
H, . LB . 3
DNA Do
H31TS rDNA 183 2
26S t1DNA , 5.88S ITS1  ITS2 DNAM AN ITS NCBI
, ITS , N ITS )
; e, ITS1.5.85  ITS2 . DNAMAN
8 , 1.
, nrDNA ITS ) 3
ITS » 3.1 ITS
) ITS
623 ~631 bp, 629 bp. ITS1
1 245~252 bp, 250 bp. 5.8SnrtDNA
L1 154 bp. ITS2
¢ 24 ~225 bp, 225 bp. 1ITS
17 , 2003 11 3 18 G-+C L ITS
) 18 2 .
) , 3 800 ¢ 1 ITS
’ « 1 7, 3 (05-12-29, 05-14-01, G+C
05-12-02) “ 1 7 . ITSIbp)  5.85(hp)  ITS2(hp)  ITS
L2 (G+OY%  (GHCY Y (GHO/ Y% bp) (GO %
s b SF, | mey mee men e
Pi: 5-AACCTGCGGAAGGATCATTGTC -3 05— 12— 29 25168.6) 154(55.8) 225(69.8)  63065.9
Pz; 5 -TGATATGCTTAAACTCAGCGGGTA-3 ITS 05— 14— 01 252(68.6)  154(55.8)  225(69.3) 63165.8)
Average for al 25067.4) 154552 25(67.2) 629644
: BER976). B, TERL A LR, R 2 ITS
e Hy AR AL E A5 B AR . F omal shizhigang76 @163. sequence Conserved sites/ /% Vaiiable sites/ 76 S/ sv
om. 1T 226/ 252(89.7) 26/252(10.3) 201
T2 199 225(88.4) 26/252(11.6) 194
T HA KA K BT IHRA (NZ0T69). total 4547789, 1) 52/ 504(10.3) 395

: 2008—04— 28

150



AL & 7 2008 10): 150 ~ 152 ° °
ning 1 CGAAACCTGCACAGCAGAACGACCCGCGAACGCGTTTCAACACTGGGGAGCCGCGCGGGCGGGGTGCTTCGGCCCC 75
0512:020  — - e fo B A e t-- 0
(O 75
[ ) e i 75
ning g1 CCCGTGTGCGCGTCTCCCCCCCTCGTCCCCGGCGCGCGLCGCCCGCGCGCGCGTCGGGTGACTAACGAACCCCGGCE 150
0512-02 Stg---c-t- - - - - - - - t —a- - - - a--------------- t----- c---a-------- a--------- 143
051229 - ----- C-— - -t s s m s — L m o - o Lm - m - - o s s s oo s s s s o s s o s oo o oo o oo — oo —o-mo- - oo 149
[ e ) R e e 150
ning 1 GCGAAAAGCGCCAAGGAATACTTAAATTGATAGCCTGCCTCTCGCGCCCCGTCCGCGGTGCACGCGGGAGGGCCT 225
0512:02  — - e g a--- 217
(O g------------- 224
(O ) e i g------------- 225
ning g1 GTGCTTCTCTTGAAAC. AGAAACGACTCTCGGCAACGGATATCTCGGCTCTCGCATCGATGAAGAACGTAGCGAA 29
0512-02 B T t-a---t------ t------ F a------- 292
(- Y—"_————|—|—_"—"—__—"S""|"_"""|"""|||————TTTT 208
05 14-01 = = = - & e e 299
ning 1 ATGCGATACTTGG TGTGAATTGCAGAATCCCGTGAACCATCGAGTCTTTGAACGCAAGTTGCGCCCGAAGCCATT 374
T e ——————————E——————-e 367
- - 373
05 14-01 = — - e 374
ning g1 AGGCCGAGGGCACGTCTGCCTGGGCGT CACG CATCGCGT CGCCCCCCGCGCACCGCGCCCATGCTCTGGGTCGCG 449
0512-02 R T a- - - - - - oo oo oo a--a-----.-ta------------ a.---ct----1- 440
T —_,""|"|"||""-—_——_———_—— 448
05 14-01 = = == & e e 449
ning g 1 GTG. GTGTCGCGGGGCGGATACTGGCCTCCCGTGCGCCTCGCGCTCGCGGCCGGCCTAAATGCGAGTCCACGTCG 523
051202 - --ca--------- Plammmmmmmm oo e e fmmmm e - femm - 515
051220 = = oL e e 52
0514-01 ST T T T T T T o T T o s s o s s s s o s s oo o oo o oo o oo s oo o oo s oo s oo s oo s oo s oo s oo - oo - oo - o-mo- - oo 523
ningq 1 ACGGACGTCACGGCAAGTGGTGGTTGTAACCCAACTCTCGAAGTGTCGTGGCCATACCCCGTCG CGCGTTTGGCC 598
0512202 - --------- L [ T 590
051220 - o e 597
e S ———j,,e 598
ning 1 TCCCGGACCCTTCTTGCGCTTAGGCGCTCCGAC 631
051202 - --—a-- - - a- - - - - - 623
051229 - G 630
051401~ oo 631

1
ITS 631 bp, ITS1, MEGA4.0,

5.8 ITS2 252 bp, 154 bp NI , 2
25 bp. gap ( ) missing ( ) )
5.85 DNA s ITS1 ;%‘3]02
ITs2 . (ITs1 05-14-01
ITS2) 477 bp 52 , ningail

26 26 , 10.3%; 425 ‘—05-12-29
89.1%; 39 » 5 , ITS1 /

2 . ?

3.2

151



’ ) AL & Z 20080100 150~ 152

3.3 ITS [2] . ( 3 ) [M]. : s
(05-12-29.05-14-01.05- 122« 1 7 3)6
’ ’ [n. 5 2002 16(5): 257-260.
.ITS : 0512y S
0] ,05-12-29 , 05-14-01 . L2000, 13(2); 114-118.
R A , ITS [5] Liu M, Zhang Z, Xue H, et al. Preliminary study on peroxidase
05-12-29.05-12-(2 DN A , isoenzyme detection and RAPD molecularverification for sweet pepper 87-2
carried by a recoverablesatellitd J] . Acta Agriculturae Nuclatae Sinica 199
051401 ITS ’ 13(5):291 294,
[ Ainoune M L Bayer R. On the origins of thetetraploid B roimus species
4 (section Bromus Poaceae): insights from internal transcribed spacer sequences
nrDN A ITS of nuclear ribosomal DN A[ J] . Genome 1997, 730-743.
DN A [7]  Allice L A, Campbell C S. Phylogeny of Rubus (Rosaceae) based on
nuclear ribosomal DN A intemal transcribed spacer region sequences [ J] . Amer
( : J Bot, 1999, 86(1): 81-97.
. (8 . (. .
D) 1997 35: 465-480.

[9]  Scott O R Amold J. Extraction of DNA from milligram amounts of

[ , ) .. [ M]. . frest herbarum and mummified plant tissues[ J]. Plnt Moleculr Biology

,2005. 1985(5): 6.

Primary Study on Space Mutation of Lycium Linn Based on nrDNA I'TS Sequences

SHI Zhi-gang, AN Wei, Jiaso Erning ZHAO Jianhuas WANG Ya-jun
(Ningxia Wolfberry Engineering and Technology Research Center, Yinchuan Ningxia 750002 China)

Abstract; Study on the sequence of DNA of 3 Lycium Linn materials w hich were induced to change through space, and the
thousand grains weight of fresh fruit of which was variation.in the nrDNA ITS. The results showed that two mutation
bodies (05-12-29 and 05-12-02)distinctly took place mutate in the level, but the variation of mutation body (05-14-01)was
smaller in the ITS sequence, whether w as a space mutation body need a further research.
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