E 000 http://www.cqvip.com|

¥ % IR 2008, 35 (7): 1081 —1084
Acta Horticulturae Sinica

W H 458 rDNA SRR ZEE & EZB 400
M4, BHREL H

(EEIBERFEGRFFER, T REHAPEFTEYTBRELALRE, )M 510631)

W E: DIFEA45S 1DNA HIREE, GEBBS TR RIRAI A (FISH) EAR, MEETREKRN
BRILL J 45S tDNA fERL B 1K F I E T TR . SREH, BERFROAKRMHZEY 1A B, ZRRMHR
RPN 57.46, PeBEMHMKETREE R 4.45% ~6.990% , mKPEEESREREKMLENY 157,
Yoo AR BEALRL N 2L +4M, + 12M,, A A 2n=2x =18 = 14m +4sm (2SAT) ., KK ELAKE
oy Y A ME T, A B 4SS 1DNA B 2 M RES, BESERLSFFHNTE S it
AREEIAELRL, BT EARAGREW T BT LAENERE,

X BHE Bk SORENRIZRA; 458 tDNA; 2R

HMESKS; S681  TEMRIAM: A XEHS: 0513-353X (2008) 07-1081-04

45S rDNA-FISH Mapping and Karyotype Analysis of Torenia fournieri L.
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Abstract: Karyotype analysis and 45S rDNA-florescence in situ hybridization ( FISH) mapping of Tore-
nia fournieri L. were performed by using Lycopersicon esculentum 45S rDNA as a probe. The T. fournieri kary-
otype was classified into the type 1A in the Stebbins’ category. The asymmetry index was 57. 46. Variation in
chromosome relative length ranged from 4. 455% to 6. 990% . The ratio of the longest over the shortest length
of chromosomes (L/8) was 1.57. Chromosome constitution of relative length was 2L +4M, + 12M,. The kar-
yotype formula can be represented as 2n =2x =18 =14m +4sm (2SAT). Two hybridized signals were found
on the fifth pair of chromosome near the centromere at the metaphase and in the interphase nucleus of 7.
Journieri. An idiogram was obtained based on these findings.
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RARBMRB— A TREH R R AP AERRA, 5k, -20 CTREFSA.

4 45S 1DNA FHIR TR IR K % B RE R LW ERIFIFEME . 458 1DNA FIRE T &
i, WEBKER 9.1 kb, BRMILIRMES 45S (DNA 75 Bkl DNA, RAZ KU 050 & L
HLE ¥ - dUTP (Digoxin-dUTP, Roche) #RiciR4%t

Yoo (R R 42 38 R A7 5 BRI S BR Li M1 Arumuganathan (2001) 7 EXBEBUIE L

HEHE 30 NP AR BEITF A 2257 R b I M AT P AR 80, BB A B IR S AN AY
A

Qe k5Kt Levan % (1964) M2 Yk, ZEG TR MPRERH (1985) Wk, &R
Stebbins FRYEHITIBLI K, BBIAMHALOGTE AL N: KEEK/ 2R AKEK x100 (Arano,
1963), PRI EREMTHER Guo 2% (1972) B,
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2.1 BBSH
MR, WREBARARROAE 7 X ELAREA (E1.2,3,4,6,7,8) M2k
hEE LR O (S Al (B1; B2, A~C),

RIERR P O MELR (R 1), FEEHEFORIAY 20 =2x = 18 = 14m + dom (25AT), BT
“IAT %A,

HeEARHIR K FEE Sy 4.455% ~6.990% , J K Y GRS RUER IR 1.57; Bl
AREFREON 5746, R PAERY K BEALAL Y 20 +4M, + 12M,

®1 EBEEOHBESN
Table 1 Karyotype analysis of T. fournieri L.

patkrs MR/ % AR R B B (KE/8%8) £
Pair No. Relative length (S+L=T) LLR.L Amm ratio ( Long/Short ) Type
1 2.879 + 4.111 = 6.990 1. 258 1.428 m

2 3.165 + 3.435 = 6.600 1. 188 1. 085 m

3 2.845 + 3.259 = 6.104 1.099 1. 146 m

4 2.189 + 3.374 = 5.563 1. 001 1. 608 m
5* 1.906 + 3.428 = 5.334 0. 960 1.799 sm
6 2.428 + 2.805 = 5.233 0.942 1. 155 m

7 2.088 + 2.866 = 4.954 0. 892 1.373 m

8 2.219 + 2.549 = 4.768 0.858 1. 149 m

9 1.552 + 2.903 = 4.455 0. 802 1. 870 sm

* B KEREN.

* The length of satellites is included in the chromosome length.

2.2 ikl 455 rDNA ByELL

i Dig-dUTP #RiCH) 455 xDNA 4T 515 B e G RH 2232, 43 I3 50 4~ 2443 R eh 51 43 2L A
[EISA R S AT R I, 45 R (18 2) R , 7645 2243 U1 #1 90% rh i Je frufkvh B 2 4> 45S rDNA 2%
ZNFS  F AN TR 5 XY ARG T B 2L
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RSO R E AR, 55 AR —AMARR ORI —E0HTE, ERRs
BrOtXE T A K i 45S DNA FES LW, AT W RO MAR B2 LR 1A — 1
45S DNA Z¢3{7 %, FULFINTIL'S R — 48 LA —4~ 458 1DNA 2 fE S REm AR G, K
B BEH R IR e G R K BRI

Kikuchi % (2006) YU HEHEAT 455 1DNA R ARG IR B MAL N REI A, T HLAREH
BIEKEA AN B, DL EL FL G H ML, ASCHBISEIES 1 I H R G RAUR N 2n =2x = 18
rge, I IR G BRI RE (SR BRI, 1985) MYEAHBTT 75— T
WS, W T IR ERR BRI A AR 455 1DNA FHE R FISH BRIE . SOR (U FIF I H
PR SMAT AL A RRAER, T FLith— 5+ 8 7 I TR RS0 M BERYER . 4SS iDNA B 551
AKX (NOR) AUHIH, B 440K % Bk R B Ak e £ 6 80 YR (Martin & Gale,
2000) . BIAMGBISTRY, WHEREME A R~ AAREETHRERE (sat-chomosome) , 455 1DNA fi
FRR A TS (Kikuchi et al., 2006) AL A LABIIGR, HEMIRETES X%
i 11 45S rDNA Z3 ir 2 B S (o PR B0 YRR

— Ay, B T O R B R ol RO R R R PR AL R (R,
2001) o AHBHEREH, WHETHREARM R VA BB LR AT P HE LRI R EE, FiE
FARPREGNORR. Ko, ERTRRRARENG M, X 107 B, R EREA
57.46, Stebbins (1957) I\, BEAHMMRB LI A BB RATRERHIET AR, Hit, 2
FIh, TEXSPHEMIIR G, AR B 0 808 55 A8 0 98 340 F AR RS 10 4
fiio X SEEFELSHAGHLRPHBMUERNGE (SHH, 1994) 5L,
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