PAL AR EBRE 2004,19(4) :16 ~19
Journal of Northwest Forestry University

R [ A B 3t X AL 4 rDNA gy ITS Fr 51 5 4

LERX, BHER, FAL, WBHRAE

(1. PSACRAMRBHEE K BROY BAE 71210052, W RACRHBE S M EHBSBRIURT , Haft 22 M 730046)

B OE.EALEMA Kk, AT P &R E R R 6 A ( Eucommia ulmoides ) # 4% 4k DNA
# ITS R ( 8,45 ITS-1,5.8S A= ITS2) 47 &, LR AN B HBG TS RAFEREH
587-589 bp, ¥ & T 14 2 bp, & % ITS-1 [ % 218 ~219 bp, £ ITS2 & 3% 205 ~206 bp,5. 8S
tDNA 35% 164 bp, L ZHER T, R K F12.%, KA DNASTAR Rt 4T AR R B 4 AWM, &
ARBBOE AP SR REINEI. 9% A L, RIEITS FRHEMEG AEN, RAR—
WEHHERAR—ZLTFA—SE,HRORFREHHERL TS TR —54; 5 5b e
REAGREARBAESAGHALF—K, BRAAAHREFHELER SR EF B
ERA RS HATRANA L, AR RL AL TN S BHAREAFT X %,

SRR AP ITS K ITS-1;1TS-2;5. 8S rDNA

B 5:Q949.751.5 TRRARINER A SCEHE:1001-7461 (2004 ) 04-0016-04
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Abstract: The sequence of the ITS (including ITS-1, 5.8S rDNA and ITS-2) of nuclear ribosomal DNA from 15
species of Eucommia ulmoides from different areas of China were determined. The results showed that the size of the
ITS of E. ulmoides was from 587 to 589 bp( ITS-1 from 218 to 219 bp, ITS-2 is from 205 to 206 bp), and the
length variation was only 2 bp. The length of 5. 85 rDNA was 164 bp. Its very conservative in these species and

they had no variable site. On the basis of phylogenetic analysis of nucleotide sequences, the identity of E. ulmoides

from different areas was above 96.9% . Phylogram tree based on ITS sequence data indicated that the samples from

same region was not always clustered, and the samples from different regions may be in same section. This is not

corresponding to the result that determined by the shape of leaf. Therefore, the rational phylogenetic relationship

could be determined through associated these ITS data with other evidence.
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Table 1  The origin of materials and their information
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Table 2  Identity and divergence of nrDNA sequences among 15 species of E. ulmoides
1 2 3 4 5 6 7 8 9 10 11 12 13 14 15
1.G1 —_ 100 99.1 9.0 97.8 96.9 98.0 98.1 98.1 969 98.1 98.1 98.0 99.0 98.8
2.G2 0.0 — 9.1 99.0 97.8 9.9 98.0 981 981 9.9 981 981 980 99.0 98.8
3.G3 0.0 0.0 — 98.0 98.6 97.8 98.8 99.0 99.0 97.8 99.0 99.0 98.8 98.0 97.8
4.19 0.2 0.2 0.2 — 98.8 97.6 99.0 99.1 99.1 97.6 99.1 9.1 99.0 100 99.8
5. L 0.5 05 05 0.3 — 98.6 99.8 99.7 99.7 98.6 99.7 9.7 99.8 98.8 98.6
6.123 0.3 0.3 0.3 0.5 05 — 988 98.6 98.6 100 98.6 98.6 985 97.6 97.4
7.127 0.3 0.3 0.3 02 02 03 — 99.8 99.8 98.8 99.8 99.8 99.7 99.0 98.8
8.133 02 02 02 00 03 05 02 — 100 98.6 100 100 9.8 9.1 9.0
9. 141 02 02 02 00 03 05 02 0.0 — 986 100 100 99.8 99.1 99.0
10. 145 0.3 0.3 03 05 05 00 03 05 05 — 986 98.6 9.5 97.6 97.4
11. 149 02 02 02 o00 03 065 02 00 00 05 — 100 99.8 9.1 9.0
12.Q9 0.2 02 02 00 03 05 02 00 00 05 0.0 —  99.8 9.1 9.0
13. X11 0.3 0.3 03 02 02 07 03 02 02 07 0.2 0.2 —  99.0 98.8
14. X18 0.2 0.2 0.2 00 03 05 02 00 00 05 00 00 02 — 99.8

15.Y2 0.3 0.3 0.3 0.2 0.5 0.7 0.3

0.2 0.2 0.7 0.2 0.2 0.3 0.2 —

L9q.SEQ
Y2-q.SEQ

0.4

0

1 EFITS RS MR REH
Fig.1 Phylogenetic tree based on sequence analysis of ITS
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