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7 L kB 18s rDNA K B GE”

BERE G
(PhkFAFHEFR, SN 510275)
B &

(thHRr k¥R L4 %, 7N 510650)

BT 128 (DNA B4 4, ¥ DA18S], 7 5t 8 FrE #1#) rDNA [F 9|47 HERI 1y
B, £REWEX 2NMFEFIRETE rDNA KB, DA18S7 HXREEiF —fHEY DNA F B
(5&BREHFEEEE 4% E), TDA18S1 5 2 M2 5HEMER (DNA FHEHREM
B (88. 3% H 89%), E1S5H#E# rDNA KRS B R 67. 8% ~74. 1% 2 0 .
X@iE BAE, T, 18s IDNA, FER4HT

SES Q349.5

ZRAEN UTHHFLZD NFEER-BREFAFRODEECGPRRT
B AEY R DNA, #3K18 T DA18S1 % 6 MU & 18s rDNA K BRI TERE . iEd DNA M7
B Ho 4T, AR BXBEFS 5 536 B, BT Rk A K% 18s 1DNA R HIREH
FEME, ERSEREMXBERITE, FUMITIA XTI RN 18s IDNA KB
(RZ3FE DO

HATM L R RO MBEFET T 00, HFBESHRINAREBHER . RITIANE
DA18S1 %33 1E AR Mo 18s rDNA FIIM 45 IR RE1RE, X2 EX DA18S] %7515
T EL B A BT e Y SR AR 1 LAY
1 ME5FZE

(1) ¥ BT R %R T 51 #IE . DA18S] fl DA18S7 F3IBH FRMA SR EHMH
B, HEFIHNEEMRM D T EDFHIEE GenBank f1 EMBL 15, HES 2
5%

A (Human) HS18S (Homo sapiens) emb/k03432, 53 (Aves) AP18S (Anas
platyrhynchos) emb/d38362, ME4T 38 (Reptile) SU18S (Sceloporus undulatus) emb/
m59400, P2 (Amphibia) XL18S (Xenopus laevis) emb/x02995, ##) (Plant )MA18S
(Malpighia coccigera) gb/124046, #4¥) (Plant) AR18S (Arabitopsis thaliana) emb/

W% H HE: 1995-05-03
*EAFXERBEES. BRHEHTEESMPUREERBERSEHTE
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x16077, HB® (Fungi) UMI18S (Ustilago maydis gb/u09535, HB¥ (Fungi) BA18S
(Basidiomycete symbiont of Apterostigma collare) emb/x62396.

(2) BEBRFFIHEFIME IR 347 . B PC gene 6 fl Multalin 3k {44, Kunc H#%
Kimura® 77318, ®E S PHYLIP R £ R L. DA18S1 f1 DA18S7 #J PCR 3|
YIFFI RS 5 FIHTIMTED
2 RS

A% K R A DA18S1, DA18S7 5 EEMERM 2 F £ ¥ % ¥ 48 % (GenBank
EMBL) FHBBRTFIHET T HE, X 2 MFIISFZEMHMEREE/NTEE RNA (SSU
rRNA) FREHEERE, EIRE THEZEYAE SSU (RNA BEM B, R BREFDE
# rRNA {i F SSU rRNA 875" 398 _mEX (V2) < (B D .

144 368

V2b V2c v,
S S —— |

H 34nt H 50nt
X 26nt X 2Tnt
Y 25nt Y 150t
DAl8sl 25m DALl8s1 6nt
DAI18S7 24nt DAI18S7 21nt

E1 X F DA18S1, DA18S7 #J SSUrRNA R EHE
RFXMEE X 25 AEEMBL R . 655 LR BT H %A BE A2 18s tRNA 89
B . REFAEEYN SSU RNA £ Va, V.RHMBEERKE, 23 ERXR THRFNFER
A (H: A%; X: ;Y. B8, ot BRER
Fig.1 Schematic diagram of SSU rRNA mosaic structure which shows the evolutionary conserved

(

) and divergent (——) areas corresponding to the fragments of DA18S1, 2, 4, 6, 7 and 9

RIWIEX AT A, DA18S], DA1SST 5 4 FEHEEY. 2 FEYM 2 FEH
%1 rDNA 75147 T ERATHES (B 2) MEIFEHE B (R D, BITA 4R E W, DA18ST
H5EEMMERRE (Malpighia coccigera) RIFIEMERHE 9400 £, DA18S] 5 2 MHE
rDNA [F3IE L, BAREAFEEY, fTik 88. 3% b, DA18S1 1 DA18S7 54 H3hY
8977 R IR YR 20 A R 7E 67. 800 ~T4. 10 Z 1]
# 1 DA18S1 #» DA18S7 5 3 4 4 4 rDNA 2 [4] 49 ] /R
Tab. 1 Homologies between DA18S1, DA18S7 and the rDNA sequences of other specises

MA18S AR18S UMI8S BA18S XL18S SU18S AP18S  HS18S
DA18S1 82.0 82.0 88.3 89. 8 70. 3 68. 8 71.1 71.9

DA1857 94.4 93.3 81.6 82.3 69. 2 67.8 71.3 74.1

AT 5 LAY R R E 4 308 Kimura FiEPH LR Kune H (% 2), 3L Kunc
EMET—MHE (B3, ZWEEIMERHERYE, DAI1SST SHMHEMH R EEHE X
#—#k, T DA18SI MIEEE + 43, MR, B115 4 e aaRiEmE = .
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GGAAGGGGTGTATTTATTAGATTAA
e A..

DAl8S]
BA18S1
uMlgs
DA18S7
MAlB8S
AR18S
XL18S
HS18S
AP18S
SUlBs

DA185S1  AA--TCAACTTTG---------=--——------—-~-=-=----——-=----——===m=
BA18S1
uM18s
DA1857 .GGTCG. . .NGG.CCTGC--
MA18S .GGTCG.-.AGGCTCTGC---~---—-— .
AR18S . GGTCG.CGCGG. -CTCT-——~-=--——=---=-—-—=-==———==== GGCTTGCTC. .A. . e
XL18s . .CCAATC.GGG.CCCCC-~----——===-=r—=-oo=—=—= GCGCCCCGGCCGCT. .. ....C.. TAG.
H5185 . .CCAACC.GG.CAGCCCCTCTCCGGCCCCGGLC GGGCGCCGGCGGCT. . .....C. . TAG.
AP185S . .CCAACC.GGGCTCGCC-~-~~—=====-==-===c=-co=———==o=o---—= CGGCGGCT. . ... .. C..TAG.
5U18S . .CCAACGGGC.CGCCCN=~~--~———===-o——=e-om———sooooo NCCGCTN....N.C..TAG.

G.

DAl1851 TAACTT - -CTCGGACCGCATGGCCTC-GTGCTGGCGGTGCTTCATT
BAl1851
uMlgs
DA1857
MAl8S
AR18S
XL18S
HS5185
AP18S e
5Ul8S .+..C.CGGG.C..T....—.

B 2 DA18S1, DA18S7 S 44 rDNA & F 7 #3

LR85 DA18S1 AR B M, 5 DA1SS] HFAMBFRUB SR, RRUERRR
Fig. 2 Alignment of DA18S1 and DA18S7 with the partial 18s rRNA sequences from eight

other different species

$2 MABE 24545045, 3 DA18S] 42 DA18ST b K 4 4o 47 L4t
P & #4449 Kunc 48 (X 1000)
Tab.2 Pairwise comparison of the DA18S1 and DA18S7 with the partial 18s rRNA sequence from
eight other species based on the sequence alignment in Fig. 2 Kunc values (X1000) were ob-

tained according to Kimura s method (2)

1 2 3 4 5 6 7 8 9
DA18S1
BA18S 080
UM18S 087 099
DA18S7 132 164 164
MA18S 165 171 151 039
AR18S 164 192 178 068 086
XL18S 305 331 347 351 342 377
HS18S 306 340 347 386 341 405 086
AF18S 305 330 313 360 316 376 081 063
SU18S 297 290 313 349 314 349 074 062 074

SRR, RITANZICRIES DA18S] FFFUIH AR MEA 185 1DNA R &,
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DA18S7 B —F 24 Y 18s rDNA £ Bt, DA18S1 & —fi5 B A ¥k B M4ty rDNA
HEB.

— DAISSI
l—— BAIES
wnss
DA18S7
— hsigs -E WAIES
.l — APISS ———— AR18S
XL18S

— Su18s

- 4+ Kune
0.025 0.020 0.015 0.010 0.005 0

3 LA 289 Kunc HE T HIR A
Fig. 3 Simple depictions of the tree suggesting the phylogenetic relationship of DA18S1 and DA18S7

with other analysed species. The tree was constructed using Kunc values from Table 2

A1 DA18ST HFFIM LB TBEEZXAAMNE R, XFARRITVRATS
fEAIARE R S SRR 7 R BB . BTN : DA18S1 B 55 S X HREM
FIEEYE, SCHEBR T 40805 ReAY FT BB YE , X BL AT LA DA18S1 % AR % 18s rDNA K
B. X—#HRMNEHABRARLAASN, BEALERECEYLABRNHEY . EEMEELEY
WA ML LM . BFXAEE, DA1SS7T 5HEWE K BRIEEEE 1% ER
S ERE Y

Hot, EFFILE e, RIE rRNA BREWMBELNE, ERETENHETIR
FHEENSY. ELXE 5 F, DA1SS] # 3 KAy 20 MEERRE PCR 5|1 WAR (R
RHDNA), HE, ZHEEY BRITHEH3IY SPRRN 51) # rDNA B FHRAHH
5Z5IMMNFFINAN, KEEIRROFIHIIZTERIEEY, RHEAK 18
rRNA FRILNBREET 4 MEFR .

BJE, BITAKERR DA18S1 FHARTR rDNA FEt, {83 A HeBx M ] BE g i
HBREEPURREENDREFN TN .

£ % X W
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R KEEH (BRBER), 1995, 31 (2): 140~147
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Question to the Validity of the Dinosaur
18s rDNA Fragment from Xixia, Henan

Qu Lianghu* Shi Suhua Zhou Hui

Abstract Based on their structural characteristic, the nucleotide sequences of DA18S1
and DA18S7 were aligned and compared with rDNA sequences from eight other species.
The result of our analyses showed that neither of the two sequences was dinosaur rDNA
fragment. DA18S7 turned out to be a plant IDNA frgment (more than 94% homology
with Malpighia coccigera), however, DA18S1 had high homology (88.3% and 89%)
with two compared Fungi rDNA other than vertebrate rDNA (67. 8% ~74. 1% only)

Keywords dinosaur egg fossil, Xixia, 18s rDNA, sequence analysis
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