EINE =

JUFP S SRR R B3R R 1% 2 HE1ERD RAPD S3477

B, AIEE, ShaER, HREK

(BIIR% Adrflgseb, Bl H7361005)

RE: AMAME A DNA (RAPD) #FieF kst 11 ANK E(Porphyrayit o AT A % A4
MM, A 46 ANFEAT M Rkl 27 AF G M, EY A 282 £ DNAFH, AP S AE
2244, & 79.4%, A PSR B EAESRITRESN. £RETF,
INEREREZ MG ER A LR, TAMESE 08.1%, SRR M FH L AR,

FHE R EA 5 ) 09 B A AR B SR 75.8%~90.6%Z 1, R EERARRLAEEN

B S M, RRALTF GEH A,

Xi@iF: MAL% A DNA (RAPD);
ICRAERIRED: A

FESAES: Q953

RE(PorphyrayR P E = KREFWUBEZ —, H
FEETHEEZEY. BT, TEEEFERMNEE
BEPIEFNIRER, KDk, IRERHgE 2
PR BB AR B O, RSP BRI LE R E
HE, HHTE - AR, HirEERMNREE
WA E RS AN, MESRIE
BRSSAERKINEMEW, R E. BEF. FiRibK
T BWHERS . TR R E SRR A
HEFAIM R RS . 20T, BRI SR IR AR
EERBENETERBIREZ—, RN s
BHHRMEREEEE.

ITSER K AR IMENL £ A DNA (RAPD) 447
PR, UL PCR AZEME R RE EFE,
e RE AN AN RE,. FEMSF.CIZ
AT ED R S R X 4« Rl (RIS PO RSB JR R R A
BAERKTFIRE. ZMREENEES. HOHE
TR R S R M A, RRER 2 MR
HREMHIZEFRIT MBI 2 MRBEERRER
RiUA R 7 ANEFAEIR SRR, BUEIT RAPD HIAX I
MR RNLRE SR EITIRE, A PRELR
R R o FARE A B B AR AL T A 2R

1 ARfudr %

1.1 ##
SR 1 MR R ERERE 1.
12 Fik

¥ 3 (Porphyra);

#AE S b
MEHS: 1000-3096(2005)04-0076-05

12.1 3B DNA H$2E 54k

FRABEAEPrEarLREdplE, AT
A DNA Bl 54k, £ BECKMAN-DU640
B 1 5 HT A 90 5E DNA B4l B Rk &, 8 it 3 g
FE s IKA U DNA FIse 8, 20CREF&H.
122 Z4 DNA 1 RAPD 318

RMEAEH 200L, HPREENHEK 9 vL25
mmol/L dNTP2 1L, 5/# 100pmol/L 1 nL, 10ng/uL
HIDNA &K 4 uL, 10Xbuffer2 vL, 1.5 mmolL
MgCl, 2 v L, Taq B 1.0U. 338 R N FEFF: 94 °C3 min
FAE M 94°C1 min, 36°C 2 min, 72°C2 min,35 ME
I, B 72°CI#EM 5 min. PCR (XE S HEE>™
ThermoHybaid, PCR =4 H 1.2 % Sr g HE sk kil
F1 BIO-RAD A &) 47 Fluor-S™ Multilmager &2
AR RG AR .

Wk F #2003 - 07 - 21; {&[EIHH: 2003 -11-18
E£TB: EF 863 iFHIIME (20024603023); BHEEEKXN
kAT H (20012017)

EZ TN HA979-), B, LA ERA, BiEHaE: B
ik, WM, B, AFBEERRES FEWERR,

E - mail:chenyix@yanan.xmu.edu.cn
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FEINE =

R KRHBERRRE Hl, BREHIEN 0. BWRMERAITA 1, (UL
Tab. 1 The localities of Porphyra samples BRI A SR, 3 Neil 77 v+ 500 5 3]
FE 2 8K REeH s EREMN HIREAL RS (S), §=2N,/(N+N) 4 N; hF
GL1 mETR L AT 3 P LA, NR N, A RFRRE SRS BT
NH BERTEER B WA RN EREESD), D=1-S. ¥
7S BaTEL B4 FABER D EEEITREEEYIE (Between
BBD EHrEae (525 groups linkage) B4 BT HE f A ISR KRR
LSD WEERE Bk WH .

LPZ BRTEL AT 2 &R

XSD BHEARE N B A Fh TR0

DXY RETE L BEMIFE 2.1 RAPD¥ ¥4 X

LH RERA ATHE A6 B4 Rk 33 A I, BRI
LYG ILHEZHE ATFE B143t7A, X275 BT A BRI T IE RS
RD LA AL W, BR824, HhEAMW244%, HRHEN

79.4%(%2). B1A#45I¥HIRAPD KB,
1.2.3  EEA 3 59047
BRI EK ENE, B B A AE

%2 SI9FFIR PCR i AR
Tab. 2 The sequences of the primers and the results of PCR

b Ea WAEFF A U EEZEHTH SHHEHEE ZEEF AT %)
S121 ACGGATCCTG 6 3 3 50.0
S122 GAGGATCCCT 5 2 3 60.0
S124 GGTGATCAGG 9 1 8 88.9
$125 CCGAATTCCC 7 3 4 57.0
$127 CCGATATCCC 10 0 10 100.0
S128 GGGATATCGG 10 0 10 100.0
S130 GGAAGCTTGG 10 2 8 80.0
$131 TTGGTACCCC 5 2 3 60.0
S132 ACGGTACCAG 14 1 13 929
S133 GGCTGCAGAA 7 1 6 85.7
S134 TGCTGCAGGT 6 3 3 50.0
S136 GGAGTACTGG 12 1 11 91.7
S138 TTCCCGGGTT 2 0 2 100.0
$139 CCTCTAGACC 4 1 3 75.0
S140 GGTCTAGAGG 7 2 5 714
S141 CCCAAGGTCC 7 1 6 85.7
S142 GGTGCGGGAA 15 6 9 60.0
$147 AGATGCAGCC 16 4 12 75.0
S148 TCACCACGGT 12 3 9 75.0
$150 CACCAGGTGA 6 2 4 66.7
S152 TTATCGCCCC 24 4 20 833
S155 ACGCACAACC 20 3 17 85.0
S156 GGTGACTGTG 9 0 9 100.0
$157 CTACTGCCGT 9 3 6 66.7
S158 GGACTGCAGA 22 5 17 77.3
S159 ACGGCGTATG 19 3 16 84.2
S160 AACGGTGACC 9 1 8 88.9
Bt 282 58 224 79.4
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Fig.1

5118158 (a). S147 ()] RAPD HiikiEith
The RAPD electrophoresis patterns of primer  of S158(a) and S147(b)

M: ADNA EcoR 1+ Hind IIL; 1-11 #¢%%: GL1,NH, JIS, BBD, LSD, LPZ, XSD, DXY, LH,LYG, RD

FEMMA S REDE
JHSPSS 11.0 for Windows ¥4 FHEF T H%4E
PATALER, 18388 A Nel FOBfE I UTE 2R 85040
M (K3), RPEEER, FAKZHEXFIRDELYG
B G ] R AR AL R R =, 1X98.1%, TR
5 3 S [F) B 5 18] 99 388 4% AH AL R BUTE 75.8%~90.6% 2
&) o 16 4RI 4 PSR S4B R AL R 5K

22

F3 HRNXAERE R Nei HERMIER

WES0% A4 . IRIBBEMURE, FHHET &
F R IR AR PR, KB FIRE R SRR RS, KA
2K 8] 5E40i% (Between groups linkage) XF114M4%
KPERHTR A, BERGXRARE (E2).
MEEXRZPREPHBTLUEH, 1IAERHERL
BEMAE, FAZREENRDELYGRERE &,
R, HEY MR TRE S S RBEESHHER.

Tab.3 Nei’s similarity of coefficient matrix among 11Porphyra samples

P & GL1 NH 1Is BBD LSD LPZ XSD DXY LH LYG RD
GL1 1.000

NH 0.860 1.000

s 0.804 0.834 1.000

BBD  0.872 0.900 0.824 1.000

LSD 0.758 0.829 0.906 0.818 1.000

LPZ 0.857 0.852 0.831 0.829 0.808 1.000

XSD  0.826 0.805 0.817 0.800 0.800 0.821 1.000

DXY  0.768 0.769 0.799 0.781 0.777 0.778 0.875 1.000

LH 0.880 0.848 0.814 0.865 0.803 0.832 0.847 0.840 1.000

LYG 0514 0.548 0.523 0.532 0.528 0.540 0.559 0.537 0.506 1.000

RD 0.510 0.539 0.526 0.522 0.531 0.537 0.557 0.546 0.503 0.981 1.000
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Fig.2 Dendrogram of 11 Porphyra samples

3 Wi

T EFM RN HE RS E, KIRELENTE
A, R A 5 B A5 T SR AT BT A A
KRGt BRI EREARRE. M THY
SFRREEEAR, RAPD A FHridBARH AN,
MR RIE . EERZG . TECT Z R T
B FR K 4, TR S P B SR YR R R A AE AR RKF
MK, ZFRBHETES. BN 46 MREHLSIT

fRiE A 27 NSRRI, /£ DNA P LB

RHERERSIEEXERYENER. 27 MY
311 ANESERE R A R B R FEHE SN,
PR A AL A HGE 282 A, KR ZEMA AN 2241,
i 79.4%, XEAWHHER RN THEFEA DNA LK
Z59), BYERT RELEMHRREREZNE, hit
— R R T ARLENYFEYFERE. 5, %
PR SRR R B BRI 2 iRl (B
1 hE TR, A EKERLR, KH5Y s147
k5 8158 W LAWIBAE A6 En 3 15 & B M PCR
314, RN, BATVRE X X LARIR T 1R — B BT A,
4k SCAR #Rit RARIC &R W ERE AT 23T
SRETEE, St AT AR BY B RN

MABEIR 11 ANRHE R B BEAR LR BORE (R
3), BAEBEERRAPHEMUREER, 4 98.1%.
T353R A S R A LR SRR, 7E 75.8%~90.6%
208 YEARFAFRIEERS £ LR, Kt
FLR R 50.3%~55.9% 2 16, X5 HMECHE R
By E BRSNS RER. WREFERS
KM RZET, AFRE, BEERET 3.
IREENE M TS, AREX. REE
KRWFEEHE, F8X AEFERKNEREZE
R, BRIREREERANEMEME,

FRIFBALEE R, SRR T i B0 15 B R KM
RE B 2) MFRRER AT LLE H, 11 AN SRR
WM A, FANEAREEN RD 5 LYG LRAE—
AR. R, HE 9 MERERAREGBEARTE
FAB. BIZRFEM S, IS M LSD AR EIREX
FES, T HHBEA B . RFE XSD 1 DXY @ H#
AL E B 0 B A SR R N TIRFE I 3K . NH
BBD ¥4 KAESMNEEF AR b, 1 Ho A B AR XY
B, HH K RIRECK, 7] RE Y0 R 2 B A KA &
WA RIMHEEXRRBE. FHVEEREEETNYE
PFAIZEERM LPZ, REHMRACE™ER
b, HEBRET RS, EFLEHLEREERS
1V At pt: i e
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Analysis of genetic diversity of Porphyra by random amplified
polimorphic DNA

CHEN Xiao, ZUO Zheng-hong, YAO Ji—cheng, CHEN Yi-xin
(School of Life Science, Xiamen University, Xiamen 361005,China)
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Key words: random amplified polimorphic DNA(RAPD); Porphyra; genetic diversity

Abstract: The genetic diversity of 11 Porphyras samples were confirmed by random amplified polimorphic
DNA(RAPD) markers. 27 primers were screened from 46 arbitrary primers, and a total of 282 DNA bands were
amplified, among them 79.4% were polymorphic. The genetic data were analyzed by means of similarity, in a
dendrogram was using between groups linkage method. The result showed that a close relationship existed between
two cultivears of Porphyra yezoensis and the genetic coefficient comparability was 98.1%, while the genetic diversity

level in Porphyra haitanesis was relatively high.
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