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Abstract: Objective ISSR Identification of genetic diversity in Aconitum carmichaeli by ISSR marker
technique. Methods Genetic diversity between Jiangyou Radix Aconiti Lateralis Preparata and nine wild
A. carmichaeli populations was determined by ISSR technique. Results Eight primers were selected to
producé highly reproducible ISSR bands. Among 98 amplified bands, 68 showed polymorphism, the per-
centage of polymorphic bands (PPB) reached to 69.39%. Observed number of alleles (Na), effective
number of alleles (Ne), Nei's gene diversity index (H), and Shannon information index (I) were
1.693 9,1.371 5,0. 230 8, and 0. 353 0, respectively. A DNA profile was diécovered witfl a single primer,

ISSR 855, in which each of ten tested populations had its unique patterns and was distinguished from each

other. Conclusion

analysis of A. carmichaeli.

ISSR Method is su1table for DNA fingerprinting, identification , and genetic diversity
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1.2 DNA HRE .3 BARMSES ) CTAB &1,
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## 50 ng,dATP.dGTP.dCTP # dTTP % 200
pmol/L, 3147 0. 2 pmol/L,10X PCR & 2 pL,1
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2.1 PHEFEYRHEAEME: N 63 % ISSR 5| ¥k
i 8 %& ISSR 5|# 1 F PCR ¥ 1, 33 &4 B AR X
2 FHREM 200~1 000 bp FE(E 1), HyH
98 &M, HHP RAEZBHMEWE N 68 &, 254
L SE SN 69.39% (3 1), 3t POPGEN32 %%
A8 DL &1 2 BB (Na) H1. 693 9, B
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Fig. 1 ISSR Profile of ten A. carmichaeli populations

generated by Primer 855
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Table 1 ISSR Primer sequences and analysis of ISSR-
generated banding patterns

T ML FEHM
B/% Wik BW%

54 MEFFI(G ~3)

845 CTC TCT CTC TCT CTC TRG 14 12 85.7
846 CAC ACA CAC ACA CAC ART 11 8 72.7
847 CAC ACA CAC ACACAC ARC 12 4 33.3
848 CAC ACA CAC ACA CAC ARG 16 12 75
849 GTG TGT GTG TGT GTG TYA 11 7 63.6
850 GTG TGT GTG TGT GTG TYC 12 8 66.7
855 ACA CACACACACACACYT 11 11 100
859 TGT GTG TGT GTG TGT GRC 11 6 54.5
5374 98 68 69. 39

R=kA, G Y=(C, T)

BELREREBT 10 ML EHNBRE—
BEMBEER R 2. FIKGME)IBEZ)
L 5 B ) 33 /% — B B K (0. 959) 5 YT itk it T AR v
B 5 2 B (6] ) 8 1% — BUBE R 2 (0. 908) , F I K31
RSB KT 58 &5 U B 3 B B a1
E—HWEB/ND,BR 0633, THEE—HER
0. 744, F ¥R EHEE K 0. 302,

2.2 ISSR #HfE B Ry B L F FH TR B8 8 A&
ISSR B| #4351 % it iR 44 #H 47 PCR 3 BB SL T
FH R DNA #58UE%, K M 855 51 eE B X &
NS0 MR ERE D, Z5I T % 10 4
NI & JE 3 DNA sk B % 2 A I B S R &
e 2 RIR AL T B 2R 1R .

2.3 JIGHISSR BESW- I TH—HFEH 10
MR ERER BB & X R, F ANl sl fEHERER A

f2 0NMISERO—BENREER

Table 2 Nei's Genetic identity and genetic distance for ten A. carmichaeli populations

B JY IDJ Y WWwWS | TZp ZFS PW JL LC DB CJB
JY 0. 908 0.776 0.694 0. 684 0.735 0. 755 0. 827 0. 694_ 0. 694
DJY 0. 096 0.786 0.704 0. 755 0. 827 0.827 0.878 0. 745 0. 745
WWS 0. 254 0.241 0.714 0. 684 0.796 0.735 0. 745 0.714 0. 694
TZP 0. 366 0. 351 0. 337 0. 827 0.694 0. 653 0.704 0.633 0.633
ZFS 0. 380 0. 281 0. 380 0.191 0. 765 0.704 0.735 0.663 0. 663
PW 0. 308 0.191 0.228 0. 366 0. 268 0. 857 0.847 0.714 0.674
JL 0. 281 0.191 0. 308 0.426 0. 351 0.154 0.847 0.633 0. 653
1L.C 0.191 0.131 0. 295 0. 351 0. 308 0.166 0.166 0. 745 0. 745
DB 0. 366 0.295 0. 337 0. 458 0.411 0. 337 _O. 458 0.295 0. 959
CJB 0. 366 0. 295 0. 366 0. 458 0.411 0.395 0.426 0.295 0.042

EMRBEARESE(UPGMA) TR E 2), 50 3 itie

FEHHBI AIH. B 1HTH 6 MR BF
LT LR F ARG FR AEERTEL
SR BB R H A RE WK T I AIRE L
BRNERSZAAFF)IKRAEBNETNFER
NfEH,

3.1 IS EREEEE SN 10 N ERKRE
—BERREEGREYN, )| L EFE R E—BUEM
0.633~0. 908, MIE—HEBR , SHEENRER
— 3, TR N B 2544 )11 SR R AL 2B s BB
AR A SR HLED .
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Fig. 2 Dendrogram of ISSR analysis for ten A. carmic-
haeli populations based on Nei's genetic distance
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e 5, 7T RE5 M5 0 Mg 4R R B B R L M PR R A
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3.2 IMMFSHAENSEHANGREEZS LH
W F SR IR PR RE A Yt 1 — R B m s S IRB
BEEHRE-BUERD, SKREKXFE.FIK
U PR 2 U B (6] B9 £ — BUE IR 2, IR KA
JRRIAE B R B AT I B B B BOH S B T
BRI Bt » X U JE o R S R KT BE N R LI BR
FHNMA 7 30 )1 & 89 R AL 2 B 4T LB A A

BERRGH BBHTRIEMASNRE BESEY

NS RFEE BOEMAREALREFEE N K
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3.3 ISSR#Ric:ISSR @ ¥ A B MR Z, ERER
Ritfe, REMEFHREENESHS, H—FIS-
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# DNA 8 9 EHEH BB KA X 4 k. BEER
A m B ISSR 593 4945 LB 7] 15 % X 4
6 MR B AR, AP R AR T ISSR 47T
MEAMEE 10 MEK NS EREF,H 8 4 ISSR
Syl 08 KAWL EBELEN 69.39%, 1
FA— 4514 855 RETT L% 5 il A S % BT 99 10 4>
NEER, AR RS,
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