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W E XAMANBNBEMNEAEHRBESLNE DNA, WEH Pvull . BamHI. Xhol. Sall,
EcoRIH Pst1 % 6 PRGN VIBHYEERE. KB THEE 3 MAKSKEA DNA WEEE, HER
BN RERETHEMNZ ERREER, FI/A UPGMA BEAMHEMES TERE, SREH 4
RERSKAFEARE-E, BEXWHEAMEE, MHEMREERY 12.23%, ELXRRIE,
KMFBESXBE R BREEE N 21.36%, EEXRRT, RPN SHEMIERE.
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Physical Map and Analysis of Mitochondrial DNA

from Neosalanx taihuensis Chen

XIE Zhixiong YANG Daishu XIONG Quanwei HAO Guangqin ZHANG Dechun
(College of Life Sciences, Wuhan University, Wuhan 430072)

Abstract The mitochondrial DNA(mtDNA) from Neosalanx taihuensis Chen was prepared by the im-
proved alkaline lysis procedure. The cleavage sites map of six kinds of restriction endonucleases(Pvull |
BamHI, Xhol, Sall, EcoR] and PsiI) was determined. The physical maps of miDNAs from N. taihuensis
Chen, Salvelinus taxa and Salmo salar were analyzed. Genetic distances between mtDNAs were calculated
by the formula of Nei and Li (1979). Phylogenetic reconstruction method, UPGMA, was used to analyze
the genetic relationships and the molecular dendrogram was established and revealed: the genetic dista.nce
between Salvelinus taxa and Salmo salar is 12.23% and that between N. taihuensis Chen and Salvelinus
taxa——S. salar is 21.36%. Thisc indicates that Salangidae diverged from Salmoninae earlier.
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4R & DNA(mitochondrial DNA, mtDNA)— i B 3L ARG BIIF R s DNA, BEALSHESE. B
52, @ EEAAMATY, BEFHRETR, HEERY . MH mDNA BIFRGE R 8 R A F R
HERIREN, XEES mtDNA BOABRYMER. #E- R REH LR THE.

KR ( Neosalanx taihuensis Chen) J@# B (Salmoniformes). #/IfAT H (Osmeroidei). Bff}
(Salangidae). ¥r4RfR P . AXBHEBNSANEETIL, FEARBTHNIXBALNEL Y. BREHEY
SRHEHA (neoteny). 1925 4 Jordan R R HB AN BH/LFRA L, Berg FHHPELTFRHBHENA
%k, HERXEUWREHEEEFHNERENE . NHEHSHESIH SHAEROHR, AHTEAEE

OEFEARFESRRIRME.
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FABPEANRAFAERERERARFTHERNG REER IR PRENER. AXREANEREARS
FRPHFRTAECHRE ©, BEXK mtDNA FERHFRTEDSEDIRE, LK R AR 0B RES
FAHHEE mDNA, WERTH 6 FRAIE RN EEE, %‘%ﬁ)ﬁﬁi,ﬁ ( Salvelinus taxa) 188
(Salmo ) W KFEFEEE (Salmo salar) 1) mtDNA ¥BEREHAT RS, WS TFRPAEDERRFHAKT
FEMITEL, WHHITTRXEAE mtDNA RINEFEREHEHA, FRESHTHENGIRBEEEEANER
KO EKMBAEHMAEHTERRARRTTERR.
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L1 # kiR

KAFRET 1994 F 11 AFI 1995 F 11 ARBBLET KHREMAAKE, BFERARE 3TCREE
A.
1.2 mtDNA B4 &

KBFHRE mDNA $18& 5 5 S8 Tamura F1 Aotsuka (7 By 880, mtDNA FREIM RUIESEEL]. HER
KAMHERYBERISNESHEREES P BTk,
L3 BESH

SEHEIM Y, HEOABAATEHE mDNA K438 B P 1T BT, % Neif Li 0 2wy
TR NI BB IR A E R BFRA, KBRS X R R HA YA mtDNA BHBREES, X
B UPGMA (unweighted pair—group method with arithmetic mean) B4 178k 12 #y2 4 FR KA.

2% R 5 W ®

2.1 mtDNA BR &1 VB EE 1] FE ok B i
REHE KSR MNERBIEE mtDNA 5FK/NK 17.12kb, 5 XEkIRE A ZH mtDNA 5 FK/NE 157~
19.5kb Z MG RMAF V. ABIFHE mtDNA FRHIYE R UIREREUT B K EE LE 1 mDNA £ 6 FRREI1E A
BRI BEXILE L
1y K3 RE BS

B 1 KR A miDNA B A UIssss Tk E &
x. /DNA/ HindlI;1: a. b. Pvull ; 2: a. EcoRI;
b. Pstl; ¢ BamHI; d. Xhol; e. Sall,
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%1 XBEEE mtDNA R B/ (kb)
M. HE A B C D E F 4 it
Sall 17.12 17.12
Xhol 17.12 17.12
Pvull 17.12 17.12
BamHI 9.37 7.74 17.11
EcoRI 6.08 6.08 2.67 2.29 17.12
Pstl 8.21 391 2.14 1.99 0.88 17.13
2.2 BEEE

KAV EAREN K BEEE mDNA #EERLE 2. 35 6 FRHE A TIEE, XPa SRy
BHZRAFRTUARERSHEMHERZNBTFHUL. SMEBRKA SIS mDNALI4~ 138bp KFF, 495
miDNA BHEAK 0.7~ 0.8%.

mtDNA [EIFR & ¥ 6 A S B RS SR F RN PIBAE (REER) % 2. #B UPGMA K%
AT EMERN ST REE LA 3.

P F EBF F F EJ EOB EF
| 1 LIl 1 1 Ll L1 1 1
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B2 &HE 3 A mDNA ¥EE#
B=BamHI E=EcoRI, F=Pstl, J=Sall, 0= Xhol P=Pvull ; K FE#EE T Sall .

#2 PRGN AEEMIFHRNAME GRIEER)

mtDNA N. taihuensis Chen Salvelinus taxa S. salar
N. taihuensis Chen 0.2308 0.2963
Salvelinus taxa 0.2244 0.4800
S. salar 0.2027 0.1223
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o7 &t R 5 e T B E] mIDNA BT MTEHRAMENY 12.23%, 5 Grewe % ¥ BHEayEAl (Salmoninae)
2L 5 B S R (] mDNA BT B E 11.7% M5 RREE, KB Brown % P R §EHE



133 WSS KSR ALN A DNA YEERE RS 19

mtDNA FHBERBEILR 2% MEH . FHESBHHEZE 600 7 4ELURT, T A B §i48f 5% = %8 mtDNA %#
MEPFHIRAEN 21.36%, ABELE 1100 4R RTPHBEH MK P, 4HERSATIHECRE—E,
BESXHHEaMER.

2.3 #LiESE

AR P TAE BT miDNA % RN G R P RAHE R BT HAERN, 4B ER KK @ 1 000
T, EEER-BRME Y, B, SERSHMAEMERIZET 1100 FHEH. A SEAE mDNA
FIBERTERR 2% HRIERBEX I X514 mDNA IRLERBEL RN, F—E/FEH% mtDNA
HA L,

ZERORTEFF0 mDNA BEAR 0.7~0.8%, MBI AIEEMNL, MEZEMLSANES, 4
MERSEZRETEGRHEL. YNBG, BEZRAEEEREAEM (Plecoglossidae) . # /K &5
(Osmeridae ) X% (Thymallidae) B miDNA 4B EEH R, BEH mDNA Btk B BHE %R,
RERAMNESTEPHBURARAREIBEARESN IHERR SERAE THARFRAR SHAR
JR BRI HLBE X R,

Tvankov % (1519 % 30 (1 BEIT & #5( Salvelinus leucomaenis) D3R KBRS B (Oncorhynchus masu) PFEERE S
GEHFEIR (postlarval neoteny ). ELANZSHE ST A A W48 £ 55 40 25 ik JR O 70 e s RS BE 43 810
22.44%H 20.27%, HEFRK, BT KRRI KRAFHFENSHEASZNER, IRTERERE PRHER
SUSBRAEREXRLBRARERR, X— AT WHMEARMER S PHMBE (I Oncorhynchus) %4
B —F LR R A RERE.
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