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(HE] BN BEowgr hEEREES, EEHTHRPEANZHAEEFRS
SRR, HE X4 A PEABTEEALELK 1656%bp i#1T4+B: PCR 1
FATFHER b, HXEHE 7 MRBER T &R, UFHBRAHETAH
PR&EITEAVIBHETS YT A TR NIRRT SH %, XTIX L2 #IT 100
TIEFEAXEH PCR-BHEEIMF. £2 59 5 K2 MITOMAP xSk
REVLFEEBEFFIZE4: C298T. C638G. C3206T. A6323G #1 C6326T, ¥
BESHA S, ERSESIH: 17.65%. 32.04%. 62.77%. 33.33%%1 32.26%.
i s MHRBNEEHME, | MIFEMGZEABLER (C298T), 2 A
N FHIBEH MTCO! K (A6323G. C6326T), FINBEA G L F G 128 #0
16S & rRNA X (C638G 1 C3206T), HEFEAFPELXREN S SR,

fEER47:. 100034 LR RSB ERT LIRS (BE. HE) JLE (BRE. BT,
EFE. REWM) #2E (FHS). ERRAERBRELHRE (NHK. HER,
BRI GILPRBASEMIFRG (BIEIE)

BEREEA: BB Email: zxsys@mail bjmu.educn E1E 010-66176598

Five de novo polymorphisms found in Chinese

mitochondrial genome.
Qi Yu. Tze-Tze Liu, Si-Hui Jiang et al. Frist Hospital of Peking Universit_v 100034

[ Abstract] Objective To master more polymorphic changes on mitochondrial
genome in Chinese. Method PCRs and sequencing of 16569bp long mtDNA were
repeated on 4 Chinese individuals. Restriction endonuclease digest, include artificial
created restriction site (ACRS), was done onto 7 new single base substitution sites on
another 100 normal controls alternatively. Result 5  point mutation,
C298T,C638G,C3206T,A6323G  and C6326T, neither —appeared in MITOMAP
database nor in literatures, were identified in Chinese people. Their gene frequencies
are 17.65%, 32.04%, 62.77%, 33.33% and 32.26% separately. Conclusion The five

sequence changes, found in Chinese mitochondrial genome firstly, confirmed to be de
novo polymorphisms.
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FXERT mDNA LMAHFHRE, EEREHFFFHE. RTHROFXE
ANERAERAEFHSSHENLSEIAR. KCAFBHT T HiT.

Xt T

—. WH =ZLEH Rett GEEHILE, HL—5F, UR—REFXH, H
4 5, HILKE—ER/NLBELEHEHE. FF 100 BEF TR, Bgrmdt
AREHK, ,

—. HE FANSSME EDTA HisEM 10ml, Miller $EIZEXE M DNA
@ L mtDNA £ 33 3f514), kEIEKE—ERMN 4 F1FZE—#H1T mtDNA
2K (16569bp) HI4ER PCR §#. F Promrga A &) Wizard B.OAEXT PCR =4
#AT44. BigDye iEHITRHFRMN, ABI377 WF N BENFIMF. XH AR
92225 Y B4 100 M IEE A DNA i#4T PCR MR &IBEDI 0. #txtH A
ReeAWYIBEERINEDT S, EFRT5IY, ERLPENATIEEA SR
RE (R

1 AIHEIATEBAMLSH51Y

T F3MFS (5°3°) rNE W VI8

C298T CATCATAACAAAAGATTTCC  278-297 BsaBI

C737T ATGCTTGTCCCTTTTGACCGT 757-737  Bsall

C3206T AACCCTGTTCCAGGGTGGGTG 3226-3207 Xcml

F: TRERE__ANEFNEREE

g1
F4MNBRFERPRRT 7 MRE: C298T. C638G. CT37T.
C3206T. A6323G. C6326T 1 C9860T (H: a~g), ¥JKH MITOMAP HEZE
I F(MITO: http//www.gen.emory.edu) , HRERIE.

FHIX 7 ARBS BT T 100 4 EE AK PCR-IBEEES T, KREFP 54
(C298T. C638G. C3206T. A6323G F C6326T) LEEEEANPIFFE, AZE
M s, EESELE. MABNSBIRE (C737T. C9860T) REEF AFH
4, ATEER Rett ZEMEMAXRE (K 2).

&®2 mtDNA LT 1MHREHETE

HET FMEER  RAAYE HEREENMME ZEESAE

C298T mtDNA X  BsaBl Rett B3& 17.65%
C638G  12SrRNA Hphl Rett ZF  32.04%
C3206T 16STRNA Xeml Rett & 62.77%
A6323G MTCOI Haelll Rett &  33.33%
C6326T MTCOI Alul E®EA 32.26%
C737T 12SIRNA Bsall Rett & 0
C9860T tRNA Mwol Rett B& 0 .
it

mtDNA fI F&H bR, HEEK LESHENRGEAaaEREZF.
FHTHRZAZRARFP, mDNA BEHRERE. ESELSKMN 11656%p ]
SgrAERA L BROS S SR 1000 10, FHTANTRERXE—1TZE
. HFHEREERERZR, BMEEEIH (D-loop) K kb T—aHIIERIBX,
ZAMEAL A BIE 400 KAV, XERIAFUINGE T AT LR A IHHERTN A,
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JOHFPRE DNA H15 R (RXREHD, REF UM ERE T RS, th{F mDNA
RETHIAKRNHRMNEAME. OHERBRE. £k, BEIBHUFR,
AT RMZEREARNET, mDNA EA—FFCRETEXEA.
Bt B E R K B BT R —EFLERHS,

EUER mDNA EHFHEARFT, MIAEFEANRBIBARKESS
t (RFLP) BI7ES", hFEMRARERERTER K, TESMAMh
HRZ. BRARTREF—LEOLAVBOBIILS. BITEEERAY
BEARA R UM R BN GEA L A ER Y, WAXFRRNMN C298T. C737T
F1 C3206T. FE%E DNA MFFRECERE, H—LERB#TEINENLE
FNMESAITHEMEY, AHERTEREREAN (SNPs) M. &%
X3F 4 FIFEA mDNA #1TT2KUF, REAT 5 MFHSEEAFE T
RESHRMAARKMLS, ATA—H. i S AEERP—IMMITFEREK, 4 M
FHRIBK, K2 MIFHE RNA HER, EXTRENN 70 2NEEH,
teg bR, ERERE. ETENXNENG DNA SHANXEETEENL, ME
fFit— S HiT.
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SEARR A RO S S RE A RGN SRR

ZEH ¥ E' ¥EE BEXKFE FHER
ERXREB—EROCMOERFRA (LR 100034)
'TEEXRBREBEEEYEHHE (R)II 750004)

BHARSELE (calcium overload) NMEREME. ZKEREEL. O
RMLBETRGF OMERRENEEHRERE, 1 B EFEH vitamin D,(vit D)
BUEPFEERFIGITHATEENREFEN. SRAREEESE FHiE
THRKESENER, SNAEOMSREERETHEERENE . o
ARALH A EHEEL FHEUBRUREER, BETH—SHMOU M
BEIRG. REEBEB ORGSR ENRRIRE. AXEARASER
BRUKEEM LA RARSESERNBEEREEHERGREER L.

1 M S5HE

OIESBE AR SD ## AR, 300000 IU/kg vitamin Dy(vit D,)fS B ik
WGE, ARG 25 mgkg BHTH#ESE, IOWNGEFEE 1R, FE®HE 16 d, LI
ZOUESEE K BAEAI[BJ of Path. 1990;102(supp):326]. &I &EEE A R =40
JE/EB XA IEE® Krebs-Henseite (K-H) A& LL Langendorff # R4 R i#4T
# 15 min. BRI 45 min MBFEE 15min HI SO BEERGOE, XXELY
HEXKEFR (FeSO+Vit C) MK-HEMRBHEESHERGOE. TR44E
FHALEERBREALEEGEEREAERZH 0N, ROFETEEOBSER
BROFAETEROE: MAEEERTEALBSELREE S HERGEH
LRE (o=7).

% Sulakhe TEH OPARTK. ZFEL. HZONERE, REOPH
OCUNENATFHARER ¢ AUEBREEE--BBRMENE, 2 RENSREF
KMrEBUSERNAEAEE. U Lowry ERUEEREZEEE. OUH
OISR AZREREAESE, UEFREENESSE. ONELSFH 8
(MDA) & EMB/EIKTEMNYEE (GSH-PX) Il E #E M [Chin J of
Pathophysi. 1993, 9(4):510].
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