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ABSTRACT: This paper systematically summarizes the fundamental definition of the environmental genomics and its main

technological platform as well as its current applications in environmental pollution control and health risk assessment. It also

explains the relations between environmental genomics and environmental proteomics, bioinformatics. Environmental genomics

reveals the interaction between pollutants and biology at genomic level,which lays a theoretical foundation and technological support

for maintaining human’s health and environmental safety as well as detecting the variation in the genetic substance.At present,the

research of environmental genomics has been the focus of pollution control and human health as well as environmental safety.
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-S- BeRO M CHRRERR L ORI R R P R SR
BHRE .~ LEXT AR MAEM % K4H 50 1 DNA B &
B K 50 N EEY) RSN , DNA 185 3£ A7 4 IE DNA ITRC,
BRI IR R BB PR MR, BYZEEN
AIFTRLETTBUR Y R AN, IR K MR 24 2
WEZEGEN, KAR 25 M EHRYP BB RN RIEFRN
i LA 25 D BN RBIMEMER MR REAHERE 0
KEBERACIN, TSRS BB U L R BT R R
RENAFTRE BRI, RMELHEAETREH .
EYBE SIS R BRI SR . N #E 1)
B K 4R R H B AR R AT B G B AR S s
BB SO YIRT A RR . SRE R A HZE R A BRI DNA K
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gr LFRR SR BN 4 22 AU SR 3 B (N 4 22 0 Bt
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WA BRI RS BARCE T ZH TS EMRETS LA
TE£RFANERN, HER, BNAFHRFEAR B Ak
W, AL 15 % DNA(CDNA)MFFFR DNA KR BRI
LRI R AR (B 3K P 511437 (Serial Analysis of Gene Ex-
pression, SAGE)H AR | 2 7 5 /n % 5% PCR(DDRT-PCR) #;
A . 3T E it PCR(Real-time and Quantitative PCR)E AR . B H
JREAEAR S, AIE R F AR TR T EARERTE G,
BT, L F I8 B X A 2 R 5T B0 BB AR = Fb . ODNA(CD-
NA) #FE3) M DNA W HHEAR; @ 25 W/RRH % PCR
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IEN IR AT AT TR AT H 3hkay A
AR RREDRIB A ¥ 19000 4 A BN AY cDNA“RE T
FETRUMYEBEBERE, HE5RR®E OFnicARIEH L
FHTLARIE AL T-47-D £ MCF-7 U5 5 A4 80 3 — & cD-
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T W% DNA 55451, $— 003 L Ee A L BiRTiiEE
0 amoA (F A MEREE AN ) nif HOB R RER AN ) nirK (A 48
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AR I AR /N B Eucalyptus microcorys ) 7535 I 85 £5 B it 3R
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HEMR. B ARRSE AL RIS T Rk g K
HE HAERETEMRRAKFHETESERNEEILE BE
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45 R LA B JHR B 8 A B 1) B (N 0k Y 32 s AT T IR 9T, Sl Xt
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FIAF514R% (Expressed Sequence Tags, ESTs V474047, 45 R
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B o LU IE 7 R AR £ B AR 75 40 A0 SAGE SRR SLAT 136 1
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BT R LA R & M YR At A2,
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MEAER ST, XL Tk e R YUK LI, Bl i
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58 A mRNA X LB i B2 ik P Y B = ) TR 1 TR Y
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WIRBRE MR, M ERRE R IEA SN FFIERE. B
a1 H B~ R ARSI E YR BT, YRR
FEH AR LB B ST M AR TR R TR . BRI A
16 FEAE A9 34, QM ROBIE P BB RO S ORI T L
AU A L DK R P A QO P A B MR R Y A 15 B
P TSR R E RS P TS IR R WA IR
HHBM RNA S KA RIDIX 998 S5 RRNEBEEEE
I8 B PN X R R IR 4 B AR e, 5 as¥h
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AL RE M. BEMAEEE A RA MR R KA ) a4y
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LR IR B IR U P42 B Ry B R T TR 22—,

4 RE

BEIERH U B , A PR EERLF OB ST T BrAy BBk A
WRFET7 vk o TRINEE B K40 27 R R Y S 01 J LA 8] B 3 SR o 2
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BRI B TIRER KN BOTE R U RS & KB T L Pt
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BHAF T ATEENAE N CEERR LT HB . TUH
WL IRSERE N AR IO B R R R TR IR R RSB TS Y HE 1R
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