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A E

YEBEGBo|(Physa acuta)s =olvt =9 £, 37}, 553
X9l odg AU F, e A9 FEFY FE T A2Et
2 AA 288 Rox MAde £24049 AFEFoE T €8A Ik
Aol gEo|EEHole] EST(Expressed Sequence Tags) library&
E31 739 GUAEEAE HAANEd {2 AE 1192708 HEA
(Accession numbers BW985220-BW986415). ©] A EES clustering &
assembly 3t AL contig F HHEELS 54 HA2Y dF HEEL TR0
HA gdth ol AE F FFSHEIER) =& dg wiAE 3] A8 =&
AEE AAET 2847 Ft=gol tig o 83 vlolenARE A%
5+& novel gene & Zroluglt}. Novel gened FAAF Zdoli= 303bp Fov
AP = Gelde 100709 omxAto @ T YTt

fr

ol rir

Ttz lo %

g

AR R P

P. acuta®] total mRNAE F&% & 5' oligo capping® F3 A&A3 cDNA
libraryoll Al 1996709] 88 F&9 MEEAFI AL trace filed phred
ZE218E E3) Phred 20 ZZlA base calling § ¥ fasta fileS TEH
t}. I ¥ TIGR(The Institute for Genomic Research)olA] AT
TGICL(TIGR Gene Indices Clustering Tools) ZE21#-8& %3] clustring 2
assembling s z AAFE g BLAST A1
(http://blast.inje.ac.kr/mollusks) & o]&3ld HLEAI & COG(clusters of
orthologous groups) 2 &do| ZAdA 25719 HiolemtA FRFHAE
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A4 g 3 24zbe] Ao W3l primerE AT

eutA TR FAAEY] FAHE HFI] Hstd 44 Ft=EE(CD)
EAYEE AA R =F 272 50ppbollAl AIZHE (4hrs, 8hrs, 12hrs,
24hrs) 2 8AZroll Al =% (5ppb, 50ppb, 500ppb, 5000ppb) .2 HAISHS
o =E:4Yo] Bd 7 HAAM FE3 total mRNAE o] &3t FAF
cDNA% B 32t primerE ©]4% RT-PCR A4S B3 Fdz9 &3
Fde ZAEA T

2% 2 13

Novel geneo 2 #as= & {AxE EST library @714 €0l 54
o}z 119270€] random sequence & 52 A=A cluster T 32HAR HIE
b Edth e cluster® 29 5709 fAAE C’ﬂ7]1\1°ﬂ/\L Z3Z TE BEo
Qo] 2 type B BEHFH oY oluj A0 F translation ¥ A% EF &2 of
U we=Ate ZYEa YA Novel gene® Zol:= Emboss package?] sixpack
T2a% 2 Genscan TEIFoZ dFT A FU|AEe] 303bp HoH
MR E GMAL 1007]9 ofnitoZ TAFHY dLE & F ApT

Hefrd: 29243 Agtel wet 4A T =F Al 7 E-o] ol =9
o, 87 o) k2E 9318 WAFo| Wl ATHE 2 .
Eo} w& W3l 5ppb W) Fshsich 50ppb oA 23] HAseE BY
o™ 500 ppb o]/dellAd HdEo| of & o

Actin

Novel gene

time(hr) dose(ppb)

2% 2 RT-PCR results for Novel Gene from Physa acuta
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