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Abstract

The cultivation areain global scare of transgenic crop isincreased rapidly. The open ion between
support and opposition about the GMO is argued continuously. The mythos to recognize the GMO and
NON-GMO are needed very necessary for consumer’s right.

The goa of this research isto constructed a GMO BLAST Database system which can provide
rapid sequence comparison. Established a GM O foreign gene database which can be as a part of GMO
inspection system.

The GM database in AGBIOS, which content those authorization GM crop has been to through
as appraisal and release to the environment, is the origin source of those GM O foreign gene come from.
The BioPerl was used to design group operating instructions sent to NCBI GenBank to  query and
BLAST nucleotide sequence string interested . The free fee and stable B2D Linux Server platform was
used to generated alocal BLAST database which can automatically generate the associated nucleotide
sequences for GMO Database. This platform also include a graphic WWWBLAST interface which can
improve operational convenience and provide fast and efficient sequence alignment for GMO DNA
seguencing.
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%, Gene code “f coding eP3-9 B AT LA R H
| aad 3" (9)-0-aminoglycoside s 3
adenylyltransferase

I-amino-cyclopropane —1-carboxylic acid .
2 acc , O
synthase (Dianthus caryophyllus L. )

3 accase acetyl-CoA-carboxylase (7. mays) it 3 A

I-amino-cyclopropane-1-carboxylic acid .
4 accd , _ 59 2 H
deaminase (Pseudomonas chlororaphis)

acetolactate synthase
5 als are sy g 5 A
(Brassica napus)

hygromycin-B phosphotransferase
6 h4(hpt d &
aph4(hpt) (Escherichia coli) 1

7 b barnase ribonuclease o4
arnase , , , ze
(Bacillus amyloliquefaciens)

barnase ribonuclease inhibitor

8 barst. SR A S
arstar (Bacillus amyloliquefaciens) SR

9 bla beta lactamase 2 %

10 dhdps dihydrodipicolinate synthase —

(Corynebacterium glutamicum)

viral coat protein
11 PRSV CP T =
(Papaya ring spot virus (PRSV)) P

viral coat protein
12 CMV CP T =
(Cucumber mosaic virus) P

viral coat protein
13 ZYMV CP T =
(Zucchini yellow mosaic virus) e

viral coat protein
14 WMV2 CP bR
(Watermelon mosaic virus 2) P

viral coat protein
15 PVY CP (Potato potyvirus Y (PVY) strain O ﬁ%ii
(common strain))

CrylAb delta-endotoxin (Btk HD-1)

16 crylAb (Bacillus thuringiensis subsp. kurstaki Ll
(Btk))
CrylAc delta-endotoxin
17 crylAc (Bacillus thuringiensis subsp. kurstaki ol
(Btk))




CrylF delta-endotoxin

18 1F L
v (Bacillus thuringiensis var. aizawai) #d
19 cry2ib Cry25b Qelté—endotoxin(Bacj]]us wh
thuringiensis)
Cry34Abl delta-endotoxin
20 344Ab1 L
oy (Bacillus thuringiensis strain PS149B1) i
Cry3bAbl delta-endotoxin
21 354b1 L
oy (Bacillus thuringiensis strain PS149B1) i
cry3A delta-endotoxin
22 cry3A (Bacillus thuringiensis subsp. E )
Tenebrionis)
cry3Bbl delta-endotoxin
23 cry3Bbl (Bacillus thuringiensis subsp. i
kumamotoensis)
cry9c delta-endotoxin
24 cry9c (Bacillus thuringiensis subsp. E )
Tolworthi)
DNA adenine methylase
25 d S e S
an (Escherichia coli) k
9 dfr dihydroflaYonol réductase w4
(Petunia hybrida)
b-enolpyruvylshikimate-3-phosphate
27 epsps synthase ﬁﬁﬁ%ifﬁd
(Agrobacterium tumefaciens CP4)
28 fad? fatty acid desaturase RV
5 hfl flavonoid 3pT 5p hyqroxylase -
(Petunia hybrida)
delta(12)-fatty acid
30 fad2-1 2L SR VB L
gnta dehydrogenase (Glycine max) CRa R
glyphosate oxidoreductase ,
31 N ]
£0X (Ochrobactrum anthropi) WTT-# J
99 beta-D-glucuronidase (Escherichia A ¢ e
us .
i coli) 78 5 )
helicase (Potato leafroll luteovirus
33 hel o
c (PLRV) orf 2) P
Cry3A delta-endotoxin
34 mery3A (Bacillus thuringiensis subsp. R A A B

tenebrionis)
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nitrilase

35 nitrilase (Klebsiella pneumoniae subspecies ﬁiﬁ%ifﬁd
ozanae )
nopaline synthase A3 AT
" (Agrobacterium tumefaciens) (Promoter)
nos
A. tumefaciens nopaline synthase (nos) W p A T
3’ -polyadenylation signal (Terminator)
neo neomycin phosphotransferase II .
37 . . ETER
(npt1 ) (Escherichia coli)
phosphinothricin N-acetyltransferase .
38 t S W ]
pa (S. viridochromogenes) WT$-# !
39 Dg polygalacturonase (Tomato) it
40 pinll protease inhibitor (Solanum g
tuberosum)
. . 2N ;E:I‘ » ¥IT &
41 pii Phosphomannose 1somerase ey o
& iE thie
nicotinate-nucleotide
42 gtpase pyrophosphorylase(carboxylating) R T 7
(Nicotiana tabaccum)
replicase (RNA dependent RNA polymerase)
43 rep (Potato leafroll luteovirus (PLRV) orf #Zﬁa%
1)
S-adenosylmethionine hydrolase
44 i 5 A3
safase (E. coli bacteriophage T3) s
45 spc Spectinomycin/streptomycin resistance 2 3
16 bay te thioesteraée (L@be]]u]arja “§f§f*j§§§g?
californica) Emk
47 vipdd VIPSAlvegetatiV§ iﬁsecficiday protein h
(Bacillus thuringiensis strain AB88)
A A
. . (Promoter)
48 35S 35S RNA of cauliflower mosaic virus
RENS-)
(Terminator)
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2 2AFEF R BAEBw i
B Gene code %25 ¥E S i
1 aad Aad\[Title\] AND Aad\[gene\] 9
2 acc ACC\[Title\] AND ACC \[gene\] 33
3 accase ACCase\[Title\]| AND ACCase\[gene\] 61
4 accd ACCd\[Title\]| AND ACCd \[gene\] 681
5 als Als\[Title\] AND Als\[gené€\] 87
6 aph4(hpt) Hpt\[Title\] AND Hpt\[gene\] 22
T barnase Barnase\[gene\] 2
8 barstar Barstar\[gene\] 1
9 bla Bla\[Title\] AND Bla\[gené€\] 114
10 dhdps DHDPS\[Title\]| AND DHDPS\[gene\] 4
11 PRSV CP PRSV AND CP\[gene\] 149
12 CMV CP CMV AND CP\[gene] 244
13 ZYMVCP  ZYMV AND CP\[gené\] 11
14 WMV2CP WMV 2AND CP\[gene\] 2
15 PVY CP PVY AND CP\[gene\] 142
16 crylAb crylAb\[gene\] T
17 crylAc crylAc\[gene\] 11
18 crylF crylF\[gene\] 0
19 cry2Ab cry2Ab\[gene] 5
20 cry34Abl cry34Abl\[gene\] 0
21 cry35Abl cry35Ab1\[gene\] 0
22 cry3A cry3A\[gene\] 0
23 cry3Bbl cry3Bbl1\[gene\] 0
24 cry9c cry9c\[gene\] 0
25 dam Dam\[Title\] AND Dam\[gen€l] 16
26 dfr DFR\[Title\] AND DFR\[gen€] 188
27 epsps EPSPS\[gene\] 21
28 fad2 fad2\[Title\] AND fad2\[gene\] 80
29 hfl F3'5'H\[gene\] 2
30 gmfad2-1 \"Glycine max\" AND Fad2-1\[gene\]
31 gox Gox\[Title\]| AND Gox\[gene\]
32 gus Gus\[gene\] 30
33 hel helicase [title] AND Hel[gene] 18
34 mery3A mcry3A[gene] 0
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35 nitrilase Nitrilase\[Title\]| AND Nitrilase\[gen€\] 1
36 nos Nos\[Title\] AND Nos\[gene\] 81
37 neo(npt 1) neomycin AND NPTII\[gene\] 128
38 pat PAT\[Title\] AND PAT\[gene\] 71
39 pg PG[gene] 32
40 pinll pin-112x[gene] 2
41 pmi pmi\[Title\] AND pmi\[gene\] 11
42 gtpase QPT[gene] 6
43 rep replicase [title] AND Rep|[gene] 44
44 SAMase SAM[gene] 15
45 spc spectinomycin AND Spc\[gene\] 18
46 bay te thioesterase AND te\[gene\] |
47 Vip3A vip3A\[gene\] 23
48 35S CaMv AND 35s\[gene\] 4
B3t 2447
% 3 Entrez ¥ * # % 'L 737
%I P e & "L
All Fields ¢ 7N EFHF [ALL] or [ALL FIELDS]
Accession B 7\ % A5 [ACCN] or [ACCESSION]
Gene Name AT LA [ GENE ]
Keyword Y et [KYWD] or [KEYWORD]
Properties X e [PROP ]
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Display LEEIIEEN ¥ Show 5 Vl Sendto v
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[AII: 4228 ‘bacteria: 21 TmRNA: 58 TRefSeq: 65
E:ET FBEEiEE Show only records from: CoreMucleotide (39¢), EST (0), GSS (3832). What's this?
Items 1-5 of 4228 of 346 Next
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3 NCBI Sequence Yiewer v2 0 - Microzoft Internet Explorer

BRE &EE WA BEHEEW IO HAm

LR |£j| htpffuewe ncbd nlm nihgovientreziviswer fo i b=mcleotidedaval=145362400

LoCUs NM _Z02701 1580 kbp mRENA linear PLN Z0O-APR-2007
DEFINITICOH Arabidopsis thaliana WRI1 (WRINKLED 1); DNA binding / transcription

factor (WRI1) mwBNL, cowplete cds.
ACCESSION NM 202701

VERSION NM z202701.2 GI:145362489
EEYWORDS
SOURCE Arsbidopsis thaliana (thale cress)

ORGANIZM Arsbidopsis thaliana

Eukaryota; Viridiplantae; 3treptophyta; Embryophyta; Tracheophyta;
Zpermatophyta; Magnoliophyta: eudicotyledons: core eudicotyledons:

rosids; eurosids II; Brassicales;: Brassicaceae; Arabidopsis.

COMMENT PROVISTONAL REFZEQ: This record has not yet heen subject to final
NZEBI review. This record has been curated by TAIR. This record i=s
derived from an annotated genomic secquence [(NC_003074) . The

reference sequence was derived from ATIGS54320.2.
On Lpr 18, 2007 this sequence wversion replaced gi:42572668.
FEATURES Location/Qualifiers
Source 1..15580
forganism="Arashidopsis thaliana™
fmol_type="mRNA"™
Jfdb_xref="taxon:3702"
J/ohromosome="3"
Jecotype="Colunbia”
ehe 1..1580
/gene="WRI1"
ocus_ cag="AT3IGE43z20M
fnote="aynonyms: ASML1, WRI, WRINELED 1"
Sfunction="WRINELED1 encodes transcription factor of the
APZ/ERWEEF class. Protein has two plant-specific
[AFZ/EREE] DNi-binding domains and is involwved in the
control of storage cowmpound biosynthesis in Arabhidopsis.
Mutants have wrinkled seed phenotype, due to a defect in
the incorporation of sucrose and glucose into
triacylglycerols. Transgenic sGsL plants (21-day-old)
grown on 6% sucrose for 24 hours had 2-fold increase in

lewels of expressions (3GsL line carries a single copy of

T-DML containing the Spomin: :W—Spomin' :LUC dual :[_porter
genes in the upper arm of chromosome of ecotype Col-0.

The sporsmin .minimal. promoter directs sugar-inducible

&
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