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1. & & o & sL

GOLD - [#F.
Genomes OnLine Database v 20 -

Contact: Last Update: Location
Genomesonline Harch 1, 2009 waw. genomesonline. org

| Fublished Complete Genomes | Search coLD: 4613 genome projects

#GOLD (Genomes OnLine Database) ® 3 4.1+, #,
S #2009 %3 Ala, gz xm s AR A8, E4
# AT o A 6 % £ 36554



AEEHARAA TN GRARETRLE TG
5 F KRR, defMH TR LB RNE LSRG
e & ZEA. A RER, AAAGFT
a3 MR A: RARAAF. TL2A57. KAQ
EAFl. RAANAZEEHARAATHASE ¢k
Bl TRARK, [aép R4 LB RELGEE
B4, LHERMtorTFEAEHAREETE,



5 5| (2.5 o7 i 42

ThRER FKIDNAJF

BERFASH

l EEFI

RNAZMHT

ERER 2 2 4T1EL
g ) === I1INNNNENDNETONINE == I s===

THRBHERE. 7R
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2. X & o &g

* BAE KR &4

s Az A ALH

* LATARERA LR L AT A 4A
c KA T K ik a2 £

c BAz A P AR

s A AP EARTN



2.1 &A% K B 4 #)

* ZBAHERAAL, RAFTAS, RIEHLETEAT,
—NEE R & RD—NEa R SRNAG A 4t 7 % 4244 A%,
q’ 4] o& AT 19] & o

c My R DT A ATG, GTG, TTG

* A% AR L4z & (Shine-Delgaron sequence)

* AL FHTRAY AL

c HFANTF

5 5 F 15 45 W

#F Ak 4z 2,
iR A4 S
RS

3% F &k F

AGGAGGT TTTTT

R B AR o458, 7



2.2 LA KA &4

s RRmsk, RRABEMR TLTLIA5FFfotprtt; REZ
HRERABIENGEBLET (ASTF) narRdBE (52
F) o

* MAGBRZEANEZEI NS BHIARNRGTEHEA S 4
# mMRNA

c ABAAFMNGEEZNHEEINEF. ASd Fhem iz s,
s ABARAPAA—LERHEIKEAL TFHRHTTERY, 4o
GT-AGH N, BLHFR/4FH, ~BEME, kozaks 7, CpGE,

poly-A
promoter
b CCALT box
151
] specitic TATA box
= T alements | 5 UTE T e 3T e 3 UITE
1
| | ntron 1 intron2  Tah, TG4
Cap AT TALG

mutiation stop codon



23 LRTARAEERLARTAAA

LARTA#BARM A —~LEDNAL I P24 % 26 @
# A o
AZATAMARFLAARMAALT $%: HDE
FHE GBI MELEBBER A

it o AR B LTt EtatH. —ASEREZHE
Mﬁ%%L%%ﬁ%%%%Mm%$m$q,a%
A1t 45 %ﬁ%£m16i%%¢7k&i$%W%
R ‘P:L Hata AWM EABE LS, LEAH T A

Afek B o L, JEBA ¢4 KK Fo A KR
,%mﬁiﬁﬂﬁﬁiT%é%ﬁﬁ#ﬁi
woﬁT&—A %gﬂ%ﬁhﬁﬂﬂ?ﬁ
: %%iéﬁ%k?kiﬁio 4k A AKX, K
i#ﬂ%%ﬁﬁmﬂﬁgﬁTk&i # 7
RTAEYFAE &,

9



2.4 £ R H 425 oK

s RFALA Gz (Abinitio-based) . w4z«
G A R #A TN, £ E&HMT AT @HANHELE

A B {5 (Genesignals) « @44 LEEBDHT, A
SFHHELT, BERAFT LA SE, BBEAELSIEEULR
Poly-A% .

2 E® AR (Genecontent) : #t% % & ¢ 4.+ % L &
ko TIAGBMERLAE: TRATEAEAYINGELART ALY
W P X —F5FME, FAIARA P ME2D 3 IFmE2T Ao

c XFRBkMHGFE (Homology-based) s 45
| a4 KB G A I RAG @A Kt
« EF—##HeHEE (Consensusbased) st amst 4

%A £E 5o 10



2.5 Bt 4t P KA H

c A FREZAMARMNE BELG LEAE
AR, AAMBALZEH L. ad, A
FHMMseg 2tz £ R ARl H ke gk
¥lia & 5 ¢4 A B

* 2 2R AMMAN PO AR T MEE@NSB
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2.6 LAz £ ¥ F & K B o

* Gu A E K E

ANk B 6 7 ok A Krg

VAR B 6 7 ok A Kag

VA— Bt A Kk

* AR RN E—6, TRHT
AT B 0tALGU4KELAG
% — 4 PR IRAE
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2.6.1 £ FALH (Abinitio-based)
€ 72 5
c g A ARAAEG LA PHIS LT,
MG 2 F A ER G RABET o
c 2 2AAZAAET ERRINSREF ZFA L
2F, A Taisatiz, KALFF
A B AR

# &b AR 4k dr R 2t ‘g el ST 4k g4 4ozl T b g B =
=~ 1T > 72y 7 KWIR-T 2] W] 1 AG WY 7/ 7 2 72Ta OB

L SAF /R
* LT o3I NB A3 oA B L RT AR 8t
TR 6 R IR

13



2.6.1.1 A #] 5| 241 # 47 F o

o — b B B AL A AT #l 5] 0AF, LA
a# (LDA ) =%k #lsl a4 (QDA) , %
# 5 kAN

* LDA X QDA A % #5445 5 2t & 6 AR A1 T 4% 64 3'5%
ThEELE=4B, A AH4 LA LEL 2%
B E R IniE S, XAk kB EA G5
# 37 E 512 A Kb 6o

- E.g: FGENES, MZEF.
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2.6.12 A5 /T & 44 &7 K& Fow

GENESCANR x4 M %4 Kat 9 R F AR SR T
AR % IT KRR 42 5o

s RHLSEBERIEIUR B LT (R4E BT,
TATAbox, #§ F4 &, poly-A%) #ixHim.

* BEGIIZTFRSRALNETOMEHZ AP,
2H HPAFO054, FHAARTE 6o

s B ANGERATF A M. e (RFtHi
) Fe 2K (£ FtHt) o THLA LT M

AL KA
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2.6.2 X FrA &M (Homology-based)

] % &
uﬂ%ﬁﬁ%ﬁﬁﬁéﬁuﬁ%%ﬁﬁﬂ%%%%&éﬁ
% — 7\#’\?@ 7| ‘1’%55}"\@ HwEIMESsAHBEEP
ﬁﬁﬁiﬁﬂéﬁ@ﬂmﬁk do H JLF 2,4 F0 3t 64 B 3K,
Bp T £ 7 kol & 7] 69 9 2 F KAk
BMFEBEABEFOAIHMREAG. CEBIAT S
L iTAHEEE: ATHEBGRBRAEIHEEGTRA— i
“CDNAR AL 5745 8. & FH LREEG IS, st
FarsARAGDNAT FHREAR L AR —TF+ 08 26
SN FTEGHRER, BELEFTLAAALRRAET . A
EPE A G AT i P e s AR M F &%
E.g: GenomeScan, EST2Genome, SGP-1, TwinScan.
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2.6.3 £ F — s (Consensus-based)

42 5
dFARRAGAMELS G RBE AR HRGERF, UBEF
BARROGTERINEAOE R RS IToH A+
D B
AT ER DR SIBBFA—FOTRMNERZREETER L4
t 4 F A g
EMNFETHURGZH M, 20X B— LA A« AN
(RAHRAUTEAB K SBEFATHHEELERIET) o
E.g: GeneComber, DIGIT.
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3. X @A ol 7 A A4t

*EH T REZAYM
GeneMark, Glimmer, FGENESB

% B F 4 4z
4 4 ¢

~~ /1 NA

-

n
ks 4

GENSCAN, FGENESH, TwinScan

18



W | Her GENSCAN Teb Server ...

The New GENSCAN Web Server at MIT

Identification of complete gene structures in genomic DNA

N7

(o o)
e 000 000, me et et ame et ame e e e e e am e e
VIRFLDATTTRE T ATHTRI S ATHTRTE AP IREE S A PTRE T ATPRD AR AT TR T AT TRE T AT TR
LSRN STHES SEHERDA S THELIA S THEL sTHERLA SN S TR STHERA T SR s

2
|'_For information about Genscan, click here

R e

This server provides access to the program Genscan for predicting the locations and exon-intron structures of genes in genomic sequences from a variety o
organi sms.

This server can accept sequences up to 1 million base pairs (1 Mbp) in length. If you have trouble with the web server or if you have a large mumber of
SeqUences to process, request a local copy of the prozram (see instructions at the bottom of this page) or use the GENSCAN email server. If vour browser
(e g, Lyng) does not support file upload or multipart forms, use the older version.

Organisn: KEAERECERE Suboptimal exon cutoff (optional):

Ve rtebrate
g Lrabidopsis .
SAUENCE TTERER .

M Predicted veotides onlv




/= New GENSCAN Web Server at MIT - Windows Intemet Explorer

Govgle| 8 »genscan : B - sl | Basdsneas - w BE

W ﬁ‘f é' New GENSCAN Web Server at MIT

This server provides access to the program Genscan for predicting the locatlions and exon-intron structures of genes in genomlc sequences from a variety of
orzani sms.

This server can accept sequences up to 1 million base pairs {1 Mbp) in length. If you have trouble with the web server or if you have a larse number of
sequences to process, request a local copy of the program (see instructions at the bottom of this page) or use the GENSCAN email server. If wour browser
(2 g, Lynz) does not support file upload or multipart forms, use the older version.

Organism: EESEHECERY Siboptimal exon cutoff (optional):

Sequence nane (eptional): (NN

Frint options:

Upload your DNA sequence file (one-letter code, upper or lower case, spaces/mumbers ignored): _ 35

Or paste your DNA sequence here (one-letter code, upper or lower case, spaces/mumbers iznored):

To have the results mailed to you, enter your email address here (optional): _

Clear Input

winter-plan - Micro |72 haol ot mao s || /5 New GENSCAN W.. | [ BERE aaim .| B < ~BOR




GENSCANW output for sequence 07 :55:59

EENSCAN 1.0 fate run: FHar-I109 Time: O7:56:11
Sequence gi : 73508 hp : 39 48% O+0 : Isochore I (8 - 43 £+0%)
FParameter mwatrix: Humanlso. smwat

Predicted genes/exons:

Gn. Ex Type .Begin ...End .Len Fr Ph I/Ac Do/T CodRg

.01 Imit
.02 Intr
.03 Intr
.04 Term
.05 PlyA

3434 3638 205 67 11 121
2012 5152 141 14 33 172
6238 6416 179 68 98 154
13456 13566 111 9 38 42
13583 13588 6

+ + + + +

. 00 Prom
.01 Imit
.02 Intr
.03 Term
.04 PlvhA

14142 14181 40
19541 19632 92
19755 19977 223
20833 20961 129
21055 21060 6

+ + + + +

.00 Prom
.01 Imit
.02 Intr
.03 Term
.04 PlvA

34441 34480
34531 34622
34745 34967
35854 35982
36043

+ + + + +




Explanation

Gn.Ex : gene number, exon rnumber (for reference)
Iype : Init = Initial exon (ATG to 5 =splice site)
Intr Internal exon (3 =plice =zite to § s=plice =site)
Term Terminal exon (3" =splice =ite to stop codon)
Sngl Single—exon gene (ATG to ztop)
From = Promoter (TATA box / initation =ite)
FPlvh = polvy—4 signal (consensus: AATLLA)
s : DHNA strand (+ = input strand; — = opposite strand)
Begin : begirming of exon or signal (numbered on input strand)
End : end point of exon or szignal (rumbered on input strand)
Len : length of exon or signal (bp)
Fr : reading frame (a forward strand codon ending at = has frame = mod 3)
Ph : net phaze of exon f(exon length modulo 3)
IfAc : initiation =zignal or 3 splice site score (tenth bit units)
DofT : 5 =plice site or termination zignal score (tenth bit unitsz)

CodRg : coding region zcore (terth bit unitsz)
P : probability of exon (sum ower all parses containing exon)
Tscr : exon score (depends on length, I/&c, Do/T and CodReg scores)

Comments

The SCORE of a predicted feature (e.g., exon or splice =ite) iz a
log—odds measure of the guality of the feature based on local =eguence
properties. For example, a predicted 5° splice site with

gcore » 100 1z ztrong; B0-100 iz moderate; 0-50 1=z wealk; and

below 0 iz poor tmore than likelw not a real donor sitel).

The PEOBABILITY of a predicted exon iz the estimated probabilityw under
GENSCAN = model of genomic zegquence structure that the exon i1s correct.
This probabilitv depends in general on global as well as local sequence
properties, e.g2., 1t dependz on how well the exon fitz with neighboring
exon=. It has been zhown that predicted exons with higher probabilities
are more likelw to be correct than those with lower probabilities.




here to view a PDF image of the predicted gene(s)

here for a PostScript image of the predicted gene(s)

Predicted peptide sequence(s):

»gi |GENSCAN predicted peptide_1]211 aa

NTEGSLIILGCMNGI INRNVE THYGEAGTERAL NEMET AMLP AHSGLGHVE IWGFVETGL
KSEAPLDESEFQEIASTTVEDILPVSEPDVHLAMGWDPPPVER SHOLLASE SNAAAKHEL
RTCGCEELEVDIPALWPLLLTFTSWRLEVVVOATVADHT SSTIIAFLQESLEEEELSIVE
AL TYIHTQFLTLP SYHHPE SEERNNGFAHLC

»gi |GENSCAN predicted_peptide 2147 _aa

NVHF TAEEE AAVT SLWSEMNVEEAGGEAL GRLL VVYPWTORFFDSFGHL SSPSATLGNPE
VEAHGEEVL TSFGDATENNDNLEPAF AKL SEL HCDEL HVDPENFELLGHVNVI ILATHFG
EEFTPEVOAANOEL VSAVAT AL AHEYH

»gi |GENSCAN predicted peptide 3]147 aa

NGHFTEEDEATI T SLWGEVNVEDAGCETLGRLLYVYPWTORFFDSFGNLSSASATHGNPE
VEAHGEEVL TSLGDATEHL DDLEGTF AQL SELHCDEL HVDPENFELLGHVLVTVLATHFG
EEFTPEVQASWOENVTGVASAL SSEYH

»gi |GENSCAN predicted peptide 4]147 aa

NGHFTEEDEAT I TSLWGEVNVEDAGGETLGELLYVYPNTORFFDSFGNLSSASATNGNEE
VEAHGEEVLTSLGDATEHLDDLEGTF AQL SELHCDELHYDPENFELLGHYVLYTVLATHE G
EEFTPEVOASWOENVTAVASAL SSRYH

»gi |GENSCAN predicted peptide G |92 aa
NGHPEVEAHGEEVL I SFGEAVNL TDDLEGTFATL SDLHCHNELHVDPENFLYSTFHCVSES
RTLSPTCSETHSELTSILTHIGITLIEIDTER

»gi |GENSCAN predicted peptide 6147 aa

MVHL TPEEE T AVHALWGEVNVDAVGGEAL GRLL VVYPWTORFFESFGDL SSPDAVIGHEE
VEAHGEEVLGAF SDGLAHT DNLEGTF SOL SELHCDEL HVDPENFRLLGHVL VCVLARNFG
EEF TPOMOAATOEVVAGVANAL AHEYH




GENSCAN predicted genes in sequence gi

(.0 2.0 4.0 .0 8.0 10.0 12.0 14.0 16.0 18.0

20.0 23.0 24.0 26.0

28.0 30.0 32.0 340 6.0 IR0

40.0 42.0 440 46.0 48.0 30.0 52.0 34.0 36.0 8.0

&0.0 62.0 &40 6.0 &8.0 0.0 72.0

. Optimal exon

KE}": ’ Initial . Intarnal . Tarminal ‘ Single-exon
gana

exon exon exon
I:l Suboptimal exon
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FGENESH

4 GEME FINDING
in Eukaryota Hm-based gene structure prediction (multiple genes, hoth chains)

4+ GENE FINDING
WITH SIMILARITY

. OPERON AND GENE Pasta nucleotida saguanca hara:

FINDING IN BACTERIA

4 GENE FINDING
IN VIRUSES

4 ALIGNMENT
ISequences&genomes Alternatively, load a local file with sequence in Fasta format:

4+ GENOME EXPLORER
linfogene Lacal file name:

4 SEARCH FOR MOTIFS f .
Ipromoters&functional Organism: C) Bos taurus O Chicken O Fish ) Frog (Xenopodinae} O Human O Mouse

: rmtfnu O Anopheles gambiae O culex O Drosophila O HoneyBee O Tribolium (red flour beetle)
4 RNA STRUCTURE : : e :
COMPUTING O Brugia malayi (parasitic nematode) O C.elegans C sea urchin
4 PROTEIN O piatom O Plasmodium falciparum O Phytophthora
STRUCTURE
4 PROTEIN / DNA O Dicot plants {Arabidopsis) @] Medicago (legume plant) C Monocot plants {Corn, Rice, Wheat, Barley) O Nicotiana tabacum
sl O Tomato O Vitis vinifera
4 SEQMAN
. MULTIPLE O Chlamydomonas (single celled green algae)
ALIGNMENTS

O Aernaria O Aspergillus O Batrachochytrium O Botrytis O coccidioides immitis O Coprinopsis cinerea
O Cryptococcus necformans O Fusarium graminearuim O Histoplazma (fungus) O Leptosphaeria O Magnaporthe
- E::;::g:; DATA O Neurospora crassa Oparacocci O Phanerochaete chrysosporium {white rot) O Penicillium O Puccinia O Pyrenophora
O Rhizopus_oryzae O Schizosaccharomyces pombe O sclerotinia sclerotiorum O Stagnospora nodoerum O Uncinocarpus reesii

4 CLUSTERING ESTs

4 HUMAN-MOUSE-RAT

SYNTENY Qustilage
4 PLANT PROMOTERS

DATABASE SEARCH | RESET |
4 REPEATS

HindZman raraste [Helnl IShow advanced options]



FGEMESH 2.6 Prediction of potential genes in Homo_sapiens genomic DNA
Seq name: gl 13907643 ref|NG_000007.1| Homd sapiens genomic beta
glabin region (HEBEE) on

Length of sequence: 73308

Numiber of predicted genes 10! in +chain 10, in -chain 0.

Numiber of predicted exons 21: in +chain 21, in -chain 0.

Positions of predicted genes and exons: variant 1 from 1, Soore: 160,17 1887

B cosf oosi hcosi  Blcoso  #pola v1ss

Y N A 4
L94L5 1% 1§ﬁ E%ﬁ iﬁﬁ 3I:Hﬁ ﬂﬁi’i iﬁﬁ 21055

1+ TEE 19458 -T.05
1 4+ 1 CO&L 19541 - 19632 1£.13 19541 - 19630 [
1+ 2 COEl 197588 - 19977 13.37 19758 - 1997T 232
1 4+ 3 COElL JNEIT - 2097 .34 A0E33 - 200€1 135
1+ PolA 2108E 1.12
2 3
2 I..|....|....|....|....|....I....|....|....|....|....|....|....|....|....|....I.f
4445 4E00 34200 35000 35200 15400 ALEO0 35800 36043
r TEE HA4E -T.05
s 1 CO&L 3531 - ILEZZ 13.42 34531 - I4E2D ble
s Z COEl 4TS - I40ET Z1.52 JATHE - I40ET 232
s 3 COElL EBEL -] IEOEZ 2.52 IEEEd - IEQEZ 135
24 PolA JEOAE 1.12
i ] 3
LY [ ] . 4
e e 40 AR5
3 TEE 19382 -T.05
L 1 CO&L J94ET - 30558 13.432 9487 - 39558 70
3% Z COEl 39681 - 30903 Z1.52 J9EEE - 39903 232
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3 PolA L0759 i
i 2
Y - Wiy
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ddd 1S 45000 45500 45000 45500 47000 aT243
4 & TEE 415 -B.EG
4 & 1 CO&L L5595 - 4E151 1E& .58 LE595 - 46150 156
4 & Z COEL LEFTT - 47130 -1.54 L6599 - 471@0 102
4 & PolA 47243 12

Eﬂ'l."l:l?l'lﬂﬁlllIlllglﬁllllIlliﬁh‘ﬁllllllliﬁﬁllllllhl!ﬁll_u

5 4 TG E4TOT -4.3%

54 1 COEr E4TE0 - L4BE] 13.44 E4TED - 4T o

E 4 I CDEl EEQID - LEJIZ  1T7.00 EEI] - EEDIZ 221

5 4 3 Ch&El EEAZE - LERIE Z.53 RE4ZE - EERIL 111

54 PolA EEG31 12

3
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£ 4 1 COGr E2LET - E23TE  12.99 EILET - E227E 9

[ 2 ChEl E2409 - E3EI1  ZD.0E E2410 - E£2531 222

E 4 3 CDEl E3QEZ - E3E1D 0.54 E34ER - E3ELD 123

E 4 PolA E3T1E 1.12
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T4 FUET] 0400 73500 T0&00 70700 70804 FOE0S
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24 PolA 70305 L12
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10 + TR 72085 -E.339
10 + 1 oo T731TE - T339L 7.31 TI1IE - 73395 AEL
10 = Folh 72853 1.12

Predicted probein{m} -
»FCZENEEH: [MEMA] 1 3 exon (B] 19541 - 205961 444 bp, chain +
AT T AT T T T AT T A AR S C T O T T AT T AR T T TR AR CATORAT

OO CTEE OO CATARS TACTACTER
2FCENEEH: 1 3 =xon (@) 15541 - ZOS61 147 aa, chain s+

MVHEFTAE EXAA VT ELNEEH N VEEACEEA LORL LV VY PR T ORFFOE FENLESPESA TLONTE
VEAHCEE VLTS FCDA TENM DN LY FAFAK LEELHCDR LEVD PENFELLON WMV TLATHES
KEFTPEVAANIELYEAVA TALAHEYH

»FCENEEH: [MEMA] Z 3 exon (B] 34531 - 3I55EZ 444 bp, chain 4
AT CTCAT T T CACACAC S ACEA T ARCS CTAC TATCACAR G CCTE TERCZCARDO TR RAT

»FCENESH: 2 3 =xon (m) 34531 - 359382 147 aa, chain +
MCHEFTEEDMAT I TELRCEVHVEDACCET LoRL LV VY PN TORFFOE FCNLESAS A THCNTE
VEAHGEE VLTS LEZDA IFHLIDLECTFAQLE ELHCDN LEVD PENFELLCN VLV TVLATHFG
KEFTPEVASWOEMVTEVASALESRYH

»FCENEEH: [MEMA] 3 3 exon (B] 39457 - 40E9E 444 bp, chain 4
AT EeTCAT T T CACACAC AR T ARG CTRAC TR TCACAR GO CTE TEECECARSSTERAT

»FCEHESH: 3 3 =xon (=) 35467 - 408338 147 aa, chain +
MCHEFTEEDFAT I TELEGEVHVEDACZET LeRL LV VY PR TORFFOE FENLESAS A THENTE
VEAHGEE VLTS LEZDA IFHLIDLECTFAQLE ELHCDN LEVD PENFELLCN VLV TVLATHFG
KEFTPEVASWOEMVTAVASALESRYH

»FCENEEH: [MEMA] 4 I exon (B] 45935 - 47100 261 bp, chain 4
AT e AR T AAA ST O A A CAT S S CA ARG T T oA T TOC T TOREARAAGTT

27



% B A & ol k4 M uk
£ F @ & 6 o 2k 44

Genemark http://opal.biology.gatech.edu/GeneMark/
Glimmer http://cbcb.umd.edu/software/glimmer/
FGENES http://linux1.softberry.com/berry.phtml?top
ic=fgenes&group=programs&subgroup=gfind
GENSCAN http://genes.mit.edu/GENSCAN.html
HMMgene http://www.cbs.dtu.dk/services/HMMgene/

£ Frui A A% 6 F o %ka

Twinscan http://mblab.wustl.edu/nscan/submit/

28



4. B4 £ &9 A

* x4t (False Positive, FP) «+ % i T 42 ¢4 4 45
R, bpadem L R ol & &L R

* ffA ¢ False Negative, FN) . &4 7T A L@ %KL&,
bp 44 % 35 B T A IE S A R o

e it XFim (Over Prediction,OP) : & F A FH UK
RApBER T, BOMGEFALEERERLR

* B4 (Fragmentation) : A4 Fd x & AR,
ATt R G HERANRSNERE

e 3¢/ 4L (Fusion) : gt mARIANLA,
AT ot R B kA Ak — R K g A E o

29



/J‘ Za

ARG HEFMRALARAAS I o GANERPRATE
H—4. dFLaLZAHARAASERS LERAGENER, &
o B Azt L. a4, ATFHMMse 24z 4 4 X &M
ME Rt lasSaEAL, 2R TFALZLAHFANL
BhAk BiE M. 2 Fab-initiod k, AHATAEAHLR
M HHMME sk d e R 29 2 F-A4F o Rk, &
F2ORA R TF R A I GGRIAE, Gy E T
B E—, Bk A K@ H k£ SHMMT 3L 3 1% 4 —
S e, S EESBRTFAELPRRSE T GTAHM,
othitf Rl BG4 A AL AAALNE $ 6 ER
Fosh B F R RF B FALRE. MAEHEAB KA S Fort FF
Bkt —F A, ARAGHRETEASZHALZLAA
o] =T 24 B, A HL 5L o
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Thank you!

2009.03.08
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