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NI Bk = BT REE 5E A A Fr— VAR
TE ¥ £ 17 (next generation sequencing)> A {H &E %
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e cptesin) o (4T ) S ES (genetic markers) S
[Next Generation Sequencing] TEERERESE - DB fCAE A B 7T 7 I i A R

Bioinformatics Computation ﬁgéééﬁ
Small RNA <—| Transcriptome Database |—> c°di"gg_enes (EBIRMI AR L B AR EE SR
Non-coding genes BE T & E M | (Phalaenopsis aphrodite Rchb. f) &
icroRNA [ Genomic Research | | Functional studies | PSR A E A [RAE AN EE R
Voo K y _ 5 BAEAATE S0 TERBIRCEERIER - ikt

Phylogeny Polymorphism Genetic markers Microarray RNA-Seq  Annotation
<L _ 1 bR 2 AR Lo BHET R S B 22 B 3R FAEAVEH ST E
| Expression Profiling | WABSELLT &Il | (Phalaenopsis aphrodite) 7+
[ GeneRegulation | | Molecular Breeding | REEEL T AR - RS AR AR SO L BRI VI E i
Comparative Genomics | |Ce|| and molecular Biology|| Genetic Engineering | EIZK , F%Lﬂiibﬂ , &%EEE@%?EF$ , ﬁﬂ?t
B— EEEEB T RIZEEE A W TR E 2R RRES . H A an EHA PR A

LU (Erycina pusilla) #E{ TELNBERTFE

acid metabolism, CAM) 3¢ & f > LA FIl /K 43 19 BEYERAREEM T AIHEED

SR Bl — % C3~ C4 MM A B HE AR Ry TR MR RAG R HTRA ST i b 2 AR R 3
M (epiphytic) > Fff e R I 2 [ 5 flk By R R Y B R RRS I 28 SRAE (B = A) » &E iy =2 E
T E#EEE RIS TE MR R Frfifis~ &R DU E R = =50
(protocorm) Y4 FEEL S # 2 B R ESAE ZAUTEER FIRE Y R R NN P& R
FERFTHERE - (HHH G = I ERRE A5 T DOLAGEfg -~ B3 R ATHREMERT FT AR FEERE

Next Generation

/f\ Sequencing Technologies Py b
/ £b W 9 ,%\ Molecular
/ fgc- {fr/ ' f/\\b ?‘B % \ Techniques
.“'w’rj b

Web-database Bioinformatic

for Sharing Process

r W

Functional studies EnGchc Bioinformatics

Expression profile Genomic

Comparative Genomics Information
Molecular markers — =
New technology development
A, FERESHTFE RIS =R B. G5 &S HIRE T B %
(Strategic trilogy of genomic research) (Cross-discipline talent team)
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Contig
Formation
Length = 200 bases

IR - b —HiT 5% BRI IS RE 7 7y SR ] B
IRAVRE B > R IR i A I - 13 EAY
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LIEEdl o T =CE b St RS ] - P fgfa
Brte e B i Bh B R S AL W o S L3R e 5 SR
AL Z BB ERM a5 R PR L
MBI £ BREREL - GE8REEELRIEY
RIBAR BT REE N TR 2 s B B E i &
fEZ N Sy AV - YA M A&
B ([E B) > DU TS UEf TR R 2
IR AR -

WA R R AR (X A T A2

WFFEAF IRl 2 B s A% A SR AR A i R 5 2R B 4
A (AR X 40 BB ) FRERER
(expressed sequences) > £l P oL 2 e R i e oh
LY S R E % (next generation sequencer, T3
Roche 454 Titanium > DL Illumina Solexa Fi A4 i
Fe) (B=)  BIESEEIRERFS - BT
4HE (assembly) > FIIFHEELA 1 AT B8 e 51| 2
i By BL—FE[A] (unigene) » P72 SRS PR ERER A AR R
BEORHEEL (FIAfTaTs -~ KRERES) - Rtk

Roche 454 Titanium

Yes '®| No
[ de novo assembly |
Contig (Ref) Singleton (Ref)
sequence adjustment | ® de nove
Map to Ref assembly
Yes @ I No

e
== (Quality trimmed)

Solexa paired-end

= hRBIRRREE R DR B T A

Y45 SR EE## (annotation) 5T 8% SEE R ELBE R 2
FERE L > W TR A e R B R
FEACELRIIAFE A B -

BT T % 2 A DRV B 7 2 R B T s e
RN HENESE . BN EHERIERE
BRI SAETHEERERBRIFEDE RS
F - AIERAFEDIAE - 400 non-coding RNA» EY,
# miRNA precursor » =¥ & IR BT ¥ 28
FEEEANR WA TR I -

PrTREENFIIZAN BRI YN
Fi Tt RNA(small RNA) (5% HjA small RNA 2~
Hr 5 — % microRNA B4 § 8 B R R & 1Y)
e RIIEBHZE 07 A S R AT & B 4E S T ~ AR
fE K %55 v f& 1Y small RNA library > 3% %8 5
R IE & Solexa AT 7347 > 15 FIAY - FILL ¥
miRBase - 75 2% I B fEHY microRNA > TR A Z=
EEFE R 2 -

BEMIREE R A E R E

HATE 17 Orchidstra 1578 i it pE AL IR 3 s
el EE (Phalaenopsis Genome Annotation Database) 48 115
(http://orchidstra.abre.sinica.edu.tw/) ([&PU) » Orchidstra
1Y 77 %4 52 & orchid ( £ ) Bl orchestra ( 57 28 4%
B ek h—E Yy BAZEER TR
e HEERIEANAE S 68 AR T S
W ) FEREERRARET 233,823 SEEEABRT (contigs) Hfr
42,590 FEEBRF AR BT AIER > 191,233 5
P B R W55 (unknown transcripts) ©

S 0 U B AL TR SR R BB Y fiE A
1E Orchidstra 48 1 E & {£ @] DL Fl] A Blast =
& homologous & [N » 55 b 1 4 {1t H Attt /Y 5 fi#
#H & A KEGG PATHWAY (& 7 ) GO (Gene
Ontology) ([&l7S) ~Pfam domain ZF - i ELH#ZIEE ~
= Lh¥ MG TEEDIRE - LERECARH
BRI MR TR B (T - SRR R S, &
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Orchidstra - An Orchid Genome Database

Home Resource~ Tools > How To~

Welcome to Orchidstra

,ﬁ’mm.

Currently available resources:

& News Release
Oct 01 2010 - PaALLIA (Phalasnopsis

aphordise)
We used three types of tssues such as

& prulmopm

@ KEGG

The Gene Ontology project provides a controlled
vocabulary of terms for describing gene product
characteristics and gene product annotation data from
GO Consorium members, as well as tools o access and
process this data.

- From Gene Ontology Taiwan Orchid Genome
TOGO ' uiioavion

EARIHCIR ¢ http://orchidstra.abre.sinica.edu.tw/

Orchidstra®s &tk A K F TR E FlE

(Phalaenopsis Genome Annotation Database)

Home Resource~ Tools~ How To~ Profile Logout

Phalaenopsis aphrodite - KEGG PATHWAY

Last update : Oct 12 2010

To able to view it, please go to Adobe web site to get the latest Flash version

. Esca PATHWAY

T -Lactam resistance

1 ++1. JPenicifin and inbi
. */|D-Alanine

=<z fD-Arginine and D-omithine
ysine
-Ghaamine and D-ghiamate metabolism
tin bi Sis
11 YCarotencid bi

iLimonene and pinene degradation

[Cysteine and

Indole alkaloid bi is
+—__{Tempenoid backbane bi is
fe fSynthesis and degradation of ketone bodies
_IFatty acid

hyrin and ct
rch and sucrose
[C5-Branched dibasic acid

HluEapae

1 BEIREERIARE R ERMKEGG PATHWAYRY

AEAERSINRE

FERR AR ETRAIME A 45 B

RIBRA AR E R (3£ 43,662 target genes®
67,038 probes) T FE F 7 B {G fi FE %1 (Orchid
microarray) V)5 R EET . HATE —REEEY S
FESEROHES  Hh—& R E R 90% GIE i it R
SRR R R I B LA S o R R
FEAZ dnfE > HADRITAVRBAE V3 dn ke & A
B A 7 FE VBRI IR = R A B AR E
P SE AR s BB AR A o RGRE T A1 R R A E PR 1]
EY & R T RN FR Z B 52 57 1T (gene expression
profiling) i}t 9% RET R A4 B BL R R EE D RE 2 %
il o &EEREE BT R > TR SERCEE —AE R TR
7K (42,957 target genes, 42,973 probes) 5L
Ao WICHMASREEERENER MEEE
G RE -
fham AR EE

FH A A e R A O i BA T B B R Y

Orchidstra i B8 EL R 5T AR & ot DA 8 R AR Al
ISR T SR, BLRIR SO L B AR RIS
BRI PPy i RS B R R R s VR S & BTN
FETTHERIFRE EOREE - fR 15 S e R R i AR
HI > SCGETTERE MY (microarray) & Fast > $27T
A CIhBERL A EE (Functional Genomics) YRS TAE

% small RNA ERE L5 I7H EE F 5%
FAR~ FE~ T~ fH 1Y small RNA> HRETIEAE#ETT
microRNA Bl pre-miRNA {5347 o FERE (AR 5E
JiE hFHEE T R H R - CAM A TER
PABARO R FEFRA SR » IR AL R ZR ZE [ 5 1 72 (gene
expression profiling) 77 =T TIh BE R NS 72 HA
REH T R FE T A2 2 S MR BRI SRS IR AC A S e
R AR AR E M

H Al Orchidstra i ] 55 DA 5 i &5 0 B Y &
B R BT S - &I B RE 22 2 A
CL e A AR B AR T » M BRIAS S T B St 3%
ANEEH HEFEBARFERGREN FTHE
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e — = N SE BSR4 - ARBR A BRI
To able to view it, please go to Adobe web site to get the latest Flash version. ﬁz\ , Tﬁﬁﬂﬁﬁiﬂ%?g@%g*@@é%ﬁtﬁta/\jﬁzﬁ% .

Bicio BEhEEETENES RN G EERRNEEH
il QL P SERLTRR DR R PSR IR i
——== i 4 EHES - EREEAEETY] - RIS R RTA
e ] 2 BHEHEZERNESGEEEEYEREELEY
e YRR IR EE LR BEEERE
rC nt Level 7
£ GI’.‘"' ] F:;hﬂﬂis == %E,\jéééﬁo
] C Distribution For Sequences
%‘ﬁj{'ﬁw FER PRURR EEEMRNRHEDY
i 1 olecular Function Level 2 gf%ﬁi%ﬁﬁ%é
e - ool FrcionLve 5 HHCE EEEMRNEZCEBNAS SEETAeRES
. T _ T T — HEBRE RIAKE EEEWRHZHERDN
L | T — BIERERTA
plocier Fncint v EECYRGESCEBIAS BIEABEA
Ea By Function D
e
‘op Hit Species Distnbution

EIERAE KRR E B EIRHGO (Gene Ontology)
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