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BioMed Resource Core

1. 35 @ B2 A4 B2 KHER1438 & R1439
2. B#ER C B—ZHA A 9:00~17:00
3. R ER  AEAREFARAAERERTE)

4. BRF5R B -
A. A RBAE YA H
B. R 448 B BT X 3% IRFE
C NBEEREAAMFSBRBEFE
D. EEVEE BV SLE S  real-time PCR #v Biacore T200 % -

E. Warehouse#y & 32
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O ABFERTBAITAREZ A MHFAES

— - BZ ARSI ZE M ®AE - (179218)

() THmE ~ LalailEHhapet RRAZER
(QT%@%%~m%ﬁ R g EHEMELTZ YR
(3) 7T % 3.CFP ~ GFP ~ YFP ~ RFP... % 4 #

(4) &K RS2 458

(5) T & 3 & #siRNA > miRNAZ H 4

(6) Adenoviral ~ lentiviral & retroviral vectors

(7) Bt e A B X & A8 H 2%

—~tmiak (22218 {ERAEEMEHE)

() BFEERAPREER AR R E G E X afok

Q) mILE AT ~ LB ~ BB - HWEE.. ek
(3) s 3% B 4548 B 4o B

=444 (199018 » B TE. colizsh - HaefERt & EH &)
E.coli competent cell ° Staphylococcus & Streptococcus Z A% % i £k
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A ~ Yeast two-hybrid ¢cDNA library - 17 #&

1A H N 7

1 Human Fetal Liver Matchmaker® cDNA Library

2 Human Fetal Kidney Matchmake® cDNA Library

3 Human Lymphocyte Matchmaker® cDNA Library

4 Human Pancreas Matchmaker® cDNA Library

5 Human Ovary Matchmaker® ¢cDNA Library

6 Human Spleen Matchmaker® cDNA Library

7 Human Thymus Matchmaker® cDNA Library

8 Human Liver Matchmaker® cDNA Library

9 Human Leukocyte Matchmaker® ¢cDNA Library

10 Human Kidney Matchmaker® cDNA Library

11 Human Lymph Node Matchmaker® cDNA Library

12 Human Mammary Gland Matchmaker® ¢DNA Library

13 Mouse Liver Library Matchmake® cDNA Library

14 Mouse Kidney Matchmaker® cDNA Library

15 Mouse Testis Matchmaker® cDNA Library

16 Mouse Embryonic Fibroblast Matchmaker® ¢cDNA Library

17 Mouse 7-day Embryo Matchmaker® cDNA Library
o~ PRl 0 (368 4 ERMEEMEHRE)
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FR Y AL Z X T N

FHA REB

JNHE 0 A% 88283

A 2010.06 A #2 £2014.1.311k, £ A 12541 & 22 1%

NG BRI RIZRRBIEEHREN A

BB TRe LR G mANg A

.31 #A F2010.06~2013.1.31

A TR [E T TR Zf TR
BS PR B BT R PR 3 HEA B LR PO 1 [FA S84 2
o PR IR B 5 SR B 2T P 2 8 3 LA 2o At 5
o F B AR AT 7 | BEARPS R #F 3
%% S B P 3 B e 7 #+ 11
O e 4 P #HR R RAT 2 ERERAFEARF S 1 [4EaEH 1
BS PR 28 B BT 7 P 2 N SF 3
2 TR R 3 i & #+ 2
BR8] 5 B 4m B A A SRR T 5 B A+ 2
A A B S T & PR PR 7 s+ 1
EXE N 6 5 225 50 31 1
EXE L N 10 LS 1
2 38 S5 9° Py 6 B #t 1
T IR 2 B 50 P 6 AL AR 1
xS PT 1
B R T B 2R P 3
2 2ot 7% P 7
B A0 B B A M Bk A () 10
WIFERPHR TS 1
R g 5% SR 7T P
E S E Y EA 2
RN S S o
PVERCY X
B HE 76 B 5 B 7 P
3% 37 25 9 P
& FHe A A FHE S R B R AT 2
& B A A FH2 B 5 P 1

A% 89 2 34
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0

1A% 72 (gene cloning) S ,
. mini- /midi- /max kit
WALE B CsCl banding

éh 2Z stable clone

E coli

4 e )sran
“ibk e s { Baculovirus

Yeast two hybrid screening ¢DNA library

# #cDNA library = Genomic DNA library

48 %% 4= B primary culture
R A48
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ANFRR Tt X A TS

Human disease modeling center

REENE—HERARERL " ABEREIAM P, o REL TA
BEBEALEMPTC | ZB0AE  REZHEF  aHhEREZ T EX 4
My o FARERXAYRARERBR ~ GBI x> B AimEEY - B
Al T ABREREAAM T B "TEX AN B

HoBE A MARBEZREZHIEIMER o

2014F4 B # s LA R B GIN) etk CERE - FEIEFLF E — £




fo f7] W 3H AL A A M BT AR

HMEWSHEZUEFHMS © BIEERE o RM o NEEE AMEERA
FRAFEELBEERYT TATH I RARE XAMF 2 EE
SAZ 45 © (e-mail: . W B E o
Itjang(@ntu.edu.tw) °

WA R
A% 1 88931

R ARREZE R
BATITHY T —FE
Bt & o
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CRBRTEALAMERY EA

A AT AR R TR e & ¢

Thermo Scientific Open Biosystem

Yeast deletion collection MAT a

Yeast deletion collection MAT alpha

Yeast TAP Fusion ORF Collection

Yeast Magic Maker Collection( Kan) — diploid deletion mutants ( These strains were
derived from direct transformation of the RESGEN KanMx YKO Collection of
Heterozygous Diploid S. cerevisiae with the “Magic Marker”, of!cially known as the

“SGA reporter”, and developed by Boone and coworkers (Tong et al., Science
294:2364).)

Yeast Kinase YFP Fusion Collection (plasmid form)-- It is a mini-collection of low-
copy yeast plasmids bearing gene-YFP fusions. The genes are cloned along with 1 kb
upstream sequence to encompass native promoters using the Gateway Cloning system.
The fusion is at the carboxy-terminus of the encoded protein.

cerevisiae Hansen BY4730

cerevisiae Hansen BY4741

S.
S. cerevisiae Hansen BY4739
S.
S.

cerevisiae Hansen BY4742

S. cerevisiae Hansen BY4743

yeast-GST-tagged ORF-- The Yeast GST-tagged ORFs are a collection of more than
5,000 yeast strains that each overexpresses a different yeast open reading frame (ORF)
when induced with galactose.

ysc5049-yeast-cross-capture-system-bait-mata

ysc5092-yeast-cross-capture-system-prey-matalpha

Yeast Tet-promoters Hughes Collection (yTHC)-- with 800 essential yeast genes under
control of a tetracycline-regulated promoter permits experimental regulation of
essential genes.

Yeast GFP Fusion ORF collection (Invitrogen)—The GFP fusion proteins are
integrated into the yeast chromosome through homologous recombination and are
expressed using endogenous promoters.
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Warehouse # ik %538 H

TR 2o 1 B 67 A& BlA= AE 59 BAB MR B 8918 4% ~ 77 1% BBp B 3bERAT
BEROARER £ — L4 % FIR P Swarchouse B B #2
I UAT suIR » AR A BT F FEA -

— ~ % A B & (B - NEB, TaKaRa, Fermentas) NEW!
» DNA & Protein Marker (B % * Fermentas) NEW!

- tm Rt A& R % (Bg  Biological Industries) NEW!
s EREHEM (1035 PHRB )

- B R PR

SR




S LIBZABBRFFHF A FM LT ¢

mIE | fEA il

—
(%Ngaéﬁ,%éKaRa, A B RAENAEERT RO E
Fermentas) du 0 FL AR EAERAR EPTH'J ARER
DNA & Protein NI AE g Ei?ﬁi{?\?ﬁ% U FEEL
Marker (P4t TR -
(Fermentas) o %) a8 AT BB S ~ A Ee
ha R A 3R A% 1 88341 /88507
(Biological W2 ¢ H B KHER1438 /R1439
Industries)

%2 KRE
S s i WeERH R | SRR R

iR E BEAZSGBPT o

HE AR RE Y 3F k& Ue-mail 7 R,

NTI00 7L | draf o o o i h A ok R BAERR -

B4 1 B /strain WA L

e-mail * Itjang@ntu.edu.tw
o #% - 88931/ 88507
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PCR # s 1& 4% 4 :

o TR E PCR Z Mt Aot (e RF T AT 48 85 > 5478 3F % annealing temperature © )

1

M~

~N O W

9.

.DMSO (2%~5%) » R &#2:% 10% °
. PEG 6000 (5%~15%)

. Glycerol (5%~20%)

. nonionic detergents

. formamide (1~5%)

. BSA (5% or 10 to 100 pg/ml)

. Betaine (1~1.7M)

. Non-ionic detergents: 0.1~1% Triton X-100, Tween 20 or NP40

TMAC (15~100mM)

10. 7-deaza-2’deoxyguanosine (50 UM ; 12.% 4k Lb 5] % 3:1 dc’GTP to dGTP > 150 yM

dc’GTP #2 50 uM dGTP)

11. Mg”" (0.5~5mM, finally)

12. K' (35~100mM, finally)

DMSO #v Formamide & #7 %] K £ 50% polymerase #)7& 4 > Ff 4o R A Az DMSO X,

Formamide B > polymerase &) & & 3% fu o
7,




dNTPs € HH% A Mg > AT EEE ANTPs 9 & > R B % free Mg~ © — Ak 548
dNTP 89 F & 200 £ M °
Mg’ "k B 18 & 7 5 & 3 non-specific product ° —#& % — R 4EA Mg” EE & 0.5mM° £ &
3 hoiB B > B ST SAE R Au 0.5mM > 2% 4o Mg” 89 E R A B CE %% 5SmM o AR JE AT
LA R I e 0.2~0.3mM RABCRIK o F e Mg' EE £ 1~4mM o
4u 5] 7% € annealing temperature: Tm = (G+C)4+(A+T)2 4v & A — 18 base mismatch > 8] Tm
1B AR BB X H & 5°C ° % — =R annealing temperature A& 1£ A 2~ X 45 2] 89 Tm &7 5°C » &
FHBERIG A 2-5°C o
denature #9735 & Fv B Fi] 7] A 2 %€ DNA 89 denature #2 & ° % denature 7~ 502 B & 3% PCR &9
RAE FFAK
4o 4] 3% 3t primer:

e 40~60% GC content, 3’terminal £V A 1~2 18 G &% C, KE & 18~25 bases * # %57

polypurines and polypyrimidines * F4F R & £42 4 184 E.

o K JE & 15~30 bases.

e primer #J Tm 18 T 2% 45~65°C » 12 & FfE 89 Tm &% 52~58°C »

 primer &)/RE * 0.2-1 pM

> Template 894& F = - 2L 20 pl 48 R JERE A& A 1] © plasmid F2 phage DNA & % & 2 %

Spg~500pg * —#& % —XRAE A 10pg 5 genomic DNA #) % & & & 50ng~500ng * — & % — X
£ A 100ng °

7




> Touchdown PCR: Annealing 89 & &R Efox KB E A 2T ARY 15 RemEL SN Tm &
B R R & &% Tm 54 10°C -

A 0 A — 48 primer 89 Tm &% 62 °C > Annealing #9358 & 3% € £ 65~50°C » & 89
£ 1°C > BABE R 2 18 cycles » BB A 30 18 cycles * HZB Motk 15 18
cycle & Annealing 7% & 50°C &9

7




PCREEF k- BA

LT T Re R B Bk ik
. - F#3t B primer 89 Tm &
igﬁ 4 annealing BA | 4 o radient PCR #% % 438 Tm {4
3% hu annealing B i
RFE R - %1
IR R e
R E: %ﬁi%&%;‘%gé O.2~}ml\/[
{# B clean up kit &b iR
REARAF R AE Y ROE B template #9 5% A%
BREDRIEAR R AT EH#
A IEAR S R R
Cycles # R & ¥4 o cycles 3%
Extension B i 7R 2 # #73t B extension P BF R
ATl EAE R R R #IF S 169 DNA R A
Y cycles #
REARF R £ 2V extension &Y BF i
F- 5 44 35 ARV EEETIRAZE 02~1mM
¥ H Bk A% 58 R P & 137 e A% B BRI AR
45 4 1% B 7 ey AR R T RIS
) ) RV BB B AAR B A RSN R TF 9 BF R
. R E#E B9 annealing 5 F 73 & primer 89 Tm &
N EE Y FRI FEBBLE RS —REM
’ S BEFIRE N EAE FAESBETREZE 02~1mM
3| F annealing % F i 1% 3% Av annealing %
EBET RN EAE PR FIRAEZE 02~1mM
7l F33t R R # % GCrich 3' end it #% 32 - 5| E 4k
5 BE M HES VT PRI FRAE 005~1 4 M
S — Y RHE DNA 7T 3 x %%ﬁ%&ﬂfr%iiﬁm;é@ R
2B e B b & KA 8Pk (20 ' B8)3A 2 1pg~10ng
# SR BRI 75 #8238 ME (40 genomic DNA)FE £ Ing~1ug
Cycles #4i% % P cycles # E 20~35
Extension B fa] i & — f% #) A 15sec~1min/kb
R R BT PR B FRRE
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Cycles %1% %

AL cycles #L E 20~35

Extension B 4 i &

— f% #) A 15sec~1min/kb

Annealing 55 4] 18 &

— A% #) A 30sec

Annealing 7 & 331K

i@ % A primer 8 Tm 1% 5C

ik | FERRERR AR BT FRRE

primer #9 Tm &3 8 443% | £#73 5 primer 89 Tm &

AR R i 3 TR AL AR AE HE R

AR % 4R 15 A A e AR R F RIS

MR DNA T % A TR B iR A AR ey R
1428 F(Mg++) : 340 PCR £ & ©
2.4 i (glycerol) : 34 Az DNA polymerase #4% &
Mo

. o 3. BSA : 3 /v DNA polymerase #&4% € M+ o

R PCR R4 R 4.Betaine : 3 v PCR 8 & & fu 45 B 1% -
5. DMSO : i# % 1 i # GC-rich ) DNA #4k » £ %
2 i B DNA BLAR 0 — 4R 454k > 153 F 5 65704
HwE -
1. 453 F(Calcium ions) : Fu4% &8 FMg++)HF ©
4% BT (Mg++) - — AR R AN 1.5~2.0mM 2
fsl » hfE A DNA polymerase 8946 B F » JRE & T

> 2 W34 PCR & & > 24 G FRF — 1 > TR K&

A& PCR £ & ©
2. EDTA : #4888 F(Mg2+) > %% PCR RJER

#pih PCR RE &40 8 3.8 9 % #E(Exopolysaccharides) : 2542 DNA

polymerase °

4. BF % (Heparin) : 26 2458k -

5.1gG : 256 ZHBE ©

6.3L48 % & (Lacoferrin) : FEACERBE T -

7.8 (phenol) : £ DNA polymerase % 1% °

8. & & H [if§ (proteinases) : £ DNA polymerase [§
ﬁg_ °
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