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Virtual DNA and Plasmids Resource Center
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PpEGFP-C1, C2, C3 BD Clontech X BI\/A
PEGFP-N1, N2, N3 BD Clontech i DNA
PEYFP-C1 BD Clontech X DNA
pECFP-C1 BD Clontech X DNA
pDsRed2-C1 BD Clontech X_ DNA
PEYFP-tubulin BD Clontech i DNA
PECFP-Golgi BD Clontech X DNA
pTimer-1 BD Clontech i DNA
PIRES-DsRed?2 BD Clontech X DNA
PGEM 5Zf(-) Promega Z DNA & # ¥ Fife
PGEM 7Zf(-) Promega Z DNA & # ¥ F;fe
PGEM 11Zzf(-) Promega Z DNA & # ¥ F;fe
pSP 72 Promega Z DNA & # ¥ Fift
pBluescript Il SK Stratagene Z DNA & # % Ffe



Virtual DNA and Plasmids Resource Center

R LA ki (27 /R%E) 37 &% FREG &R EDNA(ug) ¢
fH2 2% Al
pDsRed-Monomer-Actin BD Clontech X DNA
pDsRed-Monomer-Golgi BD Clontech ®_ DNA
pDsRed2-Mito BD Clontech X DNA
pDsRed-Monomer-Mem BD Clontech ®_ DNA
pAcGFP1-Endo BD Clontech ®_ DNA
pZsProSensor-1 BD Clontech X_ DNA



% = ~ X 3 W% & (Virtual Cell Bank Service; 33 #4261 M 3 % %)

At R (AE/EEE) ECAEARERE REFHSEAR

COS 7 ATCC & (ASREE) R
Neuro2A  ATCC & (E32EHN) R
PC12 ATCC & (EE2EHN) R
T24 ATCC & (EEEEEN) R
HelLa ATCC & (GE2EHN) R
L428 DSMZ & (et IEESEm) AR
HDLM2 DSMZ & (B IEEER) AR

KM2 DSMZ & (AR RRET) RHR
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B i ERE = eaga Rl
2006.09.14 B e A7 Fou A Tole & T24 cells
2006.11.30 L mreir | R+ R 5 47 Golgi-Tracker, LysoTracker
2007.03.01 T X T I SRR I T ggéié’aégg‘f pDsRed2-ER
omroeis | i | mes |2y |Eamc pEorec e pEcrec
2007.06.14 fv 1 97 7Y s &R PC12, C6, NIH3T3 cells
2007.06.21 B4 AT AR o & 0G H33342
2007.07.26 R SRVESS IR Golgi, ER-Tracker
2007.07.31 k7 AT TrETHk Brd i Golgi, ER-Tracker
2007.11.28 Lo e R % ER N1 pDsRed2-C1
2008.10.31 B it e % T PGEM-52f(-), pGEM11zf(+)
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2006.09.14

2006.10.23

2006.11.16

2006.11.16

2007.01.22

2007.11.07

2007.03.13

2008.05.07

2008.09.18

2008.09.18

pECFP-C1

MitoTracker, LysoTracker
PCMS-EGFP, pDsRed-C1

PIRES-hrGFP-2a, pPCMS-EGFP
B-geo vector
pCMV-Tag3A

FIGAM, FIGAR, ROGAR, DAPI

pIRES2-DsRed?2
Mito Tracker Red

3T3 cell, 3T3-BDNF cell
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Fluorescent dyes for organelle and cytoskeleton staining

Mitochondria:
MitoTracker Green

Lysosome:
Endoplasmic reticulum: ER-Tracker Blue-White

F-actin:



H33342 Merge







H33342




H33342




Vectors for subcellular localization

Golgi: PECFP-Golgi

ER:

Mitochondria:

Endosome: PAcCGFP1-Endo
Membrane:

Actin: PEYFP-Actin
Microtubule: PEYFP-tubulin

Proteasome activity: pZsProsensor-1



Subcellular localization vector:

Encoding a red fluorescent protein

and a mitochondrial targeting
sequence from subunit VIII of human
cytochrome c oxidase.

BssH Il (s63)
BamH | (ss7)

HSVTK DsRed? Stul(113g)
poly A

pDsRed2-Mito
4.7kb
Kan'/ Va0 ~o - Notl(1384)
Neo' poly ' Xba I* (1203)
fl

P ori

Afl ll 1622)

A = mitochondrial targeting sequence (Mito)



H33342

H33342




Subcellular localization vector:

Encoding a red fluorescent protein

and a Golgi apparatus
targeting sequence from the N-terminal Sy T
81 amino acids of human beta 1, 4- poly A
galatosyltransferase. pDsRed-Monometr-

Agel (851)

DsRed-Monomer

Golgi
4.9 kb

Bgl ll (1342)
SV40 ori poly '
P fl |
svio, P ori Notl (1543

SV40

A =81a.a. of Human-GT precursor







Subcellular localization vector:

Encoding a red fluorescent protein
and a human
Cytoplasmic B-actin sequence.

Agel (c01)

puUC
ori PGMU IE

Bgl 11 {1092)

HSV TK
poly A DsRed-Monomer

Bgl 1l (1298)
Xho | (1302)

pDsRed-Monomer-

g Actin
Neo' 5.8 kb

SVA0 ori
Pswue SV40

p-Actin



DsRed-Actin

H33342
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B R B SIS0 A S H 24 HOR) EF and Gene knockout core)
TER R 500 Al SR B I ARG DA 11:05 - 11:20 5@ ERTH24%0) (Genetic Epidemiology
RS AR P T A 4% D BB R € Joefit core)
it NEE R S e = T T DU LA 7 TR o 11:20 - 11:35 A Yy&RERE Wit 1% U(Bioinformatics
eI GRS - and biostatistic core)
8:50 - 9:00 #2 (HEE AR 11:35 - 11:50 BEEE (> (Teaching resource center)
9:00 - 9:15 FUL AT A E15 B FERZ IR ER » AR SR EE AR

9:15 - 9:30 EHAEEEH EIRER L (Proteomics core)  EEERE » &L EERE AT AR R 22
9:30 - 9:45 AL PIALRIEZ [ (Microbial genomics core) A HR(E F U ZHHEEIATTHEEr - MRHFCE A SRR
9:45 - 10:00 FERIRES Rt F#% 0 Microarray core) — RZ[FIER i T LAREHES0H) W7ech O (ERUE (B2 -
10:00 - 10:15 A% F52848% 0 (Molecular imaging core) B8 5 Be bt f= W v e [ 3k 38 o 2 K [ 2 (Mt 2
10:15 - 10:35 Coffee Break il |
10:35 - 10:50 FEAIB R AH ARIEAZ () (Tissue bank core) — (FEBEIAEIEG @ 887 RAUT chien@ntu.edutw 23123456
10:50 - 11:05 ZE[KlsE A A5 B U U M(Transgenic mouse i 8193)
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Thank you for your participation




