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El pez cebra como sistema experimental
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El pez cebra como sistema experimental
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Algunas aplicaciones

Desarrollo embrionario y regeneracion
Genética clasica y gendmica molecular
Biologia celular in vivo

Céancer

Screenings farmacologicos
Ecotoxicologia
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About ZFIN

Sign In

> The Zebrafish Information Network (ZFIN) is the database of
genetic and genomic data for the zebrafish (Danio rerio) as a
model organism. ZFIN provides a wide array of expertly curated
organized and cross-referenced zebrafish research data.

Learn More

Additional Resources
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Sencilla manipulacion y
mantenimiento

Agua:
200-800 uS/cm?
pH 6.9-7.5
26-28°C

Tiempo de generacon: 3 meses
Sobrevida: 2.5 afnos



Cientos de huevos,
embriones transparentes

Eclosién: 48 horas
Vida libre: 5 dias
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https://youtu.be/PGxkBluFiyA

Microscopia in vivo

atoh7 gene
Upstream seq.

Liebling et al., 2005
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Zolessi et al., 2006
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Expresion fransitoria de proteinas exdgenas
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Transgénesis mediada por transposicion: Tol2
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Kwan et al., 2007

http://tol2kit.genetics.utah.edu/

# " name " insert ||size [bpl" made by "ver"MTA?
§' entry clones, attL4-R1 {kan resistant)
299 p&E-bactin2 C.3 kb beta-actin promoter (ubiguitous) 7950 KK 1.0
380 p5E-h2afx 1 kb histoneZA-X prometer (quasi-ubiguitous) 3504 KK 1.0
382 p5SE-CMVISPE 1 kb CM"ISPE cassette from pCS2+ 2704 K 1.0
222 p5E-hspTl 1.5 kb hsp70l promoter for heat-shock induction 4163 E 1.0
327 p5E-UAS 10x UAS element and basal promoter for Gal4 response 3127 OSC 1.0
228 p5E-MC3S multiple-cloning site from pBluescript (2810 =1 1.0
381 p5E-Fse-Asc restriction sites for 8-cutters Fsel and Ascl [2663 EF 1.0
middle entry clones, attL1-L2 (kan resistant)
383 pME-EGFP EGFP 3327 K K 1.0
384 pME-EGFPCAAX membrane-localized (prenylated) EGFP; fused to 21 aa of H-ras 3345 K MK 1.0
385 pME-nIsEGFP nuclear-localized EGFP 3342 K MK 1.0
386 pME-mCherry meonomeric red flucrophore mCherry 3261 K MK 1.0
232||pME-mCherryCAAX HB0D**|[prenylated m Cherry (deletericus HB0D mutation; superseded by 450) 3321 K MK 1.0
233 pME -nlsmCherry nuclear-loc alized mCherry 3288 K MK 1.0
234, pME-H2ZAmCherry mCherry fused to zebrafish histons H24 F/Z 3551 K MK 1.0
387 pME-GaldV P16 (Gal4 DMA binding domain fused to VP16 transactivation domain 3204 EF 1.0
237 pME-MCS multiple-cloning site from pBluescript 12765 =1} 1.1
1450 pME-mCherryCAAX*™  (prenylated mCherry (some preps contam w/ HE80D, superseded by #550)|(3321 KME/SYC1.2
455 pME-EGFP no stop EGFP, no stop (te make MN-terminal fusions) 3324 KK 1.2
466| pME-mCherry no stop (mCherry, no stop (to make N-terminal fusions) 3258 KK 1.2
550 pME-mCherryCAAX prenylated mCherry 3321 KME/SYC|1.2
3 entry clones, attR2-L3 (kan resistant)
302 p3E-polyA S/ 40 late polyA signal 2838 KK 1.0
229 p3E-MTpA [Ex miyc tag for C-terminal fusions, plus 540 late polyA 3151 =1 1.0
366 p3E-EGFPpA EGFP for C-terminal fusions, plus 540 late poly& 3634 MEH 1.0
388 p3E-mCherrypA mCherry for C-terminal fusions, plus 540 late polyA 3585 MEH 1.0
389 p3E-IRES-EGFPpA IRES driving EGFP plus 540 late polyA 4215 K K 1.0
390( p3E-IRES-EGFPCAAXpA (IRES driving prenylated EGFP plus 540 late polyA 4250 K K 1.0
391 p3E-IRES-nIsEGFPpA  |[[RES driving nuclear EGFP plus 5V40 late poly & 4248 K MK 1.0
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Oligdmeros de Morfolino
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Oligdmeros de Morfolino
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CRISPR
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Aplicaciones de CRISPR en zebrafish: generacion de mutantes
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High-throughput gene targeting and phenotyping SgRNA
in zebrafish using CRISPR/Cas?
Gaurav K. ‘v‘ars.hney,1 Wuhong Pei,' Matthew C. LaFave,' Jennifer Idol, "> Lisha Xu,’
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Aplicaciones de CRISPR en zebrafish: modificaciones condicionales

Any
tissue-specific
promoter

Developmental Cell 32, 756-764,
March 23, 2015

A CRISPR/Cas9 Vector System
for Tissue-Specific Gene Disruption in Zebrafish

pcmic2:GFP
UB:gRNA
Prom:Cas9

Julien Ablain,' Ellen M. Durand,' Song Yang,' Yi Zhou,'-2 and Leonard I. Zon'-2:3*
15tem Cell Program and Division of Hematology/Oncology, Boston Children’s Hospital and Dana Farber Cancer Institute, Boston,

MA 02115, USA
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Developmental Cell
A Rapid Method for Directed Gene Knockout for

Screening in GO Zebrafish Roland S. Wu, lan I. Lam, Hilary Clay,
Daniel N. Duong, Rahul C. Deo,
Guide Design Redundant Single Shaun R. Coughlin
with sgRNA Gene Targeting
Lookup Table - Wi .
- I Intermediate Phenotype
" ; % I Strong Phenotype
‘ Sl
% *hkkk
Pooled E— A
in vitro e~
Transcription 100+
2 days
&
¥ S
8 504
Cas9 i S
Cas9
Yolk-injection of Cas9 flon
Ribonucleoprotein Cas9 —icﬁaﬁsﬁgt o
Complexes n=48 44 40 42 39 61 54 52 72 45
o 0
o c
g g. 25
‘ g = — Fd b BR B B S
&’g’o\mmuyumfbuv
— Time L i Iy \‘ ]
GO Phenotype (o PR to Tkt 4o
Evaluation AL Phenotype




https://voutu.be/aV3asP07KJw



https://youtu.be/aV3asP07KJw




