1 of9

[IRe%

ZIRC Fish Line Submission Form

Please fill out this form if you want to submit a line to the Resource Center.

Please note: A separate submission form is required for each genotype you submit.

After we receive the completed submission form and review it, you will be contacted to schedule shipping.

DO NOT SEND ANY FISH UNTIL YOU HEAR BACK FROM US!

A * indicates a required field.
Links provide useful information in a new window without changing the form.

Your Contact Information

Your Name *

*

Your Email

*

Your Fax

*

|
|
Your Telephone * |
|
Your Institution / Lab * |

Your Address *

Your Position * |

Principal Investigator Contact Information (if different)
[ ] Same as submitter information
Pl Name |

Pl Email |
Pl Telephone |
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Pl Fax |
Pl Institution / Lab |

Pl Address

Your NIH grant number or |
other grant number *

The organization |
responsible for funding *

Line / Mutant Information

Discoverer's Name |

Provider's Name * |

Fa Fa Fa

Line Type O mutant O transgenic O wild-type

Line / Mutant Name |

Previous / Other Name(s) |
Allele(s) |

Phenotype

Mutagenesis Protocol |

Mutation Type ) point mutation O Df, deficiency

() Dp, duplication In, inversion

(Ols, insertion T, translocation
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(OTg, transgene O Cr, complex rearrangement

) unknown other |

Mutated Gene (if known) |

Linkage Group | unknown

Linked Marker

Marker Name and |
Distance

Transgene

Name of Transgene Insert |

Description of Transgene
Insert

Genetics and Background

Segregation * |
If non-Mendelian enter percentage of mutant progenyl %

Background
Maternal Genetic |
Background *

Paternal Genetic |
Background *

Can the proposed line be ©)Yes (ONo O Unknown
moved to a different
background without
affecting the mutant

phenotype(s)? *
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Submitter's Comments

Publication
Primary (First) Publication

Secondary Publications

Husbandry
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Any special husbandry
requirement

Mutant/Transgenic Identification Techniques
Describe in detail the technique you use to detect carriers:

[ visual phenotype
optimal stage to identify: |

protocol:

[T PCR
Genotyping Protocol Summary:

Please provide a brief
narrative summary of the
protocol.
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PCR Primers

Forward primer Sequence |
(5'-3))

Forward primer is: completely exonic ©) / wholly or partly intronic

Reverse primer Sequence |
(5'-3")

Reverse primer is: completely exonic 0 / wholly or partly intronic ©
PCR Reaction Conditions
pH |
mM MgCl2 |
mM KCL |
mM NaCl |

Other additives or special
condition

Thermocycler Program
Please provide complete thermocycler program.

PCR Product Size (bp)

Mutant | b.p.
Wild-Type | b.p.
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Difference visualized | % agarose gel / or
using a

Other (please specify) |

Restriction Enzyme Digestion

Restriction Enzyme(s) |
Restriction digestion product sizes (bp, list all fragments)
Mutant| — bp.+]  bp.+|  bp.
Wild-Type| — bp.+[  bp.+[  bop.

Difference visualized | % agarose gel / or
using a

Other (please specify) |

Background Information

With the above described PCR, are amplified fragment length polymorphisms (AFLPs) seen in different
background strains?
© Yes O No © Unknown

If yes, please describe:

Additional Comments Regarding PCR Protocol
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[ in situ
optimal stage to identify: |

protocol:

other technique (please |
list)

optimal stage to identify: |

protocol:

Considerations and Information

Tell us why the Resource Center should take this line. *
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Is there a Material O Yes @ No
Transfer Agreement
associated with this line?

Other Considerations or
Information

Submit to ZIRC |

Send us comments about this form |




