Sanger Mouse Portal “How to” Guide

How to search for phenotyping data on a gene of interest?

1. From the Sanger Mouse Portal home page (http://www.sanger.ac.uk/mouseportal/), enter your gene of interest e.g. Mysm1 into the
Search field and click search:

wellcome trust

sanger

institute

A- A A+

N'Za\

Mouse Resources Portal

BROWSE HELP ABOUT

Mysm1

| ’ Search ]

Enter gene/product identifiers or phe

About This Portal

ch term described in the help section.

The Wellcome Trust Sanger Institute generates, characterises, and uses a variety of reagents for mouse genetics research. It also aims to facilitate the distribution of these resources to the
external scientific community. Here, vou will find unified access to the different resources available from the Institute or its collaborators. The resources include: 12957 and C57BL&/] bacterial
artificial chromosomes (BACs), MICER gene targeting vectors, knock-out first conditional-ready gene targeting vectors, embryonic stem (ES) cells with gene targeted mutations or with
retroviral gene trap insertions, mutant mouse lines, and phenotypic data generated from the Institute's primary screen.
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Sanger Mouse Portal “How to” Guide

2. This opens a gene specific page containing information split into the following panels that are populated when resources are available:
i.  Gene Details
ii.  WTSI Phenotyping
iii. Mice
iv. IKMC Vectors and ES Cells
V. DNA Clone Resources

3. The WTSI Phenotyping panel presents the primary phenotyping data as a colour coded heat map style summary of all phenotyping data
for that gene. Data are grouped for presentation in two ways:
i.  Asa Mammalian Phenotype (MP) Ontology Based Heatmap
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& About This Heatmap

This heatmap is built up of top-level terms from the MP (Mammalian Phenotype) ontology. We have mapped a majority of the parameters in our tests to appropriate MP terms, so when we
perform a given test we can say if it should be annotated with the given MP term (if the phenotype is significant). This is what you see in this heatmap - if a significant result has been

annotated to a top-level MP term (or any of it children), the cell will be red, if the result was not significant, the cell will be blue.

Please Note: a= mentioned above we do not annotate all of our phenotyping tests to the MP ontology. The tests that are excluded are: 'Adult LacZ Expression', 'Brain/Eye/Skin

Histopathology', 'Embryo LacZ Expression’, 'Fertility’, 'Heart Histology', 'Micronuclei’, 'MicroCT & Quantitative Faxitron', 'Flasma Immunoglobulins', 'Prepulse Inhibition', 'Recessive Lethal

Study', 'Tail Epidermis Wholemount', 'Tissue Biobank' and "viability at Weaning'. You can find our results for these tests in the 'Phenotyping Test Based Heatmap' below. =
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Sanger Mouse Portal “How to” Guide

ii.  AsaPhenotyping Test Based Heatmap, opened by clicking the bar of the same name. Note this action causes the MP Ontology
Based Heatmap to roll up.
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4. Both heatmaps list details of each mutant mouse line that has been phenotyped by the Sanger MGP for that gene, one row representing
one unique allele:
o Allele Name (column A): Full allele name carried by the mutant mouse line
e Colony Prefix (column B): Unique identifier for the mutant mouse line
e Colony Strain (column C): Genetic background upon which the mutant mouse line was phenotyped
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5. The remaining columns present a summary of the phenotyping data collected by the Sanger Mouse Genetics Project split either based
on top level Mammalian Phenotype ontology terms (for details of the MP Ontology see
http://www.informatics.jax.org/searches/MP_form.shtml) or by the phenotyping test. The legend for each presentation is inserted
below each heatmap. Note you may need to scroll to the right of the heatmap to see all its contents.

6.

From the Phenotyping Test Based Heatmap, clicking on any graph symbol il opens the web page on the Sanger Mouse Portal
describing the standard protocol and parameters collected for that mutant mouse line/phenotypic test combination.
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Grip Strength Data for Mysm1 (MAHN)

Standard Protocol

Grip Strength (week 9) (Mice were fed on Mouse Breeder Diet (5021, Labdiet) from weaning): Meuromuscular function and muscle strength are assessed with a Bioseb grip strength meter. Three
trials each of fore paws and all paws are performed immediately following each other.

¥ view legend
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7. Where the test is complete and the data are considered interesting (red cells), the il link opens the web page on the Sanger
Mouse Portal describing the standard protocol, listing the parameters collected and the Mammalian Phenotype (MP) annotations
assigned to describe each observed phenotype, and providing a link to view the graph for each parameter considered significant.
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X-ray Imaging Data for Mysm1 (MAHN)

‘ Standard Protocol - significant parameters ‘

¥-Ray Morphology (week 14) [Mice were fed on High Fat Diet {21.4% crude fat content, Western RD, 829100, Special Diets Services) from 4 weeks of age]: Digital X-Ray images are acquired
using a Faxitron system MX20 (Faxitron X-ray Corporation). Mice are anaesthetized and up to five standard images are taken for each mouse. The images are annotated using a standardized
protocol

* view legend

Legend - hover over each heading to get 3 more complete description
. Test complete and data/resources are available . Test is complete and the data are considered interesting Preliminary indication of an interesting phenotype
. Test iz complete but the data are not considered interesting Test not performed or applicable Test pending
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8. Click on the B view graph icon to open a window that allows you to scroll through graphs of data from both sexes for each significant
parameter.
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9. The raw data from mutant mice (Subjects), wildtype mice run on the same week as the mutants (Controls) and, where appropriate, all

age, sex, genetic background and pipeline matched wildtype mice (Baseline) are viewable by clicking the p view data icon.

10. The raw data from mutant mice (Subjects), wildtype mice run on the same week as the mutants (Controls) and, where appropriate, all
age, sex, genetic background and pipeline matched wildtype mice (Baseline) can be downloaded as an XML document by clicking the

W download data jgp.

11. From the MP Ontology Based Heatmap, clicking on a graph symbol il may open the web page on the Sanger Mouse Portal describing
one standard protocol or a collection of standard protocols grouped under a single MP term. For example, the MP term
“limbs/digits/tail” groups data from Dysmorphology, X-ray imaging, MicroCT & Quantitative Faxitron and, where related MP terms have
been assigned, Recessive Lethality.
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Phenotyping Data for Mysm1 (MAHN) Associated with 'limbs/digits/tail' (MP:0005371)

Dysmorphology: Dysmorphology - significant parameters
X-ray Imaging: Standard Protocol - significant parameters
Recessive Lethal Study: Standard Protocol - significant parameters

MicroCT & Quantitative Faxitron: Standard Protocol

12. Data from each of these phenotyping tests can be accessed as described above (steps 6-10) simply by clicking the standard protocol of
interest.
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