
Theq PomBaseq Genomeq Browserq Ihttp&WWgenomebrowserDpombaseDorg4q providesq
accessq toq genomekscaleq dataq forq theq fourq sequencedq Schizosaccharomycesq
speciesDqTheqbrowserqusesqaqcustomisedqversionqofqtheqcurrentqEnsemblqsoftwareq
platformqIwwwDensemblDorg4D

UsingqtheqbrowserqitqisqpossibleqtoqvisualiseqgeneqmodelsMqcomparativeqalignmentsMq
andqotherqannotatedqsequenceq featuresDqVariationqdataqwillqbeqmadeqavailableq inq
theq nearq futureDq Forq eachq geneMq aq summaryq ofq geneq annotationsq andq crossk
referencesq toq externalq resourcesq isq availableMq inq additionq toq sequencekbasedq
informationq suchq asq geneq structureq andq proteinq domainq architectureDq Inq additionMq
geneq treesq areq generatedq byq peptideq alignmentq withq L3q otherq fungalq speciesMq
representingqtheqinferredqevolutionaryqhistoryqofqeachqgeneqfamilyDqAqsecondqsetqofq
geneq treesq areq alsoq availableq toq presentq theq historyq ofq widelykconservedq genesMq
basedq onq aq widerq taxonomicq rangeq ofq speciesq thatq includesq humanq andq otherq
modelqorganismsD

MoreoverMqPomBaseqworksqwithqtheqresearchqcommunityqtoqincorporateqpublishedq
experimentalqintoqtheqgenomeqbrowserqtracksMqwhereqitqcanqbeqvisualisedqinqaquserk
configurableq displayDq Dataq typesq alreadyq integratedq includeq expressionMq
polymerasequsageqandqintronqbranchqpointsDqByqattachingqWIGMqBEDMqGFFMqVCFqorq
indexedqBAMqfilesqresearchersqcanqalsoqdirectlyqvisualiseqtheirqownqdataqasqtracksq
alignedqtoqtheqgenomeD
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Aqwideqrangeqofqexperiementsqcanqbeq
visualisedqwithinqtheqgenomeqbrowserDqByq
clickingqonqtheqUConfigureqthisqpageUqbuttonq
tracksqcanqbeqselectedqorqremovedD

Usersqareqableqtoquploadqtheirqownqdataqbyq
clickingqonqtheqUAddqyourqdataUqbuttonDqFilesq
canqbequploadedqI"1CMB4qorqattachedqbyq
hostingqtheqdataqonqaqlocalqwebqserverqorq
FTPDqTheseqtracksqareqonlyqavailableqtoqtheq
userMqbutqcanqbeqsharedqwithqcollaboratorsqbyq
clickingqtheqshareqbuttonqinqtheqtopqleftqofqtheq
imageD
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Searchqisqprovidedqviaqaqboxqatqtheqtopqofqallq
pagesqinqtheqgenomeqbrowserD
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TheqGeneqandqTranscriptqtabsqareqaccessedqeitherqfromqtheq
searchqresultsqpageqorqfromqtheqLocationqtabqbyqusingqtheqpopk
upqmenusDqFromqtheseqpagesqthequserqcanqreviewqannotatedq
informationqaboutqtheqgeneqandqviewqcomparativeqproteomicq
andqgenomicqalignmentsD
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ComparativeqalignmentsqhaveqbeenqcalculatedqbetweenqallqfungalqproteinsqwithinqEnsemblq
GenomesqFungiDqThereqareqalsoqaqsecondqsetqofqalignmentsqwithqspeciesqacrossqtheqfullq
taxonomicqrangeDqqAccessqtoqtheqgeneqtreesqis fromqtheqGeneqandqTranscriptqtabsqforqeachq
geneDqClickingqonqaqgeneqinqtheqtreeqtakesqyouqtoqtheqrelevantqgeneqtabDqTheqtreesqcanqalsoqbeq
expandedqandqcollapsedqbyqclickingqonqtheqnodesDqqFromqtheqLocationqtabqwholeqgenomeq
alignmentsqhaveqbeenqcalculatedqbetweenqtheqLqSchizosaccaromycesqspecies
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Weqareqcurrentlyqworkingqonqimportingqvariationqdatasetsqprovidedqbyq
Jeffaresqet al.qI1C[04DqWhenqavailableqtheqdataqcanqbeqaccessedqfromqtheq
geneqandqtranscriptqtabsD

TheqBLASTqinterfaceqcanqeitherqbeq
accessedqdirectlyqfromqPomBaseDorgqtoq
searchqusingqyourqsequencesMqorqviaq
theqSequenceqsectionqonqallqgeneq
pagesD
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