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k?xml version="1.8" encoding="150-8859-1"?>

«indexedmzML xmlns="http://psi.hupo.org/ms/mzml” xmlns:xsi="http://www.w3.org/2001/XMLSchema-instance”

xsi:schemaLocation="http://psi.hupo.org/ms/mzml http://psidev.info/files/ms/mzML/xsd/mzML1.1.1_1dx.xs5d">
<mzML xmlns="http://psi.hupo.org/ms/mzml"” xmlns:xsi="http:/ /www.w3.0rg/2001/XMLSchema-instance"”

usiischemalLocation="http://psi.hupo.org/ms/mzml http:/f/psidev.info/files/ms/mzML/xsd/mzML1.1.0.xsd" id="NAIO1"

version="1.1.0">

<cvList count="2">
<cv id="M5" fullName="Proteomics Standards Initiative Mass Spectrometry Ontology"” version="3.30.8" URI="http://

psidev.cvs.sourceforge.net/*checkout*fpsidev/psi/psi-ms/mzML/controlledVocabulary/psi-ms.obo" />
ecv 1d="U0" fullName="Unit Ontology” version="12:10:2011" URI="http:/fobo.cvs.sourceforge.net/*checkout*/obofobo/
ontology/phenotype/unit.obo” f>
<fecviist>
<fileDescription=>
=fileContent>
</fileContent>
<sourceFileList count="6">
<sourceFile id="_FUNCOO1.DAT" name="_FUNCOO1.DAT" location="file://C:fUsers/toprak/Desktop/NAIB1.raw">
<cvParam cvRef="M5" accession="MS5:1000769" name="Waters nativeID format"” value=""f>
<cvParam cvRef="M5" accession="MS5:1000526" name="Waters raw file" value=""/[»
<cvParam cvRef="MS" accession="MS5:1008569" name="SHA-1" value="5d84632dbd4633bdfdd&36beea2bliefbealtace" >
<fsourceFile>
zsourceFile id="_extern.inf" name="_extern.inf" location="file://C:/Users/toprak/Desktop/NAIOl.raw"s
<cvParam cvRef="M53" accession="MS5:1000824" name="no nativelID format" value=""/[>
<cvParam cvRef="MS" accession="MS5:1008569" name="SHA-1" value="863d7fdb434b43fleadbt65bc194f04aaded6gsd" f>
<fsourceFile>
zsourceFile id="_FUNCOO01.IDX" name="_FUNCOO1.IDX" location="file://C:/Users/toprak/Desktop/NAIOLl.raw">

FeuDaram ~wvDaf="MT" arracciAan="MS:-1ARAR74" mama="nn AaatiuvaThn Farmat" valona="" s



mzML
cvList

fileDescription
referenceableParamGroupList
sampleList
instrumentConfigurationList
softwarelList
dataProcessingList
acquisitionSettingsList




package mzreader;
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LCVList;
Chromatogram;
LMZML:

Run;
Spectrum;

xml.io.MzMLUnmarshaller;

public class MzReader {

5 i

&

* gparam args the command line arguments

+._I'.

public static void main(5tring[] args) {
S T code application loglc here

Flle mzXML = new Flle{"PEGZBE.mzML");
MzHLUnmarshaller u = new MzHLUnmarshaller{mzXHL);

MzHL completeMz = w.unmarshall();

CVLLsSt cvLlist = completeHdz.getCvlist();

for{tV c : cvList.getCw(}) {
System.out.println{c.getFulllame() + "-" + c.getVersion{});
System.out.printlnic.toString));

}

Run run = completeMz.getRund);

for{Chromatogram c : run.getChromatogramList().getChromatogram{}) {
system.out.printin{c.getId(});

}

for(Spectrum 5 : run.getSpectrumlist().getSpectrum{l) {
System.out.println(s.getId());
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