BIOINFORMATIKA — CV. 3

SOAP rozhrani k NCBI a zadani prvni samostatné
prdace
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The National Center for Biotechnology Information advances science and health by providing access to biomedical
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http://www.ncbi.nlm.nih.gov/
http://www.ncbi.nlm.nih.gov/

NCB| Gene

71 ,Gene integrates information from a wide range of species. A record may
include nomenclature, Reference Sequences (RefSeqs), maps, pathways,
variations, phenotypes, and links to genome-, phenotype-, and locus-
specific resources worldwide.*

s /PG - Amunx Y 8 a Syl B Amazen: <\ 8 Aeason. UMELA 7] 52 PAb phe: =

o Priklad: E=lo—— —==
¢ .

|

Gene C— ...

O http://www.ncbi.nlm.nih.gov/gene /5053 |z=i-..

Gens D 5053, updated on

= Genomic context

Location: 12322242
Sequence:  Chromszome: 12 NC_U00DT2 11 (103232104, 03311381, compiement]



http://www.ncbi.nlm.nih.gov/gene/5053
http://www.ncbi.nlm.nih.gov/gene/5053

SOAP = Simple Object Access Protocol

SOAP je protokol pro vyménu zprdv zalozenych
na XML

Formdat SOAP tvori zdkladni vrstvu komunikace mezi
webovymi sluzbami

<?xml version="1.0"?>
<soap:Envelope xmins:soap="http: / /www.w3.0rg/2003 /05 /soap-envelope">
<soap:Header> </soap:Header>

<soap:Body>

<m:GetStockPrice xmlns:m="htp://www.example.org/stock">
<m:StockName>|BM</m:StockName>

</m:GetStockPrice>
</soap:Body>
</soap:Envelope>



Pristup k NCBI pomoci SOAP

Automaticky vygenerované Java tfidy — Apache
Axis2

MUOzete si vygenerovat sami (pomoci ndstroju z Axis2)
nebo stdhnout z

Budete potrebovat knihovny (jar) z

- Pozn.: pokud
budete pouzivat stazené binaries z NCBI, pak pouzijte
Apache Axis2 verze 1.5.2


ftp://ftp.ncbi.nlm.nih.gov/pub/eutils/soap/v2.0/java/axis2_1.5.2_jdk_6.0.12/
ftp://ftp.ncbi.nlm.nih.gov/pub/eutils/soap/v2.0/java/axis2_1.5.2_jdk_6.0.12/
ftp://ftp.ncbi.nlm.nih.gov/pub/eutils/soap/v2.0/java/axis2_1.5.2_jdk_6.0.12/
http://axis.apache.org/axis2/java/core/download.cgi
http://axis.apache.org/axis2/java/core/download.cgi

Priklad: nacteni informaci z NCBI
N

0 S
* To change thi=s template, choose Tools | Templates
* and open the template in the editor.
®f

package bin.tutorial3;
Z] import gov.nih.nlm.nchi.www.soap.eutils.EUtilsServiceStub;

o] Sww
* (#anthor Cndra
=/
pukblic class Examplel {

public static wvoid main(String[] args) throws Exception
-l {
Iri run eGguery provides Entrez database counts for a single search
try
i
EUcilsServiceStubk service = new EUcilsServiceStub():
/4 call NCEBI eGQuery utility
EUtilsServiceStub. EGgqueryReguest req = new EUtilsServiceStub.EGgueryRegquest ()
req.setTerm("PAH") ;
EUtilsServiceStub.Result res = service.run_eGguery (req);
/{ results output
System.out.println("Search term: " + res.getTerm()):
System.cut.println ("REesults: ")
for (int i = 0; 1 < res.getEGCueryResult().getResultlitem().length; i++)
{
System.ocut.println{” " + res.getEGQueryBResult () .getResultItem() [1i]).getDbName() +
" " 4+ res.getEGQueryResult () .getResultlitem()|[1i] .gecCounti()) s

System.cut.println("First search result in "4res.getEGQueryResult () .getResultltem() [1] .getDbName ()):

}
catch (Exception e) { System.cut.println(e.toString()); }




Priklad 2: Nacteni informaci z NCBI Gene
S =

package bin.tutorial3;

import gov.nih.nlm.nchbi.www.soap.eutils.EFetchGeneServiceStub;
import gov.nih.nlm.nchi.www.soap.eutils.EFetchGeneServiceStuh.EhtrezgeneSetSequebceE:
import gov.nih.nlm.ncbi.www.soap.eutils.EFetchGeneServiceStub.EntrezgeneSet type0;

import gov.nih.nlm.ncbi.wWww.soap.eutils.EFetchGeneServiceStub.Entrezgens typs0;

’,-‘xx

* @anthor Cndra
*f
public class Example2 {

puklic static void main(String[] args) throws Exception

[ {
try
{
EFetchGeneServiceStub service = new EFetchBeneServiceStub():
// call NCBI EFetch utility
EFetchGeneServiceStub.EFetchRequest req = new EFetchGeneServiceStub.EFetchRequest|() !
//ID of PAH
reqg.setId("5053");
EFetchGeneServiceStub.EFetchResult res = service.run eFetch(req);
// results output
EntrezgeneSet typel egs = res.getEntrezgeneSet():
EntrezgensSetSeguenceE[] =segs = egs.getEntrezgenseSetSequence ()
for (EntrezgeneSsetSequencelE =seq : seqs){
Entrezgene typel gene = seq.getEntrezgene():
//gene summary
System.out.println ("Gene summar "+gene.getEntrezgene summary()):
}
H
catch (Exception e) {
e.printStackIrace ()
H
- }




