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The Central Dogma of Molecular Biology
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This page Is used to initialise your search criteria. Please compleie the
following selections: p start
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Seject the dataset for this query
b filter

Focus: | Ensembl Genes j {5, Not jot-infistiseet
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Species: : Homo sapiens (NCBI 34 dbSNP121)
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[E) Not et indsalized

Feedback
W would |1ke to hear your | ions of Enshart, especially regarding that 5
you would like EnsMart to provids in the future. Many thanks for your time.
Feedback Form

About EnsMart

EnsMart is a data retrieval tool that generates lists of biological objects (e.g.
genes, SNPs) from data held in the Ensembl database. [Dataset info.

EnsMart contains a 'query builder' interface to allow users to specify genomic
regions, and refine the result set using filters.

EnsMart can generate a number of different types of output, including sequence
and tabulated list data. Multiple output formats, Including HTIVIL, text and
Microsoft Excel, are also supported.

EnsMart uses the BioMart system.
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public Stri
Stri
try{

}

ng writeToBaseML (int species) {
ng intval = "";

cmd = "baseml ./bnb/baseml.ctl”;

Process p = Runtime.getRuntime () .exec (cmd);

System.out.println (Runtime.getRuntime () .freeMemory());

DataInputStream p _in = new DatalnputStream
(p.getInputStream());

DataOutputStream p_out = new DataOutputStream
(p.getOutputStream());

mmw .
’

String p_stream_in =

String p_stream out = "";
try {
while ((p_stream in = p_in.readLine()) != null) {

System.out.println(p_stream_in);
}
} catch (IOException e) |
e.printStackTrace();

}

intval = readFromBaseML (species);

catch (Exception x) {

}

System.out.println("Could not invoke baseml ");
System.out.println("Caught: "+x);
x.printStackTrace();

return intval;
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File Edit View Terminal Go Help
[roaldr@orientgran bnbl§ 1s

baseml clustalinn.seq.dnd pamlinn.seq.txt pamlout.txt~
baseml.ctl clustalinn.seq.txt pamlinn.tree.txt treeconv.core
baseml.ctl~ pamlinn.fasta pamlout.txt treeconvert

[roaldr@orientgran bnb]$ treeconvert treetoconvert outfile

]

[=]










PHYREX -::- PHYlogenetic Reconstruction by use of gene EXpression

|—.-'human'
B 1
I 2 L— 'thimpanze'

I—_ ‘arangutang’

Input :
Affy
CDF

Tree |
Settings :

Paml

MNode Info :

Mame ‘thimpanze’

Mumber 7]

Promoter not defined

CEL file no cel file added
SEQ file hio ser file added
Main species Mo
Analysis Mo Declare |

Gene table View
Edge tabie View

Progress :

Current Process : . Walting on user input

Overall process :

i

Analysis

=

un 2

Calculate

Analysis
Menu :

Load

:

Save

W

Properties

Exit







Help

., B @ &
" Back Forward Up Stop Reload Home
er{dataﬂesﬁcld@rﬂoald.sch| View as Text ¥

n:=[[1,2],[[1],3]]:

labels:=["human', 'chimpanze', 'orangutang']:

~ Location;

"HG_LU95A_annot.csv” selected (15.7 MB) i




@ Filesystems

be(":’ﬂ fHome/stud/roaldrf netbeans /3.6 fsampledir

@ = fHomefstudfroaldr/hfoppgfevolutionFolder
@ [0 Imagefnalysis

@ [0 bnb

@ 0 clustalwl .83

@ O com

& [ data

@ 3 rrevolution
(o] AnalysisFrame
& [B bnb
@ DELocal
Lo DatamatrixFrame
Lo @ Dratamatrix
@ EdaeArrayFrame
o B Gensfitier
Lo PamIFrame
& B Rrevalution
(o3 ¥MLparser

@ 3 treeviewer
Lo Chordate_Embryophytaviewer
Lo Infoitird o
&= Loading
Lo Mode2bject
Lo PasgitionFinder
Lo Taokenizer
Lo TreeOfLifeMaker
Lo TreeOfLifePainter

- TreeOfLifeliener
@ B testframe









DataMatrixFrame

XMLParser

Rrevolution

PamlFrame

EdE eArrayFrame

GeneFilter

DELocal

AnallsisFra me

—

TreeViewer [

DataMatrix

—

ImageAnalysis

—

TreeParser

—

BaseML

—

ClustalW










public void makeHash () {
arffyens = new Hashtable();
ensaffy = new Hashtable();
try{
String dir = System.getProperties().getProperty
("user.dir");
FileReader affy = new FileReader (new File
(dir+"/data/testfolder/affydb.csv"));
String [][] csv_parsed_affy = null;
BufferedReader affybr = new BufferedReader (affy);
CSVParser csvparser_affy = new CSVParser (affybr);
String affyid=null, ensid=null;
String [] enslist = new String [1];
Object previous = null;
while (affybr.ready()) {
String affyline = affybr.readLine();
csv_parsed_affy = csvparser_affy.parse (affyline);
ensid = csv_parsed_affy[0][1];
affyid = csv_parsed affy[0][0];
enslist[0] = csv_parsed_affy[0][1];
System.out.println("Affy id : "+affyid);
System.out.println("Ens id : "+ensid);
previous = affyens.put (affyid,enslist);
previous = ensaffy.put (ensid,affyid);

}
catch (Exception e){
e.printStackTrace();

}




public void expandHash () {
try{
int dot = 0;
FileReader mapr = new FileReader (map);
String [][] csv_parsed_map = null;
BufferedReader mapbr = new BufferedReader (mapr);
CSVParser csvparser _map = new CSVParser (mapbr);
String affyid=null, ensid=null, sub=null;
String [] enslist = new String [1];
Object previous = null, key = null;
String line = mapbr.readLine();
while (mapbr.ready ()) {
line = mapbr.readLine();
csv_parsed_map = csvparser_map.parse(line);
for (int 1i=0;i<csv_parsed_map[0].length;i++) {
dot = csv_parsed map[0] [i].indexOf('.");
sub = csv_parsed_map[0] [1].substring(0,dot);
System.out.println("Sub : "+sub);
if(ensaffy.containsKey (sub)) {
affyid = ensaffy.get (sub).toString();
System.out.println("Affy to hash : "+affyid);
previous = affyens.put (affyid, line);

}
catch (Exception e){
e.printStackTrace();

}
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Phyrex is a program for reconstructing ancestral gene expression Background
profiles and sequence data on a given phylogenetic tree. The Documentation
program uses a Minimum Evolution algerithm to reconstruct the Thesis
gene expression profiles and a combination of BaseML and Work log
ClustalW to reconstruct the ancestral sequences. E - mall
Downloads Software
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PHYREX version 1.0
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Contact information
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Human

Gene Name GO Terms TF Name | Position of T TFseq Ancestral Sequence| Extant Sequence
[alutathione peroxidase acthity] NR, [electron transporter actiity] NR, [extracellular]
MR, [lipid metabolism] NAS, [response to oxidative stress] IEA, [oxidoreductase
GPy5|acthity] IEA Sp1 7 GeeCee GeeeeT GCCCea
[structural molecule actiity] IEA [tight junction] IEA [integral to membrane]
CLDN10 |EA [integral to plasma membrane] NR ight junction] TAS [cell adhesion] TAS MEF-2 79 TIAASAALA ATCTGOGAA GTCTGOGAA
[structural molecule actity] IEA [tight junction] IEA [integral to membrane]
CLDN1O__[IEA [integral to plasma membrane] NR.ftight junction] TAS [cell adhesion] TAS Hb 79 AABABAATCY ATCTGCGAAL GTCTGCGAAA
[uracil DA N-glycosylase activity] TAS, [nucleus] IEA [ritochondrion]
IEA,[carb ohydrate metabolism] IEA, [base-excision repair] TAS [hydrolase actity,
UNG __|acting on glycosyl bonds] IEA Sp1 19 GG6GCC 6GEGCC GGG-CC
[uanyhnuclestide exchange factor actiity] IEA[Ras guany -nucleotide exchange
factor activty] NR [calcium ion binding] TAS [membrane fraction] TAS [small GTPase
mediated signal transduction] IEA, [Ras protein signal transduction] TAS,[lipid binding]
RASGRP1 _[TAS TIFA 7 CTNNAGNGCG CTCGAGGGCE CTCGAGGECT
[uanyknucleotide exchange factor actiity] IEA [Ras guany Fnuclectide exchange
factor activity] NR[calcium ion binding] TAS [membrane fraction] TAS [small GTPase
mediated signal transduction] IEA, [Ras protein signal transduction] TAS, [lipid binding]
RASGRP1 HINF-C 7 GAGGGCGGGY | GAGGGCGGEC | GAGGGCTGGC
[guanyhnuclestide exchange factor actiity] IEA[Ras guany-nucleotide exchange
factor activty] NR calcium ion binding] TAS [membrane fraction] TAS [small GTPase
mediated signal transduction] IEA, [Ras protein signal transduction] TAS, [lipid binding]
RASGRP1 _[TAS Ttk 88K 75 AGGEYGS AGGGCEE AGGGCT
[guanyknuclestide exchange factor actiity] IEA [Ras guany -nucleotide exchange
factor activity] NR [calcium ion binding] TAS [membrane fraction] TAS [small GTPase
mediated signal transduction] IEA, [Ras protein signal transduction] TAS [l binding]
RASGRP1 _[TAS ETF 7 GEGCGE 666666 GGGCTG
[uanyknucleotide exchange factor actiity] IEA [Ras guany knucleotide exchange
factor activity] NR calcium ion binding] TAS [membrane fraction] TAS [small GTPase
mediated signal transduction] IEA, [Ras protein signal transduction] TAS,[lpid binding]
RASGRP1 Spt 78 GGECEEEE GGGCGEGE GGELTEEE
OSBPLE | llpid transport] IEA [steroid metabolism] IEA pi &0 coeoee GGEGECEEEE
OSBPLE _|[lpid transport] IEA [steroid metabolisr] IEA EllsEA 81 GCOCCARA GEEGECEEEE
OSBPLA |flipid transport] IEA [steroid metabolisrn] IEA E2F-1 81 GCGCCARA GGEGECEGEC
OSBPLE | llpid transport] IEA [steroid metabolism] IEA E2F 81 SCGSSAMAA GGEGECEEEE
[guanylate kinase activity] TAS, [protein binding] IEA, [nucleus] IEA [integral to plasma
TUP2_|membrane] NRftight junction] NR [mernbrane] IEA Yi 10 CCCNCNNNCT ceAceTeCTC ceacceceTe
[C-5 sterol desaturase activity] TAS, [endoplasmic reticulum] IEA,liid metabolism]
TAS, integral to membrane] IEA,sterol biosynthesis] IEA [oxidoreductase acthity]
55DL__[IEA lathosterol oxidase acthvity] [EA TFID 2 COCCAGGE CTBBCAGCCE CTGGO0GCTC
05 steral desaturase activity] TAS, [endoplasmic reticulum] IEA[lipid metabolism]
TAS, integral to membrane] IEA,[sterol biosynthesis] IEA [oxidoreductase acthity]
SCEDL_[IEA lathosterol oxidase actvty] IEA Spt 45 CCCAGEE GCAGCCCCAS GECECTCCAG
(05 sterol desaturase actiity] TAS, [endoplasmic reficulum] IEA,[lipid metabolism]
TAS, integral to membrane] IEA [steral biosynthesis] IEA [oxidoreductase actiity]
5C5DL__[IEA lathosterol oxidase activty] [EA Yi 45 MYYMGCCYM GCAGCCCCAG GCCGCTCCAG
ion binding] IEA | metabolism] IE
biosynthesis] TAS [phosphate metabolism] TAS [signal transduction] TAS [inositok
1 (or ) monophosphatase acthity] IEA, [hydrolase activity] IEA, [phos phoric ester
IvPA1 |nydrolase activity] IEA Spt 5 KRGGCKRRK AGGCTAGTCA ABGCTCE-CA
ion binding] IEA | metabolism] IE
biosynthesis] TAS [phosphate metabolism] TAS [signal transduction] TAS [inositok
1 (or Ay monophosphatase acthity] IEA, [hydrolase activity] IEA,[phos phoric ester
IMPAL |nydrolase actiity] IEA Frad 10 TAGTCA AGGCTAGTCA AGGCTCG-CA




Human

Gene Name GO Terms TF Name | Position of TF TFseq Ancestral Sequence| Extant Sequence
(extracelular] NAS,[immune response] IEA, [chemokine activity] TAS [heparin
binding] IDA,[negative regulation of angiogenesis] IDA[cytokine and chernokine
mediated signaling pathway] IDA [platelet activation] IDA fimmune cell chemotaxis]
PF4_ |IDA [negative regulation of DA c-Myb 1 GGTGAG GCCGGTGAGE | GCCGGCGAGE
(soluble fraction] NR, [signal transduction] NAS [neuropeptide signaling pathway]
GRP_ |IEA [growth factor activity] NR Sp1 4 GCCeeyeees ceeeeeeeee cecee-6eee
[soluble fraction] NR, [signal transduction] NAS [neuropeptide signaling pathway]
GRP___|IEA [growth factor activity] NR EGR2 2 CCHCCCCCGe CCCCCCGLee CCCCC-Geee
[soluble fraction] NR, [signal transduction] NAS [neuropeptide signaling pathway]
GRP___|IEA [growth factor activity] NR BGP1 42 ceceeceecee | ceeceeaeee cecee-Geee
[biological_pracess unknown] ND [molecular_function unknown] ND, [integral to
BENE HUMAN |membrane] NAS c-Myc 2 TCTCTTA TCTCTTACTT ~—CTGACTT
[biolagical_pracess unknown] ND [molecular_function unknawn] ND,[integral to
BENE HUMAN |membrans] NAS Ftz 5 CTTACTTGCIT TCTCTTACTT ~CTGACTT
[biological_pracess unknown] ND [molecular_function unknawn] ND,[integral to
BENE HUMAN |membrane] NAS TIR-beta 6 TTACTT TCTCTTACTT ~CTGACTT
NUDT13__|[hydrolase activity] IE4 TIF P CTNNAGNGC. GGAGAGCACA GGAGAACACA


















































































