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GeneSpring GX 10.0

Tools | Annotations Help

Create Technology »

Project Mavigakor

| Update Technology Annotations — » |

From Agilent Server

MEHE_EH_THEH

Create Biological Genome

Frq Find data updates From Agilent server

Update Pathway Interactions ]
Create Pathway Organism

Pathwway Database Statistics
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From GeneSpring Update File, ..

From file or Biological Genome
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Automatic Software Update

~Available Update:

Type MName Description Yersion Duwnlua...l Release
(1| Mumina.Single... | Huma... | Library files far technalagy llumin... 2008.9.14 351 MB| 17 Sep, &
(1] Numina.Single... | Mouse... | Library files for technology llumin... | 2008.9.14 5. 11MB| 17 Sep,
(1| Mumina.Single... | RatRe... | Library files far technalagy llumin... 2008.9.14 3. 13 MB| 17 Sep,
[]| GoData Cene... | Gene Ontology Data compiled fro... 200891 | 905.36... | 17 Sep,
argetscanData Human mikhA TargetScan annota... | 2008 8 11 | 1825 MB| 17 Sep,
| || TargetscanData | 1011 F.at mikMNA TargetScan annotations 2008811 844 MB| 17 Sep,
[]| TargetscanData | 1009 Mouse mikRMNA Targetscan annotati... | 20088 11 | 1193 MB| 17 Sep, &
— b
-
1. 9606 =]
» Version: 2008.8.11
Released On: YWed, 17 Septernber 2008
Summany: Human miRkA TargetScan annotations L4
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N GeneSpring GX 10.0 - Hela cells treated with compound X

i Project  Search  Wiew | Tools | Snnotations  Windows  Help
1| E e = o (] [ [
Script Editor i

Project Mavigator
Cemo Project

Ela Experiments

Hela cells kreate

i % |

Import BROAD GSEA Gene sets
Import BioPay Pathways
Import From Pathway Architect

Prepare for GS7 Migration
Migrate From @57
Migrate to Workgroup

Task Manager

Memary Manitar

Edit Pathiway Theme

Options. ..
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b GeneSpring GX 10.0 - custom mirna

i Project  Search Miew Tools  Annotations Windows Help

IEERNE =i e O Y E EN RS

Project Mavigator it custom mirna | Workflow @

(£ Dema Project &l = Script D

TN
if addTETTa:
newEntitylist =
entitylist.addChild (newEntitylist)

return newEntitylist
:; cuskom mirr - [+ x| # 11

|>

Interpretations

node =
All samples

script.marray.project.gethdctiveProject (). getictiveEntity
Ll Treatment List) Legend [}
Analysis
T = . L d - Script E
m all Entities t,x?c:hId node. getTechnology () Egen cripk Ec
B§] Filtered on Expr list = targeticaninode)
My Favorites - b
Console
-- beginning script execution --
-- finished script execution --
< I > < |
I | | | |178:1 | soMof oM |
& & ) )
EF!
y :

# TargeiScan Entity List

TargetScan

Please choose entity lisk, enter the context percentile and choose
database to perform TargetScan, The target genes passing the given
percentile will be present in the resultant entity lisk,

Entity List | T Test unpaired p-vah | [ Choose. ., ]

Conkext Percentile | 50.0 |

Database | Conserved w |

[ 4 H Cancel ]
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=1 Experimarts
£330 miRth A Bran and Placents

22 mIRNA Brain and Placenta - 4]
+ jﬁ:‘ﬂﬂbﬁ
=43 Interpretations
[ L Al Samples
e Tissue Type
s Tissue Type (Non-averaged)
| is: Tissue Type (Non-averaged)
=i Analysis
i =-3] ol Entitizs
- 28] Corkral Frobes
(= 4] Fikered on Flags Present or Marginal
= i3 Significance anabyss custom sekaction
i %] doemregulated in Brain
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£ GeneSpring GX 10.0 - custom mirna

i Project  Search Miew Tools  Annotations  Mindows  Help
= 1B '
E | 3 G
Praject Mavigator q custom mirna Workflow R
Dero Project % = 7|
=
HeLa cells bt —
28] Mew Experic "
N?;T\IEXDE”'_ if addChild: ]
L newEntitcylist =
. el Il N i rylist. addChild (nevEntitylist)
return newEntityList
custom mirr - [+ x # 111
Sarmples
Ink rnﬁlrgtatiolns bode =
i script.marray.project.getdctiveProject().gethctiveEnticy
Treatment List() Legend i}
Analysis .
B m &l Entities t?chId = node.getTechnology () Legend - Script Eg
B§] Filtered on Expr list = targetican(node)
My Favorites _— A
Console
-- beginning script execution --
-- finished script execution —-
| > < i =
| | | 17811 | soMofdom T

() ¢
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from com.strandgenomics.marray.expr.singledye.agile
TargetScan
from com.strandgenomics.cube.plugin import PluginRe
import script

from java.io import *
from java.lang import *

ORGANISM_NOT_FOUND = "TargetScan database for organ

want to download it now ?"
ERR_MSG = 'Cannot perform operation without TargetS

def getTaxld(organism): # {{{

data =
PluginRegistry.getinstance().getPluginData("plugin.
s")

return dataforganism]

# 11

def getOrganism(taxld): # {{{

data =
PluginRegistry.getinstance().getPluginData("plugin.
isms")

return data[taxId]

#1

def downloadOrganism(taxld, progressMonitor=None):
featureType = "TargetscanData"
featureName = taxld
errorMsg ="
isPresentonUpdateServer =
script.marray.product.update.getFeatureBundle(featu
if not isPresentonUpdateServer:
errorMsg = "Organism " + getOrganism(taxld) +" is
return errorMsg
# XXX : Call updation engine to download techno
# XXX : expr DOES NOT DEPEND on product
# XXX : do we hav any way else??
try:
script.marray.product.update.individualFeatureUpda
waitForCompletion="true')
except Exception, e:
errorMsg = e.getMessage()
print ' - Downloaded organism ', taxld, ' from

return errorMsg

# 11

def checkOrganism(tax!d): # {{{

from com.strandgenomics.cube.framework import P

destinationDirPath = Product.getPath("datalibra
+"TargetscanData" + File.separator + str(taxld)

f = File(destinationDirPath)

exists = 0

if f.exists() and f.isDirectory():

exists =1
return exists

#1

def getBiologicalGenomeTechnologyld(taxld): #{{{
from com.strandgenomics.marray.project.data imp
organism = getOrganism(taxld);

/

nt import AgilentDataFactory,

gistry

ism %s was not found.\nDo you

can database for organism %s.’

taxonomy","marray.taxonomy.taxid

taxonomy","marray.taxonomy.organ

#{{{

reType, featureName)

not supported by GeneSpring"

logy

te(featureType, featureName,

the update server'

roduct
ry.root")+File.separator

ort ITechnology



sep = ITechnology. TECHNOLOGY _ID_SEPARATOR;

return "GeneSpring" + sep + "BiologicalGenome"

# 11

def getTargetScaninputs():

elist = script.omega.createComponent(id="elist"
type="EntityList")

p = script.omega.createComponent(id="Context Pe
50.0)

database = script.omega.createComponent(id="dat
"Database", type="enum", options = ["Conserved", "N
NonConserved"])

¢ = script.omega.createComponent(id="", type="g
database])

v=None

title = "TargetScan Entity List"

hasBanner = Boolean(1)

bannerTitle = "TargetScan"

bannerDescription = "Please choose entity list,

and choose database to perform TargetScan. The targ

percentile will be present in the resultant entity
properties = {"title" : title, "hasBanner" : ha
"bannerTitle" : bannerTitle,

"bannerDescription" : bannerDescription,

"hasHelp" : Boolean(1),

v = script.omega.showSimpleDialog(c, None, prop
if not v:

return None, None, None
return elist.value, p.value, database.value

def targetScan(entitylist, interactive=1, notes = N

if interactive:
entitylist, percentile, optionDb = getTargetScanin
if not entitylist:

return

else:
percentile =50.0 # default value for guided workfl
optionDb = "Conserved"

technology = entitylist.getTechnology()

from com.strandgenomics.marray.project.manager
technology = TechnologyManager.getinstance().ge
organism = technology.getOrganism()

if not organism:

script.omega.error("organism is not present to tra

return
taxld = getTaxld(organism)
if not taxld:

script.omega.error("organism: "+organism+", is not

return
taxld = int(getTaxld(organism))
organismPresent = checkOrganism(taxId)
downLoad = 0

if not organismPresent:
msg = ORGANISM_NOT_FOUND % (organism)
errMsg = ERR_MSG % (organism)

choice = script.omega.confirm_yn(msg, '‘Organism no

if choice = 0:
raise RuntimeException(errMsg)
else:

downLoad =1

outputs = {}
script.omega.PyWorker(ownerWindow = script.tool

function = getTargetScanedEntityList,

percentile = percentile,
optionDb = optionDb,
entitylist = entitylist,

+ sep + str(tax!d);

, description = "Entity List",

rcentile", type="float", value =

abase", description =
onConserved","Conserved and

roup”,components=[elist, p,

enter the context percentile
et genes passing the given
list."

sBanner, \

erties)

one): # {{{

puts()

ow

import TechnologyManager
tTechnology(technology)

nslate.")

present to translate.")

t found.")

.getToolFrame(),

44|



taxld = taxld,
downLoad = downLoad,
outputs = outpults,
notes = notes,
isindeterminate = 1,
disableCancel =1)

if outputs.has_key(‘entityList'):

return outputs['entityList]

#1

def getTargetScanedEntityList(args): # {{{

pm = args['progressMonitor']
percentile = args['percentile’]
optionDb = args['optionDb']
entitylist = args['entitylist']
taxld = args['taxid’]
downLoad = args['downLoad]
outputs = args[‘outputs']
notes = args['notes']
if downLoad:

pm.setMessage('Downloading TargetScan data ...")

msg = downloadOrganism(str(taxId))

if msg:

pm.setExecutionState(pm.EXEC_DONE)
raise RuntimeException(msg)
genomelD = getBiologicalGenomeTechnologyld(tax| d)
script.marray.project.technology.assertTechnolo gy(genomelD, progressMonitor=pm)
pm.setMessage(‘Translating Entity List ...")
outputs['entityList] = None
outputs['entityList’] = _getTargetScanedEntityL ist(entitylist,taxld,
percentile, optionDb, notes = notes)

if not outputs['entityList":

pm.setExecutionState(pm.EXEC_DONE)

script.omega.error("No Targets found, please chang e percentile specified")

#1

def _getTargetScanedEntityList(entitylist,taxld, pe rcentile, optionDb, addChild =
1, notes =None): # {{{
id = entitylist.getldentifierColumn()
t = TargetScan(taxld, id, percentile, optionDb)
idColumn = t.getBiologicalGenomeldColumn()
if not idColumn:
return None

tech = TargetScan.getBiologicalGenomeTechnology Id(taxId)
name = "TargetScan list, percentile = "+ str(pe rcentile)
if not notes:
notes ="
notes = notes+" TargetScan list with percentile "+ str(percentile) + "\n
Entity List: "+ entitylist.getName()+"\n Database: "+optionDb

entityListType = entitylist.getEntityListType()
mirColumn = t.getMiridColumn()

dataset = script.dataset.createDataset("transla ted Entitylist", [idColumn,
mirColumny])

newEntityList = script.marray.project.createNew EntityList (hame, notes,
entityListType, tech, dataset)

if addChild:

newEntityList = entitylist.addChild(newEntityList)
return newEntityList

#1

node = script.marray.project.getActiveProject().get ActiveEntityList()
techld = node.getTechnology()
list = targetScan(node)
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