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r@ Download Marker Maps L BN
Available Marker Maps
File Name . Size Download Size Date it
HumanOmni2.5-4v1_D.dsm 112M 36M 06/10/2014
HumanOmni2.5-8v1.1_B_GRCh_37.dsm 108M 35M 11/04/2013
HumanOmni2.5-8v1_C_GRCh_37.dsm 161M 48M 01/17/2013
HumanOmni2_5-4v1_B.dsm 120M 38M 09/08/2010
HumanOmni2_5-4v1_H.dsm 129M 37M 08/14/2012
HumanOmnis-4v1_B.dsm 229M B6M 01/11/2012
HumanOmnis-4v1_C.dsm 199M &83M 05/29/2014
HumanOmnisExome-4v1-1_A.dsm 215M B3M 07/08/2014
HumanOmniExpress-12v1_A.dsm 33M  11M 09/08,/2010
HumanOmniExpress-12v1_C.dsm 36M  10M 06/12/2014
HumanOmniExpress-12v1_H.dsm 38M  11M 08/21/2012
HumanOmniExpress-24v1-0_A.dsm 33M  10M 06/10/2014 - |
HumanOmniExpressExome_Bv1_A.dsm 47M  15M 05/15/2012
HumanOmniExpressExome-8-v1-2-B.dsm 44M  13M 12/11/2014 Il
Tll i L1 L1 [ ~d ot 4 AR I 4na noinofan4n
[ ok || Olse |[ Hep |
2




IJ7AN50>0- R Filgeng

biosciences & nanosciences

Infinium Asian Screening Array

v1.0 Product Files

Support Center:
Infinium Asian Screening Amray v1.0 Product Files

Manifest, cluster, and LIMS product descriptor files for the Infinium Asian Screening Array v1.0.

Files

NAME TYPE & SIZE DATE

Infinium Asian Screening Array v1.0 Manifest File (CSV Format - ZIP(70 MB) May 7, 2018
GRCh37)

Infinium Asian Screening Array v1.0 Manifest File (BPM Format - ZIP(27 MB) May 7, 2018
GRCh37)

1. NluminattY1JY4A LD, CSVIA—TYRDManifestI71/ ) =45>0—R

2. A9>0-RUIZipI74 )\ % RR


http://jp.support.illumina.com/downloads/infinium-asian-screening-array-v1-0-product-files.html
http://jp.support.illumina.com/downloads/infinium-asian-screening-array-v1-0-product-files.html
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File [Tools] Download Resources  Help

1.

2.

Global Product Options
Current Project's Options
Proxy Settings...

View Project Log

Go To Node...

Manage Genome Assemblies
Manage Data Sources

Manage Marker Maps I

£

B

B &

. [_.'

Run Python Script
Open Python Editor
Open Python Shell

New GenomeBrowse Window
Open Folder

Pre-Study Power Calculation

SNP Consensus and Concordance
Find Spreadsheet Node

Build Sample Collated Spreadsheet
Compare Variants Across Several Spreadsheets
Perform Meta-Analysis

ot ar Marge Several Spreadshosts

Ctrl+G
Ctrl+T
Ctrl+M

Ctrl+E

biosciences & nanosciences

”
Manage Genetic Marker Maps

Convert and Acquire Mew Marker Maps

I[Oonvert Text File] [Download from Golden Helix

Marker Maps Saved by SWS

Utilities *

=

Mt Mame # Markers
Affy S00K Marker Map - na32 2011_07_15 499973
Axiom_GW_ASI_SNP Marker Map 630190
MethylationEPIC_v-1-0_B4 Marker Map 865859

4| 1 |

File Mame

Affy S00K Marker Map - na32 2011_07_15.dsm
Axiom_GW_ASI_SNP Marker Map.dsm
MethylationEPIC_v-1-0_B4 Marker Map.dsm

Import Map az Spreadsheet| |Wiew MarkerMaps Folder

Cloze ] [ Help

SNP & Variation SuiteZ#£&)L. XZ1—®DTools -> Manage Marker Mapsz7')v)

Manage Genetic Marker Mapsi&IE&D. Convert Text FileZz/'y%
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[ Import Text Marker Map lelolE ﬂ

Iput File | Advanced Options |

File ame [ 52t LA csv | Gromse

File format: I]Onmma Delimited ~|

Marker Map Mame: A5 A-24y 1-0_A1 Marker Map

Once the file iz scanned, vou will be prompted to gpecify which columne encode marker names,
chromozome and pozitions and which additional columns vou would like to stare in the marker

map.

Ok H Cancel ][ Help

3. Input Files7J(CTBrowsez7UyIL. J74)L:EIREE C/RRUManifest71)L (CSVI7AIlL) %i#EiR

4. CSVI71 I DigEZEFile formath'l Comma Delimited | (CH>TWBZEZ2HEERL. EBIE _EEBdDAdvanced
Options%J%=/)w%
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Humina Inc.
[Heading]
Descriptor ASA-241 —0_A1 bpm
Assay FornInfinium HTS
Cate Manu5/2/2018
Loci Count 659184
[Assay]
[ImnID Marme
112061471 1206147 MIMNUS
115608481 1560848 B0T
1156084871 1560848 TOP
1156106001 1561 050 PLUS
1166106711661 057:-BOT

—_ = = = .
mm_uowmqmm.hmm

6558190 8:1825748:81825748:B0T
GoB181 BAB25761IB1825761ITOR
GoB182 B18255853i81825

650193

G559194 002763031 Steipning Red
G55195 004360332 5tainigg Purple
65591856 0041 6663 Stainin Green

G58187 00345483 5taining
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(01
[T/3]
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[Tsc]
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AddressA T Alleled_Pro
HOE0S4E0 CCACGCC
64698508 CTGCGETTI
52705338 TCGCGEED
11734436 TCCT AACK
43620313 TGGECAGC

38803421 ACCTAT A
18745334 CCCAACT
22608372 TAATTTG,

DrP (High)
DMNP (Bgnd)

Biotin
Biotin

Ay —
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(High)
(Bend)
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[5] Import Text Marker Map

Bl [

fdvanced Options

Mizzing Encoding Options

Custom  encoding:

M Options

Skip 7

Stop reading when a row starts with

Built-in miszing encodings: empty field, period or comma, '?, '——'

5 rows ih header of file.

[Contralz]

Help

OK ” Cancel ][

MeRFyT 3. TrAIVAORIRNSOITEE, > O—ILT
MUBWINILIREZIETEL. [OK1%ZT')y7
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[ Choose Columns to Use L@éj

Flease zelect which columns are to be used az the Marker Name, Chromozome and Pozition
fields. Alzo =elect which other columng wou would like to use.

Columns Type Use As Hew Hame
IimnlD String Marker Mame - Mark.er
Marme String Dan't Lse I

ImnStrand String Don't Use
SHP String Don't Use
fddressA 1D Integer | Don't Use
flleled_ProbeSeq  String Dan't Use
fddres=B_ID Integer | Don't Use

filleleB_ProbeSeq  String Dan't Lse

GienomeBuild teger | Don't Use 6 ManlfeSt774J [/W@%?—G’j'f—)[/ PD\‘\ %n%“
Chr String Chramozome = [| |Chromozome n?jb_%\ ;{é‘@{j&%.g%\ %@{ZKJ:@'fﬁEH&\\
Paogition t“@;;_G(:E;;(%a-éb\%}EfEb\ rOKJ%gU\yO

Maplhfo Integer [ Pozition - }
Ploidy String Dan't Use
Species String Dan't Use
Source String Don't Use
Source\erzion Integer | Don't Use
Sourcestrand String Don't Use
SourceSeq String Dan't Use

TopiGenomicseq String Dan't Use
BeadSetlD Ihteger | Don't Usze
Exp Clusters Integer | Don't Lse
Intensity_Only Ihteger | Don't Use

RefStrand String Don't Use

L]
=

H Cancel H Help
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Caonvert and dcquire Mew Marker Mapz

[Ou:unvert Text File] [Downluad fram Galden Helix

Marker Maps Saved by SWS

-

Mt Name # Markers File Hame

.................................................................... =032 2011 07 _15 ;499973 Affy 500K Marker Map - na32 2011_07_15.dsm
|| ASA-24v1-0_Al1 Marker Map 659184 ASA-24v1-0_A1l Marker Map.dsm

Axiom_GW_ASI_SNP Marker Map 630190 Axiom_GW_ASI_SNP Marker Map.dsm

MethylationEPIC_v-1-0_B4 Marker Map B65859 MethylationEPIC_v-1-0_B4 Marker Map.dsm

1| 1 | F

Import Map az Spreadzhest | |Wiew MarkerMaps Folder

Gloze l [ Help

7. AVIR—MH5ETIBE. Manage Genetic Marker MapsiEIHE(ICRFENzMarker MaphMBHISN.
AT (AR REE IR D
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TEL: 052-624-4388 (9:00~18: 00)
FAX: 052-624-4389
E-mail: biosupport@filgen.jp



