52 IMMPORT  MHC Analysis

BIOHNFORMATICS FOR THE FUTURE OF IMMUNDLOGY

Edit Profile | Sign Out

$2 IMMPOR
fj){} MM [ m About ImmPort  Admin  Access Data Tools Resources News 8 Events

You can access the analysis options from
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| vigw/Edit Data Sets
(%) Upload a HLA Twping File From Your Computer : /\

O Create 3 HLA Data Set From ImmPort Data iGenePattern Genetic Analysis [} MHC Analysis tagsNP
(Gene expression analysis) User Guide (PED) Upload Data Run kagshP
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There are several analysis workflows
supported in the MHC Analysis module and
several options for data sources.
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Overview of the data management and analysis options available in the MHC Analysis module

Upload a HLA

Validate file content

Generate SFVT vector files | Review Results

Run HLA QC pipeline
SFVT Analysis

typing data file \

Use HLA typing
data in ImmPort

W PE

All analysis workflows share a
common pattern-

select the data to analyze
«choose the analysis to run
ereview status

sview analysis results details.

After analysis tasks are complete,
you will be emailed a notification.

Analysis / MHC Validation and SFVT Analysis / Home - BetaRelease ‘@

Home | Upload Data | Creste Data Set | Analyze Data Set | SFWT Analyziz | Analysis Resultz | Uszer Guide | Ambiguity Reduction Slides f Logic

The menu tabs remind you of
your options and allow you to

navigate within the MHC Analysis
module.
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If you chose to upload a HLA typing file, you will see the following page:

Fields marked with an asterizk * are required.
Select the action *

&) Walidate alleles
“Walidation uzes the ANTT Tool to validate conformance to IMGT/HLA wersion 2 & 3 nomenclature format and G- and P-Codes.
Alzo, Walidation converts the input file into IMGT /HLA wersion 3.* format since all options operate on that format.

() Walidate and Generate SFVT Vector Files 1 Ch I .
) Walidate and Reduce allele ambiguity ' 00se an ana ySIS
Thiz tool was designed by Steven J. Mack et. al, and was developed with his invaluable co-operation. (0] pt| on.

The input requires the column 'Population Area' that specifies the population area | 55 ) associated with each row of data,

) Run Pypop HL& QC Pipeline
This pipeline validates the input file first and then runs Pypop. Please check out the Pypop Timings' | B3,

Select the IMGT/HLA Output Version ° 2. Find your file on

&) Generated files will be formated in IMGT/HLA version 3." format your com puter and
All the options abowve operate on IMGT SHLA wersion 3.* format and output all files in that format
name the data set.

) Generated files will be formated in IMGT/HLA version 1." format except for IMGT/HLA G- and P-codes
Conwersion from [MGT MHLA version 3. to version 2% format uses the AMTT Tool,

P The WHC Validation and SFWT Analysiz tool requires a project: "workspace”

P |t also reguires a ".txt" (tab-separated text file) or a ".xls" (2003 Excel file]) HLA Typing File,

P Please see the User Guide or contact the help desk for more information,

3. A pop up window
displays your choices
for confimraiton.

Select a project to store input and [ revised example packages “

generated files '

HLA Typing File {txt or xls) * | |[ Birowse..

Download an example HLA Typing Data File (L txt) containing instructive
errors

Dowwnload an example HLA Typing Data File (Excel .xls) containing 9 ew ares bt b make the Following Upload a HLA Typing Fil
review your settings before procedding, For the Pypop HLA,
time, Do you wish to continue?

The page at https: ffwww.immport. net says:

Ar Computer’ request. Please
i, the process can take some

instructive errors
Download the HLA Twping Data File Template (Excel .xls)

Selected Action = Yalidate Fils Content
Fataset Hame * File Mame =HLA_Typing.kxt
Project Mame = ADYN Yaricella 3
- — L] ' Dataset Mame =HLA_Typing file AMIA 2009
= ) —-— Dataset Description= HLA_Typing file AMIA 2009
Drataset Descriptor g
g wm &

-
MOTE: Clicking "Mext" will w time am file into the private project workspace of your chozen project, execute the action, oG SElETatE THES,

Previous | [ Mext | [ cancel ]
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Analysis tasks can be monitored and the results downloaded.

Analysis / MHC Validation and SFVT Analysis / Create HLA Data Set / Display Submitted Request - Beta Release

Home | Uplosd Data | Creste Data Set | Analyze Data Set | SFWT Analysis | Analysis Results | User Guide | Ambiguity Reduction Slides §Logic

Upload & Generate files e

Your "HLA Allele Walidation” request was submitted successfully, Your analysiz task 1D iz 3093,

Click the "Show &nalysis History" button to proceed to the MHC Walidation and 5FWT Analysiz History page. Once the task wou requested is completed, vou will be abh
to download vour files.

You may monitor the status of your analysis task on the Analysis Result page..
Show Analysis Histony

Analysis / MHC Validation and SFVT Analysis / Analysis Results - Beta Release
Analysis / MHC Validation and SFVT Analysis / Analysis Results - BetaRelease

Home | Upioad Data | Creste Data Set | Analyze Data Set | SFYT dnalysis | Analysis Resufts | User Guide | Ambiguity Reduction Slides / Looic

Home | Uplosd Data | Creste Data Set | Anslyze Dats Set | SFVT Analysis | Analysis Resuts | User Guide | Ambiguity Reduction Slides /Logic

Data Set Details

SFUT Analysis Accession Mo: 838
Thiz page iz a list of the tasks you have submitted to the SFVT Fle Generation Tools, Click on a task D to vew detai rmation shout the task or to see the Generation Status: Completed with Validation lssues
Please contact the help desk if you have any questions sbout the status of you analysis runs [Contact Us Data Set Name: example data from steve mack
Description: validate
Research Praject: Test research project for 2.9.2
41 4 | Page 1laf3 b P“ @ Displaying 1 - 20 of 48 couicelile: HLA Tvpine.ds
Source Type uploaded file
Task D | Start Date End Date: IrpLst File: Generah Mame Description Status IMGT Yersion Source File Type: HL& Typing
e T e A R R S IR iR e Rl B ‘(2“0;‘6“64"0“1") Al Alleles generated in formst:  IMGT/HLA Version 3 format ithe ANTT generated file will be in the WAGT/HLA

version different from that of the input file]

110217 Analyze VF  generated fle  sfvt_testl_from_cpbd MGTHL sivitest from Errar in Saving File Release 300 I GT Release: Rrelease 3.00 (2010-04-01)

(2010-04-01) —
SPYT Tool Information: HLA QC Pipeline (version 3.0)
20110247 Generste VF  generated file  sfvt test 3_from_sub_ MGTHL stvitest3 from Completed Release 3.00

(2010-04-01) The files associated with the allele validation results are:
Generate VP generatec fle st fest 2_from ra_hl MGTHL sfvttest2 trom Completedt with Ve Relsase 300 Download file
(2010-04-01) 1 llels Validation Fils Validated allsles sre presented in this result fils Taska0a?. Allsle walidation fils.txt

2 ANTT Yalidation File The ANTT tools walidation results are written to this file  Task3087 ANTT validation file txt

Summary files

: Summary of walidation resutts and of any errors and
1 Walidation Summary A Task3067. Miele_validation summary.txt
exceptions

Summary of ANTT vafidation results and of any errars and
exceptions encountered by the ANTT tool

An analysis task detail page allows you to review and download 3 o flesGanorsed from th SFUT anatss sk and thoi

description

results.

Download all the abovs files including the source file as a  zip-file with zensrated name contsining directory,
single compressed archive/file Tack3067, Validation result files

2 ANTT Validation Summary Task3DE7.ANTT validation summary.txt

Taskia7, README . txt

1 MHC Analysis Results
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If you chose the option to use HLA Typing data in ImmPort, the workflow is similar to the
uploading your own file workflow with the additional option of choosing the locus(loci) to analyze.

Fields marked with an asterisk * are required,
el 1 I ' i Select the action
T e e Salpot HLA Loci e Display submitted renuest
@ Validate alleles
‘Walidation uses the ANTT Tool to walidate conformance to [MGT/HLA wersion 2 & 3 format and G- and
Ao, Walidation converts the input file into IMGT /HLA version 3.* format since all options operate on that format.

O Validate and Generate SPVT Wector Filss

©  Validate and Reduce allele ambiguity
This tool was desigred by Steven J, Mack st. al, and was developed With fis invaluabls co-operation,

The input requires the column ‘Population Area’ that specifies the population area ( 55 ) associated with each row

©  FRun Pypop HLA QC Pipeline
This pipefing validates the MUt file first and then runs Pypop, Please check out the 'Pypop Timings' ( &),

Select Subjects and Experiment Samples from InmPort projects o saved fists

Select the IMGT/HLA Output Version

You m ay select a P reviou Sly saved @ Generated files will be formated in IMGT/HLA version 3.* format

- - - - All the options above operate on IMGT MHLA version 3,* format and output all files in that format
Su bJeCt I ISt Or Choosel SUbJeCtS I n your () Generated files will be formated in IMGT/HLA version 2.* format except for MGT/HLA G- and P-codes
workspace(s).

Conversion from [MGT/HLA version 3.* to version 2.* format uses the ANTT Tool,

= the Clear All

¥ The MHC Yalidstion and SFYT Analysis taol raquires a project: "workspace”

P It alsa requires 3 “.txt" (tab-separated text file] or 2 "xls' (2002 Excel file) HLA Typing File,

Accessible Projects with HLA Typing Results Saved Subject List having HLA Typing Result b Plesse see the Lser Guide or contact the help desk for more information.
[ bl ot Tl ot Tooe [ Usta  Listhlame st Destrition Pt D — :::;‘M“e‘;'z’l:‘ (eistorecinuitand. il rebied clamiloipackens i
[l TESTRNG: Bt eyt S FP A B i
= = HLA Typing File (-t or xis) [(Erowse_ |
f_‘ 5 TESTING Colihorative Projects p ; 171 83 384 5
W m CEl se sfects 0 [ o LB VA 1 sy 1 AVA and sty 2CHT 243 Conlsas oh eXaTpe HLA EMEDEts Hle LUE] CoMamna metesive
‘_‘ m Tesﬂng GeneExp P |_| 10dd aths it Hare b Download an example HLA Tvping Data File Excel .xls) containing
S = instructive errors
% Reseach Proect fo P Versin: R v Download the HLk Typing Data File Template (Excel xis)

Dataset Name *

Dataset Descriptor

MOTE: Clicking "Next! wil upload the abowe file into the private project workspace of your chosen project, execute the actin

-] RERG T
Subject and Experimental Sample Data Having HLA Typing Reslts Fade LAl i SRt T
[T HL& Locus Mame Mumber of Subjects with Locus
Page 1 oft T Bl | dsaedl Export Okt | @kaal Displagng | -Bot ] HLA-2 3 ~
[ HaB [
D SubjectOrghceum  ExpSampleAcchum «  Gender Affectiortatus  Race Brricty  AffectiorPhenatype  OriginaProfTte =
= Ol Ha-c [
u SBT3 ES108433 Mk Affectedor Case Afcan American NonHispar Autoimunity CE case subjects ] 1 B
\j SUBT3880 ES10R4%4 fale Affectedor Case Native Havwaiin or Pacify Native s udoimminity (Bl cass stbjects ) A-DPE1 g
Select the loci of HL&-DEa1 5
. HLA-DEBE1 5
Interest O] Hea-DRBN & =
- ‘ L M | =
NOTE: The ‘Select All’ option does o p G

not add a check to the check box
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Sequence Feature Variant Type Analysis may be performed on data sets that have been
validated and for which the Generate SFVT Vector File option was chosen.

Analysis / MHC Validation and SFVT Analysis / SFVT Analysis / Select SFVT File - Beta Release Analysis / MHC Yalidation and SFVYT Analysis / SFVT Analysis / Select Param

L 5 L
Home | Upload Data | Create Data Set | Analyze Data Set | SFYT Analysis | Analysis Results | User Guide | Ambiguity Reduction Slides / Logic: Home | Upload Data Create Data Set | Analyzé Data Set | SFVT Analysis' | Analysis Results Userouid

Select Wector File Result st =g [Nsplay submitted request

== Sploct Parameters === Display submitted request

Previous ‘ Cancal ‘ Previous | | Mext | | Cancel ‘
Flelds marked with an asterisk* are required. “fou have chosen the following vector file generation task for SFWT dnalysis:
Task |0 2944
The HLAWT Analysis requires a vector file result, See User Guide for more details, Task Inifo! {2964
Generate WF

Select an existing vector file generation result and then click Next™
generated file

sfut test 3 from sub list gen sfvt hia drbt

]

Page 1 of1 4 T Displaying 1 -4 of 4
Completed
Task D | Start Date End Date Task Type Source Type  Input File Generat Name Descripion  Status IMGT Yersion |MGT Release 3,00 (2010-04-01)]
(0 2384 200110247 20110247 GerersleVF  genersted fie  sfvt fest3_from_sub IMGTHL sfttest3 fror Completed Release 3.00
(AT005-01) Fields marked with an asterisk * are réquired,
(02963 2M1-0247 20110217 GerersteVF  generstedfile stvtfest2_from_rp_h IMGTHL sfittest2 fror Completed with ¥, Release 3.00
(2010-04-01)
b The SFYT Analysiz tool requires a project.
} The Dataset Hame iz used to name the parameterization file generated in this workflow,
} Please see the User Guide ot contact the help desk for more information,
Data Set Details
SPVT énalysis dccession Mo: 846 s
Generation Status: Completed with Yalidation lssues Select a DrUJECt to store 0 revised example packages aw
Data Set Namet HLA1_ver2_Orig_modfd.pheno. pop.txt generated files ©
Deseription: HLA1_ver2_Orig_modfd.pheno. pop.txt viaidate and gen SFVT
Research roject: 0 revised example packages Dataset Mame * sfwt test 3 from sub list gen sft hla drb1
Source File: HLAT ver? Orie medd.pheno.pop.txt
Source Type: uploaded file Dataset Descriptor
Saurce Fils Type: Custom HLA Typing
Alleles genersted in format: WAGT/HLA Version 3 format (the ANTT genersted file will be in the IMGT/HLA 5 =
version different from that of the input file] Select a phenotype column ™ | Subject Phenotype »
IMGT Release: Release 3.00 (2010-04-01]
SRVT Tool Infarmation: Wector Fils Generator fversion 3.0) celect a statistical test *

The files associated with the SFVT vector file generation results are:

e T S " S T
oy ] Select Loous:*

Summary of validation results and of any errars and . i 7
exceptions Selected items: HLA-DRE1

DT e | Pléase note messages that
indicate if your data set may not
be used for SFVT Analysis.

i Validation Summary Task3095, Alele_ualidation

Fage 1 ofi ey Ciisplaying 1- 1 o1

their description

HLA Logus Hame =

Download all the above files including the source file

zip-file with generated g
as a single compressed archive/file 2

i ARHC Anatysis Results
Task3noz

@ HLA-DRE1

Cieviois |
e e AT

trun SFVT analysis with no vector




