Data Handling: End Point

* Any Mass Testing methodology must o

-
R A A R TS AT

match throughput to data ,.
handling/scoring
| 20140

 KRAKEN has been designed as the only _58
dedicated Mass Testing LIMS and has 7-35
processed Billions of data points on over o
350 genomes, on millions of amplicon ks L
assays. ;:I :

* End point allows simplified data scoring .ﬁ‘:m. H
reporting as a YES/NO

* Million ++ data points per day is all in T a—
house, 1 person per day o —_

Sy




KRAKEN LIMS  6ieryepectof  Mase testing b Nose to i

t. 6$9ml M‘ - simonne il @ Click on the area in the screen picture below for more information _
5 Open global plate reader file ) B [E=SIor=x=) =

Read plates (Import)

Fle Edt Fnd View Tools Heb
wherever youre going Im gong your Awy.
< 50 0o x [rambanl s b
;J Fies | : 3% &) Suggested Sites v &) Web Slice Gallery v
= B Maaters ’i =
I
B sagh - cagnal | Kraken
51 o a1 421_10 Topi
B cagr a1h21_100 il 'opics Y . i
- Start Kraken & Log in
&1 a2 81021 500 How to use the Manual
B4 ragt 10211000 Weabsits map of Manual (Pro‘eu)nunagemeit | Glo(bal (pn):,ect) Manage{ment vandow} getting started (Cu.:le) |/ {Project} Window | New {Customer} / {Project} |
| {Cu perties | {Project] {1 isati Report | Export worklist / Report |
B e 830315 Working (Projecty | Working {Profects vindow (Guide) | Sharing {Assay}s | Sharing {Master} plates | Sharing / moving {Sample} plates |
= . wm debs | ———————— | || {Master} vell search and copy | {PCR} mix allocation |
| oject} types | EL ualitative (- /+) | ELISA Quantitative | Zygosity | SN enotyp-ng | Sequencing | GMO | F-Score |
T {Project} ELISA Quali ELISA Q Z SNP G S GMO | F-S¢
IR KBISTEE2 Assay 0001 -22 i Kraken Overview Users: | Log in | User Password | {Project} popup | Lab Book : User | User Privileges |
7] KB3S7873 | kraken Quick Guides >> |
| Stortino Kraken
: :::;:;; Assay 0002 : : roia ST A RS S oo g o |
Assay 0002 - | Kraken Shortcut on the Deskop ) :
MR KBIS7676Assay 0003 18 fll e Start bution > All > Kraken
IR KBIST677 Assay 0001 22 | Sroriing tproject Navigate IProgram Files (Applications) > KBiosciences-KLIMS > Kraken login.exe orklng sample plate barcode
IR XB358594 Assay 0001 -22 i mansgement | [ ] ]
| 1mport functions i i i " i I
2 LBI585% Assay 0002 - 18 |l Ooror b o ormers This describes how a User will start Kraken client software on a laboratory computer and Log in to the Kraken Workflow Manager.. } | View reads
| >>
MR KB358597 Assay 0003 - 18 Add {Sample}s to L| Start Kraken workflow manager software }
working plates >>
KB 35968 | e & 50 Granersy > © Next read
| {PCR} mi: i i "
: 258?; Assay 0001 mix 1. Click on a shortcut on the Desktop or the taskbar (bottom strip) Assay scoring progress
359370 Assay. 0001 Set {Incubator} status - :
I
(8
I
I
I
I

|
|
1) Preners i Vieving & Scoring results
R | s 0 i
& @) Avsys I R lView options. .. v‘
@ 0001 HELOOY-2 | e S reads
I : 0002 S003 - 1.8mM fnla///C/Suur:e/LabVlEWKLIMS.lZ/HeIp_re_s/f help_loginihtm _l SNP.Desian I il Project Status
= &F Desgn 1 I [ — B_E :
‘ Alquots — s BB '053-0484.2 4 074.105 Opened
= BR KBIS6S97 ragt 4142 1_100 1 1 1 1 Bl e w Ean
12 20/01/2009 11:31:38 TCA 3Bc@I457.72° M1 LlQUld dISpenS|ng = EISSEENEY 3 074.105  Genotyped
5 X KBISTET6 ot 112 1_10ragt a1-h2 1_100seagt 4152 1_1000 — |053-0484.2 2 074.105 Pass
&7 07/01/2009 135220 TC1 Bc@3457.72" 22 for 3 .
) O7/01/2009 184045 TC1 38c@9457.72° 11 e 7 Data reporting
@0 Desgn2 o " ’
Q Re“‘ : et e Viets ty - ety
Asprate
. = 3 E
- Master W
~= o Alldataflow |7




Data calling: End Point
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Manual Auto calling data
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KRAKEN has been and is still used to call Millions of data points, capable of
Auto calling 1.5 million or 10,000,000++ Data points per day.
Its with out doubt the most significant part of any mass testing program.
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K RA K E N I_l M S Laboratory Information Management System

Multiple users log on to password protected Kraken. Each User has their own privileges. User names are recorded in logs, as users interact with
Kraken.

Kraken has a single database and a shared fileserver area, allowing users to share data in real time.

Kraken data is subdivided by Customer. All entities (other than Kraken users) belong to a Customer or are first created for a Customer.

Customers are added to Kraken. A Customer holds source information for Assays, oligonucleotide Primers, DNA Sample tracking, default QC
criteria, organism, notes and contact details. A Customer may also be subdivided by Organisation.

Each Customer has one or more Projects associated with it.

Customers are added to Kraken. A Customer holds source information for Assays, oligonucleotide Primers, DNA Sample tracking, default QC
criteria, organism, notes and contact details. A Customer may also be subdivided by Organisation.

Each Customer has one or more Projects associated with it.

{Customers} contain Projects

Every Project is assigned to a Customer. Each Project has Master plates containing Samples provided for the Customer and Assays used on
working Sample plates. It links to Assays and Primers from any Project as needed.

Projects are displayed as a navigation tree, the Project tree. From the Project tree, Assays from this or other Customers may be viewed and
imported into the Project (to assist in locating the Assay Aliquot physical tubes). The Project tree containsits own working Sample plates, which
may be dispensed from dilutions of the Master DNA (sisters) and daughter plates which are stamped from sisters. Assay results are linked to the
Project so that experimental set up and data analysis is performed from the Project tree.

Each Project is a self-contained information set defining everything from incoming Master sample information, to the results and the final report.

& SNPs

2 0001 GHGINS0

2 0002 GHArg51GIn
8 0003 GHLeu72Met
& 0004 BDNFC270T

Items stored with each Project are: Master plates containing DNA with their storage location. To each Project, Master plates may be, replicated, Empty 1203 4
subsets copied and Assays added virtually, modeling the experimental workflow in the laboratory. Location tracking information is stored in real DNA. A *
time so that you can see where a Sample plate is at any given moment. Files on the computer system, which are destinations for Reports, are NTC. s
make available in the Project tree.

DNA+Assay ¢
Any item contained on a plate or in a multi-well box may be reviewed on a picture of that plate. Each spot in a picture is fully interactive, so that NTC"‘ASSEY. °
you can drill for information about a single well (shown in the image, right). . Missing K
Many items are stored with a Project but only a subset of the scored plate read data is required for the final report and stored as Results.

o

Results are automatically collated from plate readers into the correct Project based on the barcode (or name) assigned to each Sample plate. This
feature allows multiple Projects to be bundled in the same experimental batch, because each set of results is immediately associated with its own &
Project/DNA/Assay.

After data has been read it may be automatically called, and made available for display within its Project, with its identifiers for Assays and DNA
Samples already assigned.

When reviewing data, spots on a cluster plot interact with a plate diagram and normalisation data. Calls may be automatic, but are also assigned
manually, using these interfaces. Each spot may be drilled for information (shown in the image, right).

Automatic reports generated from Result set

Reports may be generated for general use. Results may be exported for use in the free SNPviewer tool. The SNPviewer can then export subsets
of the data to other systems.

Reports and exported data are sent to Files available both from Kraken's Project tree and from a general computer navigation system (such as an
Explorer window).




< [Em]

Saddle ranch  strava

https://testingmethods.crowdicity.com/post/3296740

Kraken Topics

How to use the Manual
Website map of Manual
New in Kraken

Kraken Overview
Kraken Quick Guides >>
Starting Kraken

Project types & set up >>
Working Project management
Import functions >>

Design & order primers >>
Add Samples to working plates
>>

Make & add {Assays} >>

PCR mix

Set Incubator status

Read plates (Import)
Viewing & Scoring results >>
Sequencing >>

Reporting results >>

Global Project management
Event log

Searching >>

Definitions

Lab book

Managing users

Advanced >>
Installing server & clients
Database tables

TR3 club

K RA K E N I_l M S Laboratory Information Management System

Not Secure — results.Ilgcgenomics.com N ¢ ﬁ @

Mille Miglia TR3 Sky Osprey popmax Reserchgate Kindle Kinetico Jazz Albums Kanuku Mountain tutor2u Netflix Sebring Messenger Hotmail Linkedin BBC Smugmug facebook >>

Pathology Alliance webinar 12/05/2020 - YouTube Kraken Manual JC review.pdf - OneDrive +
The flowchart below demonstrates how a normal user would interact with the Kraken software to log in, add a Customer, assign a Project to that Customer. Within the Project, Assays are added, by adding a DNA sequence;
oligonucleotides may be designed using the Primer picker tool, and ordered through Kraken, which streamlines production of oligos and record keeping.

Kraken reinforces workflow. When oligos arrive, they are imported into Kraken via the Oligonucleotide synthesis report. Oligos are recorded in Primer plates in Kraken (see the Primer icon in the Project tree. They are automatically
associated with Assays. A Primer plate represents a physical plate or box of unmixed oligonucleotides.

Assay Aliquot plates are created to receive oligonucleotide mixes ready for PCR. Assay aliquot tube positions are recorded and start of with a status of Empty tube. As oligonucleotides are mixed into new Assay Aliquot tubes they are
arranged in these tubes in the Assay plates (or Assay Aliquot plates) in Kraken (a plate represents a physical box). As they are dispensed into Assay mixes, the Assay tube status is changed, and as the Assays are tested (validated)
then the Assay status is changed by the person assessing or scoring the results. An Assay Aliquot may be given the status In use or Do not use and others.

Similarly, {Samples} are received in Master plates and their location recorded by plate and physical storage location (e.g. walk-in freezer) in Kraken. As the {Samples} are diluted and dispensed into working Sample plates (daughter or
sister or replicate plates) each dispense is monitored in Kraken. There are icons in the Project tree for the original Master plates are located and another for the working Sample plates. Each Project must have its own Master and
working Sample plates, and Kraken makes it easy to transfer {Samples} between plates.

Into working Sample plates (created blank) must be dispensed, virtually in Kraken:

o first, the DNA from the Master or diluted working Sample plates (sisters) created from them.
e second: Assay mixes are dispensed from Assay aliquot tubes.
o third: plate reader files may be assigned to each plate - these are organised under the Assays icon in the Project tree.

e Note: This order is strictly controlled in Kraken: an Assay cannot be dispensed into a plate with no DNA samples in it and a plate read file cannot be assigned to a plate where an Assay has not been dispensed.

The Assays icon in the Project tree holds all of the results, and there you will find for each Assay, the Assay designs, and for each design, the read or reads (plate reader file data) which follow thermal or hydrocycling. From this part of
the tree each set of results is rapidly accessed as a cluster or other plot. Normalisation data may be viewed.

At this point the results are scored, and the preferred, most representative plot ‘Submitted' for the final report. Submitted is one of many statuses which may be assigned to a plate read. ***However, more than one results set may be
used to decide on the call for an individual sample. Plates are frequently re-cycled (submitted to a further 5 rounds of PCR hydrocycling) and the results compared: direction of travel of the relative intensities (data point) for a given

Sample may be a critical indicator for a genotype call.

Submitted results are copied to the Results icon in the Project tree and are seen in the final report or SNPviewer file. Note the statement above***. In this way, plots used for validating Assays or where most of the data is not
representative of the final calls, remain in Kraken but are not in a final report.

Kraken provides rapid reporting, drilling of Master plates to see % of calls (and determine whether Samples are still good), Project overviews for accounting. User privileges, and user management is available. Database maintenance
tools are provided and the MySQL database tables are documented in this manual.

Kraken may be used by many users or only one, in a factory setting or in a smaller laboratory. It has XML import functions and can interface with upstream and downstream systems.
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The flowchart below demonstrates how a normal user would interact with the Kraken software to log in, add a Customer, assign a Project to that Customer. Within the Project, Assays are added, by adding a DNA sequence; oligonucleotides
may be designed using the Primer picker tool, and ordered through Kraken, which streamlines production of oligos and record keeping.

Kraken reinforces workflow. When oligos arrive, they are imported into Kraken via the Oligonucleotide synthesis report. Oligos are recorded in Primer plates in Kraken (see the Primer icon in the Project tree. They are automatically associated
with Assays. A Primer plate represents a physical plate or box of unmixed oligonucleotides.

Assay Aliquot plates are created to receive oligonucleotide mixes ready for PCR. Assay aliquot tube positions are recorded and start of with a status of Empty tube. As oligonucleotides are mixed into new Assay Aliquot tubes they are

arranged in these tubes in the Assay plates (or Assay Aliquot plates) in Kraken (a plate represents a physical box). As they are dispensed into Assay mixes, the Assay tube status is changed, and as the Assays are tested (validated) then the
Assay status is changed by the person assessing or scoring the results. An Assay Aliquot may be given the status In use or Do not use and others.

Similarly, {Samples} are received in Master plates and their location recorded by plate and physical storage location (e.g. walk-in freezer) in Kraken. As the {Samples} are diluted and dispensed into working Sample plates (daughter or sister or

replicate plates) each dispense is monitored in Kraken. There are icons in the Project tree for the original Master plates are located and another for the working Sample plates. Each Project must have its own Master and working Sample
plates, and Kraken makes it easy to transfer {Samples} between plates.

Into working Sample plates (created blank) must be dispensed, virtually in Kraken:

first, the DNA from the Master or diluted working Sample plates (sisters) created from them.

second: Assay mixes are dispensed from Assay aliquot tubes.

third: plate reader files may be assigned to each plate - these are organised under the Assays icon in the Project tree.

Note: This order is strictly controlled in Kraken: an Assay cannot be dispensed into a plate with no DNA samples in it and a plate read file cannot be assigned to a plate where an Assay has not been dispensed.

The Assays icon in the Project tree holds all of the results, and there you will find for each Assay, the Assay designs, and for each design, the read or reads (plate reader file data) which follow thermal or hydrocycling. From this part of the tree
each set of results is rapidly accessed as a cluster or other plot. Normalisation data may be viewed.

At this point the results are scored, and the preferred, most representative plot 'Submitted' for the final report. Submitted is one of many statuses which may be assigned to a plate read. ***However, more than one results set may be used
to decide on the call for an individual sample. Plates are frequently re-cycled (submitted to a further 5 rounds of PCR hydrocycling) and the results compared: direction of travel of the relative intensities (data point) for a given Sample may be

a critical indicator for a genotype call.

Submitted results are copied to the Results icon in the Project tree and are seen in the final report or SNPviewer file. Note the statement above***. In this way, plots used for validating Assays or where most of the data is not representative
of the final calls, remain in Kraken but are not in a final report.

Kraken provides rapid reporting, drilling of Master plates to see % of calls (and determine whether Samples are still good), Project overviews for accounting. User privileges, and user management is available. Database maintenance tools are
provided and the MySQL database tables are documented in this manual.

Kraken may be used by many users or only one, in a factory setting or in a smaller laboratory. It has XML import functions and can interface with upstream and downstream systems.



