How to get the HTPG sample
file and Intertek Order Form

Milcah Kigoni (m.kigoni@cgiar.org)

g
"' ICR.‘"T RRRRRRRRRRRRRRRRRRRRRRRRRR HTPG
@ IO IREIFE N insTiTUTE FOR THE SEMI -ARID TROPICS


mailto:n.enghwa@cgiar.org

There are 2 ways of generating The Intertek Order form and the HTPG sample file:

1. Using Simple tracker Galaxy tool: This tool on Galaxy generated a prefilled sample file, Plate
Barcodes, a completely pre-filled sample list and filled plate layout. The input file required for this
tool is a text file with 2 columns (germplasm_name and number_of plants)

2. Using Order form and HTPG sample file generator: This tool generates these two files and pre-fills
the sample ID columns with randomly generated Unique IDs.

See the next slides for a step to step guide of how to generate these files using the 2 approaches above



1. Using Simple tracker Galaxy tool to get Order Form
and Sample File



Step 1:

Prepare a (tab-delimited) text file with the column headers ( germplasm_name and number_of plants) as showed below
and save.

 simpleTracker_input - Notepad

File Edit Format View Help
germplasm_name number_of_plants

XBL-167 91
RRN 73
ACN-1 195
SUBI-5c 25
YGS 168
BRIA-2 222

NB: No spaces in the column header name



Step 2:

go to:

ICRISAT Galaxy Server
http://52.77.250.26:8080/

Or

EiB Galaxy Instance
http://13.250.212.83



Galaxy Interphase

= Galaxy x izt ' =

& 2> C  @111.932172:8083 A 000 EOP S EE

Analyza Data

Tools .!, History 3 ﬁ |:|:|

search tool Q search datasets Q
Get Data Hello, Galaxy is running! Unnamed history
Send Data

X : . . . . (empty) % »

Collection Operations To customize this page edit static/welcome.html .
Text Manipulation ) This history is empty. You can
Eilter and Sort Configuring Galaxy » Installing Tools = load your own data or get data

. from an external source
Join, Subtract and Group |
Convert Formats
Extract Features Take an interactive tour: | calaxy ul | | History | | Scratchbook

Fetch Sequences
Fatch Alignments

Statistics

Graph/Display Data

HTPG Tools Galaxy is an open platform for supporting data intensive research. Galaxy is

Mas developed by The Galaxy Team with the support of many contributors.

Population Tools

Workfl The Galaxy Project is supported In part by NHGRI, NSF, The Huck Institutes of the Life Sclences, The Institute for
bl CyberScience at Penn State, and Joehns Hopkins University.

« All workflows

* HTPG_Flapjack Analysis

<- k]
Tools panel: Analysis Panel: Data panel:
This is where you find This is where the analysis is done This is where.- all Uploaded cl_ata
the tools and Workflows when a tool or workflow is run. and results files from analysis are

found.




Click here

= Galaxy / EiB-demo Analyze Data Workflow Shared Data~ Visualizatio > User
Tools _1; History C -l:l- D]

search tools (] search datasets (]
Get Data .Excel Ien.ce Unnamed history

Upload File from your B d 16 deleted, 2 hidden

computer In ree Ing

PLATEORM 2.22 MB > e
Genomic Selection 4 [ ] >
Data Format Conversion © This history is empty. You can
. load your own data or get data
Marker Selection
from an external source
Imputation
By Welcome to Galaxy!
GWAS tools L i . .
. : This instance is dedicated to host tools for the GOBII project

Text Manipulation ) ) i
Collection Operations mpro]eCt and m platform.
Filter and Sort Take an interactive tour: | calaxy ur | | History | Scratchbook

Join, Subtract and Group

Extract Features

Fetch Sequences D Delete

Fetch Alignments

Statistics

Graph/Display Data
VCF intersect




Download from web or upload from disk

Regular | Composite Collection

Type (set all): I Auto-detect | X ] Q Genome (set all): Additional Species A... | v I

L1 Choose local file (&' Paste/Fetch data Pause Reset Start Close

Click Here to select the input file
from your computer




@ Open

&«

Organize ~

v 4

« pre-genotyping » simpleTracker

New folder

~ [ Name

simpleTracker_input

= This PC
-3 3D Objects
m Desktop
Documents
# Downloads
5 Music
[= Pictures
B Videos
i . Windows (C)
. LENOVO (D3)
- DATA (E)
=y SoftwareDeploy (\W17 v <

X =

v D

Search simpleTracker R

Date modified

9/28/2018 11:23 AM

File name: |simpleTracker_input

v | Al Files

| Open | ‘ Cancel

I\

Type (set all):

) @

Auto—de\ect

l L Choose local file

Click here

Galaxy | EiB-demo

Genome (set all):

(¢ Paste/Fetch data

X

x| + -
* OGO mODP < ®E O

= Galaxy

————— Additional Species A... | v l

Pause

Reset Start Close



Download from web or upload from disk

Regular | Composite Collection

You added 1 file(s) to the queue. Add more files or click 'Start' to proceed.

Name Size Type Genome Settings Status

O simpleTracker_input.txt 95 b Auto-dete.. [v| Q Additional Sp... | 7| £

Type (setall): | Auto-detect [+ Q Genome (set all): Additional Species A... | 7|

l L1 Choose local file [# Paste/Fetch data Pause Reset Close

Click Here

When you click on start the status bar should run till its 100%, after which you can click close



? Galaxy / EiB—demo Analyze Data W Shared Data Visualization» Help» User~ : Using 0%

Tools :, History - &[T
search tools [x] search datasets [ %
Get Data

Unnamed history

Upload File from your Excel Ience 1 shown, 16 deleted, 2 hidden
computer
- — 2.22 MB ¥ ® a
Genomic Selection I n ree I ng

Data Format Conversion PLATFO RM 19; simpleTracker inp @ 4 x
Marker Selection < ® ut.txt

Imputation
Cluster Analysis
GWAS tools

Text Manipulation Welcome to Galaxy!

Collection Operations
Filter and Sort This instance is dedicated to host tools for the GOBII project, HTPG project

Join, Subtract and Group and EiB platform.
Extract Features

Take an interactive tour: calaxy ur| | History | | Scratchbook
Fetch Sequences

Fetch Alignments
Statistics

Graph/Display Data
VCEF intersect

HTPG TOOLS

Pre-genotyping

Post-genotyping v You should see your input
text file loaded here



= Galaxy / EiB-demo Analyze Data

Tools & History o & [0

r -
search tools 0 search datasets Q
Fetcn Sequernices

Unnamed history

Fetch Alignments
L. . . 1 shown, 16 deleted, 2 hidden
Statistics

i ® in Breedin e
VCE intersect g 19: simpleTracker inp @ 4 x
PLATFORM Ut bt
HTPG TOOLS < ® ) ut.txt
Pre-genotyping
Get Intertek Order form and
HTPG Sample File
Get a list of Unique IDs (UIDs) 1
b Welcome to Galaxy!
SimpleTracker Generates This instance is dedicated to host tools for the GOBII project, HTPG project
sample IDs and plate layout and EiB platform
for sample barcoding and - )
ol Take an interactive tour: |Galaxy u1 | | History | | Scratchbook

Post-genotyping
TOOLS FROM TOOLSHED

GOBII TOOLS
Under HTPG tools; Flapjack Tools
Click on Pre-genotyping Workflows
then SimpleTracker * All workflows

FISINE B S B TR




= Galaxy / EiB-demo Analyze Data

Tools -!; History -’3 Q ED
SimpleTracker Generates sample IDs and plate layout for sample barcoding and collection (Galaxy + Options

[ search tools (%] “ Version 0.1.0) search datasets Q
Fetcn Sequences Input file )

Fetch Alignments Unnamed history

T Ol & o 19: simpleTracker_input.txt v 1 shown, 16 deleted, 2 hidden
Graph/Display Data Plate name prefix 2.22 MB ~¥ % e
VCF intersect BRRI-LST-09-18-Plate- 19: simpleTracker_inp @ 4 x
HTPG TOOLS Direction of plate layout —

Pre-genotyping Vertical

Get Intertek Order form and
HTPG Sample File

Position of checks in te ex. AO1,H12 (com separated, no spaces, zero-padded)

Get a list of Unique IDs (UIDs) H11,H12
in a text file

SimpleTracker Generates
sample IDs and plate layout
for sample barcoding and
collection This tool parses a tap-delimited text file for germplasm_na
with UUIDs and plate\ayout.

What it does 1. Ensure your file

enerate a list of samples is loaded here, if
not click on the

drop down arrow
and select the file

and number_of_plants columns

Post-genotyping

TOOLS FROM TOOLSHED 1. Filled Intertek submission form

2. Verify database to achas check and guide during sampling procedure
GOBII TOOLS 3. Sample file with UUID,\JUID (in number), plate name, and well position
Flapjack Tools 4, Plate barcode file

2. Edit the plate prefix to make
the plate ID more informative

Workflows The generated sample file will take\all other columns included in the input file.
= All workflows

) 3. Choose between vertical
4. Click on Execute and horizontal plate filling



= Galaxy / EiB-demo Analyze Data

Tools £ History - &[0
— - o 1 job has been successfully added to the queue - resulting in the following datasets:

search tools [ ] search datasets ()
Fercn sequences 20: Plate barcodes
Fetch Alignments Unnamed history

.. . 5 shown, 16 deleted, 2 hidden
Statistics 21: Sample file
Graph/Display Data 3.73 MB ¥ % e
VCEF intersect 22: Verify DB
23: Intertek form IOW AR
HTPG TOOLS B
- 1nterte orm 22: Veri DB

Pre-genotyping 22: Verify DB IS AR

Get Intertek Order form and You can check the status of queued jobs and view the resulting data by refreshing the History pane. When the job 21: Sample file &%

HTPG Sample File has been run the status will change from 'running’ to 'finished" if completed successfully or 'error' if problems =

were encountered. .
Get a list of Unique IDs (UIDs) 20: Plate barcodes W AR

in a text file
19: simpleTracker_inp
SimpleTracker Generates ut.txt llees
sample IDs and plate layout
for sample barcoding and
collection

Post-genotyping
TOOLS FROM TOOLSHED

GOBII TOOLS
Flapjack Tools

Workflows

= All workflows

> 4 files should be added here. If they are in red color, something

PR TR SRR PR T Y

is wrong with the input file. Check the delimiter and spaces
instead of underscores in the column headers



= Galaxy / EiB-demo

Analyze Data W v Shared Dat Visualization~ Help~

Using 0%

Tools

-
search tools ()

Fercn sequences
Fetch Alignments
Statistics
Graph/Display Data
VCF intersect

HTPG TOOLS
Pre-genotyping

Get Intertek Order form and
HTPG Sample File

Get a list of Unique IDs (UIDs)
in a text file

SimpleTracker Generates
sample IDs and plate layout
for sample barcoding and
collection

Post-genotyping
TOOLS FROM TOOLSHED

GOBII TOOLS
Flapjack Tools

Workflows
= All workflows

PN SRS DU USRI B S B I -\

o 1 job has been successfully added to the queue - resulting in the following datasets:

20: Plate barcodes
21: Sample file
22: Verify DB

23: Intertek form

You can check the status of queued jobs and view the resulting data by refreshing the History pane. When the job
has been run the status will change from 'running’ to ‘'finished' if completed successfully or 'error' if problems
were encountered.

History — & [0
search datasets Q

Unnamed history
5 shown, 16 deleted, 2 hidden

3.73 MB ¥ % ®

23: Intertek form @ & X

14,536 lines, 10 comments
format: xlIs, database: 2

infile =
/home/galaxy/data/alexis_dereeps

For all the files;
Click on the file name and then
click on the download icon here

outfile = output
»

B 6 | ? ®» ®

Download 234567891011 12

binary file
»

22: Verify DB W AR
21: Sample file @ & %
20: Plate barcodes W AR

19: simpleTracker i @ 4 %

e ek ok



@ save s X = Galaxy | EiB-demo X = Galaxy X + o
€« v 1 « pre-genotyping > simpleTracker ¥ U Search simpleTracker P Ft96xv9fpaee w O E‘. O & OP & [T o0 g :
4 &
= This PC ~ Name Date modified Ty History . i
3 3D Objects . h h ulting in the following datasets:
No items match your search. search datasets c
m Desktop
[ Documents Unnamed history
5 shown, 16 deleted, 2 hidden
& Downloads
} Music 3.73 MB ¥ ®a
= Pictures 23: Intertek form @ & x
B Videos 14,536 lines, 10 comments
.. Windows (C) format: xls, database: 2
LENOVO (D) e resulting data by refreshing the History pane. When the job L
= I ? |'finished' if completed successfully or 'error' if problems infile =
/home/galaxy/data/alexis_dereeps
File name: | Galaxy23-[Intertek_form] v
Save as type: Microsoft Excel 97-2003 Worksheet v outfile = output
3
A Hide Folders Cancel 0 S ? hal
1 234567809101112
Post-genotyping binary file
»
TOOLS FROM TOOLSHED
22: Verify DB @& R
GOBII TOOLS
Hlrsee S TEls 21: Sample file @ 4%
Workflows 20: Plate barcodes W AR
- ll workfiows i Save the file in your computer 19: simpleTracker i @ ; x
Fal
[] Name Date modified Type Size
-j Galaxy20-[Plate_barcodes] 9,/28/2018 12:05 PM TABULAR File 1KB
() Galaxy21-[Sample_file] 9/28/2018 12:05 PM TABULAR File 90 KB
J) Galaxy22-[Verify_DB] 9/28/2018 12:05 PM TABULAR File 69 KB
Galaxy23-[Intertek_form] 9/28/2018 12:05 PM Microsoft Excel 97-2... 1,392 KB
D simpleTracker_input 9/28/2018 11:23 AM Text Document 1KB

All files should be saved as showed above and they can be
renamed



Approach 2: Using Order form and HTPG sample file
generator



Automated generation of the Intertek Order form and HTPG Sample file (with Unique IDs)

= Galaxy / EiB-demo

Tools :,

Filfar and Sart

= Fs
search tools (%)

.

Extract Features
Fetch Sequences
Fetch Alignments
Statistics
Graph/Display Data
VCEF intersect

HTPG TOOLS
Pre-genotyping

Get Intertek Order form and
HTPG Sample File

Get a list of Unique IDs (UIDs)
in a text file

SimpleTracker Generates
sample IDs and plate layout
for sample barcoding and
collection

Post-genotyping
TOOLS FROM TOOLSHED

GOBII TOOLS
Flapjack Tools

Workflows

Analyze Data

Get Intertek Order form and HTPG Sample File (Galaxy Version 1.0.0) ¥ Options

Sample Count

‘1500 ‘
Number ofG

typing Samples

It will generate unique IDs fonjndicated number of samples, and add them to the HTPG Sample (metadata) file
and the Intertek Order form

Required input:

Total number of genotyping samples

Tip:

It's advisable to get few extra UIDs &g 10 incase they mightbe needed.

Citations (&' Show BibTeX

LastTODO, FirstTORO (TODOQO). github.com. [Link]

3. Click on Execute

2. Input the number of

1. Click on this tool your samples here

Using 9%
History S Q- ED
search datasets ()
Unnamed history
8 deleted, 206 hidden
27.8 MB > e

O mis history is empty. You can
load your own data or get data
from an external source




Automated generation of the Intertek Order form and HTPG Sample file (with Unique IDs)

? Galaxy / EiB—demo Analyze Data @ Workflow Shared Dat: Visualizatio Admin ) User Using 9%
Tools _!; History 9 ¢- ED
Filkar and Sart - o 1 job has been successfully added to the queue - resulting in the following datasets:
| search tools () search datasets (%)

' 215: HTPG_Sample_File
Extract Features Unnamed history

2 shown, 8 deleted, 206 hidden

Fetch Sequences 216: Intertek_Order_Form
Fetch Alignments 28.51 MB ¥ e
Statistics You can check the status of queued jobs and view the resulting data by refreshing the History pane. When the job
Graph/Display Data has been run the status will change from 'running’ to 'finished' if completed successfully or 'error’ if problems 216: Intertek_Order F g, & %

were encountered. orm

VCF intersect

215: HTPG_Sample_Fil
HTPG TOOLS e e

Pre-genotyping

Get Intertek Order form and
HTPG Sample File

Get a list of Unique IDs (UIDs)
in a text file

SimpleTracker Generates 2 output files should be

sample IDs and plate layout added here.
for sample barcoding and
collection

Post-genotyping

TOOLS FROM TOOLSHED

GOBII TOOLS
Flapjack Tools

Workflows

< ?




Automated generation of the Intertek Order form and HTPG Sample file (with Unique IDs)

= Galaxy / EiB-demo Analyze Data  Workflow Shared Datav  Visualizatic ) Using 9%
Tools _4!; History S Q ED
Filfar and Sart - o 1 job has been successfully added to the queue - resulting in the following datasets:
| search tools (%) search datasets (x)

' 215: HTPG_Sample_File
Extract Features Unnamed history
Fetch Sequences Clme T (s [Ea 2 shown, 8 deleted, 206 hidden
Fetch Alignments B B 28.51 MB ¥ % e
Statistics You can check the status of queued jobs and view the resulting data by refreshing the History pane. When the job
Graph/Display Data :wvzsrebeei:;j:t:::dstatus will change from 'running' to 'finished' if completed successfully or 'error' if problems 216: Intertek_Order F @ 4 x
— —!—_ . orm
VCF intersect

668.4 KB

HTPG TOOLS format: xlsx, database: 2

Pre-genotyping generated sampleID: a248bef53eb2

Get Intertek Order form and generated sampleID: 44bb6c4c7aed
HTPG Sample File generated sampleID: 038862b79af5
generated samplelD: b7009902a1f8
generated samplelD: 65687e1f30cc

Get a list of Unique IDs (UIDs)

in a text file
generated samplelD: c8bab885698¢c
SimpleTracker Generates generated sampleID: 105f50a24e01
sample IDs and plate layout generated samplelD: 61e
for sample barcoding and
collection o 2 > ®
TOOLS FROM TOOLSHED 215: HTPG_Sample_Fil @ 4 | %

e

GOBII TOOLS
Flapjack Tools

Workflows - . .
| For both files click on the

download icon and save
the files



€ save As X 5P ([ Enc (BB int ( § Mc (B Au (3 TH (<" su) T x mileh ~— —

1 « Desktop » SENEGAL » Data v ©  Search Data £ |entifer=snd8smng9g%207? Q¥ O 9 0 = 0P &y W o
Fal
= This PC ~ Name Date modified Typ| History -
following datasets:
3D Objects No items match your search. search datasets ©
m Desktop Unnamed history

2 shown, 2 deleted

|2 Documents

v
# Downloads 1.3 MB ¥
ata by refreshing the History pane. When the job has been run the
J Music sfully or 'error' if problems were encountered. 4: Order File @ & %
= Pictures 641.2 KB
@ Videos format: xlsx, database: 2
£ Windows (C:) generated samplelD:
ef48062667a7
~- LENOVO (D) v < > generated samplelD:
10f42ea9ba3b
File name: ‘ Galaxy4-[Order_File] ~ | generated samplelD:
§ 6deb60638cbe
Save as type: ‘Mlcrosoﬂ Excel Worksheet b4 | i) s EI
f74b6395a746

generated samplelD:

» Hide Folders Cancel 5c1999e526e7

generated samplelD:

SNIPLAY 064231570916
generated samplelD:
A2t b635345d1528
bcftools generated samplelD: a54
VCFTOOLS
ec
Workflows
binary data
= All workflows
M 3: Samnle File | @ >
< >




@ Save As
1 « Desktop » SENEGAL > Data v U Search Data
Organize ~ New folder = .
= This PC ~ Name B Date modified
3 3D Objects No items match your search.
m Desktop

5 Documents
4 Downloads
D Music

Pictures

B Videos
# . Windows (C)
- LENOVO (D) v <

Q@ v

Typ

SFI ( [ Enc | A Int M \ﬂ Au ([Q TH (<" Sul )=

Q% 0 9 0O

entifer=snd8smng9g%20?

x

-

following datasets:

lata by refreshing the History pane. When the job has been run the
ssfully or 'error' if problems were encountered.

>
File name: | CEIENYEREEIg o CHEIE| v
N

Save as type: Microsoft Excel Worksheet

» Hide Folders Cancel
SNIPLAY
BLAST+
bcftools
VCFETOOLS

Workflows

= All workflows

miehh — T
OB & 5y © O

Using 1.3 MB

History S ﬂ
search datasets [ %)

Unnamed history

2 shown, 2 deleted

1.3 MB ~

pilnary data

3: Sample File @ &S xR

25.6 KB
format: xlsx, database: 2

generated samplelD:
ef48062667a7
generated samplelD:
10f42ea9ba3b
generated samplelD:
6deb60638cbe
generated samplelD:
f74b6395a746
generated samplelD:
5c1999e526e7
generated samplelD:
064231570916
generated samplelD:
b635345d1528
generated sampleID: a54

B ec

binary data




Using 2.6 MB

History o T

search datasets (%)

Download files and Save

Unnamed history
2 shown, 6 deleted

2.61 MB 4
6: Order File @ & K
644.9 KB

format: xlsx, database: 2

generated samplelD: dfi4b3e3e6f4
generated samplelD: f371a86e526a
generated samplelD: e3b28bc6a793
generated sampleID: a68473b16cf6
generated sampleID: 5d5d6fc9b6cc
generated samplelD:
92a299c7bdb2

generated sampleID: da95e47c3255
generated sampleID: 20f

B e

Download i

Home Share View

» This PC » Desktop » HTPG-AfricaRice » Files » OrderForm_and_SampleFile v ©  Search OrderForn

Fas
~ [ Name Date modified Type Size
3+ Quick access
# Downloads  # B3| Galaxy7-[Sample_File] 7/26/2018 12:01 PM Microsoft Excel Work... 26 KB
) B3| Galaxy8-[Order_File] 7/26/2018 12:01 PM Microsoft Excel Work... 646 KB
|2 Documents o
= Pictures »
= This PC »
m Desktop »

Genotype_files
HTPG-AfricaRice
PDF_Guidelines

Presentations
@@ OneDrive

W This PC
# 3D Objects

== Nacltan



File 1: Intertek Order form

X Cut i v = = - 0 O =21 2 AutoSi
Avrial 10 A A T == - =¢ Wrap Text General - n 7 4 .,o‘ €m oX [
D Bz Copy ~ > & H H Fill =
Paste B J - N A. I E=E= | =EE M . - Of 9 | €0 00 Conditional Format as Cell Insert Delete Format
. ) U = = = €= 2= [==2|Merge & Center $ 0 .00 3.0 Clear ~
~  “¥ Format Painter Formatting ~ Table~ Styles~ = = = — Llear
Clipboard M Font P Alignment M Number M Styles Cells
Cl6 < fx
A B C D E F G H

non

3

4 Sample ID = Subject ID: Unique identifier no longer than 30 characters and excluding "," (comma).

5 The Sample / Subject ID will be the Sample / Subject ID in the GRID report with SNP results.

6 All Sample IDs should be unique, including the positive (parental) control samples.

7 All BLANKS, e.g. verify plate identity, missing plant in the field, etc. should have an unique ID to be included in the SNP results report.
8 Wells H11 and H12 should be part of this sample list, but should be left empty (contain no text). They are used as lab controls.

9

nom

Plate ID: Unique identifier no longer than 21 characters long and excluding "," {comma).

10 Well location: location of sample on 96-format tissue plate. Use 'A01" instead of 'A1". There is no restriction in the following order of the samples.

11 Comments: note here any issues which might affect the quality of the samples and/or plates.

12 Additional columns with sample information, such as pedegree, field locations etc. are welcome, but not required and will not be included in the report.
13

14 *The first 3 columns and 'Species / Crop' are Required fields

15 Sample ID* Plate ID* Well location* Subject Barcode Plate Barcode Comments
16| 1 [4b7561769d4

17 | 2 |e27e433a82a2

18 | 3 |70fd43a21502

19 | 4 |71dd499bdcf3

20 | 5 |6daB6855a79%

21| 6 |2e08b8f4b5c7

22 | 7 |274b61a9244

23 | 8 |eb563b3082e4

24 | 9 |51ddb58d507b

25 | 10 |48929ad84ed3

26 | 11 |8ba20449e9cc

27 17 [1A2f~2QN0ARTA

<« » .. Sampling&Shipping Instructions Plate IDs | Sample List | Plate layout - Grid SNPIn... & <



File 2: HTPG Sample File (Metadata) Template

G10 - Jr

A E = [u] E F G H | J K L M M a P
1 |dnarun_name germplasm_nam dnasample_name germplasm_pedigr¢ germplasm_typ germplasm_ germplasm_parl germplasm_f germplasm_par: dnasample_sample_ dnasample_sample_grou dnasample_UUID dnasample_sample_paren dnasample_plot_i dnasample_numbe dnasample_platename
2 |2db17703b53a
3 | 494d342chde2
4 | 43bE0a8864c4
5 |eb3clafb963c
£ | 04137041745
7 |edl9fdrOB927
8 |BE324c99753e
3 | 33b8alfEdesa
10| 45d4e08a7b57 [ ]
1 |edffi9da7d58
12 |Fadifb2Be3be
13 |ef5de89d3ddc
14 | a0b87r5b39ch
15 |9cadlfiedbza
16 |F174d75ed456
17 |87d7e2bela?f
18 |83aafcd2ebDd
13 |6769870c098a
20 | 7d580709fcd?
21 |773ffIrd6a82
22 |b2cBifeabr3
23 | 79Feled3o4d
24 |132cidedOBal
25 |21dddd?729dr9
26 |c0d2d40b80a3
27 |baAffEEDIF33a
28 | bBbadbde?ac
23 |3125041658c4
30 |bfE13c05lele
31 4054291372k
32 |9e0dcfBd73ee
33 |32ackf249a26
34 |Bdebdccb?ETa
35 |Dalalda726al
36 |7a91al9e=917
37 |ddf583e4140d
38 |Bef93fcedSde
33 |B120bF038736
40 | 4f5a521ebbE3
41 | 41la3bbdc?db
42 |eabe2d?0113d
43 | 462243036556
44 | 4254e57095be

> fpample_file | How_to_complete_Sample_file SNP-Markers_information How_to_fill SNP-Marker_ ... @& 4 »




The second worksheet in the HTPG Sample file has an example of a completed example to guide you

L14 fr
& E C u] E F G H | J K L M M u] F o R -
1 |dnarun_name dnasample_name germplasm_nam germplasm_pedigre¢ germplasm_typ germpla germpla germpla germpla dnasample_sample_grou dnasample_ dnasample_sample_parent external_code dnasample_UUID dnasample_plot dnasample_nt dnasample_platename dnasample_well_ro\ dnal
2 | 2db17703b53a  XEL-167-s1 #BL-100 RP 1 1 &friRice-KB-1VC-08-18-plate1 4 1
3 |434d342chde?  #BL-167-s2 *BL-100 DP 2 2 AfriFice-kKB-1YC-08-15-plate1B 1
4 |43b60aB864c4  #BL-167-53 #BL-100 FR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland Fill with Gerrplasm 1D or plot 1D Do not edit 3 3 AfriFice-KB-1YC-08-15-plate1C 1
5 |eb3clafb963c  ®BL-167-z4 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 upland 4 4 AfriFice-KBE-VC-08-13-plate1D 1
6 041237041746 =BL-167-s5 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 upland 5 5 &friRice-KE-VC-08-18-plate1E 1
7 |edlSfdF08527  ®BL-167-z6 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland B B &friRice-KE-VC-08-18-plate1F 1
8 |EB324c99753e  XBL-167-s7 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland 7 7 &friFice-KB-VC-08-19-plate15 1
9 |33bBalfffeca <BEL-1E7-=8 ABL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland g 8 AfriRice-kB-1VC-08-18-plate1H 1
10 | 45d4e08a7bh?  HBL-167-59 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 upland 9 9 AfriFice-KB-1VC-08-18-plate] A 2
1 |edffi3da7dss  =BL-167-s10 *BL-100 KR-1045ika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 upland n 0 AfriRice-KB-IYC-08-15-plate1B 2
12 |F3dIfb26cabe =BL-167-s11 #BL-100 FR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland 1 1 AfriRice-tB-1YC-08-18-plate1C 2
13 |ef5deBid3ddc  »BEL-167-512 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 upland 12 12 AfriRice-KBE-VC-08-13-plate1D 2
14 IanB?FEbSScE #BL-167-513 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 upland | 1 13 13 AfriRice-KE-VC-08-18-plate1E 2
15 |9cadifOBdbzd  »BL-167-514 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland 14 14 AfriRice-KE-VC-08-18-plate1F 2
16 |F74d75ed456 »BL-167-515 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland 5 15 AfriFice-KBE-VC-08-13-plate15 2
17 |87d7e2Be0a?f  XBL-167-516 ABL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland 16 16 AfriRice-KEB-IVC-08-18-plate1H 2
18 |B3aafcdZebld  XBL-167-517 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 upland 7 17 AfriRice-KB-VC-08-18-plate] A 3
13 |E7ES870c038a  XBL-167-518 #BL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland 3 18 AfriFice-KB-IVC-08-13-plate1B 3
20 |7d58070%Fcd? #BL-167-513 #BL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP =bl-2018-F3 upland 3 13 AfriRice-KB-YC-08-18-plate]1C 3
21 |F7IfFIr46a82  HBL-167-s20 #BL-100 FR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 upland 20 20 AfriFice-KB-1YC-08-18-plate]D 3
22 |b2cETfesb3dfl  »BL-167-s21 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 upland 21 21 &friRice-KE-VC-08-18-plate1E 3
23 |79felfe33B4d  HBL-EF-s22 #BL-100 KR-104Sika-105 F1 KR104 RFP Siks-105 DF xbl-2018-F3 upland 22 22 AfriRice-kB-1VC-08-18-plate] F 3
24 [132clded0Bal  »BL-167-523 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland 23 23 AfriRice-kB-1VC-08-18-plate] 5 3
25 |21dddd729df8  #BL-167-s24 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 upland 24 24 AfriRice-kB-1VC-08-18-plate1H 3
26 |c0d2d40b80a3 XBL-167-s25 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 upland 25 25 AfriFice-KB-1VC-08-18-plate] & 3
27 |bdfFEEOI3a XBL-167-226 #BL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 Mangroove 26 26 AfriFice-KB-1VC-08-18-plate1B 4
26 |bBbadbdefac  HBL-167-s27 #BL-100 KR-1045ika-105 F1 KR 104 RP Sika-105 DP =bl-2018-F3 Mangroove 27 27 AfriFice-KB-1VC-08-18-plate]C 4
23 | 31280a1658c4  HBL-167-s28 #BL-100 FR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 Mangroove 28 28 AfriFice-KB-1YC-08-18-plate]D 4
30 |bf813c057e0e »BL-167-529 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 Mangroove 29 29 AfriRice-kB-1VC-08-18-plate1E 4
31 |405d291372ch BL-167-530 #BL-100 KR-104Sika-105 F1 KR104 RFP Siks-105 DF xbl-2018-F3 Mangroove i1l 30 AfriRice-kB-1VC-08-18-plate] F 4
32 |9e0dcfB473ee  »BL-167-s31 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 Mangroove Kl 3 AfriRice-KBE-VC-08-13-plate1& 4
33 |32achbf249a26  #BL-167-532 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 Mangroove 32 32 AfriRice-kB-1VC-08-18-plate1H 4
34 |BdebdochbrEFa XBL-167-533 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-P3 Mangroove 3 33 AfriFice-KB-1VC-08-18-plate] 4 5
35 |Dalalda?2Ba8  XBL-167-334 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 Mangroove 34 34 AfriFice-KB-1VC-08-18-plate1B 5
36 |FadlaldeedT?  XBL-167-535 *BL-100 KR-1045ika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 Mangroove 35 35 AfriFice-KB-1VC-08-18-plate]C 5
37 |ddf583ed140d  HBL-167-s36 #BL-100 FR-1045ika-105 F1 KR 104 RP Sika-105 DP xbl-2018-F3 Mangroove 36 36 AfriFice-KB-1YC-08-18-plate1D 5
38 |Bef93fcefSde MBL-E7-537 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 Mangroove 37 37 AfriRice-kB-1VC-08-18-plate1E 5
33 |B120bf038796  »BL-167-538 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DF xbl-2018-F3 Mangroove 38 38 AfriRice-kB-1VC-08-18-plate]F 5
40 |4f5a521ebbfd  XBL-167-539 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 Mangroove 39 39 AfriRice-kB-1VC-08-18-plate] 5 5
41 |4Ta3bbdcidb  »BL-167-s40 #BL-100 KR-104Sika-105 F1 KR104 RP Siks-105 DP xbl-2018-F3 Mangroove 40 40 AfriRice-kB-1VYC-08-18-plate1H 5
42 |eabe2d70M3d  XBL-167-s41 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-P3 Mangroove 4 41 AfriFice-KB-IVC-08-18-plate] A E
43 | 462243486596  XBL-167-342 #BL-100 KR-104Sika-105 F1 KR104 RP Sika-105 DP xbl-2018-F3 Mangroove 42 42 AfriFice-KB-1VC-08-18-plate1B E
44 |42a4e51035be  XBL-167-243 *BL-100 KR-1045ika-105 F1 KR104 _RP Sika-105 DP =bl-2018-F3 Mangroove 43 43 AfriFice-KB-1YC-08-18-plate1C B
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After filling the HTPG Sample file copy the information from it to order form as shown below

HTPG Sample File /Metadata File

Q

5

lot_ID trial_nam 5ubmergen| Salt tnleranc_|prnject_Pl

Intertek Order form

R1 - Jx | salt_tolerance
A B c D E G |H | K M N o P
1 |dnarun_name germplasm_name germplasm_pedigre germplasm_tyj germpla: germpligermpl gerr dnasample_sample_grouf dnasampl dnasample_sample_parent external_cod well_location plate_ID p
2 |acfd2e4550dc XBL-167-51 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 AQ1 Plate_03f1 8_1 1 oYT
3 |af2ecf2azaeb  XBL-167-s2 KR 104°2/SIKA F2 KR104 DP SIKA  RP  AfricaRice_July 2018 BO1 Plate_03/18_1 2 ovT
4 |a41357a8d36a XBL-167-53 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 Col Plate_03f1 8_1 3 oYT
5 |92fdecadfs7a XBL-167-s4 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 D01 Plate_03f1 8_1 4 oYT
6 |1bb9ab5a0cdl XBL-167-s55 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 EOL Plate_03f1 8_1 5 oYT
7 |666b4a698d4ad XBL-167-s6 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 FO1 Plate_03f1 8_1 5] oYT
& |d7a7d9c22637 XBL-167-57 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 501 Plate_03f1 8_1 7 oYT
9 |1bed55eb9889 XBL-167-s8 KR 104*2/SIKA F2 KR 104 DP SIKA RP  AfricaRice_July_2018 HO1 Plate_03f1 8_1 8 oYT
A B c E H

O o~ U W N

*The first 3 columns and "Species / Crop' are Required field

v Sample ID*

Plate ID*

A/i/ Well Iol:atign*

| Subject Barcode

Plate Barcode

Comments

acf42e4550dc
af2ecf2a3aeb
a41357a8d36a
92fdec4df57a
1b69a65a0cd1
666h4698d4a4
d7a7d9c22637
1bed55eb9889
16d1ch53f6de

Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1
Plate_03/18_1

A01
B01

[co1

DO1
EO1
FO1
G01
HO1
A02

Sample Name

XBL-167-s1

XBL-167-s2

XBL-167-s3

XBL-167-s4

XBL-167-s5

XBL-167-s6

XBL-167-s7

XBL-167-s8

XBL-167-s9

5

(=N I, I R e TV - )

1 Dr.Baboucarr
4 Dr.Baboucarr
1 Dr.Baboucarr
1 Dr.Baboucarr
5 Dr.Baboucarr
4 Dr.Baboucarr
5 Dr.Baboucarr
4 Dr.Baboucarr



Prepare Labels using Sample File and Nicelabel
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R1 - Jr | Salt_tolerance
A | B ‘ c | D | E | F | 6 |H| 1 | | K | L | M | N | o | P | Q R s
1 |dnarun_name germplasm_name germplasm_pedigre germplasm_tyj germpla: germpli germpl gert dnasample_sample_groupdnasampldnasample_sample parent external_codiwell_location plate ID plot_ID trial_nam Submergen|Salt tnleranl:_|pr|:|ject_PI
2 |acf42e4550dc  XBL-167-s1 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 A0L Plate_03/18_1 1 ovT 5 1 Dr.Baboucarr
3 |af2ecf2alaeb XBL-167-52 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 BO1 Plate_03/18_1 2 oYT 6 4 Dr.Baboucarr
4 |a41357a8d36a  XBL-167-3 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 cot Plate_03/18_1 3 ovT 3 1 Dr.Baboucarr
S |92fdecadfS7a  XBL-167-s4 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 DOl Plate_03/18_1 4 ovT 1 1 Dr.Baboucarr
6 |1b69a65abcdl  XBL-167-s5 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 E0L Plate_03/18_1 5 ovT 5 5 Dr.Baboucarr
7 |666b4698d4a4  XBL-167-56 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 Fo1 Plate_03/18_1 & ovT 5 4 Dr.Baboucarr
8 |d7a7d9c22637  XBL-167-57 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 Go1 Plate_03/18_1 7 ovT 7 5 Dr.Baboucarr
9 |1bedsgebdssy  XBL-167-s8 KR 104*2/SIKA F2 KR104 DP SIKA  RP AfricaRice_July_2018 Ho1 Plate_03/18_1 8 ovT 6 4 Dr.Baboucarr
Plot ID:

* Germplasm name:
Plate:

Well:

The HTPG sample file can be uploaded
in NiceLabel or Bartender for barcode
Label preparation




