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Flapjack

Flapjack provides a high-
performance visual interface
into graphical genotyping
applications in genetics and
plant breeding

Contains a range of analysis
modules, such as PcOA and
dendrogram generation, and
statistics for MABC, pedigree
verification of lines, and
forward-breeding
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= Visually interact with marker data (mainly SNPs)
= supports datasets from just a few markers to 10,000s+

= Allows lines and markers to be sorted, inserted, deleted, etc

= sort manually, alphabetically, by genetic similarity (inc dendrogram order), by
trait...

= Align map based info such as QTLs to the visual display to identify desired
haplotypes

= Analyses modules can be run on single datasets or in batch mode across
many at once

= export results for downstream analysis in (eg) Excel

= BrAPIv2.0 compliant
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Flapjack format

= The minimal input to Flapjack is a genotype file:
" specifies the names of all lines and markers

= and an allele score (in one of several supported
formats) for each line/marker intersection

= Optionally, a map file can also be included:

= specifies a chromosome name and position for each
marker

= Other additional files include QTL (2 formats),
traits, graph data, etc...
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# fjFile = MAP
ABC09402-1-2-275
3220-723
6195-2137
337-641
3101-111
7372-1253
6949-895
5494-316
4473-309
10922-503
2496-1916
1906-429
4226-570
5318-436
5194-1118

1H
1H
1H
1H
1H
1H
1H
1H
1H
1H
1H
1H
1H
1H
1H

4.3
4.9
4.9
54
7.6
13.2
13.2
25.3
25.3
26.5
26.5
32.2
32.2
34.2
36.6



# fjFile = GENOTYPE
1001-1187 10012-1239 10047-338 1007-651 10070-1435

12337 ZH (R2) G/A A T G A
165 A A T G A
22746C041 G G A G A
2808 G G A A/G A
404-65 G G A A/G A
410/3E A G A G G
5353 DH1 A G T G G
5593 BH2 A A T G G
961374 (R2) A A T A/G G
995964 G A A A/G A
ABED3371 G A A A/G A
AC 97/H2406/10 A G A A/G G
AC 99/077/2 A G T A/G G
AC 997/077/13 A G T A/G A



3119
3120
3121
3122
3123
3124
3125
3126
3127
3128
3129
3130
3131
3132
3133
3134
3135
3136
3137
3138
3139
3140
3141
3142
3143
3144
3145
3146
3147
3148
3149
3150
3151
3152
3153
3154
3155
3156
3157
3158
3159
3160
3161
3162
3163
3164
3165
3166
3167

@+

<markers guid="3115" name="1624-606" position="1080.5" real-position="0.0"/>
<markers guid="3116" name="1992-1714" position="1080.5" real-position="0.0"/>
<markers guid="3117" name="3813-1629" position="1080.5" real-position="0.0"/>
<markers guid="3118" name="5554-1971" position="1080.5" real-position="90.0"/>
<markers guid="3119" name="6634-263" position="1080.5" real-position="0.0"/>
<markers guid="3120" name="7728-341" position="1080.5" real-position="0.0"/>
<markers guid="3121" name="2174-1345" position="1080.5" real-position="0.0"/>
<markers guid="3122" name="3568-149" position="1080.5" real-position="0.0"/>
<markers guid="3123" name="3225-520" position="1080.5" real-position="90.0"/>

</chromosome-maps>
<lines guid="3124" name="12337 ZH (R2)">

<genotypes guid="3125" chromosome-map="8">
<loci>AgICAQQCBAIBBAIEAgUFAgQEBQMCAgQEAQIEBAICBAICBAAHBAIDAgICAgQHAgQCAgICBQQEAgICAgQCBQQCBQIEBAUCBQEGAgQCAgQFBQMEAgUEAgUEAAQEAEQEBQQCAEQCAEQCA

</genotypes>

<genotypes guid="3126" chromosome-map="168">
<loci>AgICAQYFBAICAgUFAgQEAgIEBgUEBACCBAEFBAIEBQQFBAQFAgIEBAICBAUEAgUCAgICBQICAgQABAQCAgQEAGIEAGIEAgAEBAQFBAICAgIEBATIEAgGICBAUCAGAGBAICBAICAEQFA

</genotypes>

<genotypes guid="3127" chromosome-map="391">
<loci>BAQCAgIAAgQEBAQEBAUEBQQCBWIEAgICAgICBATIAAWQEBAQHBAACBAQCBAQBBAQCBgUEAgQFBQACBAICAgQCBAQABAICBAUEAgQEBAQEAgIEAgUEBAQEBAQCAEIEBAQBAgICBAQFA

</genotypes>

<genotypes guid="3128" chromosome-map="606">
<1oci>BAQCBQQCBAQCBQQCBQQCBAQFAgIGAgIEAgQEBAQBAgIEBAMEBQIEBQIEAgUCAgICAgECAGIEBAICAgQBAQIFBAIEAgUEBQAEAgIEBATEAAICBQIBAGIEBQICBAQCBAIEAAQEAEGICB

</genotypes>

<genotypes guid="3129" chromosome-map="765">
<loci>BAUEAWQEAgIEBAQEAgQFAQMEBAQCBAIFBQUEAEIEBQQCAgQCBAUCAgQCAEECAgCEAgEEAEQEAgQEBAICAEIFAgIEBAQCBAIFAgQCBAUEAEICBQIFBAQEBQUEBAQEAEIEBQIFAQQCB

</genotypes>

<genotypes guid="3130" chromosome-map="1008">
<1oci>BAICAgIEBQcCBAICBAICBQIEBAQHBQQEBAQCAgQFBAIEAgMEBAAFBATEAgQCBQUCAAQEAEIEBAICBAUBBQQEBAYBAgQEBAUEAgQEBAQCBATIEBATICBAUFBQICAgICBAICBAICAGUCA

</genotypes>

<genotypes guid="3131" chromosome-map="1179">
<loci>BAgEAWIEAgICBAQCBQIEBAQEAgQCBWUCBATEAgQEAgQEBAAEBAQCAgMDAAQEBQQFAATFAgQEAgICAgIEBAUCBAQCBAICAEAEAZQCBAQBAQUGAEIAAgUBAQQEBAAFBQMEBAIFAGIEA

</genotypes>

<genotypes guid="3132" chromosome-map="1333">
<loci>AAQCAgQEAgIABAIEBAUEAgQCAgIEAgUBAgIEBAIEBAICBAICAgIEBQQCAgQCAgQBAgIEBAIEAgIEBQIFBAUFBATEBQQCAgUDAgUEBATICAgIEAQIEAgUFBATICAgQHAgQCAgUCBAQCA

</genotypes>

<genotypes guid="3133" chromosome-map="1552">
<loci>AgICAQQCBAIBBAIEAgUFAgQEBQMCAgQEAQIEBAICBAICBAAHBAIDAgICAgQHAgQCAgICBQQEAgICAgQCBQQCBQIEBAUCBQEGAZQCAgQFBQMEAgUEAgUEAAQEAZQEBQQCAZQCAEQCA

</genotypes>

</lines>
<lines guid="3134" name="165">

<genotypes guid="3135" chromosome-map="8">
<loci>AgICAQQCBAIBBAIEAgIEAgQBBAMCAgIEAQIEBAICBAICBAAHBAIDAgICAgQHAgQCAgICBQQEAgICAgQCBQQCBQIEBAUCBQEGAEQCAgQFBQMEAgUEAgUCAAQEAZQEBQQCAEQCAEQCA

</genotypes>

<genotypes guid="3136" chromosome-map="168">
<loci>AgQEBAYFBAICAgUFAgQCBAQEBgUEBACCBAEFBAIEBQQFBAQFAgEEAgQEAgICAgIFAgIEBAIEAgQCBQQEBQICBATIEBAQCBAQCAgIEAGUEBAUCBAIEAgIEAgUCAGIGBAICBAICAEQFA

</genotypes>

<genotypes guid="3137" chromosome-map="391">
<loci>BAACBAIAAgIEBAQFBAUEBQQCBWIEAgICAgQCAgQEAgIEBAQHBAAFBAQCAQQBBAQCBgUEBQQFBQcCBAIFAgQCBAQABAICBAUEAgQEBAQEAgIEAgUEBAQEBAQCAgIEBAQBBAQFBAIFA

</genotypes>



CurlyWhirly (Diversity analysis of 80,000
wheat accessions)
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" https://www.nature.com/articles/s41467-020-

18404-w

= https://ics.hutton.ac.uk/resources/curlywhirly

[/cw2.zip



https://www.nature.com/articles/s41467-020-18404-w
https://ics.hutton.ac.uk/resources/curlywhirly/cw2.zip

