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I)  selection of the genotyping studies

Since July 2008, the GenDiversity beta version is available online on a CIRAD server at http://gendiversity.cirad.fr/Home
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· Home : description of the GenDiversity application

· Genotyping Studies : querying  data from genotyping studies

· Passport Studies : querying data from passport studies

· Help : user guide
These links are always displayed.
The first step of the section “genotyping studies” is the selection of the type of marker, species and databases.
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For each couple database/species corresponding to a specific marker a list of studies available is returned. To acces the private data authentication is required.
[image: image3.png]Generation

it s vy o B v

CRAD | TropGeneDB | IRRI

GenDiversity

Combining decentralised genotyping data for diversity analysis

Select only one study

1 studies
Species| Databases Studies
Barley |GCP Central Repository (xls)| (] Barley-GCP)|

Filter on germplasm id and markerid | [ reset |

| GreenPhylDB | Genoplante

Q)| [(All queries of this session





Then, you can apply filters to extract sub-samples from the genotyping dataset by clicking on “Filter on germplasm id and marker id” or “Filter on passport data”.
II) Filtering based on name of germplasms/markers
For each genotyping study, you have access to the list of names of germplasms and markers analyzed. You can select in the list the group of (germplasm X marker) you want to extract. You can also enter a list of germplasms and/or a list of markers separated by “;” If you enter a list of germplasms and markers that not exists, the tool will indicate it in the page of results.
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You can have access to all the germplasms and/or markers by a click on the check box “All markers” and/or “All germplasms”.
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You can define the ploidy of the species studied. The ploidy is 2 by default. If GenDiversity detects inconsistencies between the genotyping data and the ploidy, it will give warnings.

You can define a threshold for the rate of missing data allowed. All germplasms having a rate of missing data higher than the rate that you have indicated will be pre-checked in the results matrix. The pre-checked data can be easily removed. By default, GenDiversity will pre-check all the germplasms that have at least one missing data.

You can choice to export in several format (DARwin, Structure, Convert, Nexus and Haploview for SNP) if the query result is too big (not display result).

III) Filtering based on passport data
You can filter genotyping data by names of germplasms, names of markers and/or by passport information: GermplasmID, Collections, Cultivars, Pedigree, Collecting Locations, Descriptors, etc.

After clicking on “Filter on passport data”, GenDiversity indicates which passport studies are available. Only one study can be selected. The filtering based on passport data is available with only one study (species Musa for GCP-CR).
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After selecting the passport study, a list of passport attributes is displayed. You can select attributes to be used for filtering data. Only attributes having values can be selected with checkboxes.
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For each selected attribute, the list of different values is displayed, with the number of hits between parentheses. Then you can filter by selecting the values.
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IV) Results display



[image: image10.png]Your results

onut-GCP2 Matrixis here
onut-GCP2 Statistics are here

Germplasm | CuCirF3' | CaCirHIL | CuCirl4_|Missing Data] Germplasm | CJ
41 |76 176 [151 |15t |25 285 [0.0% a1 |o
2 |1es 187 171 [171 |25 285 [0.0% 2 |o
3 |69 178 151 [171 [285 285 [o.0% B |O
T e T —"
45 172 186|151 [101 [285 285 [0.0% s |O
46 |72 172 171|101 |25 285 [0.0% [
47 [150 [180 [171 [171 |25 [285 [0.0% 7O
Missing Data | 14.3%] 14.3%) 14.3%|14.3%| 14.3% | 14.3% Missing Data|
Monomorphic|No o Monomorphic|

[m] [m]

CnCir F3'

|atielic frequencies are here
[Linkage disequiibrium are here

[Total Missing Data : 14.3%

[This query contains 7 germplasms and 3 markers

delete checked germplasms and markers





Legend:

1 and 4( link to the matrix, to their statistics, to allelic frequencies and linkage disequilibrium

3 ( Indication of monomorphic locus 

2 ( Missing data highlighted
6 ( Rate of missing data by markers

7 ( Rate of missing data by germplasms

8 ( checkbox selected by default to delete the germplasms with rate of missing data

5 ( checkbox to select or deselect all markers

9 ( checkbox to select or deselect all germplasms

10 ( Rate of overall missing data 

You can delete selected germplasms and markers with a click on the button “delete checked germplasms and markers”. The results will be a new matrix of results removed of the selected markers and germplasms.
If you are satisfied with the new matrix, you can export it in several formats: DarWin, Structure, Convert, Nexus and Haploview (SNP).
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The four last buttons allow you:
· To display potential duplicates of germplasms
· To access to a summary of all request of this session
· To come back to the page to select one or more new species new databases and new markers
· To come back to the home page
V) Checking for duplicates

You can display potential duplicates of germplasms on clicking on “Show Duplicates” on the results page. The duplicates have the same background color. On this page, there are all the options of the results page without display of allele frequencies and linkage disequilibrium. 

The button “delete checked germplasms and markers /AF and LD” allows you to go to the results page with the links to allele frequencies and linkage disequilibrium, and to the deletion of the checked germplasms or/and markers.
[image: image12.png]Your results with duplicates

lusacirad Matrxis here.
lusacirad Stafistics are here

Germplasm |mMaCIR150|mMaCIR152|Missing Data] Germplasm
e N —
401 1257|257 164 [164 |0.0% 401
402 1257 |257 194 [194 |0.0% 402
403 257 |259 [161 [161 0.0% 403
408 1257|261 164 [164 |0.0% 408

0.0% 409
0.0% 410

gjgjgjgjgjojojojojo

412 50.0% 412
413|257 [as4 [182 [182 0.0% 413
Missing Data0.0% [0.0% [11.1%|11.1%) Missing Datal
Monomorphic|No o Monomorphic|

[m] [m] [m]
| mMaCIR150/mMaCIR152

[Total Missing Data : 5.6%





VI) Fusion of different results matrix

If you have different matrixes on the same page, you can merge them. Four options are available:

· The complete fusion that merges the results without reflecting their common points. It will generate missing data where there is no information at the intersections (for example for a germplasm only present in a study and a marker only present in another study).
· The fusion using only common germplasms. There will be a lost of information for germplasms not present in the different studies.
	Germplasms/markers
	A
	B

	1
	210
	124

	2
	196
	128

	3
	194
	126


Example of fusion using common germplasms:

	Germplasms/markers
	C
	D

	1
	184
	168

	2
	188
	176




	Germplasms/markers
	A
	B
	C
	D

	1
	210
	124
	184
	168

	2
	196
	128
	188
	176


· The fusion using only common markers. 
· The fusion using common germplasms and common markers. This is important for checking data consistency between different studies.
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The result of these fusions will highlight inconsistencies between different studies, for a same couple of germplasm/marker.
VII) Sessions

If you click on “all queries of this session”, you can have access to a summary of all requests of your session. You can retrieve previous results by selecting the requests then by clicking on “Show checked studies”. You can classify the requests using several criteria (rate of missing data, number of germplasms, number of germplasms with missing data...). You can also remove requests by clicking on “Delete checked Requests”.
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VIII) Visualizing passport data

The section “Passport Studies” leads directly to passport information available. You can select one species and database.
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For each couple database/species a list of studies available is returned.
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After selecting the passport study, a list of passport attributes is displayed. You can select attributes to be used for filtering data. Only attributes having values can be selected with checkboxes.
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For each selected attribute, the list of different values is displayed, with the number of hits between parentheses. Then you can filter by selecting the values.
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In the page of results, you can visualize the list of selected germplasms with associated passport data.
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You can also export in Excel format the result.
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