Cowpea landrace diversity in the CGIAR collections:

Finding and filling the gaps

Accessions conserved at [ITA and ILRI were
mapped onto the end-groups in the tree and

against crop suitability area on the map (FAO/
IIASA 2011).

The Cowpea Diversity Tree is a representation of
1 the structure of the cowpea genepool obtained

by dividing it into hierarchical clusters (Van
Treuren et al. 2009).

Number of accessions in the end-group
/ e
N\ - \

R— L g
Benin 2
Burkina Faso 200 - \\ / ’
Cameroon 597 ~ \ /

Central African Republic 173
The thickness of the branches is

proportional to the number of Chad 131
accessions held in CGIAR collections Gabon3 —
@
Ghana 284
Guinea 92

Guinea-Bissau O
West Africa

lvory Coast 133

0@
Mali 310 3 D) 2
v ‘A\:‘.h ;1”‘.\(‘
Mauritania O - 3%,‘\)/' =) )’,\\\‘,)
Niger 875
Nigeria 3080

Senegal and Gambia 266

Sierra Leone 9

Togo 101

Kenya 157

East and Middle
Africa |

South Sudan 0 =—

n n

o 5 c Tanzania 365

£ 2

T 900 Uganda 86

g5 0 , Joence

© 8 o (- East and ritrea

g-N Q South Africa —— ton

4 r
% I<_E E AngOIa 1 Orange = poor rep
A A i Botswana 511 A
mericas . /
Namibia O \xf
Malawi 399
| : tion
Asia Southern Vellow = fair representat!
. Africa

°India South Africa, Lesotho and Swaziland 134

Zambia 507

® Collecting site of accession

Area suitable for cowpea Area not suitable for cowpea

41 end-groups

CGIAR

61% of the 41 end-groups in the Cowpea
Diversity Tree are well represented in CGIAR
collections, but 10% are not represented at all.
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How does your national collection
complement these CGIAR collections?
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