ARS_UCDZ_O#0#NC_B8373308.1:576871..
Angonil#0#hl1to00018914#0:56408765..
Angonil#l#h2to00041914#0:2642085..
Angoni2#0#h1to00012514#0: 8570739,
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AngoniS#0#h1to00000314#0:3591434..
Ansoni3#1#h2to0000061#0:6281998..
Ansonid4#0#hl1to000B331#0:5983658..
Angonid4#1#h2to0000171#0: 3655654..
Ankolel#0#hltoBB0B251#0: 6365922
Ankolel#l#h2to0000081#0:6166836..
Ankole2#0#hlto0000201#0:6295644..
Ankole2#léh2to00000514#0: 58607732,
Ankolel#0#hl1to0000041#0: 3431147,
Ankole3#1#h2to00003314#0:1428901..
Ankoled#BH#CAJHOPO1OGBB1742, 1#06: 3.
Ankoled4#0#LRIE2B286. 1#0:63888555..
Barotsel#0#hlto00012014#0:128319..
Barotsel#l1#h2t90011561#0:54549-..
Barotse2#0#hlto00020014#0:342035..
Barotse2#1#h2to00009414#0:610642..
Barotse3#0#hl1to0000311406:562094..
Barotse3#1#h2to00002114#0:633157..
Bos_indicus_1_0#0#NC_B32652. 1#06..
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