
 Brown-throated Martin (2)

 Cape Robin Chat (1)

RECOB3

LUK3 Southern Red Bishop (1)

 Cape Weaver (28)

 Common Fiscal Shrike (1)

 Lesser Swamp Warbler (1)

 Levaillants Cisticola (1)

 Sombre Greenbul (1)

 Southern Masked Weaver (19)

 Southern Red Bishop (46)

 Yellow Bishop (3)

 Brown-throated Martin (1)

SYCON03
 Cape Sparrow (7)

Common Fiscal Shrike (1)

 Southern Red Bishop (5)

 Cape Robin Chat (1)

 Cape Weaver (6)

 Southern Masked Weaver (4)

 Southern Red Bishop (6)

YMWD2

COLIV04 Red-eyed Dove (1)

STPIC01 Cape Turtle Dove (1)

 Cape Robin Chat (1)

 Southern Red Bishop (1)

 Bully Canary (1)

AFR215

ANLAT10Southern Masked Weaver (1)

SATEC01 Cape White Eye (1)

AFR223 Cape Bulbul (1)

PYJOC02 Cape Bulbul (3)

AFR177 Cape White Eye (3)

 Cape Weaver (1)

 Cape White Eye (4)

 Southern Red Bishop (2)

 Yellow Bishop (1)

AFR211

YMWD1 Southern Red Bishop (1)

COSUN1 Southern Red Bishop (1)

SYCON05 Southern Red Bishop (1)

AFR173 Southern Red Bishop (1)

AFR173 Southern Masked Weaver (1)

AFR170 Fiscal Flycatcher (2)

 Cape Weaver (4)

 Yellow Bishop (3)
ZOBOR01

LUK1 Cape Sugarbird (1)

 Bully Canary (1)

 Cape Weaver (1) SYBOR06

 Cape Robin Chat (1)

AFR191 Cape Bulbul (1)

LUK2 Cape Sugarbird (1)

PROCAF02
 Cape Sugarbird (5)

 Yellow Bishop (1)

PROCAF03 Cape Sugarbird (1)

PROCAF04Cape Sugarbird (1)

COCOR02 Cape Bulbul (1)

EUPCAP01 Yellow Bishop (1)

SBBS1 Southern Red Bishop (1)

 Southern Masked Weaver (2)

 Southern Red Bishop (1)
AFR212

CIAE02 Brown Hooded Kingfisher (1)

XANMAC02 House Sparrow (1)

 Plasmodium

 Haemoproteus100
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Acrocephalidae
Cisticolidae
Fringillidae
Hirundinidae
Laniidae
Muscicapidae
Passeridae
Ploceidae
Promeropidae
Pycnonotidae
Zesteropidae
Alcedinidae
Columbidae

0.050 substitutions per site

Supplementary Figure I. Maximum likelihood tree (lnL = -2062.54) of 478 bp of cytochrome b sequenced 

from Leucocytozoon lineages hosted by South African birds. The tree was inferred using an HKY model of 

evolu�on with a discrete gamma distribu�on for rate varia�on among sites (5 categories; G = 0.2285). 

Nodal support is based on 1000 bootstrap replicates; bootstrap support >50% is shown. Numbers in 

parentheses indicate the number of individuals per species that hosted each Leucocytozoon lineage; 

lineage names are given a�er each bracket.


