
0.02

AH1506 iPASDOM05 Passer domesticus

AH2026 iPASDOM02 Passer sp.

AH1899 iACRPAL01 Acrocephalus palustris

AH1553 iPASDOM02 Passer domesticus

AH1998 iPARMAJ01 Parus major 

AH2016 iPHOOCH01 Phoenicurus ochruros

AH1566 iPASDOM04 Passer domesticus

SK371/19 iREGREG01 Regulus regulus 

AH1570 iPASDOM03 Passer domesticus

AH0964 iACRSCI01 Acrocephalus scirpaceus

AH0961 iPHYTRO01 Phylloscopus trochilus 

SK324/19 iEMBCIR01 Emberiza citrinella

AH0004 iLUSLUS01 Luscinia luscinia

AH0573 iERIRUB03 Erithacus rubecula

AH1559 iPASDOM01 Passer domesticus

AH1988 iPHOOCH02 Phoenicurus ochruros

SK162/19_kSYLATR01 Sylvia atricapilla 

SK277/19 iERIRUB04 Erithacus rubecula

SK102/19 iFRICOE01 Fringilla coelebs
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0.02

AH1553 iPASDOM02 Passer domesticus

SK239/19 kPARMAJ02 Parus major 

AH0850 kLANCOL02 Lanius collurio

AH0532 kPASDOM03 Passer domesticus

AH2146 kREGREG01 Regulus regulus

AH1900 kSYLCOM01 Curruca communis

SK347/18 kPHYCOL02 Phylloscopus trochilus

AH0880 kLANCOL01 Lanius collurio

SK289/19 kTURMER01 Turdus merula

SK162/19 kSYLATR01 Sylvia atricapilla 

AH2003 kHIRRUS01 Hirundo rustica

AH1665 kACRSCH02 Acrocephalus schoenobaenus

AH0896 kERIRUB01 Erithacus rubecula

SK057/22 kACRPAL02 Acrocephalus palustris

SK598/19 kPRUMOD01 Prunella modularis

SK185/19 kPARMAJ01 Parus major 

SK051/18 kSYLCUR01 Curruca curruca

AH0966 kPHYCOL01 Phylloscopus collybita

AH1985 kPASDOM02 Passer sp.

AH1591 kACRSCH01 Acrocephalus melanopogon

AH0462 kPASDOM01 Passer domesticus

AH0899 kFICHYP01 Ficedula hypoleuca

AH2043 kCYACAE01 Cyanistes caeruleus
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Figure S3

Bayesian Inference tree of partial concatenated Isospora COI (860 bp) and CytB (827 bp) sequences. Posterior probabilities and maximum likelihood 
bootstrap values are indicated at all nodes. The scale bar indicates the expected mean number of substitutions per site according to the model of 
sequence evolution applied. A sequence of Lankesterella sp. kSYLATR01 was included as outgroup. 
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bootstrap values are indicated at all nodes. The scale bar indicates the expected mean number of substitutions per site according to the model of 
sequence evolution applied. A sequence of Isospora sp. iPASDOM02 was included as outgroup. 
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