Table S1. Pairwise comparison of sequence of the mitochondrial cytochrome c oxidase I (cox1) gene of Italian isolates of T. krabbei (bold type) and of other selected Taenia species.
	
	Sequence
	To
	Th1
	Tk2
	Tk3
	Tk4
	Ta
	Tm
	Tk5
	Tmu
	Th2
	Tr
	Ts
	Tsa
	Tt
	Eo
	Tso
	TkI1
	TkI2
	TkI3
	

	Tk1
	***
	86.9
	85.4
	99.7
	99.4
	99.7
	89.0
	95.5
	99.7
	84.8
	86.3
	85.1
	93.4
	94.3
	82.7
	81.2
	88.4
	99.4
	99.7
	99.7
	Tk1

	To
	14.6
	***
	87.2
	86.9
	86.9
	86.9
	89.0
	89.0
	86.6
	85.4
	87.2
	86.3
	88.4
	89.0
	83.0
	83.6
	89.0
	87.5
	87.2
	87.2
	To

	Th1
	16.3
	14.1
	***
	85.1
	85.4
	85.1
	87.2
	86.9
	85.1
	85.7
	97.3
	91.9
	84.5
	88.4
	83.6
	83.9
	85.7
	86.0
	85.7
	85.7
	Th1

	Tk2
	0.3
	14.6
	16.7
	***
	99.1
	99.4
	89.0
	95.2
	99.4
	85.1
	86.0
	84.8
	93.4
	94.0
	82.4
	81.5
	88.7
	99.1
	99.4
	99.4
	Tk2

	Tk3
	0.6
	14.6
	16.3
	0.9
	***
	99.1
	89.0
	96.1
	99.7
	84.8
	86.9
	85.1
	93.4
	94.3
	82.7
	81.2
	87.8
	98.8
	99.1
	99.1
	Tk3

	Tk4
	0.3
	14.6
	16.7
	0.6
	0.9
	***
	89.0
	95.8
	99.4
	84.8
	86.0
	84.8
	93.1
	94.0
	82.4
	81.2
	88.4
	99.1
	99.4
	99.4
	Tk4

	Ta
	12.0
	12.0
	14.1
	12.0
	12.0
	12.0
	***
	89.0
	88.7
	85.4
	87.5
	86.6
	89.0
	88.7
	82.1
	83.9
	90.7
	89.0
	88.7
	89.3
	Ta

	Tm
	4.7
	12.0
	14.5
	5.0
	4.0
	4.3
	12.0
	***
	95.8
	84.5
	87.8
	85.7
	92.5
	93.4
	83.3
	81.5
	89.0
	95.5
	95.2
	95.8
	Tm

	Tk5
	0.3
	15.0
	16.7
	0.6
	0.3
	0.6
	12.4
	4.3
	***
	84.5
	86.6
	84.8
	93.1
	94.0
	82.4
	80.9
	88.1
	99.1
	99.4
	99.4
	Tk5

	Tmu
	17.0
	16.3
	15.9
	16.6
	17.0
	17.0
	16.3
	17.4
	17.4
	***
	86.0
	86.6
	84.5
	85.1
	83.6
	87.2
	84.5
	85.4
	85.1
	85.1
	Tmu

	Th2
	15.2
	14.1
	2.8
	15.5
	14.4
	15.6
	13.7
	13.4
	14.8
	15.5
	***
	92.8
	84.2
	87.5
	83.3
	83.0
	86.0
	86.9
	86.6
	86.6
	Th2

	Tr
	16.7
	15.2
	8.7
	17.0
	16.7
	17.0
	14.8
	15.9
	17.0
	14.8
	7.6
	***
	85.4
	86.3
	84.2
	85.7
	85.1
	85.7
	85.4
	85.4
	Tr

	Ts
	7.0
	12.7
	17.4
	7.0
	7.0
	7.3
	12.0
	8.0
	7.3
	17.4
	17.8
	16.3
	***
	93.1
	81.5
	82.7
	86.0
	92.8
	93.1
	93.1
	Ts

	Tsa
	6.0
	12.0
	12.7
	6.3
	6.0
	6.3
	12.4
	7.0
	6.3
	16.6
	13.7
	15.2
	7.3
	***
	83.3
	83.0
	87.5
	94.3
	94.0
	94.6
	Tsa

	Tt
	19.7
	19.3
	18.5
	20.1
	19.7
	20.1
	20.5
	18.9
	20.1
	18.5
	18.9
	17.8
	21.3
	18.9
	***
	83.6
	83.6
	83.3
	82.4
	83.0
	Tt

	Eo
	21.7
	18.6
	18.2
	21.3
	21.7
	21.7
	18.2
	21.3
	22.1
	14.1
	19.4
	15.9
	19.7
	19.3
	18.5
	***
	83.6
	81.8
	81.2
	81.5
	Eo

	Tso
	12.7
	12.0
	15.9
	12.4
	13.5
	12.7
	10.0
	12.0
	13.1
	17.4
	15.5
	16.6
	15.7
	13.9
	18.5
	18.6
	***
	88.4
	88.7
	88.7
	Tso

	TkI1
	0.6
	13.9
	15.6
	0.9
	1.2
	0.9
	12.0
	4.7
	0.9
	16.3
	14.5
	15.9
	7.6
	6.0
	18.9
	20.9
	12.7
	***
	99.1
	99.7
	TkI1

	TkI2
	0.3
	14.2
	15.9
	0.6
	0.9
	0.6
	12.4
	5.0
	0.6
	16.7
	14.8
	16.3
	7.3
	6.3
	20.1
	21.7
	12.4
	0.9
	***
	99.4
	TkI2

	TkI3
	0.3
	14.2
	15.9
	0.6
	0.9
	0.6
	11.6
	4.3
	0.6
	16.7
	14.8
	16.3
	7.3
	5.7
	19.3
	21.3
	12.4
	0.3
	0.6
	***
	TkI3

	
	Sequence
	To
	Th1
	Tk2
	Tk3
	Tk4
	Ta
	Tm
	Tk5
	Tmu
	Th2
	Tr
	Ts
	Tsa
	Tt
	Eo
	Tso
	TkI1
	TkI2
	TkI3
	


Divergence and percent identity values (above and below the main diagonal, respectively) were calculated for each sequence pair by MegAlign (Lasergene, DNASTAR).
TkI1: T. krabbei Italy area 2 (roe deer) (KY498632); TkI2: T. krabbei Italy area 1 (dog) (KY498634); TkI3: T. krabbei Italy area 1 (roe deer) (KY498633); Tk1: T. krabbei (JX560319); Tk2: T. krabbei (JF261327); Tk3: T. krabbei (JF261322); Tk4: T. krabbei (JF261321); Tk5: T. krabbei (EU544573), To: T. ovis (JX134122), Tt: T. taeniaeformis (AB221484), Th1: T. hydatigena (JN831308); Th2: T. hydatigena (EU544551), Ta: T. arctos (GU252130), Tm: T. multiceps (GQ228818), Tmu: T. mustelae (EU544571), Tr: T. regis (AM503330), Ts: T. serialis (AM503322); Tsa: T. saginata (AB645845); Eo: E. oligarthrus (AB208545); Tso: T. solium (AB086256)
