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	Table S3. Organization of the mitochondrial genome of Biomphalaria peregrina from Misiones Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1
	1,527
	1,527
	TTG
	TAA
	
	2

	tRNAVal
	+
	1,530
	1,591
	62
	
	
	TAC
	0

	16S-rRNA
	+
	1,592
	2,588
	997
	
	
	
	0

	tRNALeu1
	+
	2,589
	2,650
	62
	
	
	TAG
	-3

	tRNAAla
	+
	2,648
	2,709
	62
	
	
	TGC
	-1

	tRNAPro
	+
	2,709
	2,773
	65
	
	
	TGG
	-23

	nad6
	+
	2,751
	3,209
	459
	ATA
	TAA
	
	-8

	nad5
	+
	3,202
	4,857
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,841
	5,732
	892
	ATG
	T--
	
	29

	nad4L
	+
	5,762
	6,061
	300
	ATA
	TAA
	
	-53

	cob
	+
	6,009
	7,133
	1,125
	ATA
	TAA
	
	0

	tRNAAsp
	+
	7,134
	7,196
	63
	
	
	GTC
	-7

	tRNACys
	+
	7,190
	7,248
	59
	
	
	GCA
	3

	tRNAPhe
	+
	7,252
	7,314
	63
	
	
	GAA
	0

	cox2
	+
	7,315
	7,966
	652
	ATA
	T--
	
	0

	tRNATyr
	+
	7,967
	8,027
	61
	
	
	GTA
	0

	tRNATrp
	+
	8,028
	8,086
	59
	
	
	TCA
	0

	tRNAGly
	+
	8,087
	8,141
	55
	
	
	TCC
	1

	tRNAHis
	+
	8,143
	8,202
	60
	
	
	GTG
	210

	tRNAGln
	–
	8,413
	8,469
	57
	
	
	TTG
	-11

	tRNALeu2
	–
	8,459
	8,526
	68
	
	
	TAA
	0

	atp8
	–
	8,527
	8,632
	106
	ATT
	T--
	
	0

	tRNAAsn
	–
	8,633
	8,700
	68
	
	
	GTT
	0

	atp6
	–
	8,701
	9,340
	640
	ATT
	T--
	
	0

	tRNAArg
	–
	9,341
	9,403
	63
	
	
	TCG
	-13

	tRNAGlu
	–
	9,391
	9,448
	58
	
	
	TTC
	0

	12S-rRNA
	–
	9,449
	10,155
	707
	
	
	
	0

	tRNAMet
	–
	10,156
	10,219
	64
	
	
	CAT
	0

	nad3
	–
	10,220
	10,556
	337
	ATT
	T--
	
	5

	tRNASer2
	–
	10,562
	10,634
	73
	
	
	TGA
	-7

	tRNASer1
	+
	10,628
	10,685
	58
	
	
	GCT
	0

	nad4
	+
	10,686
	11,985
	1,300
	ATT
	T--
	
	-1

	tRNAThr
	–
	11,985
	12,047
	63
	
	
	TGT
	0

	cox3
	–
	12,048
	12,822
	775
	ATA
	T--
	
	42

	tRNAIle
	+
	12,865
	12,932
	68
	
	
	GAT
	0

	nad2
	+
	12,933
	13,842
	910
	ATA
	T--
	
	5

	tRNALys
	+
	13,848
	6
	55
	
	
	TTT
	-6

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.







	Table S4. Organization of the mitochondrial genome of Biomphalaria peregrina from Río Negro Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1    
	1,527 
	1,527
	TTG
	TAA
	
	2  

	tRNAVal
	+
	1,530 
	1,592 
	63  
	
	
	TAC
	0  

	16S-rRNA
	+
	1,593 
	2,586 
	994 
	
	
	
	0  

	tRNALeu1
	+
	2,587 
	2,648 
	62  
	
	
	TAG
	-3 

	tRNAAla
	+
	2,646 
	2,707 
	62  
	
	
	TGC
	-1 

	tRNAPro
	+
	2,707 
	2,771 
	65  
	
	
	TGG
	-23

	nad6
	+
	2,749 
	3,207 
	459 
	ATA
	TAA
	
	-8 

	nad5
	+
	3,200 
	4,855 
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,839 
	5,732 
	894 
	ATG
	TAA
	
	21 

	nad4L
	+
	5,754 
	6,059 
	306 
	ATA
	TAA
	
	-53

	cob
	+
	6,007 
	7,140 
	1,134
	ATA
	TAG
	
	-10

	tRNAAsp
	+
	7,131 
	7,197 
	67  
	
	
	GTC
	-7 

	tRNACys
	+
	7,191 
	7,250 
	60  
	
	
	GCA
	1  

	tRNAPhe
	+
	7,252 
	7,315 
	64  
	
	
	GAA
	0  

	cox2
	+
	7,316 
	7,967 
	652 
	ATA
	T--
	
	0  

	tRNATyr
	+
	7,968 
	8,028 
	61  
	
	
	GTA
	-1 

	tRNATrp
	+
	8,028 
	8,089 
	62  
	
	
	TCA
	1  

	tRNAGly
	+
	8,091 
	8,146 
	56  
	
	
	TCC
	1  

	tRNAHis
	+
	8,148 
	8,210 
	63  
	
	
	GTG
	240

	tRNAGln
	–
	8,451 
	8,507 
	57  
	
	
	TTG
	-6 

	tRNALeu2
	–
	8,502 
	8,566 
	65  
	
	
	TAA
	-1 

	atp8
	–
	8,566 
	8,671 
	106 
	ATT
	T--
	
	0  

	tRNAAsn
	–
	8,672 
	8,737 
	66  
	
	
	GTT
	0  

	atp6
	–
	8,738 
	9,377 
	640 
	ATT
	T--
	
	0  

	tRNAArg
	–
	9,378 
	9,441 
	64  
	
	
	TCG
	-13

	tRNAGlu
	–
	9,429 
	9,487 
	59  
	
	
	TTC
	0  

	12S-rRNA
	–
	9,488 
	10,191
	704 
	
	
	
	0  

	tRNAMet
	–
	10,192
	10,255
	64  
	
	
	CAT
	0  

	nad3
	–
	10,256
	10,592
	337 
	ATC
	T--
	
	6  

	tRNASer2
	–
	10,599
	10,665
	67  
	
	
	TGA
	-6 

	tRNASer1
	+
	10,660
	10,717
	58  
	
	
	GCT
	0  

	nad4
	+
	10,718
	12,017
	1,300
	ATT
	T--
	
	0  

	tRNAThr
	–
	12,018
	12,080
	63  
	
	
	TGT
	0  

	cox3
	–
	12,081
	12,855
	775 
	ATA
	T--
	
	42 

	tRNAIle
	+
	12,898
	12,964
	67  
	
	
	GAT
	0  

	nad2
	+
	12,965
	13,874
	910 
	ATA
	T--
	
	5  

	tRNALys
	+
	13,880
	6    
	55  
	
	
	TTT
	-6 

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.






	Table S5. Organization of the mitochondrial genome of Biomphalaria peregrina from Buenos Aires Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1    
	1,527 
	1,527
	TTG
	TAA
	
	2  

	tRNAVal
	+
	1,530 
	1,592 
	63  
	
	
	TAC
	0  

	16S-rRNA
	+
	1,593 
	2,585 
	993 
	
	
	
	0  

	tRNALeu1
	+
	2,586 
	2,649 
	64  
	
	
	TAG
	-3 

	tRNAAla
	+
	2,647 
	2,708 
	62  
	
	
	TGC
	-1 

	tRNAPro
	+
	2,708 
	2,772 
	65  
	
	
	TGG
	-23

	nad6
	+
	2,750 
	3,208 
	459 
	ATA
	TAA
	
	-8 

	nad5
	+
	3,201 
	4,856 
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,840 
	5,748 
	909 
	ATG
	TAA
	
	14 

	nad4L
	+
	5,763 
	6,059 
	297 
	ATT
	TAA
	
	-53

	cob
	+
	6,007 
	7,131 
	1,125
	ATA
	TAA
	
	0  

	tRNAAsp
	+
	7,132 
	7,196 
	65  
	
	
	GTC
	-7 

	tRNACys
	+
	7,190 
	7,244 
	55  
	
	
	GCA
	7  

	tRNAPhe
	+
	7,252 
	7,314 
	63  
	
	
	GAA
	0  

	cox2
	+
	7,315 
	7,966 
	652 
	ATA
	T--
	
	0  

	tRNATyr
	+
	7,967 
	8,028 
	62  
	
	
	GTA
	-3 

	tRNATrp
	+
	8,026 
	8,087 
	62  
	
	
	TCA
	0  

	tRNAGly
	+
	8,088 
	8,142 
	55  
	
	
	TCC
	2  

	tRNAHis
	+
	8,145 
	8,204 
	60  
	
	
	GTG
	242

	tRNAGln
	–
	8,447 
	8,503 
	57  
	
	
	TTG
	-11

	tRNALeu2
	–
	8,493 
	8,560 
	68  
	
	
	TAA
	0  

	atp8
	–
	8,561 
	8,666 
	106 
	ATT
	T--
	
	0  

	tRNAAsn
	–
	8,667 
	8,732 
	66  
	
	
	GTT
	0  

	atp6
	–
	8,733 
	9,372 
	640 
	ATT
	T--
	
	0  

	tRNAArg
	–
	9,373 
	9,437 
	65  
	
	
	TCG
	-13

	tRNAGlu
	–
	9,425 
	9,484 
	60  
	
	
	TTC
	0

	12S-rRNA
	–
	9,485 
	10,194
	710 
	
	
	
	0  

	tRNAMet
	–
	10,195
	10,258
	64  
	
	
	CAT
	0  

	nad3
	–
	10,259
	10,595
	337 
	ATT
	T--
	
	6  

	tRNASer2
	–
	10,602
	10,671
	70  
	
	
	TGA
	-6 

	tRNASer1
	+
	10,666
	10,723
	58  
	
	
	GCT
	0  

	nad4
	+
	10,724
	12,023
	1,300
	ATT
	T--
	
	-1 

	tRNAThr
	–
	12,023
	12,085
	63  
	
	
	TGT
	0  

	cox3
	–
	12,086
	12,860
	775 
	ATA
	T--
	
	43 

	tRNAIle
	+
	12,904
	12,970
	67  
	
	
	GAT
	0  

	nad2
	+
	12,971
	13,880
	910 
	ATA
	T--
	
	5  

	tRNALys
	+
	13,886
	6    
	55  
	
	
	TTT
	-6 

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.





	Table S6. Organization of the mitochondrial genome of Biomphalaria orbignyi from Córdoba Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1    
	1,527 
	1,527
	TTG
	TAG
	
	-1 

	tRNAVal
	+
	1,527 
	1,588 
	62  
	
	
	TAC
	0  

	16S-rRNA
	+
	1,589 
	2,571 
	983 
	
	
	
	0  

	tRNALeu1
	+
	2,572 
	2,636 
	65  
	
	
	TAG
	-5 

	tRNAAla
	+
	2,632 
	2,694 
	63  
	
	
	TGC
	3  

	tRNAPro
	+
	2,698 
	2,761 
	64  
	
	
	TGG
	-26

	nad6
	+
	2,736 
	3,197 
	462 
	ATA
	TAA
	
	-8 

	nad5
	+
	3,190 
	4,845 
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,829 
	5,725 
	897 
	ATG
	TAA
	
	10 

	nad4L
	+
	5,736 
	6,041 
	306 
	ATT
	TAG
	
	-44

	cob
	+
	5,998 
	7,104 
	1,107
	TTG
	TAA
	
	-2 

	tRNAAsp
	+
	7,103 
	7,166 
	64  
	
	
	GTC
	3  

	tRNACys
	+
	7,170 
	7,232 
	63  
	
	
	GCA
	0  

	tRNAPhe
	+
	7,233 
	7,294 
	62  
	
	
	GAA
	0  

	cox2
	+
	7,295 
	7,963 
	669 
	ATA
	TAG
	
	-17

	tRNATyr
	+
	7,947 
	8,007 
	61  
	
	
	GTA
	-6 

	tRNATrp
	+
	8,002 
	8,062 
	61  
	
	
	TCA
	0  

	tRNAGly
	+
	8,063 
	8,118 
	56  
	
	
	TCC
	1  

	tRNAHis
	+
	8,120 
	8,181 
	62  
	
	
	GTG
	3  

	tRNAGln
	–
	8,185 
	8,243 
	59  
	
	
	TTG
	-11

	tRNALeu2
	–
	8,233 
	8,299 
	67  
	
	
	TAA
	0  

	atp8
	–
	8,300 
	8,405 
	106 
	ATT
	T--
	
	0  

	tRNAAsn
	–
	8,406 
	8,470 
	65  
	
	
	GTT
	0  

	atp6
	–
	8,471 
	9,110 
	640 
	ATT
	T--
	
	1  

	tRNAArg
	–
	9,112 
	9,174 
	63  
	
	
	TCG
	-13

	tRNAGlu
	–
	9,162 
	9,221 
	60  
	
	
	TTC
	0  

	12S-rRNA
	–
	9,222 
	9,922 
	701 
	
	
	
	0  

	tRNAMet
	–
	9,923 
	9,986 
	64  
	
	
	CAT
	-5 

	nad3
	–
	9,982 
	10,329
	348 
	ATT
	TAA
	
	1  

	tRNASer2
	–
	10,331
	10,386
	56  
	
	
	TGA
	0  

	tRNASer1
	+
	10,387
	10,442
	56  
	
	
	GCT
	-1 

	nad4
	+
	10,442
	11,744
	1,303
	ATA
	T--
	
	-1 

	tRNAThr
	–
	11,744
	11,806
	63  
	
	
	TGT
	0  

	cox3
	–
	11,807
	12,581
	775 
	ATA
	T--
	
	42 

	tRNAIle
	+
	12,624
	12,688
	65  
	
	
	GAT
	0  

	nad2
	+
	12,689
	13,595
	907 
	ATT
	T--
	
	6  

	tRNALys
	+
	13,602
	5    
	52  
	
	
	TTT
	-5 

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.





	Table S7. Organization of the mitochondrial genome of Biomphalaria aff. straminea from Corrientes Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1    
	1,527 
	1,527
	TTG
	TAG
	
	-1 

	tRNAVal
	+
	1,527 
	1,588 
	62  
	
	
	TAC
	0  

	16S-rRNA
	+
	1,589 
	2,573 
	985 
	
	
	
	0  

	tRNALeu1
	+
	2,574 
	2,638 
	65  
	
	
	TAG
	-5 

	tRNAAla
	+
	2,634 
	2,694 
	61  
	
	
	TGC
	1  

	tRNAPro
	+
	2,696 
	2,760 
	65  
	
	
	TGG
	-23

	nad6
	+
	2,738 
	3,196 
	459 
	ATA
	TAA
	
	-8 

	nad5
	+
	3,189 
	4,844 
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,828 
	5,754 
	927 
	ATG
	TAA
	
	-19

	nad4L
	+
	5,736 
	6,041 
	306 
	ATT
	TAG
	
	-38

	cob
	+
	6,004 
	7,104 
	1,101
	ATT
	TAA
	
	1  

	tRNAAsp
	+
	7,106 
	7,170 
	65  
	
	
	GTC
	0  

	tRNACys
	+
	7,171 
	7,234 
	64  
	
	
	GCA
	-3 

	tRNAPhe
	+
	7,232 
	7,295 
	64  
	
	
	GAA
	0  

	cox2
	+
	7,296 
	7,964 
	669 
	ATA
	TAG
	
	-17

	tRNATyr
	+
	7,948 
	8,007 
	60  
	
	
	GTA
	-6 

	tRNATrp
	+
	8,002 
	8,065 
	64  
	
	
	TCA
	2  

	tRNAGly
	+
	8,068 
	8,121 
	54  
	
	
	TCC
	1  

	tRNAHis
	+
	8,123 
	8,183 
	61  
	
	
	GTG
	3  

	tRNAGln
	–
	8,187 
	8,248 
	62  
	
	
	TTG
	-7 

	tRNALeu2
	–
	8,242 
	8,305 
	64  
	
	
	TAA
	0  

	atp8
	–
	8,306 
	8,411 
	106 
	ATC
	T--
	
	1  

	tRNAAsn
	–
	8,413 
	8,476 
	64  
	
	
	GTT
	0  

	atp6
	–
	8,477 
	9,116 
	640 
	ATT
	T--
	
	0  

	tRNAArg
	–
	9,117 
	9,179 
	63  
	
	
	TCG
	-13

	tRNAGlu
	–
	9,167 
	9,226 
	60  
	
	
	TTC
	0  

	12S-rRNA
	–
	9,227 
	9,926 
	700 
	
	
	
	0  

	tRNAMet
	–
	9,927 
	9,991 
	65  
	
	
	CAT
	-5 

	nad3
	–
	9,987 
	10,334
	348 
	ATC
	TAA
	
	-3 

	tRNASer2
	–
	10,332
	10,400
	69  
	
	
	TGA
	-9 

	tRNASer1
	+
	10,392
	10,447
	56  
	
	
	GCT
	-1 

	nad4
	+
	10,447
	11,749
	1,303
	ATA
	T--
	
	-1 

	tRNAThr
	–
	11,749
	11,811
	63  
	
	
	TGT
	0  

	cox3
	–
	11,812
	12,586
	775 
	ATA
	T--
	
	41 

	tRNAIle
	+
	12,628
	12,692
	65  
	
	
	GAT
	0  

	nad2
	+
	12,693
	13,599
	907 
	ATT
	T--
	
	2  

	tRNALys
	+
	13,602
	7    
	58  
	
	
	TTT
	-7 

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.





	Table S8. Organization of the mitochondrial genome of Biomphalaria tenagophila from Córdoba Province, Argentina.

	Gene
	Strand
	From
	To
	Size (bp)
	Start codon
	Stop codon
	Anticodon
	Intergenic Nucleotides

	cox1
	+
	1    
	1,527 
	1,527
	TTG
	TAG
	
	-1 

	tRNAVal
	+
	1,527 
	1,588 
	62  
	
	
	TAC
	0  

	16S-rRNA
	+
	1,589 
	2,568 
	980 
	
	
	
	0  

	tRNALeu1
	+
	2,569 
	2,634 
	66  
	
	
	TAG
	-5 

	tRNAAla
	+
	2,630 
	2,691 
	62  
	
	
	TGC
	5  

	tRNAPro
	+
	2,697 
	2,761 
	65  
	
	
	TGG
	-23

	nad6
	+
	2,739 
	3,194 
	456 
	ATA
	TAA
	
	-8 

	nad5
	+
	3,187 
	4,842 
	1,656
	ATG
	TAG
	
	-17

	nad1
	+
	4,826 
	5,719 
	894 
	ATG
	TAA
	
	-10

	nad4L
	+
	5,710 
	6,021 
	312 
	ATG
	TAA
	
	-50

	cob
	+
	5,972 
	7,102 
	1,131
	ATT
	TAG
	
	-10

	tRNAAsp
	+
	7,093 
	7,156 
	64  
	
	
	GTC
	7  

	tRNACys
	+
	7,164 
	7,226 
	63  
	
	
	GCA
	17 

	tRNAPhe
	+
	7,244 
	7,306 
	63  
	
	
	GAA
	1  

	cox2
	+
	7,308 
	7,976 
	669 
	ATA
	TAG
	
	-17

	tRNATyr
	+
	7,960 
	8,021 
	62  
	
	
	GTA
	-6 

	tRNATrp
	+
	8,016 
	8,079 
	64  
	
	
	TCA
	6  

	tRNAGly
	+
	8,086 
	8,140 
	55  
	
	
	TCC
	1  

	tRNAHis
	+
	8,142 
	8,201 
	60  
	
	
	GTG
	3  

	tRNAGln
	–
	8,205 
	8,264 
	60  
	
	
	TTG
	-11

	tRNALeu2
	–
	8,254 
	8,323 
	70  
	
	
	TAA
	3  

	atp8
	–
	8,327 
	8,432 
	106 
	ATC
	T--
	
	0  

	tRNAAsn
	–
	8,433 
	8,497 
	65  
	
	
	GTT
	0  

	atp6
	–
	8,498 
	9,137 
	640 
	ATT
	T--
	
	0  

	tRNAArg
	–
	9,138 
	9,201 
	64  
	
	
	TCG
	-13

	tRNAGlu
	–
	9,189 
	9,249 
	61  
	
	
	TTC
	1  

	12S-rRNA
	–
	9,251 
	9,951 
	701 
	
	
	
	0  

	tRNAMet
	–
	9,952 
	10,014
	63  
	
	
	CAT
	-5 

	nad3
	–
	10,010
	10,357
	348 
	ATT
	TAA
	
	0  

	tRNASer2
	–
	10,358
	10,414
	57  
	
	
	TGA
	3  

	tRNASer1
	+
	10,418
	10,470
	53  
	
	
	GCT
	0  

	nad4
	+
	10,471
	11,773
	1,303
	ATA
	T--
	
	-1 

	tRNAThr
	–
	11,773
	11,835
	63  
	
	
	TGT
	0  

	cox3
	–
	11,836
	12,610
	775 
	ATA
	T--
	
	41 

	tRNAIle
	+
	12,652
	12,717
	66  
	
	
	GAT
	1  

	nad2
	+
	12,719
	13,625
	907 
	ATT
	T--
	
	2  

	tRNALys
	+
	13,628
	5    
	57  
	
	
	TTT
	-5 

	Negative intergenic values indicate gene overlaps, whereas positive values represent the number of nucleotides separating adjacent genes. T-- denotes an abbreviated stop codon.



