	Hybrid sequence
	
	Potential parent species

	Locus
	Allele
	
	H. ethilla
	H. melpomene
	H. hecale
	H. elevatus
	H. pardalinus
	H. numata

	mtDNA 
	–
	n
	3
	17
	6
	1
	9
	12

	CoI+CoII
	
	bit score
	4126
	3393
	3647
	3677
	3667
	3468

	
	
	% identity
	99.5
	95.2
	96.6
	96.8
	96.8
	95.7

	Tektin
	a
	n
	3
	9
	7
	1
	8
	12

	
	
	bit score
	1462
	1374
	1397
	1398
	1395
	1359

	
	
	% identity
	99.9
	98.1
	98.6
	98.7
	98.5
	97.7

	Tektin
	b
	n
	3
	9
	7
	1
	8
	12

	
	
	bit score
	1390
	1444
	1356
	1342
	1343
	1334

	
	
	% identity
	98.7
	99.3
	97.9
	97.7
	97.6
	97.3

	Tpi
	a
	n
	3
	7
	6
	1
	4
	3

	
	
	bit score
	1111
	315
	974
	175
	539
	396

	
	
	% identity
	100
	96.8
	97.8
	97.0
	97.4
	97.6

	Tpi
	b
	n
	3
	7
	6
	1
	3
	3

	
	
	bit score
	290
	706
	284
	175
	280
	276

	
	
	% identity
	96.3
	99.1
	95.3
	97.0
	95.0
	95.3

	Mpi
	a
	n
	2
	3
	4 *
	1 *
	–
	2 *

	
	
	bit score
	589
	498
	477
	464
	
	359

	
	
	% identity
	99.8
	98.6
	96.8
	94.9
	
	93.7

	Mpi
	b
	n
	2
	3
	4 *
	1 *
	–
	2 *

	
	
	bit score
	536
	542
	468
	458
	
	353

	
	
	% identity
	98.5
	99.7
	97.0
	94.8
	
	94.4

	Inv
	a
	n
	2
	3
	9 *
	–
	–
	–

	
	
	bit score
	103
	53
	63
	
	
	

	
	
	% identity
	100
	92.2
	95.6
	
	
	

	Inv
	b
	n
	2
	3
	9 *
	–
	–
	–

	
	
	bit score
	54
	104
	89
	
	
	

	
	
	% identity
	93
	99.4
	96.0
	
	
	

	Rpl5
	a
	n
	1
	5
	4
	–
	6
	12

	
	
	bit score
	1263
	1261
	1283
	
	1255
	1241

	
	
	% identity
	97.5
	97.2
	97.9
	
	96.9
	97.2

	Rpl5
	b
	n
	1
	5
	4
	–
	6
	12

	
	
	bit score
	1313
	1247
	1317
	
	1288
	1272

	
	
	identity
	98.5
	97.1
	98.6
	
	97.6
	97.9


Table S2.
Comparison of nuclear and mtDNA sequences of the Heliconius hybrid (06-921) with sequences of the putative parent (H. melpomene and H. ethilla) and other sympatric melopomene/cydno/silvaniform species. Two types of comparisons are shown: BLAST bit scores and percentage sequence identity. Figures in bold indicate the species with the closest match. 

* These comparisons are based on Genbank sequences of allopatric subspecies as sequences were not obtained for sympatric representatives.

Note: Neither the BLAST bit scores nor the sequence identity capture information provided by diagnostic indels at Tpi, Mpi and Inv that distinguish H. melpomene from H. ethilla (Figure2). 

