Supplementary Table 1. Complete or partial copia sequences obtained in the FlyBase section on natural transposons
	Genome Described
	Type of Sequence
	Accession number (NCBI)

	D. antonietae
	5' LTR
	AY655749

	D. buzzatii
	Complete 
	X96972

	D. erecta
	5' LTR-URL
	AF063869

	D. gouveai
	5' LTR
	AY655748

	bD. Koepferae
	Complete 
	X96971

	D. mauritiana
	5' LTR-URL
	AF063872

	D. sechellia
	5' LTR-URL
	AF063878

	D. serido
	5' LTR
	AY655747

	D. seriema
	5' LTR
	AY655750

	D. simulans
	Complete 
	D10880

	D. teissieri
	5' LTR-URL
	AF063883

	D. willistoni
	LTR and polyprotein gene
	AF175766

	D. yakuba
	5' LTR-URL
	AF063884
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Genome  Sequence name Position size (pb) Identities Score E-value
start End
D.willistoni relac 1 | scf2_1100000004519 25160 25941 781 | 80.6% 357317  3,297026-91
D.willistoni | copia_willi_relac_2 | scf2 1100000004943 = 1503090 1904450 1360 | 78.2%  349.387 8,03736E-89
D.willistoni | copia_willi_relac 3 | scf2 1100000004887 = 599222 600199 977 788% 311722 175116677
D.willistoni | copia_willi_relac 4 | scf2 1100000004967 | 3970349 3971634 685 80% | 274.058  3,81539E-66
D.willistoni | copia_willi_relac5 | scf2_1100000010812 1 T 786% | 270093 5,357IE-66
D.willistoni | copia_willi_relac_6 | scf2 1100000004958 = 2520043 2520413 370 83.8%  260.181 5,73819E-62
D.willistoni | copia_willi_relac 7 | scf2 1100000004303 997188 997895 707 79.4% 206305 863563
D.willistoni | copia_willi_relac_8 | scf2_1100000004774 14199 14700 501 | 80.9% | 234411 3,28473E-54
D.willistoni | copia_willi_relac 9 | scf2 1100000004953 | 1247164 1247575 411 80.8%  190.799 4,41526E-41
D.willistoni | copia_willi_relac 10 scf2 1100000004343 | 2728050 2728461 411  80.8%  190.799 4,41526E-41
D.willistoni | copia_willi_relac_11 | scf2 1100000004762 = 2169580 2169991 411  80.8%  190.799 4,41526E-41
D.willistoni | copia_willi_relac_12 | scf2_1100000004432 231 2642 411 | 30.8% | 190.799  4,41526E-41
D.willistoni | copia_willi_relac_13 _scf2_1100000009202 552 1306 714 78.3% | 188817  1,744636-40
D.willistoni | copia_willi_relac_14 | scf2_1100000002833 1017 1497 480 79.8% | 186834 6,89369E-40
D.willistoni | copia_willi_relac_15 _scf2_1100000002287 1 695 694 78.3% | 180887 4,253016-38
D.willistoni | copia_willi_relac 16 scf2 1100000004960 = 129760 130152 392 80.9% 176922 6,64037E-37
D.willistoni | copia_willi_relac 17 scf2 1100000004854 = 367143 367533 390 80.9% 17434 2,62386E-36
D.willistoni | copia_willi_relac_18 | scf2_1100000009844 7 345 338 80.8%  157.09  6,1613E-32
D.willistoni | copia_willi_relac_19 _scf2_1100000002640 3 502 499 78.8% 151152 3,801166-29
D.willistoni | copia_willi_relac_20 | scf2_1100000012563 614 852 238 | 828%  149.169 | 1,501986-28
D.willistoni | copia_willi_relac_21 | scf2_1100000000034 573 841 268 | 818% | 145205 2,3851E28
D.willistoni | copia_willi_relac_22 | scf2_1100000014443 933 1312 3719 79.0% 127364 5506726-22
D.willistoni | copia_willi_relac_23 | scf2_1100000004583 15146 15250 104 | 89.5% 121416 3,397326-20
D.willistoni | copia_willi_relac_24 | scf2_1100000001411 333 3654 320 79.8% 121416 339732620
D.willistoni  copia_willi_relac 25  scf2_ 1100000010584 877 1257 380 79.3% 121416  3,39732E-20
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Supplementary Figure 1. FlyBase BLAST hits in D. willistoni genome using the canonical copia element of D. melanogaster as query. A) Output similarity scheme of Blast search, showing that the obtained hits have some regions with high similarity and other with median or low similarity. B) Scaffold position, size, identity, Score and e-value as obtained for the Blast hits. 
