Datasets used in Senerchia, Felber & Parisod “Nonrandom genome reorganization in F1 hybrids uncovers the role of retrotransposons in reproductive isolation”


Genome restructuring was assessed through the genotyping of 38 F1 hybrids and their respective parents with AFLP and SSAP markers. Corresponding genotypes at loci (L; 1=present, 0=absent) are reported in matrices labeled with the name of the marker (i.e. AFLP or SSAP followed by the name of the retrotransposon)

Genome epigenetic changes were assessed from methylation states at loci (L), inferred from the genotyping of 38 F1 hybrids and their respective parents with MSAP and MSTP markers. For each individual, profiles generated with HpaII are labeled H, whereas those generated with MspI are labeled M. Genotypes (1=present, 0=absent) are reported in matrices labeled with the name of the marker (i.e. MSAP or MSTD followed by the name of the retrotransposon)


In those matrices, accessions presented in Table S1 and their F1 hybrids (total 57 samples) have been coded as follows:

Codes (id) of accessions that were crossed and genotyped
	Code
	Accession

	CY1M
	NE0001

	CY2C
	PI486244

	CY2M
	AE870

	CY2M
	NE0002

	CY3M
	AE1042

	GE1M
	PI287737

	GE2M
	PI491428

	GE3C
	PI542181

	GE3M
	NE1207

	GE4C
	TA1800

	GE5C
	TA2899

	TR1C
	PI487246

	TR1M
	PI524957

	TR2C
	PI542345

	TR2M
	PI491442

	TR3C
	PI173615

	TR3M
	NE0612B

	CY1C
	TA2204



Codes (id) of F1 hybrids and parents used for the cross
	ID
	Cross details
	ID
	Cross details

	A01_TRCY_H8
	TR1M x CY1M
	E02_CYTR_B4
	CY2C x TR3C

	A02_TRGE_B
	TR3M x GE1M
	E03_GE5C
	GE2C

	A03_TRCY_C10
	TR2M x CY1M
	E06_CYGE_G10
	CY1C x GE2C

	A06_TRCY_D5
	TR3M x CY1M
	E07_TR2M
	TR2M

	A08_CYGE_C11
	CY1C x GE2C
	E08_GECY_F4
	GE3M x CY3M

	A09_GE1M
	GE1M
	E11_CYTR_G8
	CY1C x TR2C

	A10_TRGE_A
	TR3C x GE2C
	E12_CYGE_C9
	CY1C x GE2C

	A11_CY2C
	CY2C
	F01_CYGE_H3
	CY3M x GE3M

	A12_CYGE_A
	CY2C x GE3C
	F02_TRCY_D4
	TR3M x CY1M

	B01_TRGE_B5
	TR1M x GE2M
	F06_GE3M
	GE3M

	B05_CYTR_H2_R
	CY3C x TR1C
	F07_TRGE_C12
	TR2M x GE2M

	B06_TRGE_D9
	TR2M x GE1M
	F08_TR3M
	TR3M

	B07_CY2M
	CY2M
	F09_CY1C
	CY1C

	B10_TRGE_E_R
	TR2M x GE1M
	F11_GE5C
	GE5C

	B12_CYGE_A10
	CY2C x GE2C
	G01_CYTR_F11
	CY2C x TR3C

	C01_GE2M
	GE2M
	G02_CYGE_E6
	CY2C x GE2C

	C04_CYTR_H4
	CY2M x TR1M
	G03_CYTR_C4
	CY2C x TR3C

	C07_TR2C
	TR2C
	G04_CY1M
	CY1M

	C09_CY3M
	CY3M
	G05_GE2C
	GE2C

	C10_GECY_D1
	GE1M x CY3M
	G06_CYGE_E7
	CY3C x GE3C

	C11_TR1C
	TR1C
	G09_TRGE_D2
	TR2M x GE1M

	D01_CYTR_D11
	CY3C x TR3C
	H01_GECY_E12
	GE3M x CY3M

	D02_TR1M
	TR1M
	H02_TRGE_B2
	TR1M x GE2M

	D04_CY3C
	CY3C
	H04_GECY_C_R
	GE1C x CY3C

	D05_CYTR_B4
	CY2C x TR3C
	H05_GE1C
	GE1C

	D06_TRCY_G1
	TR2M x CY3M
	H06_TRCY_G11
	TR2M x CY1M

	D07_CYGE_C6
	CY2C x GE2C
	H08_CYTR_G5
	CY2C x TR3C

	D08_TRGE_C1
	TR2M x GE1M
	H09_CYTR_C
	CY2C x TR1M

	D09_TR3C
	TR3C
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