Supporting information Table 2. Summary of the different protocols applied to each sample of our study. 
For each individual, we summarised whether its ace-1 haplotypes were determined through TA-cloning/Sanger sequencing and/or long-read sequencing (Nanopore). We also indicated those whose whole genome was sequenced (Illumina) (see Materials).


	Sample
	TA-cloning/
Sanger
	Nanopore
	Whole genome Illumina

	Yam12_12
	Yes
	No
	No

	Yam12_25
	Yes
	No
	No

	Yam12_39
	Yes
	No
	No

	Yam12_55
	Yes
	No
	No

	Yam12_56
	Yes
	No
	No

	Yam15_41
	No
	Yes
	Yes

	Yam16_42
	Yes
	Yes
	Yes

	Yam16_52
	No
	Yes
	Yes

	Yam16_5
	Yes
	Yes
	Yes

	Yam19_11
	Yes
	No
	No

	Yam19_14
	Yes
	No
	No

	Yam19_39
	Yes
	No
	No

	Yam19_6
	Yes
	No
	No

	Yop12_43
	Yes
	No
	No

	Yop12_45
	Yes
	No
	No

	Yop12_54
	Yes
	No
	No

	Yop15_3
	No
	Yes
	Yes

	Yop15_42
	Yes
	Yes
	Yes

	Yop15_49
	No
	Yes
	No

	Yop16_12
	Yes
	Yes
	Yes

	Yop16_16
	Yes
	No
	Yes

	Yop16_1
	Yes
	Yes
	No

	Yop16_41
	No
	Yes
	Yes

	Yop16_50
	No
	Yes
	Yes

	Yop16_60
	No
	Yes
	Yes

	Yop16_6
	Yes
	No
	Yes

	Yop19_24
	Yes
	No
	No

	Yop19_5
	Yes
	No
	No



