Supplementary Table 10 | List of aDNA sequences specific to Theobroma and containing
SNPs identified by GBS. These sequences were selected after DNA capture, mapping on the T.
cacao genome, and BLASTed against the NCBI-nr database. SNP positions are indicated in red
in the aDNA sequences. The extraction number is noted after the sample name.

>4739729|F|0—46_PLD001-324
TAAAAGTAATACTGAGATGAAAAGAAACAACAAGAAGTTCAGATTTATTAGTACCTGCA

>4739729|F|0—31_PLD001-324

TAAAAGTAATACTGAGATGAAAAGAAACAACAAGAAGTTCAGATTTATTAGTACCTGCA

>4739729|F|0—28_PLD001-324

TAAAAGTAATACTGAGATGAAAAGAAACAACAAGAAGTTCAGATTTATTAGTACCTGCA

>3672232|F|0—7_PLD005-306

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—7_PLD005-307

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—7_PLD073-311

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—7_PLD005-319

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—7_PLD002-321

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>7364264|F|0—14_PLD005-306

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>7364264|F|0—14_PLD005-307

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>7364264|F|0—14_PLD072-311

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>7364264|F|0—14_PLD005-319

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>7364264|F|0—14_PLD002-321

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—23_PLD005-306

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—23_PLD005-307

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—23_PLD072-311

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—23_PLD005-319

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>3672232|F|0—23_PLD002-321

TGCAGCAAGAAGGCTTTGGAGGAAGATAATGAACCCAAAGGACTGTGTTACTGTTTTTGGGGTCCAATTTATTGGTTTA

>4744853 |F|0—12_PLD005-307
TGCAGCTTTAGCCACACAGCTTCTCCAATTACMCTCACTGGCTTCCAGCTTGAACTCATGACTCTTGATTAGTCCGTCAAGTGCCTCTTTGCATTCTTTATTA
>4744853|F|0—12_PLD072-311
TGCAGCTTTAGCCACACAGCTTCTCCAATTACCCTCACTGGCTTCCAGCTTGAACTCATGACTCTTGATTMGTCCGTCAAGTGCCTCTTTGCATTCTTTATTA
>4744853|F|0—12_PLD005-319
TGCAGCTTTAGCCACACAGCTTCTCCAATTACCCTCACTGKCTTCCAGCTTGAACTCATGACTCTTGATTAGTCCGTCAAGTGCCTCTTTGCATTCTTTATTA
>4744853|F|0—12_PLD002-321
TGCAGCTTTAGCCACACAGCTTCTCCAATTACCCTCACTGGCTTCCMGCTTGAACTCATGACTCTTGATTAGTCCGTCAAGTGCCKCTTTGCATTCTTTATTA
>4744853|F|0—12_PLD001-324
TGCAGCTTTAGCCACACAGCTTCTCCAATTACCCTCACTGGCTTCCAGCTTGAACTCATGMCTCTTGATTAGTCCGTCAAGTGCCTCTTTGCATTCTTTATTA

>3249476 | F|0—68_PLD073-302
TAAATGTTGAATGAGATGGAGGSAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGARAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F|0—68_PLD005-306
TAAATGTTGAATRAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F| 0—68_PLD005-307
TAAATGTTGAATGAGATGGAGGGAATAAAATTGACTATTTKTCTYTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476|F|0—68_PLD072-311
TAAATGKTGAATGAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F|0—68_PLD002-321
TAAATGTTKAATRAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTAYCAGTTTGGCAATACTTGAARAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F|0—68_PLD001-324
TAAATGTTGAATGAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTRTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476|F|0—13_PLD073-302
TAAATGTTGAATGAGATGGAGGSAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGARAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F|0—13_PLD005-306
TAAATGTTGAATRAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476 | F|0—13_PLD005-307



TAAATGTTGAATGAGATGGAGGGAATAAAATTGACTATTTKTCTYTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476|F|0—13_PLD072-311
TAAATGKTGAATGAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476|F|0—13_PLD002-321
TAAATGTTKAATRAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTGTTGTTTAYCAGTTTGGCAATACTTGAARAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>3249476|F|0—13_PLD001-324
TAAATGTTGAATGAGATGGAGGGAATAAAATTGACTATTTGTCTCTATTTAGTTRTTGTTTACCAGTTTGGCAATACTTGAAGAATAAGAGAAGCATCTTTTCCTGCACTCTGCA
>7358640|F|0—15_PLD073-301
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>7358640|F|0—15_PLD073-302
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATARGCTG
cA

>7358640|F|0—15_PLD005-306
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>7358640|F|0—15_PLD005-307
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>7358640|F|0—15_PLD072-311
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATMTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCT
GCA

>7358640|F|0—15_PLD005-319
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>7358640|F|0—15_PLD002-321
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>7358640|F|0—15_PLD001-324
TAAGCAGTTCACACAATCTGTGAATGTGGTTGTTTCAGTTTCAGTAATGTATGGGAAATAGTCTCGAATAATCTTCTCCATTATTTCAAGGGCTAACAGTACAATGTTTTTGTGATCGTCATAAGCTG
cA

>3241303|F|0—36_PLD072-311
TCACAGRMATSAGAAAAGGCAGAWKGATAAWASCTAGCKGTYCMYATATGMATrwawamaCACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGMAGCTGATAAWGATAACTGCACTG

>3241303|F|0—36_PLD073-301
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTAKACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTYTGAAGCTGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD073-302
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTAKACACACAAAGTGCACAAAAGAAATAAGAGARAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGWAGCTGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD005-306
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTATACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGAAGCTGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD005-307
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTAKACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTKTGATGTGATGTCGCGATCACTCA
ACTTTGAAGCYGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD072-311
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTATACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGAAGCTGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD002-321
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTATACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGAAGCTGATAAAGATAACTGCACTG

>3241303|F|0—36_PLD001-324
TAATCACAGAAATGAGAAAAGGCAGATTGATAATAGCTAGCTGTTCATATATGCATGTATACACACAAAGTGCACAAAAGAAATAAGAGAGAACTATACCTTTGATGTGATGTCGCGATCACTCA
ACTTTGAAGCTGATAAAGATAACTGCACTG

>7364548 | F|0—32_PLD005-307
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACKAGTACAC
ARCTAATCTAATTTGAATAGACTTGAAAGCAAACTATTTTATGTATTTTA

>7364548 | F|0—32_PLD073-301
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>7364548|F|0—32_PLD072-311
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGWTTCCTTTGCAAGCKCCATTCCAMCTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACA
CAACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>7364548 | F|0—32_PLD001-324
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—35_PLD005-307
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACKAGTACAC
ARCTAATCTAATTTGAATAGACTTGAAAGCAAACTATTTTATGTATTTTA

>3230278|F|0—35_PLD073-301



TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—35_PLD072-311
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGWTTCCTTTGCAAGCKCCATTCCAMCTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACA
CAACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—35_PLD001-324
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—44_PLD005-307
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACKAGTACAC
ARCTAATCTAATTTGAATAGACTTGAAAGCAAACTATTTTATGTATTTTA

>3230278|F|0—44_PLD073-301
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—44_PLD072-311
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGWTTCCTTTGCAAGCKCCATTCCAMCTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACA
CAACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3230278|F|0—44_PLD001-324
TGCAGTTCTAGGCAATGGCAGCAATTTGGCTCACACAGACCTTTGAAAATGGAATTATGGTTTCCTTTGCAAGCTCCATTCCAACTTTCCACCTAATACCAATTGAAATTGTGTTTCAACTAGTACAC
AACTAATCTAATTTGAAAAGACATGAAAACAAACTATTTTATGTATTTTA

>3228603 | F|0—47_PLD005-306
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTCAACTAAGAACAGTTTCTGATGAGCCCGCATTA

>3228603 | F|0—47_PLD005-307
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTMAAYTAARARCAGTTTYTGATGAGCCCGCATTA

>3228603 | F|0—47_PLD005-319
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTCAACTAAGAACAGTTTCTGATGAGCCCGCATTA
>3228603|F|0—47_PLD072-311
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTCAACTAAGAACAGTTTCTGATGAGCCCGCATTA
>3228603|F|0—47_PLD072-312
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTNAACTAAGAACAGTTTCTGATGAGCCCGCATTA
>3228603|F|0—47_PLD002-321
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTCAACTAAGAACAGTTTCTGATGAGCCCGCATTA
>3228603|F|0—47_PLD001-323
TGCAGTTTTCTATAGATTGTTCTTGTTATGGATAACCCTTTGCACTCAGCTTCAATGGTACTAGACTTCAGGTTGCCTTCAACTAAGAACAGTTTCTGATGAGCCCGCATTA
>3225480|F|0—10_PLD005-306
TAAAAAGTTGGTAAGTAAGGGTACTTGCATAAGTAGGAAAAAAAGATTTGGTAGTCGGTAGAAAGACCACTTAGATGTAAACAGAAGGGAAGCTGCACGG
>3225480|F|0—10_PLD002-321
TAAAAAGTTGGTAAGTAAGGGTACTTGCATAAGTAGGAAAAAAAGATTTGGTAGTCGGTAGAAAGACCACTTAGATGTAAACAGAAGGGAAGCTGCACGG
>3223225|F|0—12_PLD073-302

TGCAGCAAGTCACTTGGCAAACCAGGAACCCGTTGCTTTGCTATATGCTGTTTGCAAAGAGAGGGAAATTA

>3223225|F|0—12_PLD002-321

TGCAGCAAGTCACTTGGCAAACCAGGAACCCGTTGCTTTGCTATATGCTGTTTGCAAAGAGAGGGAAATTA

>3248626 | F|0--8_PLD005-306

AAAAAATATTTGTTACCAGCTGTGGTAGACTTTCCAACTCCTCCTTTACCGGATGCAACAGCAATAACATKTTT

>3249023|F|0--49_PLD005-306

AAAAAATATTTGTTACCAGCTGTGGTAGACTTTCCAACTCCTCCTTTACCGGATGCAACAGCAATAACATKTTT



