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Figure S1. Phylogenetic splits networks constructed using SplitsTree for the honey bees. Parallelogram
branches correspond to splits that represent putative recombination events. Bootstrap support for splits
are indicated.
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Figure S2. The number of instances of recombination event inference (A) or the number of allele samples
(B) in which each sequence position of the csd coding sequence is within an inferred recombinant region.
Summarized over 100 allele samples and all recombination test statistics.
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Figure S3. The number of allele samples in which each sequence position of the csd coding sequence is
within an inferred recombinant region for each of A. mellifera (A), A. dorsata (B), and A. cerana (C).

Summarized over 100 allele samples and all recombination test statistics.



Table S1. Conservation of synteny for pairs of neighboring loci across four ant genomes

Reference species Conserved Total number of Proportion of
neighboring pairs neighboring pairs conserved
Camponotus floridanus 150 13,106 1.13%
Pogonomyrmex 150 15,231 0.98%
barbatus
Solenopsis invicta 150 11,838 1.25%
Atta cephalotes 150 15,981 0.93%

Table S2. Phylogenetic evidence for inter-locus recombination events in Apis allele samples from the
“Approximately Unbiased” test (Shimodaira 2002) that attempts to reject the gene tree topology of the
putative recombinant region in the non-recombinant region (“outSeq p-val) and vice versa (“inSeq p-val).

P values were adjusted using the Benjamini-Hochberg (1995) FDR correction. P < 0.05 is in bold.

Sample No. | Out seq p-val In seq p-val
32 1.89E-49 1
91 1.86E-06 1
93 5.49E-06 0.12
49 0.00018 1
16 0.000413 0.061
37 0.00058 1
33 0.00171 0.00124
14 0.00224 1
20 0.00495 1
27 0.00495 1
16 0.0053 0.12

2 0.0053 1
87 0.0102 1
54 0.02 1
47 0.0245 1
34 0.048 0.784

6 0.048 1
70 0.092 0.174
75 0.18 1
11 0.22 1
98 0.258 1
31 0.378 1
22 0.697 1
19 0.88 1
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Sequence accession numbers for the csd alleles included in each allele sample:
2 acer_csd0_EU100916.1 cdsid_ABV58884.1
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Coding sequences for tra homologs annotated in the seven ant genomes

>aech_tra [organism=Acromyrmex echinatior] Transformer homolog
ATGAATCCTATGCGATCGACAACTTTCCGGAGCGGTGAGGAGTCAAGATC
AACACGTAACGAAGATCACAATACTTTAGCAATTTTACGTTCAAGAACCG
AAGAAGAGAAGCAAAGGCGCAGACGAGAATGGCAACGCCAGCAAGAGCGA
GAGAGACAACATGAAAAATTGAAGCAGCAAAAAATTTTAGAATATGAAAG
GAAACGTGCACAAGCTTTAAAATATGCTGAGGAAAAATCCCCGCGTCACA
GTCAAAGTAAAAGTAGTAGTGAATCTCCCTCGCATGTTCGATACAGAGGT
AGATCTACATCAACTGCTTCTAAATCTGGTACCCTCCATGAAAAATTAGA
TGGGTCTACAAGTGGAACAGTACCTTTATTTAGAGGTCCTCAGAATGCAC
AGATTGATACTTCGGAACTACGTCGAATTAAAGTTGATATTCATAGAAAT
ATTCCTATAAAAGGACCTGTTACCGAATTAGAAAGAGATATACTTAATCC
TGAAGATGTGATCGTCAAAAGAAGAGAGGGAGAGGGATGTAAACCAATAT
TCGATAGGGAAGAATTTAAAAAGGTTATAAACAAGACTAACGAAATAGAA
GAACGACGCACAGTTGTAGCCATAGATAAAGAACAATCGGCCTTGACAAT
CAAGTCACGTTCTTTGAGGAAACGTTCTTTATCCTTGAGTCCTATTAGGA
ATCGTGTCTATTCTGGATATCCATCTTCCTATCAATCCAGTCATCGCGTG
GATTTGAAACATCAGGATAAGACAGAAAAATGTGATACTCGTAAAGATGA
TGGGAGAAGCGATTTAGAGAAACGCAGAGAATATAAAGAGAAATATACCG
AAAGAGATGGCGCAAATAAGCATGATAATAATCGATCGCATTCTAGAGAA
CGTAACTCACATTCCAGGCCATTTATTGAAGAGAGATCTTATCGCGACAG
ATATCGTGAAAGATCGAATGAACGTTCTTATGAAAGAAGAGATAGAGATA
GGGAGAGAAACAGAGAAAGAGATAGGAATAGAGAGAGAACTAAAACTAGA
GATAGGTCCAGGGAACGAAGAGATATAACGCCACGTTATATCGAATCGCC
AATACCTGTACCTATCTATTATGGTAGTTTTCCTCCGAGACCTATCGTAG
TAGGCCCTATGGTTCCATTAAGAGGACAAATTCCTCCTATGGGAAGAGGC
AGACATCCTACTTTAATGGCACAAGTTAGACCATTTCCACCAAGATTTCC
TCCAGATATATACAGATTGGGACATCCACCTCCAAATCCAAGATACGGAC
CATTTTGA

>acep traA [organism=Atta cephalotes] Transformer homolog A
ATGAATCCTATGCGATCGACAACTTTCCGGAGCGGTGAGGAATCAAGATC
AACACGTAACGAAGATAATACTTTTGCAGTTTTACGTTCAAGAACCGAAG
AAGAGAAGCAAAGACGCAGACGAGAATGGCAACGCCAGCAAGAGCGAGAG
AGACAACATGAAAAATTGAAGCAGCAAAAAATTTTAGAATATGAAAGGAA
ACGTGCACAAGCTTTAAAAAAATATGCTGAGGAAAAATCGTCACGTCACA
GTCAAAGTAAAAGTGATAGTGAGTCTCCCACGCATGTTCGATACAGAGGT
AGATCTACGTCAACTGCTTCCAAATCTGGTAGCCTCCATGAAAAATTAGA
TGAGTCTACAAGTGGAACAGTACCTTTATTTAGAGGTCCTCAGAATGCAC
AGATTGATACTTCGGAACTACGTCGAATTAAAGTAGATATTCATAGGAAT
ATTCCTGCAAAAGGACCTGTTACCGAATTAGAAAGAGCTATACTTAATCC
TGAAGATGTGATCGTCAAGAGAAGAGAGGGAGAGGGATGTAAACCAATAT
TCGATAGGGAAGAATTAAAAAAGGTTATAAACAAGACTAATGAAATAGAA
GAACGACGCACAGTTGTAGCCATAGATAAAGAACAATCGGCCTCGACAAT
CAAGTCACGTTCTTTGAGGAAACGTTCTTTATCTTTGAGTCCTATTAGGA
ATCGTGTCTATTCTGGATACCCATCTTCCTATCAATCCAGTCGTCGCGTG
GATTTGAAGCACCAGGATAAGACAGAAAAATGTGATACTCGTAAAGATGA
TGGGAGAAGCGATTTAGAGAAACGCAGAGAATATAAAGAGAAATATACCG
AAAGAGATGGCGCAAATAAGCATGATAATAATCGATCGCGTTCTAGAGAA
CGTAACTCATATTCCAGGCCATTTATTGAAGAGAGATCTTATCGCGACAG
ATATCGTGAAAGATCGAATGAACGTTCTTATGAAAGAAGAGATAGAGATA
GGGAGAGAAACAGAGAAAGAGATAGGAATAGAGACAGAACTAAAACTAGA
GATAGATCCAGGGAACGAAGAGATATAGCGCCACATTATATCGAATCGCC
AATACCTGTACCTATCTATTATGGTAGTTTTCCTCCGAGACCTATCGTAG
TAAGCCCTATGGTTCCATTAAGAGGACAAATTCCTCCTATGGGAAGAGGC
AGACATCCTACTTTAATGGCACAAGTTAGACCATTTCCACCAAGATTTCC
TCCAGATATGTACAGATTGGGACATCCACCTCCAAATCCAAGTAAGTAA



>acep traB [organism=Atta cephalotes] Transformer homolog B
ATGAATCCTATGCGATTAACAACTTTCCGGAGCGAGGAGTCAAGATCAAC
ACGTAACGAAGATCACAATATTTTTACAGTTTTACTTTCAAGAACCGAAG
AAAAGAAGCAAAGACGCAGACGAGAATGGCAACGCCAGCAAGAGCGAGAG
AGACAACATGAAAAATTGAAGCAGCAAAAAATTTTAGAATATGAAAGGAA
ACGTGCACAAGCTTTAAAAAAATATGCTGAGGAAAAATCGTCACGTCACA
GTCAAAGTAAAAGTGATAGTGAGTCTCCCTTGCATGTTCGGTACAGAGGT
AGATCTAAATCAACTGCTTCCAAAAGTGATAGTGAGTCTCCCTCATATGT
TCGATACAGAGGTAGATCTACATCAACTGCTTCCAAATCTGATAATCTCC
ATGAAAAATTAGATGAGTCTACAAGTGGAACAGTACCTTTATTTAGAGGT
CCTCAGAATGCACAGATTGATACTTCGGAACTACGTCGAATTAAAGTAGA
TATTCATAGGAATATTCCTGCAAAAGGACCTGTTACCGAATTAGAAAGAG
CTATACTTAATCCTGAAGATGTGATCGTCAAGAGAAGAGAGGGAGAGGGA
TGTAAACCAATATTCGATAGGGAAGAATTAAAAAAAGTTATAAACAAAAC
TAACGAAATAGAAGAACAGCGCACAGCTGTATTCATAAATAAAGAACAAT
CGGCCTCGACAATCAAGTCACATTCCTTATCCTTGAGTCCTATTAGGAAT
CGTGTCTATTCTGGATATCTATCTTCCTATCAATCCAGTCACTTGGATTT
GAATCAGGATAAGACAGAAAAATGTGATACTCGTAAAGATGATGAGAGAA
GCGATTTAGAGAAACGCAGAGAATATAAAGAGAAATATACCGAAAGAGAT
GGCGCAAATAAGCATGATAATAATCGATCGCGTTCTAGAGAACGAAACTC
ACATTCCAGGCCATTTATTGAAGAGAGATCTTATCGCGACAGATATCGTG
AAAAATCAAATGAATGTTCTTATGAAAGAAGAGATAGAGAGAGGGAGAGA
AACAGAGAAAGAGGTAGGAATAGAGACAGAACTAAAACTAGAGATAGATC
CAGAGAACGAAGAAATATAGCATCACGTTATATCGAATCGCCAATATCTG
TACCTATCTGTTATGGTAGTTTTCCTCCGAGACCTATCGTAGTAAACCCT
ATGGTTCCATTAAGAGGACAAATTTCTTCTATGGGAAGAGGCAGACATCC
TACTTTAATGGTACCAGTTAGACCATTTCCACCAAGATTTCCTCCAAATA
TGTACAGTTTGGGACATTCATCTCCAAATCCAAGTAAGTAA

>Sinv_traA [organism=Solenopsis invicta] Transformer homolog A
ATGCATCCATTGAGATCAACAACTTTCAAAGGTGATGAGGAATCAAGATC
AACACGTAATGAAGATCACAATACTTATTCAGTTTTACGTTCAAGAACTG
AAGAAGAAAAACAAAGACGTAGGCGAGAATGGCAACGTCAGCAAGAACGA
GAGAGACAACACGAAAAATTGAAACAGCAAAAGATTTTAGAGTATGAAAG
AAAACGTGCACAAGATTTAAAATATGCTAAGGAAAAATCCTCGTGTCACA
GCAGAAGTAAAAGTAGCAGTGAGTCTCCCTCTCATCATCGGTACAGAGAT
AGATCTACATCAATTACTTCCAAATCTGGTAGTCTGCATGAAAAATTAGA
TGGATCTACGAGTGGATCAGTACCTTTGTTTAGAGGTCCTGAGAATGCAC
AAATTAATACTATGGAACTACGTCGAATTAAAGTTGATATTCATAGAAAT
ATTCCTGTAAAAGGACCTGTTAGCGAACTGGAACGAGATATACTTAATCC
TGAAGATGTGATCGTCAAGAGAAGAGAGGGAGAAGGGTGTAAACCAATAT
TCGATAGGGAAGAAATAAAGAGGGCTGTAGCCAAAACTAATGAAGTGGAA
GAACGACGTACAGTTGTAGCTATAGATAAAGAACAATCAGCCTCGGTAAT
GAAGGCGTATACTTCGAGAAAACGATCTTCATCTTTGAGTCCTAGCAGAA
ATCGTATTTATAATTCTGGACATCTGTCTTCTTATCAATCAAGACGTCGT
ATGGATTTGAAGCATCAGGATAGCAAGATGGAAAATCGGGATATTCGAAA
AAATGATAGGAGAAGTAATATAGAGAAACATAGAGAATATAAAGACAAAT
ATACAGAAAGAGATACAACTAAACATGATAATCGATCGCGTTCTAAAGAA
CCGCGCAACTCACATTCCAGATCATTTATAGAAGAGAGATCTTATCGTGA
CAGATATCGTGAAAGATCAAATGAATATTCTTATGAAAGAAGGGATAGCG
ATAGGGATAGGGATAGGGATAGGGATAGGGATAGGGATAGAGATAGAGAT
AGAGATAGGGATAGGGATAGGGATAGGGATAGAGATAGGGATAGGGATAG
GGATAGAAATAGAGACAGAGATAGAGATAGGGATAGAGAAAGAAATAGAG
ACAGAGATAGATCCAGGGAACGAAGAGATATAGCACCACATTATATTGAA
TCACCAATACCTGTGCCTATCTATTATGGCAGTTTTCCTCCAAGACCAAT
CGTAGTAAGTCCTATGGTTCCATTAAGAGGACAGATTCCTTCTATGGGAA
GAGGTAGACATCCAACTTTAATGGCACCAATCAGACCATTTCCACCACGA



TTTGTTCCTCCAGATATGTATAGATTGGGACATCCACCCCCAAATCCAAG
ATATGGACCATTTTAA

>sinv_traB [organism=Solenopsis invicta] Transformer homolog B
ATGCGTACCATTGGGGCAATATTTGAAAATATTAAGAAAACGCAGATTAA
TACGGAACTACGTCAAATTAAAGTTACTGTTCACAGGGATATTTCTGTAA
AGGGACATGTTACCGAAATACAGCGAGGTATACTTAATCCTGAAGATATA
ATTGTCACGAGAAGAAATGGAGAAGGATGTAAACCGATATTCGACAGAGA
TGAAATAAAGCAGGCGGTTGTTAAAACTGTCAATATATGTATGGAAGAAC
CAACTAAGTCAACTACAGATGAAGAGGAGTTAGCCTTAAGCAATTCGGAA
ACTTTGAACAAACAAACTTCATCTGTTAGTCTAATCTGCAGGAATTGTGG
TTATAATTCCGAATATCATTCCAGACATCGCATGGATATCAAGTATCAAG
ATAGCAAAACGAAAAATTATGCTTTCAAAAATGATGAGAGAACTCATACA
GAAGACTATAGCAAATATAAAGAGAAATACATAGAAAAAGATACAACTAA
ACATGATACTATTCGATTGCGTTCTAGAGAACAGCATGATTCGCACTCCA
GATTATTTACAGATGAGAAATTTTATCATGACAGATATCGTGAAAGATCC
TATAAACGTTCACACGAAAGAAGAGAAAGTGACAGAGATAGAGATAGATT
CAGGTCCAGATCCAGGGAACGAAAGGATGAATATTTTCACGAAAGCAAGG
CTAAGGATAGGAATAGAGATTGGGATAAGGATGAAATTAGAGATAGGGAT
AAAAATAGAGAAAAAGAGAAAGATAGAGATGAGGGCAGAAATAGATCCAG
GGAACGAAGAGATGCAACGCCACACATTGAACCGCCAATTCCTGCGCCTA
CCCATCATAATAATTTTCCTCCGAGACCAATTGTAGTAAACTCTATGCTC
GTATTAAGAGAACAGATTCCTCCTTTAGGTCCGTTAAGAAGACCTATTCC
TCCTTTAGGTCCGTTAAGAAGACCTATTCCTCCTTTAGGTCCGTTAAGAG
GACATATTCCTCCTGTGCTCCCTTTAAGAGGACATATTCCTCCTATGGGA
AGAGGTAGATATCTTACACCTGTCTGGCCACGATTTGTTCAATTGGATAT
GTGCAGACCAAGACATCCATCACCCAATTAA

>pbar traA [organism=Pogonomyrmex barbatus] Transformer homolog A
ATGAATCCAATGCGATCAACAACTTTCCGAGGAGATGAGGAGTCAAGATC
AACGCATAATGAAGATAATACTTATTCAATTTTACGTTCAAGAACTGAAG
AAGAGAAACAGAGACGTAGACGAGAATGGCAACGCCAGCAAGAACGAGAG
AGACAACATGAAAAATTGAAGCAACAAAAAATTTTAGAATATGAAAAAAA
ACGTGCATTAGCTTTAAAATATGCTGAAGAAAAATCCTCGCGTCATAGTC
GAAGCAAAAGTGGTAGTGAATCTCCTTTACATCTTCGGTATAGAGATAGA
TCTACATCAACTGCCTCCAAATCTGGTAGCCTGCATGAAAAATCAGATGG
GCATACAAGTGGAACAGTACCTTTATTCAGAGGTCCTCAGAATGCACAAA
TTAATACTACGGAATTACGTCGAATTAAAGTTGATATTCATAGAAATATT
CCTGTAAAAGGTCCAGTTCCTGAATTACAACGAGATATACTTAATCCTGA
AGATGTGATTGTTAAGAGAAGAGAGGGAGAAGGATGTAAACCGATATTCG
ACAGAGAAGAAATAAAAAAGGCTGCAATCAAAACTAATGAAATAGAAGAA
CGACGTACAGTTGTAGCTGTAGATAAAGAACAATCAACAGCATCGACAAG
CAAATTACATACTTCGAGGAAATGTTCTTTATCACTGAGTCCTATCAGAA
ATCATAGACAGATTTATAATACCGGATATCTGTCTTCCTATCAATCTAGA
CATATGGATTTAAAGAGTCAGAATAATAAAACAGATAATCATGGTATTCA
TAGAAACGATAGGAGAAGCAGTATAGAGAAGCGTAAAGATTATAAAGAAA
AATATACAGAACGAGATGTAAGCAAACATATCACTAATCGGTCGCGTTCT
AGAGAACGGAATCCACATTCTAGACCATTTTTGGAAGAGAGATCTTACCG
CGAAAGATATCGTGAGAGATCAAAAGAACGTTCTCTTGAAAGAAGGACTA
GAGAAAGAGACAGAAATAGAGATAGGGATAGAGATAAAGATGGGGATAGA
GATAGGGCTAGGGATAGAGAAAGAGACAGAGATAGGAGTAGAAATAAAGA
TAGATCTAGGGAACAAAGGAACGTAACACCACATTATATCGAATCACCAA
TACCTGTGCCTATCTATTATGGCAGTTTTCCTCCGAGACCAATTGTAGTA
AGTCCTATGGTTCCATTAAGAGGACAGATTCCTCCTATAGGAAGAGGTAG
ACATCCTGCCTTAATGGCACCAGTCCGACCGTTCCCACCACGATTTGTTC
CTCCGGATATGTACAGATTAGGACATCCACCTCCAAATCCAAGATATGGA
CCGTTTTGA



>pbar traB [organism=Pogonomyrmex barbatus] Transformer homolog B
ATGAATCCAATGCGATCAACAATTTTTCGAAGAGATGAGGAGTCAAGATC
AATGCATAATGAAGATGATACTTATTCAATTTTGAAAACTGAAGAAGAGA
AACAGAGGCGTAGACGAGAATGGCAACGCCAGCAAGAGCGAGAAAAATAT
GAATATGAAAAATTGAAACAAAAGATTTTAGAGTATGAAAGAAAACGTGC
ACTAGCTTTAAAATATGCTGAAGAAAAATCTTCACATCATAGTAGAAGCA
AAAGTGGTAGTGAATCTCCTTCATATCTTCAGTATAAAGATAGATCTATA
TTAACTGCTTCCAAATCTGATAGCCTGCATGAAAAATTAGATGGACATAC
AAATGCAACAGTACCTTTATTCAAGGATCTTCAGAATACACAAATTAATA
CGGAATTGCGTCGAATTAAAATTGATATTCATAGAAATATCCCAAAGGTA
AAAGGTCCAGTTCCAGAATTACAACGAGATATACTTAATCCTGATGATAT
AATTATCAAAAGAAGAGAAGGAGAAGGATGTAAACCAATATTCGACAGAG
AAGAAATAAAAAAGGTCGCAATCAAAACTAATGAAGTAGAAGAACGACGT
ACAGTTGTAGCTGTAGATAAAGAACAATCAGCATCATCAAGAAGATTGTA
TACAAGAAAACGTTCTTTATCGTTGAGTCCCATCAGAAATCATGAACAGA
CATATAGTTCTGGATATCTGTCTTCCTATCAATCTAGACATATCGATTTG
AAGGATCAGGATAATAAAACAGACAATCGTGATATTCATAGACACGATAA
AAGAAGCAGTATAGAGAAACATAGAGATTACAAAGAAAAATACACAGAAC
AAGATGTAAGCAAACATATCGCTAATCGATCGCGTTCTAGAGATCGGAAT
TCATATTCTAGGCCGTTTTTGGAAGAGAGGTCTTATCGCGAGAGATATCG
TGAGGAATCAAAAGAACGTTCTCTTGAAAGAAGGACTAGAGAAAGAGATA
GAAATAGAGATAGGGATAGAGATAAAGATGGGGATAGAGATAGGGCTAAG
GATAGAGAAAGAGACAGAGATAGGAGTAGAAATAAAGATAGATTTAGGGA
ACAAAGGAACGTAACACCACATTATATCGAATCACCAATACCTGTGCCTA
TCTATTATGGCAGTTTTCCTCCGAGACCAATTGTAGTAAGTCCTATGGTT
CCATTAAGAAGACAGATTCCTCCTATGGGAAGAGGTAGACATCCTGCCTT
AATGGCACCAGTCCGACCGTTCCTACCACGATTTGTTCCTCCGGATATGT
ACAGATTAGGACATCCACCTCCAAAGCCAAGATACGGACCGTTTTGA

>cflo traA [organism=Camponotus floridanus] Transformer homolog A
ATGAATCCAACACGACCAACTAATGTTCGACGACATGAGGAATCAAGATC
TGCTCGTAATGAAGATCATGATTCTCATTCAATTCTACGTTCAAGGACCG
AAGAGGAAAGACTAAGGCGTAGACGTGAGTGGCAACGGCAACAAGAACGG
GAAAGACAACATGAAAAATTGAAACAGCAAAAGATTTTAGAGTATGAAAG
AAAACGTGCACAAGCTTTAGGATATGCTGAGCCAAAATCTGTACATCATA
GTCGAAGCAAAAGCAGTAGTAAGTCTCCACAATATCGACATAGAGGAAGA
TCTTCGACAAGTGCTTCCAAATCTGGTACGCTGTTTGAAAAATTAGAGGG
ATCTACAAGTGGGACAATACCTTTGTTCAAAGGTCCTGAGGGCATACAAA
TTAGTACTACGGAGCTACGTCGAATTAAAGTTGATATTCGCAGAAATATT
CCTGTAAAAGGTCCAATTCCTGATCTGCAACGAAGTATAGTTAATGCCGA
AGATGTGATCCTCAAAAGAAGAGAGGGAGAAGGATGTAAACCAATATTCG
ACAGAGAAGAAATAAAAAAAGCTACTAAGATTAATGAAATAGAAGAGCGA
CGTACGGTTGTAGCTATAGATGGAGAGCAGCAGTCAGTTTCAACCAGTAA
ATCGCAGATTTCCAAGAAACGTTCTTTATCATTGAGTCCTACATTGTATG
ATTCTGAATATCTATCTTCTCACCAGTCTAGATACCGTACAGATACAAAA
CATCAGGATAACAGGATAGAATTCCGTGATCATCATAAAAATAATGGAAG
AAACAGCATAGAAAAACACAGAGAATATAAAGAGAAATATACAGAAAGAG
ATGCACATAAATACACTAACCGTTCGCGTTCTAGAGAACGGGATTCGCGC
AAGTCCGCACATACCAGGCCACTTATAGAAGAAAGATCTTATCGCGATAG
ATATCGTGATAGATCGAGTGAACATTCTCGTGAAAGAAGAGACAGAGATA
AAGATAGAGATAGAGATAGAGATAGATCCAGAGAACGAAGAGATGTTGCA
TCGCATTATATCGAGCCACCAATACACGTGCCTATCTATTATAATCTTCC
TCCAAGACCAATTGTAGTAAGCCCTATGGTCCCATTTAGAGGACAAGTCC
CTCCTATGGCAAGAGGCCGACATTCTGCTCTAATGGCACCGGTTAGACCA
TTCCCTCCACGGTTTATTCCTCCGGATATGTACAGATTGGGACCTCCACC
ACCAAACCCAAGATATGGACCGTTTTAA

>cflo traB [organism=Camponotus floridanus] Transformer homolog B



ATGAATCCAACAGGACCAACTAATGTTCCACGACAAGAGGAAACAAGATC
TGCTCGTAATGAAGATTATGATTCTCATTCAAATCTACGTTCAAGAACCG
AAGAGGAAATACTAAAGATCGAAGAGGAAAGACTAAGGCGTAGACGTGAG
TGGCAATGGAAACAAAAACGGGAAAGGCAATATGAAAAATTGAAACAGCA
AAAGATTTTAGAGTATGAAACACAATGTGCACAAGCTTTAGGGTATGCTG
AGTCAAAATCTTTAAATCATAATCAAAGTAAAAGCAGAAGTAAATCTCCT
TCACAAGACCAACATAAAGGAAGATCTATGACACGTGTTGCTCAATCTGA
TATGCTGTTTGAAAAATTAGAGGGATCTACAAGTGGGACAATACCTTTGT
TCAAAGGTTTTGAGGGCATACAAATTAATACTAAGGATCTACGTCGAATT
AAAGTTATTATTAGCAGAAATATTCCTGTAAATGATCCAATTCCCGATCT
GCAACGAAATATAATTAATGCTGAAGATGTGATCCTCAAAAGAAGAGAAG
GAGAAGGATCTAAACCAATATTCGACAGAGAAGAAATAGAAAAAGCTACT
AAGATTAATGAAATAGAAGAGCGACATACGGCTGCTATAGATGGAGAGCA
GCAGTCAGATTCAACCGATAAATCGCAAACTTCTTCATTATTGTCATCTA
TATTGTATGATTCTGAATATCTATCTTTCGACCAGTTTTCACCTAAGTCG
CATACCAGATCACTTATGGAAGAAAAATCTTACTGCGACAGATATCGTGA
TAGATCGAGTGAACATTCTCGTAAAAGAAAAGACAGAAATAGAGATAGTG
ACAGATCCAGAAAACGAAGAAGAGATAAAGATAGAGATAGAGACAAATCC
AGAGAACGAAGAAGAGACAGAGATAGAGATAGAGACAGATCTAGAGAACG
AAAAGATGTTGCACCGCATTATGTCGAGCCACCAATACACGTGCCAGACA
GAGATAGAGATAGAGACAAATCCAAAGAACGAAAAGATGTTGCACCGCAT
TATGTCGAGTCACCAATACACGTGCCTATCTATTATAATCTTCCTCCAAG
TCCAATTGTAGTAAGCCCTATGGTCCCATTTAGAGGACAAGTCCCTCCTA
TGGCAAGAGGCCGACATTCTGCTCTAATGGCACCGGTTAGACCATTCCCT
CCATGGTTTATTCCTCCGGATATGTACAGATTGCGACCTCCACCACCAAA
CCCAAGTAAATATAGATATTATATAAATGTAATATAA

>lhum traA [organism=Linepithema humile] Transformer homolog A
ATGGATTCAACTCGAGCAACAAATTTTCGGCGTGATGAGGAACCAAGATC
AGTACGTAATGAAGATCATAATAGCCATTCAATTTCTCGTACTACAAGAA
CAGAAGAAGAAAAGCAGAGACGCAGACAAGAGTGGCTGCGACAGCAAGAA
CGTGAGAGACAACATGAAAAATTAAAGCAGCAAAAAATTTTAGAGTATGA
GAGAAAACGTGCGCAATCTTTAAAACATGCGCAAACTTTAAAGCATTCTG
AGCAAAAACCTTCACGTCATAGTCGAAGTAGAAGTGATAGCAAGTCTCCC
TCCCTTCACCGGCATAGAGGAAGATCTACATCAAATGTTTCCAAATCTGG
CACTTTGTATGAAAAATTAGATGGGTCTTCAAGTGGGGCAGTACCCTTGT
TCAAAGGTGCTCAGGGCATACAGATTAGTACTACAGAGCTACGTCGAATT
AAGGTTGATATTCGCAGAAATATTCCTGCGAAAGGATCCATTTCTGAACT
AGAACGAGATATACTTAATCCTGAAGATGTGGTCGTCAAAAGAAGAGAGG
GTAAAATGCATTGGGAAGGATGTAAACCGATATTCGACAGAGAAGAAATT
AAAACGGCGATAGTTAAACCTAACGAAGTGGAGGAGCGACGTACGGTTGT
AGCCGTAGATAGGGACCAACCAGGTATTCCTACCAGGAATCGTGGTTATA
GTCCCGGATATTTATCTTCCTATCAATCAAAGTTTGTATAA

>lhum traB [organism=Linepithema humile] Transformer homolog B
ATGGATTCAACGCAAGCAATAAATTTTCGGCGTGATGAGGAACCAATATC
AGCATATAATGAAGATTTCAACCACGATTTAATTTCTCTAAAAACAGAAG
AAAAAAAGCTGAGACGCAGACAAGAATGGTTGCGACGCAGACAAGAATGG
CTGCGACAGCAAGAACGTGAGAGACAACATGAAAAATTAAAGCAGCAAAA
AATTTTAGAGTATGAGAGAAAACGTGCGCAATCTTTAAAACATGCGCAAG
CTTTAAAGCTTGCTGAGCAAAAATCTTCATATTATAGTCGAAGTAGAAGT
GACAGTAAGTCTCCCTCACTTCACCAGCATAGAGGAAGATCTGCATCAAA
TGAGTCTAAATCAGGCACTTTGTATGAAAAATTAGATGAGTCTTCAAGTG
TGGCGGTACCCTTGTGCAAAGGTCTTCAGGGCATACAGATTAGTACTACA
GAGCTACGTCAAATTAAGGTTGATATAATTCGCAAAAATATTTCTGCGAA
AGAATCCATTTCCGAACTAGATCGAGATATAGTTAATCCTGAAGATGTGG
TCATCAAAAGAAGAATGGGGGAAGGATGTAAACCGATATTCGACAGAAAA
GAAATTAAAACAGCGATGGTCAAAATCAATGAAGTGAAGGAGCAACATTC



GCTTGCAGTCGTAGATGGGGACCAACCAGGTTCCTCGAGCAAATTACGAA
CTTCCAGGAAACGTTTTTCATCCTTGAATACTATCAGAAATCGTGATTAT
AGTCCTGGATATCGTATAGATTCAAAGCGTTAA

>hsal traA [organism=Harpegnathos saltator] Transformer homolog A
ATGAATCTAACACAATCGACAAATTTGCGTCGTGATGAGGAATCAAGATC
TACACGTAACGAAGATGACCGTTTACTTATGCGATTGAGGAGCAAAGAGG
AAAAGTCAAGGCGTAGACGAGAATGGAGGCATCAACAAGAATTGGAAAGA
CAACATGAAAAATTAAAACGACAAATGATAATTAACTATGAGAAAAAACG
CGCAGAAGCTATGAAATTCAAGCAACCATCTTCACATCATAGTCGAAGCA
AAAGCAGCAGTAAGTCGCCATCGTATCATCGACACAGAGAAAGATCCCCA
TCGGAAGCTCCCAAATCTAACACTATATTCAAAACAGATCGGTCCGCAAG
TGGGGCAGTACCTTTATTCAAGGGTCCTGAGGGCACACAGATTAGTACTG
CAGAATTACGTCGTATTAAAGTTGACATTCGTAGGAATATTCCTGCAAAA
GGACAAGTTACCGAACTACAACGGGATATACTTAATCCCGAGGATGTGAT
CCTCAAGAGAAGAGAGGGTAAAACGTTATATTCTCCTTGGCATTCTTTTG
TGAAAGATGTATCGCTGAATGACAATGGAACTCCATTATCATCTAGAGAA
GGATCTAAGCCAATATTCGAGAGGGATGAAATAAAGGTAATTGGTGAAGT
GGAGGAACGACGTACGGTTGTAGCCATAGATAGCGAACAATCAGATGACA
GTACTCGTTCAAGTTCTAGAGAACGGGATACAAACAATTCCCATTCTAGC
CGATATCGAGATAGATCGGACGAACGATCTCGAGAAAGAAGAGATAGAGA
CAGAGATAGGGATAGGGATAGAGATCGAGATCGAGAAAGAGATAGAAATA
GAGGCCGATCCAGAGATAGGAGAGATCCAGCACCACATTATGTTGAACAC
GTACCAGTGCCTATTTATTATGGTAATTTCCCTCCGAGACCATACATGGT
AAGTCCCATGGTCACAATTCCTAGGGGACAGGTTCCTCCTCTAGGAAGAG
GTCGGCACCCCCCTTTAATGGGACCAGTTAGACCATTCCCACCACGATTT
GTTCCGCCTGATATATATAGAATGGGACCTCCAGCTCCAAATCCGAGATA
TGGACCTATGTTCGGATAA

>hsal traB [organism=Harpegnathos saltator] Transformer homolog B
ATGTGGTTGAAGTGGGAAGAAGCGTGGGAAGAGGATAAATTAAGACGTAG
ACTAGAATGGATACGTCAACAAGAGTTTGAGATACAACATATAAAATTAA
AACAACAAATGATAATAAATTATGAGAAAAAACGCGCAGAAGCTATGAAG
TTAAAGCCAACATCTTCACATCATAGTCGTAGCAAAAGCAGGAGTAAATC
GCCATCATATCGTCGACACAAAGAAAAATCCCAGTTGGATGCTTTCAAAT
CTGATACTATATTCAAGAAATTAGATGGGTCTGCAAGTGAAGCAGTACCT
TTATTCAAGGGTCCTGAGGGCACACAGATTAATACTACGGAATTACGTCG
TATTAAAGTTGATATTTATAGGAATATCCCTACAAAAAGACAAGTTACCG
ATCTACAACGGGATATACTTAATCCTGAGGATGTGATTCTGAAGAGAAGA
GAGGGAGAAGGATCTAAACCGATATTCGAAAGGGATGAAATAAAAGTAAT
TGGTGAAGTGGAGGAACGACGTACGGTTGTAGCCACAGATGGCGAGCAAT
CAGATTTACCTCCGGGACCAATCATGGTAAACCCCATGGTTACAATTCCT
AGAGGACAGGTTCCTTCTTTAGGAAGAAGTCGGCATCTTCCTTTAATGAG
ACCATTCTCACCGCGATTTGTTCCACCTGATATATATAGAATGGGACCTC
CAGCTCCAAATAGTGCAAGTGGAGCAATGTCTTTATTCAAGAGTCCTGAG
GGCACATAG



Protein sequences for tra homologs annotated in the seven ant genomes

>aech_tra [organism=Acromyrmex echinatior] Transformer homolog
MNPMRSTTFRSGEESRSTRNEDHNTLAILRSRTEEEKQRRRREWQRQQERERQHEKLKQQ
KILEYERKRAQALKYAEEKSPRHSQSKSSSESPSHVRYRGRSTSTASKSGTLHEKLDGST
SGTVPLFRGPONAQIDTSELRRIKVDIHRNIPIKGPVTELERDILNPEDVIVKRREGEGC
KPIFDREEFKKVINKTNEIEERRTVVAIDKEQSALTIKSRSLRKRSLSLSPIRNRVYSGY
PSSYQOSSHRVDLKHODKTEKCDTRKDDGRSDLEKRREYKEKYTERDGANKHDNNRSHSRE
RNSHSRPFIEERSYRDRYRERSNERSYERRDRDRERNRERDRNRERTKTRDRSRERRDIT
PRYIESPIPVPIYYGSFPPRPIVVGPMVPLRGQIPPMGRGRHPTLMAQVRPFPPRFPPDI
YRLGHPPPNPRYGPF*

>acep traA [organism=Atta cephalotes] Transformer homolog A
MNPMRSTTFRSGEESRSTRNEDNTFAVLRSRTEEEKQRRRREWQRQQERERQHEKLKQQK
ILEYERKRAQALKKYAEEKSSRHSQSKSDSESPTHVRYRGRSTSTASKSGSLHEKLDEST
SGTVPLFRGPONAQIDTSELRRIKVDIHRNIPAKGPVTELERAILNPEDVIVKRREGEGC
KPIFDREELKKVINKTNEIEERRTVVAIDKEQSASTIKSRSLRKRSLSLSPIRNRVYSGY
PSSYQSSRRVDLKHQDKTEKCDTRKDDGRSDLEKRREYKEKYTERDGANKHDNNRSRSRE
RNSYSRPFIEERSYRDRYRERSNERSYERRDRDRERNRERDRNRDRTKTRDRSRERRDIA
PHYIESPIPVPIYYGSFPPRPIVVSPMVPLRGOQIPPMGRGRHPTLMAQVRPFPPRFPPDM
YRLGHPPPNPSK*

>acep traB [organism=Atta cephalotes] Transformer homolog B

MNPMRLTTFRSEESRSTRNEDHNIFTVLLSRTEEKKQRRRREWQRQQERERQHEKLKQQK
ILEYERKRAQALKKYAEEKSSRHSQSKSDSESPLHVRYRGRSKSTASKSDSESPSYVRYR
GRSTSTASKSDNLHEKLDESTSGTVPLFRGPONAQIDTSELRRIKVDIHRNIPAKGPVTE
LERAILNPEDVIVKRREGEGCKPIFDREELKKVINKTNEIEEQRTAVFINKEQSASTIKS
HSLSLSPIRNRVYSGYLSSYQSSHLDLNQDKTEKCDTRKDDERSDLEKRREYKEKYTERD
GANKHDNNRSRSRERNSHSRPFIEERSYRDRYREKSNECSYERRDRERERNRERGRNRDR
TKTRDRSRERRNIASRYIESPISVPICYGSFPPRPIVVNPMVPLRGQISSMGRGRHPTLM
VPVRPFPPRFPPNMYSLGHSSPNPSK*

>sinv_traA [organism=Solenopsis invicta] Transformer homolog A
MHPLRSTTFKGDEESRSTRNEDHNTYSVLRSRTEEEKQRRRREWQRQOERERQHEKLKQQ
KILEYERKRAQDLKYAKEKSSCHSRSKSSSESPSHHRYRDRSTSITSKSGSLHEKLDGST
SGSVPLFRGPENAQINTMELRRIKVDIHRNIPVKGPVSELERDILNPEDVIVKRREGEGC
KPIFDREEIKRAVAKTNEVEERRTVVAIDKEQSASVMKAYTSRKRSSSLSPSRNRIYNSG
HLSSYQSRRRMDLKHQDSKMENRDIRKNDRRSNIEKHREYKDKYTERDTTKHDNRSRSKE
PRNSHSRSFIEERSYRDRYRERSNEYSYERRDSDRDRDRDRDRDRDRDRDRDRDRDRDRD
RDRDRDRDRNRDRDRDRDRERNRDRDRSRERRDIAPHYIESPIPVPIYYGSFPPRPIVVS
PMVPLRGQIPSMGRGRHPTLMAPIRPFPPRFVPPDMYRLGHPPPNPRYGPF *

>sinv_traB [organism=Solenopsis invicta] Transformer homolog B
MRTIGAIFENIKKTQINTELRQIKVTVHRDISVKGHVTEIQRGILNPEDIIVTRRNGEGC
KPIFDRDEIKQAVVKTVNICMEEPTKSTTDEEELALSNSETLNKQTSSVSLICRNCGYNS
EYHSRHRMDIKYQDSKTKNYAFKNDERTHTEDYSKYKEKYIEKDTTKHDTIRLRSREQHD
SHSRLFTDEKFYHDRYRERSYKRSHERRESDRDRDRFRSRSRERKDEYFHESKAKDRNRD
WDKDEIRDRDKNREKEKDRDEGRNRSRERRDATPHIEPPIPAPTHHNNFPPRPIVVNSML
VLREQIPPLGPLRRPIPPLGPLRRPIPPLGPLRGHIPPVLPLRGHIPPMGRGRYLTPVWP
RFVQLDMCRPRHPSPN*

>pbar traA [organism=Pogonomyrmex barbatus] Transformer homolog A
MNPMRSTTFRGDEESRSTHNEDNTYSILRSRTEEEKQRRRREWQROQQERERQHEKLKQQK
ILEYEKKRALALKYAEEKSSRHSRSKSGSESPLHLRYRDRSTSTASKSGSLHEKSDGHTS
GTVPLFRGPONAQINTTELRRIKVDIHRNIPVKGPVPELOQRDILNPEDVIVKRREGEGCK
PIFDREEIKKAAIKTNEIEERRTVVAVDKEQSTASTSKLHTSRKCSLSLSPIRNHRQIYN
TGYLSSYQSRHMDLKSONNKTDNHGIHRNDRRSSIEKRKDYKEKYTERDVSKHITNRSRS
RERNPHSRPFLEERSYRERYRERSKERSLERRTRERDRNRDRDRDKDGDRDRARDRERDR



DRSRNKDRSREQRNVTPHYIESPIPVPIYYGSFPPRPIVVSPMVPLRGQIPPIGRGRHPA
LMAPVRPFPPRFVPPDMYRLGHPPPNPRYGPF *

>pbar traB [organism=Pogonomyrmex barbatus] Transformer homolog B
MNPMRSTIFRRDEESRSMHNEDDTYSILKTEEEKQRRRREWQROQQEREKYEYEKLKQKIL
EYERKRALALKYAEEKSSHHSRSKSGSESPSYLQYKDRSILTASKSDSLHEKLDGHTNAT
VPLFKDLONTQINTELRRIKIDIHRNIPKVKGPVPELOQRDILNPDDIITIKRREGEGCKPI
FDREEIKKVAIKTNEVEERRTVVAVDKEQSASSRRLYTRKRSLSLSPIRNHEQTYSSGYL
SSYQSRHIDLKDODNKTDNRDIHRHDKRSSIEKHRDYKEKYTEQDVSKHIANRSRSRDRN
SYSRPFLEERSYRERYREESKERSLERRTRERDRNRDRDRDKDGDRDRAKDRERDRDRSR
NKDRFREQRNVTPHYIESPIPVPIYYGSFPPRPIVVSPMVPLRROQIPPMGRGRHPALMAP
VRPFLPRFVPPDMYRLGHPPPKPRYGPF *

>cflo traA [organism=Camponotus floridanus] Transformer homolog A
MNPTRPTNVRRHEESRSARNEDHDSHSILRSRTEEERLRRRREWQRQQERERQHEKLKQQ
KILEYERKRAQALGYAEPKSVHHSRSKSSSKSPOQYRHRGRSSTSASKSGTLFEKLEGSTS
GTIPLFKGPEGIQISTTELRRIKVDIRRNIPVKGPIPDLORSIVNAEDVILKRREGEGCK
PIFDREEIKKATKINEIEERRTVVAIDGEQQSVSTSKSQISKKRSLSLSPTLYDSEYLSS
HOSRYRTDTKHQDNRIEFRDHHKNNGRNSIEKHREYKEKYTERDAHKYTNRSRSRERDSR
KSAHTRPLIEERSYRDRYRDRSSEHSRERRDRDKDRDRDRDRSRERRDVASHYIEPPIHV
PIYYNLPPRPIVVSPMVPFRGQVPPMARGRHSALMAPVRPFPPRFIPPDMYRLGPPPPNP
RYGPFE*

>cflo traB [organism=Camponotus floridanus] Transformer homolog B
MNPTGPTNVPRQEETRSARNEDYDSHSNLRSRTEEEILKIEEERLRRRREWQWKQKRERQ
YEKLKQOKILEYETQCAQALGYAESKSLNHNQSKSRSKSPSQODQHKGRSMTRVAQSDMLF
EKLEGSTSGTIPLFKGFEGIQINTKDLRRIKVIISRNIPVNDPIPDLORNIINAEDVILK
RREGEGSKPIFDREEIEKATKINEIEERHTAAIDGEQQSDSTDKSQTSSLLSSILYDSEY
LSFDQFSPKSHTRSLMEEKSYCDRYRDRSSEHSRKRKDRNRDSDRSRKRRRDKDRDRDKS
RERRRDRDRDRDRSRERKDVAPHYVEPPIHVPDRDRDRDKSKERKDVAPHYVESPIHVPI
YYNLPPSPIVVSPMVPFRGOQVPPMARGRHSALMAPVRPFPPWFIPPDMYRLRPPPPNPSK
YRYYINVI*

>lhum traA [organism=Linepithema humile] Transformer homolog A
MDSTRATNFRRDEEPRSVRNEDHNSHSISRTTRTEEEKQRRRQEWLROQQERERQHEKLKQ
OKILEYERKRAQSLKHAQTLKHSEQKPSRHSRSRSDSKSPSLHRHRGRSTSNVSKSGTLY
EKLDGSSSGAVPLFKGAQGIQISTTELRRIKVDIRRNIPAKGSISELERDILNPEDVVVK
RREGKMHWEGCKPIFDREEIKTAIVKPNEVEERRTVVAVDRDQPGIPTRNRGYSPGYLSS
YQSKFV*

>lhum traB [organism=Linepithema humile] Transformer homolog B
MDSTQAINFRRDEEPISAYNEDFNHDLISLKTEEKKLRRRQEWLRRROEWLRQQERERQH
EKLKQQKILEYERKRAQSLKHAQALKLAEQKSSYYSRSRSDSKSPSLHQHRGRSASNESK
SGTLYEKLDESSSVAVPLCKGLQGIQISTTELRQIKVDIIRKNISAKESISELDRDIVNP
EDVVIKRRMGEGCKPIFDRKEIKTAMVKINEVKEQHSLAVVDGDQPGSSSKLRTSRKRFS
SLNTIRNRDYSPGYRIDSKR*

>hsal traA [organism=Harpegnathos saltator] Transformer homolog A
MNLTQSTNLRRDEESRSTRNEDDRLLMRLRSKEEKSRRRREWRHQQOELERQHEKLKROMI
INYEKKRAEAMKFKQPSSHHSRSKSSSKSPSYHRHRERSPSEAPKSNTIFKTDRSASGAV
PLFKGPEGTQISTAELRRIKVDIRRNIPAKGOQVTELOQRDILNPEDVILKRREGKTLYSPW
HSFVKDVSLNDNGTPLSSREGSKPIFERDEIKVIGEVEERRTVVAIDSEQSDDSTRSSSR
ERDTNNSHSSRYRDRSDERSRERRDRDRDRDRDRDRDRERDRNRGRSRDRRDPAPHYVEH
VPVPIYYGNFPPRPYMVSPMVTIPRGOVPPLGRGRHPPLMGPVRPFPPRFVPPDIYRMGP
PAPNPRYGPMFG¥*

>hsal traB [organism=Harpegnathos saltator] Transformer homolog B
MWLKWEEAWEEDKLRRRLEWIRQOEFEIQHIKLKQOMIINYEKKRAEAMKLKPTSSHHSR



SKSRSKSPSYRRHKEKSQLDAFKSDTIFKKLDGSASEAVPLFKGPEGTQINTTELRRIKV
DIYRNIPTKRQVTDLORDILNPEDVILKRREGEGSKPIFERDEIKVIGEVEERRTVVATD
GEQSDLPPGPIMVNPMVTIPRGQVPSLGRSRHLPLMRPFSPRFVPPDIYRMGPPAPNSAS

GAMSLFKSPEGT*



