
Fig. S3: Analysis of the 12 selected unique duplication events of D. 
melanogaster. Phylogenic trees performed for divergence analysis between the 
two copies of D. melanogaster selected for the indentification of DDSA traces 
and the single copy of D.yakuba. Parts of the alignments of the 12 selected 
unique duplication events shown the DDSA traces identified. 

 
 
1. Phylogenic trees generated by PHYML v2.4.4 - 
 

o Model of nucleotides substitution : HKY85 
o Proportion of Transition / transversion = 4.0 (de fault 

value) 
o Initial tree : BIONJ 

 
 
 
2. Trace detection 
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Two tandem repeats:

Examples of DDSA Traces

Micro-homology traces:

Tandem repeats selected

Micro-homology traces selected

....+....:....+....:....+....:....+....:....+....:
Donor 2851 CATGTTGGTATT-AATCTTTTAATCTACCGATAGGTCTAATCTACAATAA

|||| |  |||| |  ||||||||||||||||||||||||||     | |
Recipient 2851 CATGCTTTTATTCAGCCTTTTAATCTACCGATAGGTCTAATC-----TGA

Micro-homology traces not selected

....+....:....+....:....+....:....+....:....+....:
Donor 1421 GTCGAGGTTAAGTTAACTCTTTGTTCGCATCTCTTGAAATTGTTGGAGAT

|||||||||||||||||                  ||||
Recipient 1420 ----------- GTTAACTCTTTGTTCGC------------------AGAT

Legend

Selected repeats

Exonic gap

Micro-homology traces

Tandem repeats

Exonic gap



 

Group 41  
 
Sequence Sequence 

name 
Divergence 

Donor Seq122Gr41  0.015103  
Recipient Seq123Gr41 0.007315 
Single copy of D. yakuba Dyak_Gr41 0.176950 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of 
gaps with 
micro-
homology 
traces 

Total 
no. of 
gaps 

Seq122Gr41  1 0 3 
Seq123Gr41  1 0 1 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq122Gr41      938 GACCTTTATCAATTGCCAAGGCCAAAG------------TAATAA-- --- 
                   |  || ||||||||| |||| ||||||            ||| || 
Seq123Gr41     905 GGTCTCTATCAATTGTCAAGTCCAAAG GTTCTTGCGATATAAGAAAACAC 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq122Gr41      971 ---------TTAATTAAT-----AAA TT- ATTTTAATTT-TTACATTTTT 
                            ||| ||| |      ||||  |  |||||| ||| | |||| 
Seq123Gr41     955 CCCTATTTGTTACTTAGTTTTGCGAATTCGTACTAATTTATTAAAGTTTT 
… 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq122Gr41     1805 GGTGGTGCTCAAATAAGATAA----TACGTTGCATTTCCAAAAAAATGAA 
                    |   || |   || ||||||    | |||  ||||| | |||||||||| 
Seq123Gr41    1804 -GATATGATATGAT-AGATAATGTTTGCGTGC CATTTGC-AAAAAATGAA 
… 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq122Gr41     2851 CATGTTGGTATT-AATCTTTTAATCTACCGATAGGTCTAATCTACAATAA 
                   |||| |  |||| |  |||||||||||||||| ||||||||||     | | 
Seq123Gr41    2851 CATGCTTTTATTCAGCCTTTTAATCTACCGATAGGTCTAATC-----TGA 
 
                   ....+....:.... 
Seq122Gr41     2900 GATACAGTTTCTTT 
                   |  ||| ||||||| 
Seq123Gr41    2896 GGCACATTTTCTTT 
 

Seq123Gr41  

Seq122Gr41   

Dyak_Gr41   

0.094  

0.083  

0.015  

0.007  



Group 36 
 
Sequence Sequence 

name 
Divergence 

Donor Seq112Gr36 0.030138  
Recipient Seq113Gr36 0.066576 
Single copy of D. yakuba Dyak_Gr36 0.084232 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq112Gr36  1 0 3 
Seq113Gr36  1 4 7 
 
                   ....+....:....+....:....+....:... .+....:....+....: 
Seq112Gr36     248 GGATTCGAATAGATTGTGCGTTGAGCAGAGGTAAACTCTGACAGCTGACC 
                   |||| |||||| |||||| ||| ||||||||| |||||||||||  ||||| 
Seq113Gr36     524 GGATCCGAATATATTGTGTGTTTAGCAGAGGTAAACTCTGACAATTGACC 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      298 CTG CAACTTCTGT--------CGATGTTTGGCAGTTGCAGTTGCAGTTTG 
                   |||||||||||||         ||| |||||| |||||||||||||||||| 
Seq113Gr36     574 CTG CAACTTCTGTTCAACTTCTGATATTTGGCAGTTGCAGTTGCAGTTTG 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      340 CATTCGAGCTTCGCTGCGCGTTCGCTGAAAACAGCCTGAAACTGCTTTTG 
                   |||| |||||||||||||  |||||||||||| ||||||||||||||||| 
Seq113Gr36     624 CATTTGAGCTTCGCTGCGGCTTCGCTGAAAACAGCCTGAAACTGCTTTTC 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      390 AAAATCGGCATAACGCATTTTCTTTGTCTTTGCCGTTCGAAAACAAACTG 
                   |||||                                       |||||| 
Seq113Gr36     674 AAAAT---------------------------------------AAACTG 
 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      440 ATAAGCTTGGTCTTGATCAA--ACACTTGGGAACAGAATCTCCGTCGCTC 
                   ||||||| ||||||||||||  |||||||| | ||||||| ||||||| || 
Seq113Gr36     685 ATAAGCTCGGTCTTGATCAAACACACTTGGAAACAGAATTTCCGTCGATC 
  
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      488 G CATAAGCAATAT------CGGTCCGATCAGCACTCG--GTGGCTTCGTG 
                   |      |||| |      |||| ||||| | | | |  |||  ||| || 
Seq113Gr36     735 G-----T CAATCTTGGAGACGGTTCGATC-GAAAT-GTAGTG--TTCTTG 
… 

Dyak_Gr36   

Seq112Gr36   

Seq113Gr36   

0.066  

0.018  

0.067  

0.030  



                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      621 TTTGACGAGCGAACGCGCCAAACGTATTCCATTTCCAAGGAGCAAAGTGA  
                   ||||||| 
Seq113Gr36     1024TTTGACG------------------------- ------------------ 
 
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq112Gr36      671  AAGGCAGGAAGCTAACGCTGTATTAGCTACATTCGCCGCTTCGTTGCAAG 
                             |||||| ||||||||||||||| ||| |||| ||||||| || 
Seq113Gr36     1031 --------- AGCTAAAGCTGTATTAGCTACATTCACCGCCTCGTTGCCAG  
… 
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq112Gr36      1371 CCTCGTTTGAGGTCACCCAAGATGCTGTAAGTACTATTAAAATGTAATTT 
                    |||| |||||||||||  ||||||||||||| |               ||| 
Seq113Gr36     1385 CCTCCTTTGAGGTCACAAAAGATGC TGTAAGT---------------TTT 
 
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq112Gr36      1421 GTCGAGGTTAAGTTAACTCTTTGTTCGCATCTCTTGAAATTGTTGGAGAT 
                               |||||||||||||||||                  |||| 
Seq113Gr36     1420 ----------- GTTAACTCTTTGTTCGC------------------AGAT 
… 
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq112Gr36      1471 TAGCTAATCCCAAGCTAATAAGTCC--------------------- ---- 
                     ||||||| | |||||||||||||| 
Seq113Gr36     1441 AAGCTAATTCGAAGCTAATAAGTCC CAGTGATATGTTGAATAATTCAGAT 
 
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq112Gr36      1496 ----- CAAAGGAGCGTTTCAAAGTCACACTTTTCCATCGAAACTCGAATT 
                         |||  ||||||||||||| ||||||| ||||| ||||| ||| ||| 
Seq113Gr36     1491 AATTTCAACAGAGCGTTTCAAAGGCACACTTTTCCAGCGAAAATCGGATT 
… 
                   ....+....:....+....:....+....:.. ..+....:....+....: 
Seq112Gr36      2690 TGCACGTTTGTGGTGACCAAGACCTTCCAGGACCTCACGGGTGCGTAGTG 
                    |||||||||||||| |||||||||||||||| ||||||||||||||||||| 
Seq113Gr36     2687 TGCACGTTTGTGGTAACCAAGACCTTCCAGGACCTCACGGGTGCGTAGTG 
                
       ....+....:....+....:....+....:....+....:.... +....: 
Seq112Gr36      2740 CAAGCATAGAGCTAACAAAAATGAGTGGTTTAATAATATTTGATATTTTT 
                    |||        ||||| ||||| |||||| | |||||||||| |||||||| 
Seq113Gr36     2737 CAA-------- CTAACTAAAATAAGTGGTGTAATAATATTTAATATTTTT 
 
 
 
  
 
  
 
 
 
 



Group 57 
 
Sequence Sequence 

name 
Divergence 

Donor Seq173Gr57  0.014520  
Recipient Seq172Gr57  0.009583 
Single copy of D. yakuba Dyak_Gr57 0.054924 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq173Gr57  0 0 0 
Seq172Gr57  0 0 1 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq172Gr57      946 AGTTGGATGCATGGTCGGTGAAATAAAACGTCAATCTACATATCAAACTC 
                     |||||| ||||||||||||||||||||||| |||||||||||||||||||| 
Seq173Gr57       931 AGTTGGTTGCATGGTCGGTGAAATAAAACGTCAATCTACATATCAAACTC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq172Gr57      996 CAT---------------CCCTCTACGATGT GAACTTGGTGTCTCTAGAA  
                     | |               | ||||||||||  ||||||||| ||||||||| 
Seq173Gr57      981 CTT AGCAGCACATACAGACTCTCTACGATGCGAACTTGGTTTCTCTAGAA 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Seq172Gr57   

Dyak_Gr57   

Seq173Gr57    

0.033  

0.021  

0.015  

0.010  



 
Group 75          
  
Sequence Sequence 

name 
Divergence 

Donor Seq215Gr75  0.049227  
Recipient Seq216Gr75  0.093576 
Single copy of D. yakuba Dyak_Gr75 0.091014 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq215Gr75  2 0 3 
Seq216Gr75  0 1 6 
      
                     ....+....:....+....:....+....: ....+....:....+....:   
Seq215Gr75       916 TATTTTTACAATCTCGTCCACATCGATGGTGGAGCTCAGCAGTTCGTACT 
                     |||  | | ||||| || |||||||||||| |||||||||||||||||||| 
Seq216Gr75      916 TATGGTCATAATCTGGTGCACATCGATGGTGGAGCTCAGCAGTTCGTACT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75       966 TGACGT------ TCTGTGGTGTCGTAGCAGGTAGCAAGTCGTCCTCCTGC 
                     ||||||      ||  |||      ||||| | |||  | | |||||||| 
Seq216Gr75      966 TGACGT TGCCAATCGCTGG------AGCAGGGAGCCCGCCCTCCTCCTGT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      1010 CGTTTTTTCTTAATACGCGAACAGCGCCTCACTTCGTTATAATTTGATGA 
                     || |||||| | || | |||||||||| | |||||||||||||||||||| 
Seq216Gr75     1010 CGATTTTTCATGATCCACGAACAGCGCTTTACTTCGTTATAATTTGATGA 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      2895 TACCTAATTCATGACAATCCTGCGAAAAGTCGATTT--GTTTTTCAGCCG 
                      || ||||||||| |||| ||  |  |||| ||||||   |||||  |||| 
Seq216Gr75     2905 CACTTAATTCATGGCAATGCTATGTCAAGTCGATTTCCTTTTTTTTGCCG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      2943 GCTTGTACTTAGTTTTATTTAGCTTG--------------CAACAG CTGA 
                     | ||  | ||| ||| ||||||||||              |||||||||| 
Seq216Gr75     2955 GTTTCGATTTATTTTAATTTA GCTTGAAAGTTGCAACGAACAACAGCTGA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      2979 CGCCGATTACCGTAAGTGGATGGTTTTAAAC-ATAGTGGCAGCGCTATCT 
                       |||||||| |||| | ||||   |||| | | || |||| |||| ||| 
Seq216Gr75     3005 ACCCGATTACTGTAAATCGATG---TTAATC GAAAGGGGCAACGCTGTCT 

Seq365G137  

Dyak_Cl75  
0.891  

0.936  

Seq364G137  
0.050  



 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      3789 CTCCTCGTTGAAGTCGTGGGTAGCCATCGTGGAAGTTTCTGAGTTTACGC 
                     || |||||| || ||||| ||||||||||| ||||||||| || || |||| 
Seq216Gr75     3356 CTTCTCGTTAAATTCGTGTGTAGCCATCGTGGAAGTTTCGGAATTCACGC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      3839 TTTCAGTTTCCGATCCCGTGCGAACGATATTTTGAACAAGCTGGGAACAT 
                     |||||||||| ||||| |||||||||            ||||| |||||| 
Seq216Gr75     3406 TTTCAGTTTCTGATCCTGTGC GAACG------------AGCTGTGAACAT  
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      3889 GGCTGCACGGCGGCTTTTGCAGCTTTGGCCATTTTGAGGGCCTTCAAGAT 
                     |||||  |||| |||||||||| ||| ||| ||||||||| ||||||| | 
Seq216Gr75     3444 GGCTGTCCGGCTGCTTTTGCAGATTTCGCCATTTTGAGGTCCTTCAATAA   
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75     4038 CGGCTTAAAACCGACGGTTTCGTTGGTAAATTTGGGTCGTGACTCCATCA 
                     ||||||||| ||    ||||||||||||||   |||||||||||| ||||| 
Seq216Gr75     3593 CGGCTTAAATCCTTTCGTTTCGTTGGTAAACATGGGTCGTGACTTCATCA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      4088 GTTCGCTAATCGTACGCTTTTCGACACGCGCAGATGTTTCTTGTAGACAC 
                     | |||  ||| |||||||||| 
Seq216Gr75     3643 GCTCGGCAATTGTACGCTTTT---------- ------------------- 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75     4138 AGTTGTTTTGGAGGCTGGACTGCGATTTTTGGCTGCTCCTCGACGACGGG 
                      |||| ||| | ||||| |||||||||||| ||||||||| |||||||||| 
Seq216Gr75     3664 –GTTGATTTTGCGGCTGAACTGCGATTTTTGGCTGCTCCGCGACGACGGG 
            
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      4352 CAGCCTCCTCCTCGTCTTCCGAAAATACTACTGTGGGATTTTAAATTGAA 
                     ||||||| |||||||||||||||      | ||||||||||| ||||| || 
Seq216Gr75     4363 CAGCCTCTTCCTCGTCTTCCGAA------AC TGTGGGATTTAAAATTCAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      4402 ATTATTAGTATGACTGAAT-TATTAGTTATTATGAAAGGAAGTGGCTCAA 
                      | |||||| ||||||||| || |  ||| |||||    |||| |||||| 
Seq216Gr75     4407 TTCATTAGTTTGACTGAATCTAAT-CTTA-T ATGA----AAGTTGCTCAA 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75     4899 GGATCGTAATGGTTCGTTATTTTTACAATCTCGTCCACATCGATGGTGGA 
                     ||||| | |||||| |||||  | | |||| | || ||||||||||||||| 
Seq216Gr75     4899 GGATCTTCATGGTTTGTTATGGTCATAATCT GGTGCACATCGATGGTGGA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      4949 GCTCAGCAGTTCGTACTTGACGT------TCTGTGGTGTCGTAGCAGGTA 
                     |||||||||||||||||||||||      | |  |||      |||||| | 
Seq216Gr75     4949 GCTCAGCAGTTCGTAC TTGACGTTGCCAATCGCTGG------AGCAGGGA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      4993 GCAAGTCGTCCTCCTGCCGTTTTTTCTTAATACGCGAACAGCGCCTCACT 
                     ||  | | |||||||| || |||||| | | | | |||||||||| | ||| 
Seq216Gr75     4993 GCCCGCCCTCCTCCTGTCGATTTTTCATGATCCACGAACAGCGCTTTACT 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq215Gr75      7108 CCAACTTAAA-TTTATCTCGCAGGCAAAAGTAATTGAACAATACATTTGA 
                     |||||| ||| |||||   ||||||||||| ||||| || |||  |||||| 
Seq216Gr75     7135 CCAACTGAAATTTTATTATGCAGGCAAAAGTAATTTAAAAATTTATTTGA 
 
 



                     ....+....:....+.... 
Seq215Gr75      7157 AAAA AATACAACAAAAATA 
                     || |     ||||| |||| 
Seq216Gr75     7185 AAGA----- AACAAGAATA 
 
 
 
 
 
 
 
 
 
 



Group 196 
 
Sequence Sequence 

name 
Divergence 

Donor Seq265Gr196 0.030586  
Recipient Seq266Gr196 0.035844 
Single copy of D. yakuba Dyak_Gr196 0.160251 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq265Gr196  0 0 0 
Seq266Gr196  0 2 3 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq265Gr196      2062 TCGGTTGACCGGCCAACGCCACCTTTGCCGGTTGCGCCGGGTACATTTCG 
                     ||||||||||||||||| ||||||||||||  ||||||||||||||||||| 
Seq266Gr196     2350 TCGGTTGACCGGCCAACCCCACCTTTGCCGCTTGCGCCGGGTACATTTCG  
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq265Gr196      2112 TTGGTTCGGGGTTCTCAAATGGCACTAAATCGATACGTATCCGAAAAATG 
                     ||| ||                |||                  ||||||| 
Seq266Gr196     2400 TTGATT----------------CAC----- -------------A AAAATG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq265Gr196      2162 AATTCACATTTTACTTGGAACTTATTTTATTTTTGTTATTAA-TTACGCT 
                     |||||| ||||||||||||||||||||||| | |||||| ||| ||||||| 
Seq266Gr196     2416 AATTCAGATTTTACTTGGAACTTATTTTAT TATTGTTACTAATTTACGCT 
   
                     ....+....:....+....:....+.. 
Seq265Gr196      2261 GCTATTGGTGCTGGCGGGCTAGCTTTT 
                      ||||||||||||      |||||||| 
Seq266Gr196     2516 TCTATTGGT GCTG-----TTAGCTTTT 
 
 
 
 
 
 
 
 
 
 
 

Seq265Gr196  

Dyak_Gr196  

Seq266Gr196    

0.097  

0.064  

0.036  

0.031  



Group 138 
 
Sequence Sequence 

name 
Divergence 

Donor Seq443Gr138 0.004698  
Recipient Seq444Gr138 0.007631 
Single copy of D. yakuba Dyak_Gr138 0.195772 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq443Gr138  0 0 0 
Seq444Gr138  0 0 2 
 
                     ....+....:....+....:....+....:. ...+....:....+....: 
Seq443Gr138       747 ACTCTAACGCCCACAAACGGCACAAAACTCCCACGCCCACACTTTTGAAA  
                     |||||||||||||||||||||||||||||| ||||||||| 
Seq444Gr138      804 ACTCTAACGCCCACAAACGGCACAAAACTCCCACGCCCA----------- 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq443Gr138      797 AATGTTTTCATATTTTTATTAGTCTTGCAAATTTCATAAATTTGTAAATG  
                                                ||| |||||||||||||||||||| 
Seq444Gr138      843 --------------------------- CAAATTTCATAAATTTGTAAATG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq443Gr138       847 TGGCTGAGTAACGGGTGTCTGATAGTCGGGGAGCTGGAATTCTCTCTTGT  
                     ||||||||||||||||||||||||||| || |||||||||||||||||||| 
Seq444Gr138      866 TGGCTGAGTAACGGGTGTCTGATAGTCAGGGAGCTGGAATTCTCTCTTGT 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq443Gr138      947 CCGCAAGCTACGTCACGGGTATCTGATAGTCAAAGAAATTGCCTTAGGAT 
                     || ||||||||||||||||||||||||||| |||| 
Seq444Gr138      966 CCACAAGCTACGTCACGGGTATCTGATAGTCAAAG--------------- 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq443Gr138       997 TCGCATACCATACCATTTGTATATATTTATTTTATGCCGTCTATATTAAT 
                         |||||||||||||||||||||||||| ||||||||||||||||| || 
Seq444Gr138     1001 ----ATACCATACCATTTGTATATATTTAT TTTATGCCGTCTATATTCAT 
 
 
 

Seq444Gr138  

Dyak_Gr138  

Seq443Gr138     

0.101  

0.095  

0.007  

0.005  



Group 132 
 
Sequence Sequence 

name 
Divergence 

Donor Seq430Gr132 0.004930  
Recipient Seq429Gr132 0.003779 
Single copy of D. yakuba Dyak_Gr132 0.168578 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq430Gr132  0 0 0 
Seq429Gr132  1 0 4 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132      808 AGCATGAATTTGAAAATCTAAGTATATTTC CCAACGCTGAAATCTTAAAG 
                      |||||| || ||||||||  |||||||||  |||||||||| ||||||| 
Seq430Gr132       779 CGCATGAGTTAGAAAATCTCTGTATATTTCGCAACGCTGAAGTCTTAAAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132      858 A----- ATGCCAATTAAAACAGACAATATTCCTAAGTATTTCTAACTCTG 
                     |     |||||||| |||||||| ||||||  | ||||||||||||||||| 
Seq430Gr132       829 A ATTATATGCCAATGAAAACAGAAAATATTTCAAAGTATTTCTAACTCTG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132      903 AAAATTTCGTTCATCTTATCTTTCGACAAA GTTTTGTC------------ 
                     ||||||||||| |||||||||||||||||| |||||| | 
Seq430Gr132       879 AAAATTTCGTTAATCTTATCTTTCGACAAAGTTTTGGCTATATTGGCCGT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132      941 CTGTTAATAGTGATCCTTTACTGCGCTGCAAACTTGGGACTGAAATTGAA 
                     |||||||||||||||||| |||| ||| || ||||||||||||||||| || 
Seq430Gr132       929 CTGTTAATAGTGATCCTTAACTGTGCTTCAAACTTGGGACTGAAATT-AA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132      991 TACATG-------------TAAGGTTATAA TAAATTTAATTATTTTGTAC 
                     ||||||              || ||||||| |||||||||||||||||||| 
Seq430Gr132       978 TACATGCAGCAATACAATACAAAGTTATAATAAATTTAATTATTTTGTAC 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132     1378 CGAAAATGTGCACAAAAAAAAAA----TCC CTTACCATTCCCGTTATCAG 
                     ||||||||||||| |||||||||    ||| |||||||||||||||||||| 
Seq430Gr132      1378 CGAAAATGTGCACCAAAAAAAAAACGGTCCCTTACCATTCCCGTTATCAG 
… 

Seq430Gr132   

Dyak_Gr132  

Seq429Gr132   

0.086  

0.082  

0.004  

0.005  



                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132     4572 AAATACCACCCTCTGTCTCCTCATTCCCCTGATTTCCACTTTAACTGAAA  
                     |||||||||||||||||||||||||||||| |||||||||||||||||||| 
Seq430Gr132      4575 AAATACCACCCTCTGTCTCCTCATTCCCCTGATTTCCACTTTAACTGAAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq429Gr132     4622 CTTGAAAATAA-------- ATAAAAGCACTAAAGTGAGCGGCGGAAGTTG 
                     |||||||||||        ||||||||||| |||||||||| ||||||||| 
Seq430Gr132      4625 CTTGAAAATAAATAAAAGCATAAAAGCACTAAAGTGAGCGCCGGAAGTTG 



Group 124    
  
Sequence Sequence 

name 
Divergence 

Donor Seq410Gr124  0.009006  
Recipient Seq411Gr124  0.010251 
Single copy of D. yakuba Dyak_Gr124 0.244970 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq410Gr124  1 0 1 
Seq411Gr124  0 1 1 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq410Gr124       914 AACAAGCGAGAATCCTACAGT--------- CGACTATCAGATACACGTTT  
                     |||||| |||||| |||  ||         ||||||||||||||  ||| 
Seq411Gr124      932 AACAAGAGAGAATGCTATGGT CGAGTTACCCGACTATCAGATACCAGTTA  
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq410Gr124       955 TTCAGCTAG TGGGAATGCGAAATTTTCATACTTTTTCTGGGATATCAATA  
                      |||| ||| |||||||                             |||| 
Seq411Gr124      982 CTCAGTTAG GGGGAATGG---------------------------GAATA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq410Gr124      1005 GATATTGAAGAATAGAATGAGAAAAATTGTTTCAAATTATTCAAAAGTAG  
                     |||||||  ||||||||||||||||||||| |||||||||||||||||||| 
Seq411Gr124     1005 GATATTGGGGAATAGAATGAGAAAAATTGTTTCAAATTATTCAAAAGTAG  
 
 
 
 
 
 
 
 
 
 

Seq410Gr124 

Seq411Gr124  

Dyak_Gr124  

0.009  

0.010  

0.127  

0.118  



Group 104 
 
Sequence Sequence 

name 
Divergence 

Donor Seq292Gr104 0.026581  
Recipient Seq293Gr104 0.029648 
Single copy of D. yakuba Dyak_Gr104 0.378039 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq292Gr104  1 0 2 
Seq293Gr104  0 0 2 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1494 GATCCTAGCAATAGCCGGCCAAGCCACTGACCATTTCTCCGTGTTACGCG 
                     |||||||||||||||| ||||||||||||| || |||  |||||||||||| 
Seq293Gr104     1494 GATCCTAGCAATAGCCAGCCAAGCCACTGACCTTTTTCCCGTGTTACGCG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1544 CTTACAAAATGCAAAATGT------------------------ GGGGGCC 
                      ||||||||||||||||||                        ||||||| 
Seq293Gr104     1544 GTTACAAAATGCAAAATGT GGTGATAGTTCAGCTGCAGTGGAAGGGGGCC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1570 TTAAAGT------------ ATCCGACGAAGAGGCT--GCCGCATCGTTCC 
                     || | ||            ||||||| ||| |||||  ||||||||||||| 
Seq293Gr104     1594 TTGAGGT ACATCAATCGCAATCCGACAAAGAGGCTGCGCCGCATCGTTCC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1606 GATTCTGAGAGAGCACAGGGATCAGGCACGCCGACAGCGTCAGCAATAAA 
                     |||||||||||||||||||||||||||||| |||||||||||||||||||| 
Seq293Gr104     1644 GATTCTGAGAGAGCACAGGGATCAGGCACGCCGACAGCGTCAGCAATAAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1656 GGGAAACTTGTGATAGGCACGAGAATTCAATTGGATTCGTTTATTTAATG 
                     | ||||||||||||              || ||||||| |||||||| ||| 
Seq293Gr104     1694 GTGAAACTTGTGAT--------------AA TTGGATTTGTTTATTTTATG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq292Gr104      1706 CAAGAAATAAAAAGATCATAATAATTGAATTGGTTTTATTTAAATTAAAA 
                     ||||||||||||||                            || |  || 
Seq293Gr104     1730 CAAGAAATAAAAAG---------------- ------------A AATGCAA 
 
                     ....+....:....+....:....+....: ....+. 
Seq292Gr104      1756 AATAACGACTATATATGATTTGCTTTCTACAGCACT 1791 
                     |||||| ||||||| | ||||||||||||| |||||| 
Seq293Gr104     1752 AATAACCACTATATTTAATTTGCTTTCTAC AGCACT 1787 
 

Seq292Gr104  

Seq293Gr104    

Dyak_Gr104  

0.203  

0.175  

0.030  

0.02 7 



Group 130 
 
Sequence Sequence 

name 
Divergence 

Donor Seq425Gr130 0.108003  
Recipient Seq426Gr130 0.057939 
Single copy of D. yakuba Dyak_Gr130 0.250179 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq425Gr130  0 1 1 
Seq426Gr130  0 0 0 
                                              
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq425Gr130      1451 AATGAAAAAAGGAAGTACACCTAAGGAGGGTTCGTATGATCAGAATGCAA 
                     ||||||||||||||||| |||| ||||||| |||||||||||||||||||| 
Seq426Gr130     1451 AATGAAAAAAGGAAGTAAACCTGAGGAGGGTTCGTATGATCAGAATGCAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq425Gr130     1501 AAAGCTATATTAATAGGCCAAT--------------- CTGAGTTCAAGAT 
                     |||||||||| |||||||||||               ||||||||||||| 
Seq426Gr130     1501 AAAGCTATATAAATAGGCCAAT CTGACAAAGTATATACTGAGTTCAAGAT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq425Gr130      1536 CAAAGTTTTAGATATTAACCCCTTTAAATGCCAATTGCCCGAAGAAGTTG 
                     |||||||||||| ||||||||||||||||| |||||||||||||||||||| 
Seq426Gr130     1551 CAAAGTTTTAGACATTAACCCCTTTAAATG CCAATTGCCCGAAGAAGTTG 
 
 
 
 
 
 
 
 

Seq425Gr130  

Seq426Gr130    

Dyak_Gr130  

0.167  

0.084  

0.058  

0.108 



Group 100 
 
Sequence Sequence 

name 
Divergence 

Donor Seq281Gr100 0.000000  
Recipient Seq280Gr100 0.002456 
Single copy of D. yakuba Dyak_Gr100 0.214202 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq281Gr100  1 0 2 
Seq280Gr100  0 1 1 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq280Gr100      977 CTGTGGATCTTTCATTCATCGGAT------ --------- CTGCGACCATT  
                     |  ||||||| | |||| || |||               ||||||||||| 
Seq281Gr100       964 C--TGGATCTCTTATTCTTCCGAT CTGCGGTTTCTACTGCTGCGACCATT  
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq280Gr100     1412 G CAAATTTTTGTCAACAGTTTTGGCCAAAACAAAGGGAGCGTTTTTG--C 
                     || ||  | |||||         ||||||  ||||      ||||||  | 
Seq281Gr100      1412 G CCAAACTGTGTCA---------GCCAAAGAAAAGATGTTATTTTTGGCC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq280Gr100     1460 AGAACAAAAA ACCCGCAAGTTTGTCAATTGTTC--ATTGTGCCCAATTGT 
                     | ||||||||          ||  | ||| |||  |||| || ||||||| 
Seq281Gr100      1453 A-AACAAAAA----------TTCGCTATTTTTCGTATTG-GCACAA TTGT 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Seq280Gr100   

Seq281Gr100     

Dyak_Gr100  

0.069  

0.068  

0.002  

0 



Group 101     
  
Sequence Sequence 

name 
Divergence 

Donor Seq283Gr101  0.000000  
Recipient Seq282Gr101  0.000000 
Single copy of D. yakuba Dyak_Gr101 0.221992 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Gap 
location 

No. of gaps 
with tandem 
repeats 

No. of gaps 
with micro-
homology 
traces 

Total 
no. of 
gaps 

Seq283Gr101  1 1 2 
Seq282Gr101  1 4 7 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1408 AAATAACAAAGCTTGGCAGTGGCAAAAGCATAATAATGAAAAACTAAAAC  
                     |||| ||||||| | ||| |||||| |||| |||||||||||||||| ||| 
Seq283Gr101      1438 AAAT-ACAAAGCCTAGCACTGGCAATAGCATAATAATGAAAAACTATAAC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1725 ATATAGATTTAAATCGATCGTCGACCCGTT CTCAATTTATTTCTTTTAAA  
                     ||||| || || |||||||||| |||||| |||||||||||||||||||| 
Seq283Gr101      1739 ATATA-ATATATATCGATCGTCAACCCGTGCTCAATTTATTTCTTTTAAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1775 AACATTACAAATTTAGTCAAATGCTAGATC AACATAATTTTCTATGTTTA 
                     |||||||||||||||||||||||||| ||| |||||| |||||||||||| 
Seq283Gr101      1788 AACATTACAAATTTAGTCAAATGCTAAATCAACATAGTTTTCTATGTTTG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1825 AAGTTAATTGGCCGGCTACATTAAATTTTA ACATTACGTATGGACT---- 
                      |||||| |||||| ||||||||||||| | |||||||||||||||| 
Seq283Gr101      1838 GAGTTAACTGGCCGTCTACATTAAATTTAAACATTACGTATGGACTAAAC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1871 ------------- GGACTTAAACAATTGTGATCGATTAAAATATATAGAA 
                                  ||| ||||||||||||| ||| |||||||  ||||||| 
Seq283Gr101      1888 CATACGTGCTTCGGGATTTAAACAATTGTGATCAATTAAAAGCTATAGAA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1908 AAATAACAAAGCTTGGCAGTGGCAAAAGCATAATAATGAAAAACTAAAAC 
                     |||| ||||||| | ||| |||||| |||| |||||||||||||||| ||| 
Seq283Gr101      1938 AAAT-ACAAAGCCTAGCACTGGCAATAGCATAATAATGAAAAACTATAAC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     1958 TG GTGGGTGCCATGGCTGTGGGTGTTGATGTCGGTAACTGGTGTCGGTGG 
                     ||||||||| |||                              ||||||| 
Seq283Gr101      1987 TGGTGGGTGTCAT-----------------------------TTCG GTGG 
 

Seq283Gr1 01  

Seq282Gr101   

Dyak_Gr101  
0.111  

0.111  
0

0



  
                    ....+....:....+....:....+....:. ...+....:....+....: 
Seq282Gr101     2008 CTGTGGGGAAATCCTTATTCGATCTTCTCTAGATGATTACCACGCT---- 
                     ||||||  ||||||| |||||||||||||| | |||||| ||| ||| 
Seq283Gr101      2008 CTGTGGAAAAATCCTGATTCGATCTTCTCTACATGATTGCCATGCTGTGA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2054 ----GCGATATATTTCCGCTGGCCACGCGA CTTTTGAGGCGCTGTTTGGA 
                         | ||||| | |||||||||||||||| |||||||||||||||||||| 
Seq283Gr101      2058 TTCAGGGATATCTGTCCGCTGGCCACGCGACTTTTGAGGCGCTGTTTGGA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2100 TAAATGGGACTTAGGAATTTATGAGATTTT AAATATATGGGCAAATCGGG 
                     ||||||||| |||||||||||||||||||| |||||||||| ||||||||| 
Seq283Gr101      2108 TAAATGGGATTTAGGAATTTATGAGATTTTAAATATATGGACAAATCGGG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2150 TTGGTTGG--GTTCATTGTCTGACCTTGTT GAAAGCATCGCGCATCAAAC 
                     |||  |||  |||||||||||||||||||| |||  ||||||||||||||| 
Seq283Gr101      2158 TTGAATGGGTGTTCATTGTCTGACCTTGTTGAAGACATCGCGCATCAAAC 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2498 GTATGGCCTTGCGCTGCTTGGCATTGGCACAGAATTCGGGACGAGCCAGC 
                     |||||||||||||||||||||||||||||| |||||||||||||||||||| 
Seq283Gr101      2508 GTATGGCCTTGCGCTGCTTGGCATTGGCACAGAATTCGGGACGAGCCAGC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2548 TGCAGTTGATCCTGCAGGGAGGGAGGTTTCTCAATCACCTCACTGCTGCC 
                     |||||||||||||||||||||||||||||| |||||||||||||||||||| 
Seq283Gr101      2558 TGCAGTTGATCCTGCAGGGAGGGAGGTTTCTCAATCACCTCACTGCTGCC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2598 CGTCGGCGTAAACTGGATGACATAGGATATAGCACGTGGACGCAC----- 
                     |||||||||||||||||||||||||||||| ||||||||||||||| 
Seq283Gr101      2608 CGTCGGCGTAAACTGGATGACATAGGATATAGCACGTGGACGCACTTGTA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2643 ---- TTGGCGTTGCATACGCTCTGCATTCATCCTGGTCTCCTTGTGCCCC 
                         |||||||||||||| ||||||||||| || |||||||||||||||| 
Seq283Gr101      2658 GCGTTTGGCGTTGCATACTCTCTGCATTCATCGTGGTCTCCTTGTGCCCT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2689 CTTCGCACCCGCTGACATGCCACATCATCGTACTGACG------------ 
                     |||||||||||||||||||||||||||||| |||||| | 
Seq283Gr101      2708 CTTCGCACCCGCTGACATGCCACATCATCGTACTGATGAGTGGTGGTCGT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2727 AGTGGTGGTCTCAC---------------- -------------------- 
                     |||||||||||||| 
Seq283Gr101      2758 AGTGGTGGTCTCACAGGTGTTCATCATGCCCATGGGTACGGACATGTCCG 
  
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2741 ------------------------------ ------------------ AT 
                                                                     || 
Seq283Gr101      2808 AGCTGATGCACATCATCGAGGACGATGAATTTGTGGTGGTTGTGGTCGAT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2743 CTGGTGATGGACGAGCCTCCTGCTCCACCAGTTGCAGTTGCTTCATTTTG 
                     |||||||| | ||||||||||||||||||| |||||| ||||||||||||| 
Seq283Gr101      2858 CTGGTGATTGCCGAGCCTCCTGCTCCACCAGTTGCACTTGCTTCATTTTG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2793 TGTCTCTGTGCTCACCATTGTTGCTTGCACATAGCTAGCTACTCCCTGAG 
                     |||||||||||||||||||||||||||||| |||||||||||||||||||| 
Seq283Gr101      2908 TGTCTCTGTGCTCACCATTGTTGCTTGCACATAGCTAGCTACTCCCTGAG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 



Seq282Gr101     2843 GGTTGACCACCTGGTGGTAGATGGCTTCATTCCCAACCGCGCCGGA---- 
                      |||||||||||||| |||||||||||||| ||  | |||||||||| 
Seq283Gr101      2958 AGTTGACCACCTGGTAGTAGATGGCTTCATTCTTATCCGCGCCGGAGCTA 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2889 ----------------T-GCATAGGCA--- CCCGCCGCCTGGGCGTACTG 
                                     | |||||||||   |||||||||||||||||||| 
Seq283Gr101      3008 CCACTCTGGTGTGGAGTGGCATAGGCACTTCCCGCCGCCTGGGCGTACTG 
 
… 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2919 CATCTGCATATATTGCTCTCGTTCATCGTG CTGATCCTGTGCTTCCTGTT 
                     |||||||||||||||||| ||||||||| | ||| |||| ||||||||||| 
Seq283Gr101      3058 CATCTGCATATATTGCTCACGTTCATCGGGCTGCTCCTCTGCTTCCTGTT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     2969 GACGCCTCTGCGAAAAAGAAAGAGATG--- -GAGTATGAGGAAGTCGC-- 
                     |||||||||| ||||||||||||||||    ||||||||||||||||| 
Seq283Gr101      3108 GACGCCTCTGTGAAAAAGAAAGAGATGGCTTGAGTATGAGGAAGTCGCAG 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     3013 ----CCTTTCTTTGGGCAATAG CCTTAAGTGATGTCCTTACCGGGCAATG 
                         |||||  |||||||||||             ||||||||| |||| 
Seq283Gr101      3158 GATTCCTTTTATTGGGCAATAG------------- CCTTACCGGACAATT 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     3059 CTGCTGATGAACGTAAGTCCG--------- ------------ CTGACCAC 
                     ||||||||||| | |||||||                     |||||| | 
Seq283Gr101      3195 CTGCTGATGAATGCAAGTCCGCTGGTGACCACATTGAGCACACTGACCGC 
 
                     ....+....:....+....:....+....: ....+....:....+....: 
Seq282Gr101     3088 AATGTTGCTGCCTCTGTATCAAAATATCTT TTTGCTGGTTCAGCTGTTTC 
                     |||||||||||||||||||||| ||||||| |||||||||||||||| ||| 
Seq283Gr101      3245 AATGTTGCTGCCTCTGTATCAATATATCTTTTTGCTGGTTCAGCTGCTTC 
 


