
                                                                                                                                                  

                         *        20         *        40         *        60         *        80         *       100         *       120          

Dip_b1        : GGGCTGGAGAGATGGCTTAGCGGTTAAGGCGCCTGCCTGCTAAGCCTAAGAACGCAKGTTCCAATCT----------------CCAGGTCCCACGTTTAGCCAGATGCAAAGTGACGCAAGGGCGCAAT 

Dip_b2        : GGGCTGGAGAGATGGCTTAGCGGTTAAGGCGCCTGCCTCCTAAGCCTAAGAACGCTGGTTCCAATCTCCAGCGGTTCCAATCTCCAGGTCCCACGTTTAGCCAGATGCAAAGTGACGCAAGGGCGCAAT 

Dip-b_Y1(108) : -GGCTGGAGAGATGGCTTAGCGGTTAAGGCGCCTGCCTCCTAAGCCTAAGAACGCTGGTTCCAATCTCCAGCGGTTCCAATCTCCAGGTCCCACGTTTAGCCAGATGCAAAGTGACGCAAGGGCGCAAT 

Dip-b_Y2(27)  : -GGCTGGAGAGATGGCTTAGCGGCTAAGGCGCCTGCCTGCTAAGCCTAAGAACGCTGGTTCCAATGTCCAGCGGTTCCAATCTCCAGGTCCCACGTTTAGCCAGATGC--AGTGAGGCAAGGGCGCAAT 

Dip-b_Y3(15)  : GGGCTGGAGAGATGGCTTAGCGGTTAAGGCGCCTGCCTGCTAAGCCTAAGAACCC-GGTTCCAATCT----------------CCAGGTCCCACGTTTAGCCAGATGCAAAGTGACGCAAGGGCGCAAT 

Dip-b_Y4(11)  : GGGCTGGAGAGATGGCTTAGCGGTTAAGGCGCCTGCCTGCTAAGCCTAAGAACGCTGGTTCCAATCTCCAGCGGTTCCAATCTCCAGGTCCCACGTTTAGCCAGATGCAAAGTGACGCAAGGGCGCAAT 

                 

                                                                                                                                                  

                *       140         *       160         *       180         *       200         *       220         *       240         *       2 

Dip_b1        : GCCGCACTTGCCCACAAGGGGGCGCACGCATCTGGAGTTCGTTCACAGCAGCTGAGAGGCCGCTGGCGCGCCCA------------------------------------------------------- 

Dip_b2        : GCCGCACTTGACCACAAGGGGGCGCACACATCTGGATTTCGTTCACAGCAGCTGAGAGACTGCTGGCGCGCCCA------------------------------------------------------- 

Dip-b_Y1(108) : GCCGCACTTGACCACAAGGGGGCGCACGCATCTGGATTTCGTTCACAGCAGCTGAGAGACTGCTGGCGCGCCCATCTCTT----CTTCTCCCTCTCCTCTC------TTCTCTCTCTGTGTCTCTCTCC 

Dip-b_Y2(27)  : GCCGCACTTGCCCACAAGGGGGCGCAC-CATCTGGATTTCGTTCACAGCAGCTGAGAGACTGCTGGCGCGCCCATCTCTGTCTCCCTCTCCCTCTCTGTCT------ATCTCTCTCTGTCTCTCTCTCC 

Dip-b_Y3(15)  : GCCGCACTTGACCACAAGGGGGCGCACACATCTGGATTTCGTTCACAGCAGCTGAGAGACTGCTGGCGCGCCCATCTCTATCTGTCTCCCTCTCCCTCTCTTCTGTCTTCTCTCTCTGTGTCTCTCTCC 

Dip-b_Y4(11)  : GCTGCACTTGCCCACAAGGGGGCGCACGCATCTGGATTTCGTTCACAGCAGCT--GAGACTGCTGGCGCGCCCATCTCTGTCT-CCTCTCCCTCTCTGTCT------ATCTCTCTCTGTGTCTCTCTCC 

                 

                                        

                60         *       280  

Dip_b1        : ----------------------- 

Dip_b2        : ----------------------- 

Dip-b_Y1(108) : AAAAATAAATAAAAAAAAAAAAA 

Dip-b_Y2(27)  : AAAAATAAATAAAAAAAAAAAAA 

Dip-b_Y3(15)  : AAAAATAAAAAAAATAAAAAAAA 

Dip-b_Y4(11)  : AAAAATAAATAAAATAATTAAAA 

                 

Figure S17. Consensus sequences of four tribes of young Dip_b copies from the A. bullata genome. Numbers of tribe members are indicated in brackets 

(in red).  

 


