
Supplemental Figure 1     Linkage of SDMA genes in A. aegypti 

(SDMA cluster size, supercontig size)  
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AAEL013118 AAEL013126 AAEL013127 

AAEL009165 AAEL009166 

AAEL010431 AAEL010429 

AAEL013577_PA AAEL013577_PB 
AAEL013585 AAEL013584 

AAEL013438 AAEL013435 

AAEL001611 AAEL001621 AAEL001602 

AAEL010918 AAEL010920 



Group 1                      122L-123K 

AAEL009165             VKPTKGVKSLKAGGLSGFVD 

AAEL009166             VKPVQGVKSLKAGGLSGFVD 

AAEL013127             VKPTKGVKSLKAGGLSGFVD 

AAEL013118             VKPVQDVKSLKTGGLSGFVD 

AAEL013126-PA          VKPTKGVKSS—-GGLSGFVD 

 

                             120I-121K 

CPIJ012844-PA          VKPVRAVRSIKTGGLSGFLD 

CPIJ012845-PA          VKPVRAVRSIKTGGLSGFLD 

 

Group 2                      117L-118R                                                                                                            

AAEL010429             HHVKPTVHSLRTGGLTGFFD 

AAEL010431             HHVKPTVHTLRTGGLTGFFD 

AAEL013577-PB          HHVKPTVHTLRTGGLTGFFD 

AAEL013577-PA          HHVKPTVHSLRTGGLTGFFD 

 

Group 3                      111F-112I 

AAEL013585             FTGTNRVKRFIPKRQGGLSA 

AAEL010438             FTGTNRVKRFIPKRQGGLSA 

 

                               

 

 

Supplemental Figure 2    Conserved exon-intron junctions of multi exon SDMA genes 

                          1st-2nd                          2nd-3rd 

HMEL005433–PB     EMEDLPEFKA-VVSFLEGHSI………FIDALNDIVGSIQRRGIRHS 

EHJ70882          EMEDLPEFKAEVVQFLEGHNI………FVNVINDLVDGIQRRSTRSV 

BGIBMGA005025     EMEDLPEFKA-VVDFLENDNI………FIDIFNEMMETIGERVKRAR 

BGIBMGA005024     EMEDLPEFKA-VVDFLENDNI………FIDIFNEMIETIGERVKRAR 

Group 1               177Q-178N 

AAEL009165      DFQKLVDFYQNSKEAQALVQ 

AAEL009166      DFQKLVDFYQNSKEAQALVQ 

AAEL013127      DFQKLVDFYQNSKEAQALVQ 

AAEL013118      DFQKLVDFYQNS-EAQALVQ 

AAEL013126-PA   DFQKLVDFYQNSKEAQALVQ 

 

                     174/5N-175/6N 

CPIJ012844-PA   DFQKLVDFYNNSKEVQSLFA 

CPIJ012845-PA   DFQKLVDFYNNSKEVQSLFA 

CPIJ012846-PA   DFQELVELYKNSKEVQSLFN 

AGAP006187-PA   DHKQLRALYESSTEVQNMIH 

                      

Group 2                172N-173N 

AAEL010429      DYQKFVDFHNNSKEVQGYLQ 

AAEL010431      DYQKFVDFHNNSKEVQGFLQ 

AAEL013577-PB   DYQKFVDFHNNSKEVQGFLQ 

AAEL013577-PA   DYQKFVDFHNNSKEVQGFLQ 

AAEL010436(b)   DYQKFVDFHNNSKEVQGFLQ 

 

Group 3               169T-170E 

AAEL013585      EFGQMMKEITEDPEVIEIQE 

AAEL010438      EFGQMMKEITEDPEVIEIQE 

 

b          1st and 2nd exons in Dipterans c       2nd and 3rd exons in Dipterans 

e       Lepidopterans 

a             conserved exon-intron structures in Dipterans 

Group 1, 2, and 3 

IIa 

IIb 

IIa                   180D-181N 

AAEL001621      DFQKLLEFADNSTELKSLFQ 

AAEL001611      DFQKLLELADNSTELKSLFQ  

AAEL010920      DFQKLLEFADNSTELKSLFQ 

 

IIb 

AAEL001418      MQKIFIVLAIF 

AAEL005340      MKLLSLLVILG 

CPIJ011431      MKLFLLLVVLG 

GB14426         MLKFTLAILGA 

GB12716         MMKFLLAILAV 

TC002436        MLLFAFILFAF 

 

   

d       type IIa  and IIb in Insecta 



                   1                                                                                                100 

AAEL010429     (1) AA--------------GCAGGCTCTGTCCCAGTGAGAACGTCAATGCC--AAGAAGAAGAAGAATAGTTACTAGACACAAATTCAAGAATTTTTCTG--- 

AAEL010431     (1) GATCAATCACGGAGTAGCAACCATTGACATGTACAGTCAGTCTATGCTTTAAGGTTATGGTCAGCCTGCACATAAAACAGTACCGAGCAACTATATGTTC 

                   101                                                                                              200 

AAEL010429    (82) GATTCCCACTTAAATAAGGTTTAAATTATGGGAATACAACTACGAATAACAAATACTTAATTCCAATTGTGAGGTATCTTGGGCTTCAATGAGTTAACAC 

AAEL010431   (101) AACCCTTTTCCGACTTCACATGATCTTGTGAGTATTTACATCCCATAAAGCTAGTTTTTCTCTCAATTGTAACATGTTCT----TTCACTTTGT------ 

                   201                                                                                              300 

AAEL010429   (182) TTCAGTCGCCGCGCTGTTGTATTTTGTACAACAGT------GTTGAAAAAACCTCGCTTTTCGTTCACAGCAGCAGCGTGGTGGTTCTGACGGTGGCAAA 

AAEL010431   (191) --CACGCATTGCAATTTATTATTTTGGACAAAAATTCAAAGGTTAAGTAATATATACTTATTTTTTATTACCAC-------TCGGCTGGTAAGCCGTAAA 

                   301                                                                                              400 

AAEL010429   (276) CCGCG--CGACGACTGGAAGGTTAAGAATGCCATTCAACAGTTCAAGAACAATA---AACCAATGGTATTGATGGTTTCGGGGCT------GAACTCATC 

AAEL010431   (282) CCACGATTCATAATTAAAAACAAGTATTTATCGAGCAACGGACCGATACCGGTCCGTAACCGGTCGT-TTGAGAACGTCGCAATCTATGGGAAGCCCACA 

                   401                                                                                              500 

AAEL010429   (365) AAAACGAGCCTTGAGAAAACA-ATTTGTCAGCA---------------CCAATTATTTGAAAAACAGAACGGTT-----------ACCGGAGATAATGAA 

AAEL010431   (381) CAATAGAAACCTCAGCCAGCACAGTTGCTGGCTAGTGTTGTATGCTATTTCATTACCTAAAAAATAATGCGCTCTCGGGCTAGGCATTGGATATATATAG 

                   501                                                                                              600 

AAEL010429   (438) AGGGCAAATCTTTTGGATGGACAAGAAGTT-TTCAAACTTGTATCGATCATTCGAGAATCTTATATGTCTTTATTTCAAATTAAAAT--AATTTAATTTA 

AAEL010431   (481) AAAGCGTTGTGTTTGGATGGGCATCTAATTCTTCCGAAAGAGGTGCACTTTGCGAAAAAGGACCAAGTGTTTATT--GAGTTGAAATCGAATTCAGGTTA 

                   601                                                                                              700 

AAEL010429   (535) TTCTGTTCATTCATACAAAGAAAACAAAAAACAAATAAAACAGTGCTGAGCAACTATATGTTCCACCCTTTTCCGACTTCACATGATCTTGTGAGTATTT 

AAEL010431   (579) ACTTCTGCGTTCATG---AGTCCTCTCATAGCGTA-GGAATAACGCGCCCTAACTAGAAAT--------------------CAGGGAGTCGTGAGT--TC 

                   701                                                                                              800 

AAEL010429   (635) ACATCCCACAAAGCTAGTTTTTCTCTCCATTGTAACATGTTCATTCACTTTGTC-ACGCAGTGCAATTGATTATTTTGGACAAAAATTCAAAGGTTAAGT 

AAEL010431   (653) GATTCTCACTGAGAAGACGTGTAACTTTTTCGCAAAACTTCACATCAATTTGTCCATTTAATCCAATTGCAAAGTATATGTAATG-TTTAGCTTTTCGGT 

                   801                                                                                              900 

AAEL010429   (734) ACCAAGTAATAAATATCTGTTGAACTAGGTACTCGAACGTAAAGCAAATCTACTACCAGGTACTTAAGATTGTTTGATACGAGGAATCGGTAACGTAGTT 

AAEL010431   (752) AGTTGTTAATAAATATCTGTTGAACTAGGTACTCGAACGCGAAGCAAATCTACTACCAGGTACTTGAGATTGTTTGATAAGAGGAATCGGTAACGTAGTT 

                   901                                                                                             1000 

AAEL010429   (834) TCAAATACAGTAACGTATTTCAAACAGTTTCCTTCAAGAAGTGTTTATTTCTACCAATAAATCTCGAGTGCTTGGTGACTGGCCGTATCCCTTGTTGGAA 

AAEL010431   (852) TCAAATACGT----------------GTTTCCTTCAAGAAGTGTTTATTTCCACCAATAAATCTCGAGTGCTTGGGGACTGACC------CTTTTTGGAA 

                   1001                                                                                            1100 

AAEL010429   (934) ACGCACTTCAACCGCCACTTGACGCTATTTCTTATAAAAGCATGCAAACCCAATCCAATCATCAGTTCACTTCCATCAGCAAGTAGATCTACAACACTAA 

AAEL010431   (930) ACGCACTTCAACCGCCACTTGACGCTATTTCTTATAAAAGCATGCAAACCCAATCCAATCATCAGTTCACTTCCATCAGCAAGTAGATCTACAACACTAA 

                   1101                                                                                            1200 

AAEL010429  (1034) CATGAAGACCATTTTTGTTCTTGCTGCATTGGTAGCTATCGCTACCGCCTCGGCCATTCCGGATTTTCGTGCCCTGAAGGATGACTTCCAGGAGTTTGTC 

AAEL010431  (1030) CATGAAGACCATTTTCGTTCTTGCTGCATTGGTAGCTATCGCCACCGCCTCGGCCATTCCTGATTCTCGTGCCCTGAAGGATGACTTCCAGGAGTTTGTC 

                   1201                                                                                            1300 

AAEL010429  (1134) GATCTCGTTCCCGTAGACAAACTGGTCAACGTTGCTCTGCAATATCTCGTCAGCGATAAGGAGTTCAAGGAATTCTTCGGATACCTACAGGGAGAGGAAT 

AAEL010431  (1130) GATCTCGTTCCCGTAGACAAACTGGTCAACGTTGCTCTGCAATATCTCGTCAGCGATAAGGAGTTCAAGGAATTCTTCGGATACCTACAGGGAGAGGAAT 

                   1301                                                                                            1400 

AAEL010429  (1234) TCTCCGCCGTTTGGGATCAGTTCTTCGCTCTGAATGAAGTCAAGGATGTGCTGAACTACCTGGAGGCTGCAGATCTGGCTGTGTACGATGCGTTGAACAC 

AAEL010431  (1230) TCTCCGCCGTTTGGGATCAGTTCTTCGCTCTGAATGAAGTCAAGGATGTGCTGAACTACCTGGAGGCTGCAGATCTGGCTGTGTACGATGCGTTGAACAC 

                   1401                                                                                            1500 

AAEL010429  (1334) GGTTGCTGATTTCCTTGGACTGCACCATGTTAAGCCAACCGTCCATAGCTGTAAATAGTGTGAGTTATTTCCCTTAGACCAATTTTAACTAAATTCAAAT 

AAEL010431  (1330) GGTTGCTGATTTCCTTGGACTGCACCACGTTAAGCCAACCGTCCACACCTGTAAATAGTGTGAGTTATTTCCCTTAGACCAATTTTAACTAAATTCAAAT 

                   1501                                                                                            1600 

AAEL010429  (1434) ACTTTTAGTGAGAACTGGAGGATTGACCGGATTCTTCGACGAAACGGTTGCTTTATTGCCTCTGGATAAATTTGAAGCGCTGTTTGAAGAGAAACTGAAG 

AAEL010431  (1430) ACTTTTAGTGAGAACTGGAGGATTGACCGGATTCTTCGACGAAACGGTTGCTTTATTGCCTCTGGATAAGTTTGAAGCGCTGTTTGAAGAGAAACTGAAG 

                   1601                                                                                            1700 

AAEL010429  (1534) ACCAGCCCCGAGTTCAAGGCTTTCTTCGAGAAGCTACGCAACCTGGATTACCAGAAGTTTGTCGATTTTCACAATGTAGATTAATAGAAAAATGTGGAAC 

AAEL010431  (1530) ACCAGCCCCGAGTTCAAGGCTTTCTTCGAGAAGCTACGCAACCTGGATTACCAGAAGTTTGTCGATTTTCACAATGTAGGTTAATGGAAAAATGTGGAAC 

                   1701                                                                                            1800 

AAEL010429  (1634) TGGAGTTGAAAGTCTTCTAATCGAACAAATATGTTTTCAGAACTCCAAGGAAGTCCAAGGCTATCTGCAGAAGCTGCGAAGCTACGGACTCGATGTGGAT 

AAEL010431  (1630) TGGAGTTGAAAGTCTTCTAATCGAACAAATATGTTTTCAGAACTCCAAGGAAGTCCAAGGCTTCCTGCAGAAGCTGCGAAGCTACGGACTCGATGTGGAT 

                   1801                                                                                            1900 

AAEL010429  (1734) GGCTTCTTCAATCTCGTTGCCGGTTTCTTCGGCTGGGGAAAATTCTAGAATTGAACAATTGAATTTGTTAAAAGTGATTGAACAAAATGCAATCACAAAA 

AAEL010431  (1730) GGCTTCTTCAATCTCGTTGCCGGTTTCTTCGGCTGGGGAAAATTTTAGAATTGAACAATTAAATTAGCTGAAAGTGATTGAACAAAATGCAATGACAAAA 

                   1901                                                                                            2000 

AAEL010429  (1834) CTTTTTTTTTAGATCTTATGCATTCTGATTTATTATGCTTTATAATAAAGGTTTTTATGCTTTACATCGTGCATAATCGTTAACTGAGAAAGAAACTTCT 

AAEL010431  (1830) CATTTTTTTTAGATCTTATGCATTCTGAATTATTATGCTTTATATTAAAGGTTGTTATGCTTTACATCGTGCATAATCGTTAACTGAGAAAGAAACTCCT 

                   2001                                                                                            2100 

AAEL010429  (1934) TCTATGCAAACACGCAGAAACCAAAGTCTATGA--ATGGAGAGTTGCGCGAAGAGTGAAACAAAATCTACCTATCGAACTGTCAAACCGTCTACCT--AT 

AAEL010431  (1930) TTGATGCAAACACGCAGAA-TCGAGCTGTAAGATGATTCACTATTCACCACCAGACGTCACAGGATTATAAGGATGGGCGGCCATTGTGGATGTTGTAAT 

                   2101                                                                                            2200 

AAEL010429  (2030) CGAGCAGACCAGCAAA-ACAGATAGGGGCTATTTTCGAAGACGAAGAAGAACAACCATTCAAAGAAGTCTCTTCGCTCAACTCTCCATTCATAG-ACTCT 

AAEL010431  (2029) GGTGTGATGTAGCGAGTATGGATGGGCGGAAAATGCTTCAACGGTTGCGATCGTCGATATCTAATCGCCATCGCAAAAGCCATTATATTCACAGCATTCA 

                   2201                                                                                            2300 

AAEL010429  (2128) GGCAGAAACGAGCTCAAGAACTCAAGTGACGAAGTTTCATGGGGTT--GAAGTTGTTTCCATTTGAAGCCATGCGATAAA-ACACCTATTGGCTAAGTTA 

AAEL010431  (2129) AGCGAGAACGA-CGAGAGAAGTAAACAAACTGTTTTTAATGGTTTCAGGAAAACGTACCCA------GGCATTCGAAATATAAACATCTTTGCATCGTTT 

                   2301                                                                                            2400 

AAEL010429  (2225) TTTTCACTCCACTGGAAAATTAATTCATTCAATTTT-CAGTGCTATGTCACTAAC-TCGAATTTGAGTTAACGCACTAAGGTTCAGTTTTTTGAGTTGTT 

AAEL010431  (2222) GCTGTA----ATAATGGAACTTATCTATTTGATGATATATCTGTATGAAAAGAGCATCAGAAATGAGTTAAG--AATGCCATTCAACAGTTCAAGAACAA 

                   2401                                                                                            2500 

AAEL010429  (2323) CTGCTCTTTGCTCTCTA----ACAATAATAAAAAGATTTAAAATTTTTTATTTTTTTTCTTTATTATAGAAGCATTCAGCTTTATGCGGGTTCACCTTTT 

AAEL010431  (2316) TAAACCAATGGTATTGATGGTACCGTAATTTCGGG---TGAAATTGATCATTTTTCACGGTTTTTCTAG------TCTGTTTTCTATAATGTTAACAATT 

                   2501                                                                                            2600 

AAEL010429  (2419) CTAAGCAATTGAATGTGCAAATGAAAG-AGGAAGAAAAACAACTCAAAAATAAGTGTAAAAATACTCAATAGACTTTTCATGTGGCAGGTCCATGTTTGC 

AAEL010431  (2407) CCAAACAACTAAATGCAGGAAAACAAGTACGAAGGTGAGCCTCATCGACTCATGTATCGAAATTTTCTAACGAATGTTATTTTAGTGTTGACAAATAT-C 

                   2601                                                                                            2700 

AAEL010429  (2518) ATTTGTTTATATCAGTAGAGGA----------CCGGTGCAAACACGGGACTGTCATTGCCCTACAAG--AACTGTCAAAGTGTTTCCGAAACAATTGATT 

AAEL010431  (2506) GCTAAAATAAAAAATTAAGGGAATCTCATTTCGTGGTGAAATTGATCACTTGTCAATGCCTTTATTGTTAGTTTTCAAAACAACTCT-ACATGATAAACT 

                   2701                                                                                            2800 

AAEL010429  (2606) TAAAACGTCTCG---TGAAAAGGCCTATTATGGGTTTCTTATTTTTTTCCACGT-CAACTGACAGATGATTGAGCAGCAAATAGGCCTTCTCATGTGACA 

AAEL010431  (2605) TGAGTTCCCTGAATCCGAATATGCTTGTCAAAATCTTAACAATGTAATATTTATATAAATAACGAATAGTTAAATTTCAAGAA-------TTACGCGGAA 

                   2801                                                                                            2900 

AAEL010429  (2702) GCTCCGTGTATGCATTTGTTCACATCGATGGAGGACCAGTGCATACATGGACCTGTCATTTTCATAGAGAAACTGTCAAATAGCTTCCAAATCAGCTGAT 

AAEL010431  (2698) ACGCC-TAAATGTATGTAATTTCCTAAAGAAATCAATGATATCTA-ACAGAAATTCAATTATTTCAACCATTTGAGCTAATTGGTACGAGTTTTGGTGAT 

                   2901                                                                                            3000 

AAEL010429  (2802) TTGAAACGTTTTGTGAAAAGGCCCATGGACATATCGACAATCTTCTTTTATTCTCTACTTTCTTTTCATTTCCGCTC---------------TAAATGCG 

AAEL010431  (2796) GAAATCTGGTTTGCGAATATATCT-CAAGCATCCTCACAAACTT--TCAGGTTTATACTATGTTTAAATCCTTACTTATAAATAGAAGTTTATAGGTGTT 

 

 

Supplemental Figure 3  AAEL010429-AAEL010431 region alignments    

 
a AAEL010429-AAEL010431 alignment                                              b AAEL010429-AAEL010431–AAEL010436 3’ 1 kb alignment 

                   1                                                                                                100 

AAEL010429     (1) AATTGAACAATTGAATTTGTTAAAAGTGATTGAACAAAATGCAATCACAAAACTTTTTTTTTAGATCTTATGCATTCTGATTTATTATGCTTTATAATAA 

AAEL010431     (1) AATTGAACAATTAAATTAGCTGAAAGTGATTGAACAAAATGCAATGACAAAACATTTTTTTTAGATCTTATGCATTCTGAATTATTATGCTTTATATTAA 

AAEL010436     (1) AATTGAACAATTAAATTAGCTGAAAGTGATTGAACAAAATGCAATGACAAAACATTTTTTTTAGATCTTATGCATTCTGAATTATTATGCTTTATATTAA 

                   101                                                                                              200 

AAEL010429   (101) AGGTTTTTATGCTTTACATCGTGCATAATCGTTAACTGAGAAAGAAACTTCTTCTATGCAAACACGCAGAAACCAAAGTCTATGA--ATGGAGAGTTGCG 

AAEL010431   (101) AGGTTGTTATGCTTTACATCGTGCATAATCGTTAACTGAGAAAGAAACTCCTTTGATGCAAACACGCAGAA-TCGAGCTGTAAGATGATTCACTATTCAC 

AAEL010436   (101) AGGTTGTTATGCTTTACATCGTGCATAATCGTTAACTGAGAAAGAAACTCCTTTGATGCAAACACGCAGAA-TCGAGCTGTAAGATGATTCACTATTCAC 

                   201                                                                                              300 

AAEL010429   (199) CGAAGAGTGAAACAAAATCTACCTATCGAACTGTCAAACCGTCTACCT--ATCGAGCAGACCAGCAAA-ACAGATAGGGGCTATTTTCGAAGACGAAGAA 

AAEL010431   (200) CACCAGACGTCACAGGATTATAAGGATGGGCGGCCATTGTGGATGTTGTAATGGTGTGATGTAGCGAGTATGGATGGGCGGAAAATGCTTCAACGGTTGC 

AAEL010436   (200) CACCAGACGTCACAGGATTATAAGGATGGGCGGCCATTGTGGATGTTGTAATGGTGTGATGTAGCGAGTATGGATGGGCGGAAAATGCTTCAACGGTTGC 

                   301                                                                                              400 

AAEL010429   (296) GAACAACCATTCAAAGAAGTCTCTTCGCTCAACTCTCCATTCATAG-ACTCTGGCAGAAACGAGCTCAAGAACTCAAGTGACGAAGTTTCATGGGGTT-- 

AAEL010431   (300) GATCGTCGATATCTAATCGCCATCGCAAAAGCCATTATATTCACAGCATTCAAGCGAGAACGA-CGAGAGAAGTAAACAAACTGTTTTTAATGGTTTCAG 

AAEL010436   (300) GATCGTCGATATCTAATCGCCATCGCAAAAGCCATTATATTCACAGCATTCAAGCGAGAACGA-CGAGAGAAGTAAACAAACTGTTTTCAATGGTTT--- 

                   401                                                                                              500 

AAEL010429   (393) GAAGTTGTTTC------------------------------CATTTGAAGCCATGCGATAAAACACCTATTGGCTAAGTT-----------------ATT 

AAEL010431   (399) GAAAACGTACCCAGGCATTCGAAATATAAACATCTTTGCATCGTTTGCTGTAATAATGGAACTTATCTATTTGATGATATATCTGTATGAAAAGAGCATC 

AAEL010436   (396) GTGACCGT--------------------------------TCATTTCGGGTCACAATAAAA------TACTTGGTGA------------GAAAGCAAGTT 

                   501                                                                                              600 

AAEL010429   (446) TTCACTCCACTGGAAAATTAATTCATTCAATTTTCAGTGCTATGTCACTAACTCGAATT------TGAGTTAACGCACTAAGGTTCAGTTTTTTGAGTTG 

AAEL010431   (499) AGAAATGAGTTAAGAATGCCATTCAACAGTTCAAGAACAATAAACCAATGGTATTGATGGTACCGTAATTTCGGGTGAAATTGATCATTTTTCACGGTTT 

AAEL010436   (446) AGAGGTTTAGCAACAATATGATGTAATATATGTTTTGTGCTGTCTTAAAAATTTAAATGTC----TAAAT----GTGAAATAAATGTCTGTCTCCGCTTC 

                   601                                                                                              700 

AAEL010429   (540) TTCTGCTCTTTGCTCTCTAACAATAATAA-----------------------AAAGATTTAAAATTTTTTATTTTTTTTCTTTATTATAGAAGCATTCAG 

AAEL010431   (599) TTCTAGTCTGTTTTCTATAATGTTAACAATTCCAAACAACTAAATGCAGGAAAACAAGTACGAAGGTGAGCCTCATCGACTCATGTATCGAAATTTTCTA 

AAEL010436   (538) AATTAGTGT---TTGAGTGACGTTTAT-------------------------------------TTTGTATTTAGTAGTCTCTTGGTTGATGTCTTTCAG 

                   701                                                                                              800 

AAEL010429   (617) CTTTATGCGGGTTCACCTTTTCTAAGCAATTGAATGTGCAAATGAAAGAGGAAGAAAAACAACTCAAAAATAAGTGTAAAAATACTCAATAGACTTTTCA 

AAEL010431   (699) ACGAATGTTATTTTAGTGTTGACAAATATC----------GCTAAAATAAAAAATTAAGGGAATCTCATTTCGTGGTGAAATTGATCACTTG-------- 

AAEL010436   (598) AAAAATATTTATTTTGT-TTGTCA--CCTT----------ACTCCGATCGTAGTTTAGA-----TTTATTTATTTATTTATTTACCTATTTA-------- 

                   801                                                                                              900 

AAEL010429   (717) TGTGGCAGGTCCATGTTTGCATTTGTTTA--TATCAGTAGAGGACCGGTGCAAACACGGGACTGTCATTG-CCCTACAAGAACTGTCAAAGTGTTTCCGA 

AAEL010431   (781) ---------TCAATGCCTTTATTG--TTAGTTTTCAAAACAACTCTACATGATAAACTTGAGTTCCCTGAATCCGAATATGCTTGTCAAAATCTTAACAA 

AAEL010436   (672) ---------TTTATTTGTTTATTTATTTATTTATTTATTCATTCATTTATTAATTAGATTATTTACATTATTTCGATTATATAT-TTACATTATTATTTA 

                   901                                                                                             1000 

AAEL010429   (814) AACAATTGATTTAAAACGTCTCGTGAAAAGGCCTATTATGGGTTTCTTATTTTTTTCCACGTCAACTGACAGATGATTGAGCAGCAAATAGGCCTTCTCA 

AAEL010431   (870) TGTAATATTTATA-------------------TAAATAACGAATAGTTAAATTTC--------------AAGAAT-----TACGCGGA------------ 

AAEL010436   (762) CACAGATTATTTA-------------------TTTACACAGATTATTTATTTACT--------------CAGATTGTTTATTTACAAG------------ 

                   1001                                                                                            1100 

AAEL010429   (914) TGTGACAGCTCCGTGTATGCATTTGTTCACATCGATGGAGGAC---CAGTGCATACATGGACCTGTCATTTTCATAGAGAAACTGTCAAATAGCTTCCAA 

AAEL010431   (920) ---AACGCCTAAATGTATGTAATTTCCTAAAGAAATCAATGATATCTAACAGAAATTCAATTATTTCAACCATTTGAGCTAATTGGTACGAGTTTTGGTG 

AAEL010436   (817) ---AATATATTTATTTATTTATTTATTCAGAATATTTATTTACATT---CATATATTTGATTATTAAATTATGCGGAAACAAGTAGCAGGAAATTTG--- 

                   1101                                                                                            1200 

AAEL010429  (1011) ATCAG--CTGATTTGAAACGTTTTGTGAAAAGGCCCATGGACATATCGACAATCTTCTTTTATTCTCTACTTTCTTTTCATTTCCGCTCTAAATGCG--- 

AAEL010431  (1017) ATGAAATCTGGTTTGCGAATATATCTCAAGCATCCTCACAAACTTTCAGGTTTATACTATGTTTAAATCCTTACTTATAAATAGAAGTTTATAGGTGT-- 

AAEL010436   (908) ----AATTTTGTTAAGGCA--------AAGCATGCAGCCACTTTGTCGGAGTAAGTGTGTAATTTAGTATAGGATATCAACCAAGCCCCTTTTAGAGTGT 

                   1201 

AAEL010429  (1106) ----- 

AAEL010431  (1115) ----T 

AAEL010436   (996) AAGCT 

 

 



                   1                                                                                  85 

AAEL001611     (1) GGCAAAGA-GCCTTGAAAATTGCAAAAAAACCGTTGCTAAGGGCAACCCAAAATTACTGTAGAAAAATGTTCTATTTCCCGCTGC 

AAEL001621     (1) GACCATTTTGTATGGAAGATTGAAAAAAA-----TGCACAAAAGTGTCCAAATCTGT---------ATATTGTAATTGTCAGTCC 

                   86                                                                                170 

AAEL001611    (85) ATTTCCCGCATTTCAAGCCTTCAATGACACTCACGATGTAGAAAATTCATGCACCCAACATAGGCTACTTGATGAGATGCACGTT 

AAEL001621    (72) A-------------AAACATTTGAAAATA-----AAAGTCCATAACACTTGAATATGGTATGAAATAT---GTCAAATATATGAT 

                   171                                                                               255 

AAEL001611   (170) TTTGAACTACTGTACTGGGAAAGCCACGTGATTTTCGCGAAATTCAAGCCTACTACTATTACCATTCCCAGCACTGATGATAACA 

AAEL001621   (136) TTC-AGCTATTTTA--AAGAGAGTTTGAGGTTTTGGCCGACATTTGTTCTAGATCGAACCACTGTGCAGTTGCCCAGTGATGAAT 

                   256                                                                               340 

AAEL001611   (255) TCACATTTGTTTTGAGAATAGATTTTTTTTATAGGTG-ATCCACTTACCCCACCATGGTGGGGCAAG-TGGATCATTTGGCGC-- 

AAEL001621   (218) T---ATTCGTTTGACGAAAAGTTTCCACCAACTGGAGCGGGAATCGAACCCATTATGGCACAATACGCTTAAACGACTGACGCTG 

                   341                                                                               425 

AAEL001611   (336) ---AAATTTTCAAGTCCCTGATGCTCAATAGATAACAATCAGAAAAATCAAAATAATTGACGTAGAATAGTCCCTCATTTGTCAT 

AAEL001621   (300) CTAAAAATGCGAAAAAACAAATCTTCAA--ATCAATAATGAAATAAAT--AAATTGCCTAC--AACACCACCTATGGTCGATGAT 

                   426                                                                               510 

AAEL001611   (418) GCAC---AGGAAAAAGTTTGAATTACATTATTAACGTTAGCTGTACATAACAATGAAGTTGACTATTGATTTTTCTGTATCCACT 

AAEL001621   (379) GTAGTTGGAGACAATGTCCCATGTGTGTGGTTGATTTAATCCATATACACT-------TCAAGCTTCAATTTTTGCA-GTGTAAT 

                   511                                                                               595 

AAEL001611   (500) TACCCCACGGTACCT---TATATCACTATGAGGTACTGTAAAACGGGGCATCTTTGATAATGTGGGTAATTTTGAAAAGCGAACA 

AAEL001621   (456) CATTATGGGCCACCCAAGTATATCACTATGAGGTACTGTAAAACGGGGTATCTTTGATAATGTGGGTAATTTTGAAAACCGAACA 

                   596                                                                               680 

AAEL001611   (582) TAATTTCGTGTAATCAGTTAAGCAAAACGAATGCAAATATAAAAACTATAAGTATGACCCTTTATGTAAGAGCTATTTTCGAAGA 

AAEL001621   (541) TAATTTCGTGTAATCAGTTAAGCAAAACGAATGCAAATATAAAAACTATAAGTATGACCCTTTATGTAAGAGCTATTTTCGAAGA 

                   681                                                                               765 

AAEL001611   (667) AGAAGAAGAAGCTGTATTGACCAATCAATAGAAACACATCATCTTACGGTTACGGTACTTTCAGCAATCACTTGTAATCAACTAA 

AAEL001621   (626) AGAAGAAG---CTGTATTGACCAATCAATAGAAACACATCATCTTACGGTTACGGTACTTTCAGCAATCACTTGTAATCAACTAA 

                   766                                                                               850 

AAEL001611   (752) AATACAACAACACCACTATCACTATCCATTCGGTTCATATCAAATCCAATGCTCTCTAAGCTTAGATAGAGTGATTTGTAATATG 

AAEL001621   (708) AATACAACAACACCACTATCACTATCCATTCGGTTCATATCAAATCCAATGCTCTCTAAGCTTAGATAGAGTGATTTGTAATATG 

                   851                                                                               935 

AAEL001611   (837) TACTGTAATACCTACCTCATAGATGCTACATGGAATCACTACCCTCCAACAGTTATCGATAACCATACAGGAATGCACTCGAGTG 

AAEL001621   (793) TACTGTAATACCTACCACATAGATGCTACATGGAATCACTACCCTCCAACAGTTATCGATAACCATACAGGAATGCACTCGAATG 

                   936                                                                              1020 

AAEL001611   (922) CTAGATGAAGGAGATAATGATTAGCAGCGTGCGCTATAAATTGTCCCCCCTGCAGGTATTGGCTCATCATTCATATAATCGTCAA 

AAEL001621   (878) CTAGATGAAAGAGATAATGATTAGCAGCGTGCGCTATAAATTGTCCCCCCTGCAGGTATTGACTCATCATTCATATCATCGTCAA 

                   1021                                                                             1105 

AAEL001611  (1007) TTGGCCGTCCGTTTCGAATCCAATAATAGCAATCAATTATGAAGTTCCTCGCGGTAATTGCATTTGCTGCTACTGCCGTAACACT 

AAEL001621   (963) TTGGCCGTCCGTTTCGAATCCAATAATAGCAATCAATTATGAAGTTCCTCGCGGTAATTGCATTTGCTGCTACTGCCGTAACACT 

                   1106                                                                             1190 

AAEL001611  (1092) GATCTCGATAACATCCGGAGCCGAGCCAAGCCCCCTTTCCCTGCAGGATGATTTCAGTGAATTTGTCGAACTGCTTCCGTTTGAT 

AAEL001621  (1048) GATCTCGACAACATCCGGAGCCGAGCCAAGCCCCCTTTCCCTGCAGGATGATTTCAGTGAATTTGTCGAACTGCTTCCGTTTGAT 

                   1191                                                                             1275 

AAEL001611  (1177) GAAATCGTGGATGTTACCATCAACTACTTTCTGACCGATAAGGACGTCCAGCAGGCTCTGCAATATCTCCTGGGACCGGAGTTTT 

AAEL001621  (1133) GAAATCGTGGATGTTACCATCAACTACTTTCTGACCGATAAGGACGTCCAGCAGGCTCTGCAATATCTCCTGGGACCGGAGTTTT 

                   1276                                                                             1360 

AAEL001611  (1262) CAGCCATTTGGGATCAAGTGTTTGCCCTGAAGGAAGTGCGCGATGTGTTGGATTATTTGGAGGAGGCAGGAGTTGAGGCATACGC 

AAEL001621  (1218) CAGCCATTTGGGATCAAGTGTTTGCCCTGAAGGAAGTGCGCGATGTGTTGGATTATTTGGAGGAGGCAGGAGTTGAAGCATACGC 

                   1361                                                                             1445 

AAEL001611  (1347) GTTCTTCAACGATATAGCTGCTCTGCTCGGATTGAGCCAAATCAAACCTGCGATGAAAATTGACCATCCGGTCAGTACTCGCAGT 

AAEL001621  (1303) GTTCTTCAACGATATAGCTGCTTTGCTCGGATTGAGCCAAATCAAACCTGCGATGAAAATTGACCATCCGGTCATTACTCGCAGT 

                   1446                                                                             1530 

AAEL001611  (1432) TTGAGTGATTTTGTTGATGCCATACTTGCCTTACTGCCGGAGGAGGAACTGCTTGCACTTTTTGAGCACAAACTTGAAACCAGTG 

AAEL001621  (1388) TTGAGCGATTTTGTTGATGCCATACTTGCCTTATTGCCGGAGGAGGAACTGCTTGCTCTTTTCGAGCACAAACTTGAAACCAGTG 

                   1531                                                                             1615 

AAEL001611  (1517) CTGACTTCAAAGCATTCTTCGAAAAAGTGAAAAGCACCGATTTCCAGAAGCTGTTGGAGTTTGCTGATGTAAGTTAGTGTGAAAT 

AAEL001621  (1473) CTGACTTCAAAGCATTCTTCGAAAAAGTGAAAAGCACAGATTTCCAGAAGCTGTTGGAGCTTGCTGATGTAAGTTAGTGTGAAAT 

                   1616                                                                             1700 

AAEL001611  (1602) TTCTGAAGATTTCGCTAAAGTGATCTCTAATTGCTTTCAGAATTCGACTGAGCTGAAGTCATTGTTCCAGAAACTTCGGGATCAC 

AAEL001621  (1558) TTCTGAAGATTTCACTAAAGTGATTTCAAATTACTTTCAGAATTCGACTGAGCTGAAGTCATTGTTCCAGAAACTTCGGGATCAC 

                   1701                                                                             1785 

AAEL001611  (1687) GGGGTGGATGTGGACAAATTTTTCGAGCTTGTGAAAGGATTCTTTGGCTGGAATTTTTAAACTTCTGTTGTTAATTGTTTCATAA 

AAEL001621  (1643) GGGGTGGATGTGGACAAATTTTTCGAGCTTGTGAAAGGATTCTTTGGCTGGAATTTTTAAACTTCTGTTGTTAATTGTTTCATAA 

                   1786                                                                             1870 

AAEL001611  (1772) AGAGTTTTGGTAAAGTGAATATTTTTTGTAACAAATATACGTAATGTTTTAAAACATCAGGCAGGGTTTAACGCCTCTTGATAAT 

AAEL001621  (1728) ATAGTTTTGGTAAAGTGAATATTTTTTGTAACAAATATACGAAATGTTTTAAAACATCAGGCACGGTCTAACGTCTCTTGATAAT 

                   1871                                                                             1955 

AAEL001611  (1857) TTGTGAACTTCTGTTAAAATGTTTAAGGTTAACCTTTTAGAAATCATACAAAAGTTGTTTGATC--------------------- 

AAEL001621  (1813) TTGTGAACTTCTGTTAAAATGTTTAAGGTTAACCTTTTAGAAATCATACAAAAGTTGTTTGATCATATCTTTGGGATTGTTTAAA 

                   1956                                                                             2040 

AAEL001611  (1921) -----------------------------ATATCTTTGGGATTATCAGCATGCCGGCTCCTGAGACGCGTTCCCCGCCATTGTGC 

AAEL001621  (1898) ACCTCTATAAATGAACAAAACAAAAAAATATATCTTTGGGATTATCAGCATGCCGGCTTCTGAGACGCGTTCCCCGCCATTGTGC 

                   2041                                          2090 

AAEL001611  (1977) CATTGTCATATTTGAGCCATCTACATTTCATCATCAATATCAGAAGTTTT 

AAEL001621  (1983) CATTGTCATATTTGAGCCATCTAAATTTCATCATCGATATCAGAAGTTTT 

 

 

Supplemental Figure 4 

AAEL001611-AAEL001621 

alignment 



                      1                                                                                                100 

AAEL013577_PA     (1) CAGTAGATCTACAACACCAACATGAAGACCATTTTTGTTCTTGCTGCATTGGTAGCTATCGCTACCGCCTCGGCCATTCCGGATTCTCGTGCCCTGAAGG 

AAEL013577_PB     (1) AAGTAGATCTACAACACCAACATGAAGACCATTTTTGTTCTTGCTGCATTGGTAGCTATCGCTACCGCCTCGGCCATTCCGGATTCTCGTGCCCTGAAGG 

                      101                                                                                              200 

AAEL013577_PA   (101) ATGACTTCCAGGAGTTTGTCGATCTCGTTCCCGTAGACAAACTGGTCAACGTTGCTCTGCAATATCTCGTCAGCGATAAGGAGTTCAAGGAATTCTTCGG 

AAEL013577_PB   (101) ATGACTTCCAGGAGTTTGTCGATCTCGTTCCCGTAGACAAACTGGTCAACGTTGCTCTGCAATATCTCGTCAGCGATAAGGAGTTCAAGGAATTCTTCGG 

                      201                                                                                              300 

AAEL013577_PA   (201) ATACCTACAGGGAGAGGAATTCTCCGCCGTTTGGGATCAGTTCTTCGCTCTGAATGAAGTCAAGGATGTGCTGAACTACCTGGAGGCTGCAGATCTGGCT 

AAEL013577_PB   (201) CTACCTACAGGGAGAGGAATTCTCCGCCGTTTGGGATCAGTTCTTCGCTCTGAATGAAGTCAAGGATGTGCTGAACTACCTGGAGGCTGCAGATCTGGCT 

                      301                                                                                              400 

AAEL013577_PA   (301) GTGTACGATGCGTTGAACACGGTTGCTGATTTCCTTGGACTGCACCACGTTAAGCCAACCGTCCACACCTGTAAATAGTGTGAGTTATTTCCCTTAGACC 

AAEL013577_PB   (301) GTGTACGATGCGTTAAACACGGTTGCTGATTTCCTTGGACTGCACCATGTTAAGCCAACCGTCCACAGCTGTAAATAGTGTGAGTTATTTCCCTTAGACC 

                      401                                                                                              500 

AAEL013577_PA   (401) AATTTTAACTAAATTCAAATACTTTTAGTGAGAACTGGAGGATTGACCGGATTCTTCGACGAAACGGTTGCTTTATTGCCTCTGGATAAGTTTGAAGCGC 

AAEL013577_PB   (401) AATTTTAACTAAATTCAAATACTTTTAGTGAGAACTGGAGGATTGACCGGATTCTTCGACGAAACGGTTGCTTTGTTGCCTCTGGATAAATTTGAAGCGC 

                      501                                                                                              600 

AAEL013577_PA   (501) TGTTTGAAGAGAAACTGAAGACCAGCCCCGAGTTCAAGGCTTTCTTCGAGAAGCTACGCAACCTGGATTACCAGAAGTTTGTCGATTTTCACAATGTAGG 

AAEL013577_PB   (501) TGTTTGAAGAGAAACTGAAGACCAGCCCCGAGTTCAAAGCTTTCTTCGAAAAGCTACGCAACCTGGATTACCAGAAGTTTGTCGATTTTCACAATGTAGG 

                      601                                                                                              700 

AAEL013577_PA   (601) TTAATGGAAAAATGTGGAACTGGAGTTGAAAGTCTTCTAATCGAACAATTATGTTTTCAGAACTCCAAGGAAGTCCAAGGCTTCCTGCAGAAGCTGCGAA 

AAEL013577_PB   (601) TTAATAGAAAAATGGGGAACTGGAGTTGAAAGTCTTCTAATCGAACAAATATGTTTTCAGAACTCCAAGGAAGTTCAAGGCTTCCTGCAAAAGCTGCGAA 

                      701                                                                                              800 

AAEL013577_PA   (701) GCTACGGACTCGATGTGGATGGCTTCTTCAATCTCGTTGCCGGTTTCTTCGGCTGGGGAAAATTTTAGAATTGAACAATTAAATTAGCTGAAAGTGATTG 

AAEL013577_PB   (701) GCTACGGACTCGATGTGGATGGCTTCTTCAATCTCGTTGCCGGTTTCTTCGGCTGGGGAAAATTCTAGAATTGAACAATTGAATTTGTTGAAAGTGATTA 

                      801                                                                                              900 

AAEL013577_PA   (801) AACAAAATGCAATCAGAAAACATTTTTTTTAGATCTTATGTATTCTGATTTATTATGCTTTATAATAAAGGTTTTTATGCTTTACATCGTGCATAATCGT 

AAEL013577_PB   (801) AACAAAATGCAATCACAAAACATTTGTTT-AGATCTTATGCATTCTGATTTATTATGCTTTATAATAAAGGTTATTATGCTTTACATCGTGCATAATCGT 

                      901                                                                                             1000 

AAEL013577_PA   (901) TAACTGAGAAAGAAACTCCTTTTATGCAAACACGCAGAAACGAGC---------------------CGTAAGATGATTCACTATTCACC-ATCAGAC-GT 

AAEL013577_PB   (900) TAACTGAGAAAGAAACTCCTTTTATGCAAACACGCAGAAACCAGAGTCTATGAATGGAGAGTTGCGCGAAGAGTGAAACCAAATCTACCTATCGAACTGT 

                      1001                                                                                            1100 

AAEL013577_PA   (978) CACAGGATCAAAAGGATGGGCGGCCATTGTGGATGTTGTAATGGGGGCCACGATGTAG--CGAGTATGGATGGGCG---GAAAATGCTTCAACGGTTGCG 

AAEL013577_PB  (1000) CAAACCGTCTACCTATCGAGCAGACCAGCAAAACA----GATAGGGGCTATTTTTGAAGACGAAGAAGAACAAGCATTCAAAGAAGTCTCTTCG--CGCA 

                      1101                                                                                            1200 

AAEL013577_PA  (1073) ATCGTCGATATCTAATCGCCATCGCAAA--AGCCATTATAT----TCACAGCATTCAAGCGAGAACGACGAGAGAAGTAAACACTGTAAACTGTAAACTG 

AAEL013577_PB  (1094) ACTCTCCATTCATAGACTCTGGCAGAAACGAGCCGTAAGATGATTCAATCCCATAAGAACTCAAGTGACGAACCAAAAATACGACCCATGTCATCGGATT 

                      1201                                                                                            1300 

AAEL013577_PA  (1167) TTTTTAATGGTTTCAGGAAAACGTACCCAGGCATTCGAAATATAAACATCTTTGCAT---CGTTTGCTGTAATAATGGAACTTATCTACTTGATGATATA 

AAEL013577_PB  (1194) TTCCACACCATT-----AACACGGACTAAATTGCCT-AAATCTCACCATGCTTGTGCTAACATATGCTGGAAAAAGAGTTTTTGCC-----ATTGGCATA 

                      1301                                                                                            1400 

AAEL013577_PA  (1264) ACTGTATGAAAAGAGCATCAGAAACATCAGTATTGATGAAGCCCTTAGCGAATCTTTAGATCGCCAAAATATCACCAA----GTCCGGTCTGTCTAAAC- 

AAEL013577_PB  (1283) GCAGCA----GACAGAATCTGGG----CTTTGTTATCGAATACAAGAAAAAAATGCTTATTTGGTGGAAGAGCACCATTTGTATCCTGCCCATTTATACG 

                      1401                                                                                            1500 

AAEL013577_PA  (1359) ACCGACCAAGTAATGTGGAAAAATAGTG-AAAGTGGATGAAACGATAAAAGGTAAACCACTTACCAATTAAAT--CAAAATAGCCCCATCACTAAGCGCC 

AAEL013577_PB  (1375) AATGACTAGTGAACATGAAAGCCTAAAATAGGGTGGCAAAAAATAAAAGAAATAGAAACTTTAGAAATTTCATGCCCGAAAAAGTAGATGGAAAAATGCA 

                      1501                                                                                            1600 

AAEL013577_PA  (1456) TAAACCCACCACATTACCGCCTTTTTCAACCATCACGTAGTTCACCCGTAGTTTTACCCGTAATCTACGCCGGAACTTTACCTTGAGTTTGGCCCTGGGC 

AAEL013577_PB  (1475) AACAGATACCGTTTTGACTCATATTCCGAACACTTA--AGGCCAACAGTGACTTCAAATGCATCTGGTTGGCATAAATTAGCTGATATTCG----TGAAA 

                      1601                                                                                            1700 

AAEL013577_PA  (1556) TGGAGCTTGTGTTCGCCGAAGT--ACCGCCGGAAGCACGCCGTGGCGATTGCCTTATCTCGGAGTTGGCCTAGAGCCGATAGGCGTCACCT---AGTTGG 

AAEL013577_PB  (1569) ATTTTATTTTGTTCGCAAAGTCTAACTGTTAGTTGTTGGGTGTAACGATAAAA-------AAAGTTTATTTAAACTTGTTTGGTATTGTTTTTAAGTAAA 

                      1701                                                                                            1800 

AAEL013577_PA  (1651) TGTATAGAGGCGGCCATTTCGT----AAACGGCCCGAAGCGTGAGGTAC-----AGTGGCTCAATCTC--ATTTTCGTACGGGGCACTGTTTTCATATCA 

AAEL013577_PB  (1662) AGTATAGAACTA--CATTTTGATTCAAATCCGATCGCAGCAAGCCATGCGCGCGAGTAGCTGTGTTTATAATTTTC--------TGTCGCTTCCATCTCG 

                      1801                     1829 

AAEL013577_PA  (1740) AGTTGGTAAAAATCTATTAAATGGTGCAT 

AAEL013577_PB  (1752) GTTTCGCGT---TCCATTT---------T 

 

 

Supplemental Figure 5    AAEL013557-RA-AAEL013577-RB alignment 
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Supplemental Figure 6    Dot plot of duplications 
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Supplemental Figure 7   Full dot plot analysis of c1.374 and c1.793 



Supplemental Figure 8    Full dot plot analysis of c1.477 and c1.875 



S. invicta <8.5 kb 

P. barbuta <10 kb 

C. floridanus < 8 kb 
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Supplemental Figure 9        Gene clusters in the Formicidae 
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Supplemental Figure 10  

Phylogenetic tree of  

Hymenopteran  

SDMA and 2DMA genes 
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Supplemental Figure 11 Expression of SDMA homologs in A. aegypti at various life stages 
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Supplemental Figure 12       A model for the generation of the conserved 

SDMA gene cluster in Formicidae 
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Supplementary Figure 13 

Phylogeny of SDMA genes 

In Insects 
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Supplemental Fig 14 

Phylogeny of SDMA genes 
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Supplemental Fig 15   Genome Level Organization of SDMA homologs in Drosophila 



Supplemental Fig 16a   chr2R synteny and clustering of group A,B, and C SDMA  

genes in D. melanogaster, D. ananassae, D. simulans, D. sechellia 
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Supplemental Fig 16b       chr2R synteny and clustering of group A,B, and C SDMA  

genes in D.melanogaster, D.yakuba, D.persimilis, D.pseudoobscura, D. erecta 
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Supplemental Fig 16c   chr2R synteny and clustering of group A,B, and C SDMA  

genes in D. melanogaster, D. virilis, D. mojavensis, D. willlistoni, D. grimshawi 

Dmel 

Dvir 

Dmoj 

Dwil 

Dgri 


