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Ec_AQZ      ------------------------------------------------------------------------------------------  

Hs_AQ3      ------------------------------------------------------------------------ATGGGTCGACAGAAGGAG  

Hc_AQ3      ------------------------------------------------------------------------ATGGGGCGCCAGAAGGAG  

Om_AQ3      ------------------------------------------------------------------------ATGGGCAGACAAAAGGAG  

Rs_AQ       ------------------------------------------------------------------------------------------  

Ce_AQ1      ---------------------------------ATGCTTCTACGATTCATCCGGAAAATCATGACGGCCGAGGAAGATACTTTGCCTGAA  

Ce_AQ2      ------------------------------------------------------------------------------ATGATCTTGGAC  

Pv_AQ1      ------------------------------------------------------------------------------------------  

Es_AQ1      ------------------------------------------------------------------------------------------  

Hs_AQ2      ------------------------------------------------------------------------------------------  

Cc_AQ2      ------------------------------------------------------------------------------------------  

Hc_AQ2      ------------------------------------------------------------------------------------------  

Hs_AQ0      ------------------------------------------------------------------------------------------  

Hs_AQ1      ------------------------------------------------------------------------------------------  

Hc_AQ1      ------------------------------------------------------------------------------------------  

Hs_AQ4      ------------------------------------------------------------------ATGAGTGACAGACCCACAGCAAGG  

Dm_DRIP     ------------------------------------------------------------------------------------------  

Aa_AQ       ------------------------------------------------------------------------------------------  

Bm_AQ-Bom1  ------------------------------------------------------------------------------------------  

Cv_AQ       ------------------------------------------------------------------------------------------  

Ap_AQ1      ------------------------------------ATGAAGGAATACGGTACATTCCCTAGTGACCAATGTTCATCTACAGACGATTTG  

Bm_AQ-Bom2  ATGACGGTTTCGGCAACTAACCCC------CAATCGGTCATCGAAGTA------------------------------------ATCGAA  

Rp_MIP      ATGCCGGCGGCAACTAGGAACAGACGAATGAGTAGCATCTGTAAGACCAGGATCGGTGAGACCAAGGATATGTCAAATGTGGAGATTGAA  

Pv_AQ2      ------------------------------------------------------------------------------------------  

Dm_BiB      ------------------------------------------------------------------------------ATGGGACAGCCA  

 

 

                    100       110       120       130       140       150       160       170       180  

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      ---------------------------------------------------------------------------ATGTTCAGAAAATTA  

Hs_AQ3      CTGGTGTCCCGCTGCGGGGAGATGCTCCAC---------------------------------ATCCGCTACCGGCTGCTCCGACAGGCG  

Hc_AQ3      GTTCTCAACAGCATGAGCGGCATGCTGCGC---------------------------------ATCCGCAACAAGCTCATCCGCCAGGCG  

Om_AQ3      TATCTGGATAAACTGTCCCGCTTCTTCCAG---------------------------------ATCCGCAACCTGCTGCTTCGTCAAGCC  

Rs_AQ       ---ATGTTGGACAGCGTGAAGATCAAGAAC------------------------------------------GCCCTCGTGCGTGAAGTC  

Ce_AQ1      AGGCTGAGGTTTCACGGAGTTCACACAAAT------------------------------------------ATTTTGGCAAGGAACCTC  

Ce_AQ2      AAACTTCGCGCCAAGTTCCACATTCGTAAA------------------------------------------GAGTTGCTCCGCGCTGTG  

Pv_AQ1      ------------------ATGGCGTTTAAGTATTCATTAGGTGCAGACGAGCTTAAAGGAAAAACAGGCACCAGTTTGTACAAGGCAATT  

Es_AQ1      ------------ATGCCGCAAAAATTTGATTATTCACTTGGCCTACACGAGCTAAAGTCAAAAGAA---CATCGCCTATGGCAAGCGCTC  

Hs_AQ2      ---------------------------------------------------ATGTGGGAGCTCCGCTCCATAGCCTTCTCCAGGGCTGTG  

Cc_AQ2      ------------------------------------------------ATGATGTGGGAGCTCCGCTCTGTAGCCTTCACCCGGGCTGTC  

Hc_AQ2      ------------------------------------ATGATGATAGTCAGACTATGGGAGCTTCGCTCTGTAGCCTTTACAAGGGCAGTT  

Hs_AQ0      ---------------------------------------------------ATGTGGGAACTGCGATCAGCCTCCTTTTGGAGGGCCATA  

Hs_AQ1      ------------------------------------------------ATGGCCAGCGAGTTCAAGAAGAAGCTCTTCTGGAGGGCAGTG  

Hc_AQ1      ------------------------------------------------ATGGCCAGTGAATTCAAAAAGATGGCCTTCTGGAGGGCGGTG  

Hs_AQ4      CGGTGGGGTAAGTGTGGACCTTTGTGTACCAGAGAGAACATCATGGTGGCTTTCAAAGGGGTCTGGACTCAAGCTTTCTGGAAAGCAGTC  

Dm_DRIP     ------ATGGTCGAGAAAACA------GAAATGTCGAAATTCGTTGGCGTTGCCGACATAACCGAGAACAAGAAAATCTGGCGCATGCTG  

Aa_AQ       ------ATGACTGAAAGCGCA------GGCGTAAAGCAACTCGTCGGTGTAGCGGACATCACCGAGAACCGCAACATATGGCGCATGCTG  

Bm_AQ-Bom1  ------ATGGCAACGAAAACTACTGAGAAGACAAGCTCCATCATCGGGCTGTCAGATGTAACGGACAACAAGCTGATCTGGAGGCAGCTG  

Cv_AQ       ---ATGGCCGCCGACAAGTCAGTGGACAACACCAAGAAAATCATCGGCATCGATGACATCACCGACACCAAGACCATTTGGCGGTGCTTG  

Ap_AQ1      AGCCATCCATGCTTTAATACTAATTCAGTTGTACATGGTATGATAGCAATGGACGACGTATCAGACAATAACAAAATATGGAGAATGCTG  

Bm_AQ-Bom2  AATAAAGTACGGTCAGACGTCTCGCAAGCATCAGGATGCAGAGCGATGTACGCGTGGTGCTATGAGTGGAGA------------CAAATC  

Rp_MIP      TCCAGTCTGAAGATAGAAGATAATCACTTGAGTCATCGACCAAGCTTAGCGGTGCAAACATTCTCTTGGAGAAAATGCATTGAGATATTT  

Pv_AQ2      ------------------------------------------------------ATGAGAAAAGAACTATCAGAAATCCTAACAGTCGCA  

Dm_BiB      TTGGGTGTACTGGTTCGGACCACTGGTGGGCGGCATGGCCTCTGGCCTGGTGTACGAGTACATCTTCAACTCGCGCAACCGCAACCTGCG  
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                    190       200       210       220       230       240       250       260       270 

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      GCAGCTGAATGTTTTGGTACTTTCTGGCTTGTTTTTGGTGGCTGTGGTAGTGCTGTACTGGCCGCAGGCTTCCCGGAATTA---------  

Hs_AQ3      CTGGCCGAGTGCCTGGGGACCCTCATCCTCGTGATGTTTGGCTGTGGCTCCGTGGCCCAGGTTGTGCTCAGCCGGGGCACCCACGGTGGT  

Hc_AQ3      CTGGCCGAATGTCCGGGCACCCTCATACTCGTTATGTTTGGCTGTGGTTCTGTGGCTCAGGTGGTCCTCAGTAAAGGCTCCCATGGTCTC  

Om_AQ3      TTAGCAGAGTGTCTTGGCACGCTCATCCTTGTAATGTTTGGCTGTGGCGCTGTGGCCCAGCGGGTGTTGAGCGGTGGTTCCCATGGCTTG  

Rs_AQ       CTCGCTGAACTCCTGGGAACATTCGTCCTCGTGTTGTTCGGCAACACAGTGCTGGCTGTAGTGGCCTTCGACCGGGCTCCGAACTTGGGC  

Ce_AQ1      ATCGCCGAGTTTTTTGGAACATTCCTTCTTTGTTTTATCGGTCTTTCAATTGTTTTCCAATTCCATGCTGGCGGTGGAAAGACAACTGAA  

Ce_AQ2      CTCGCTGAGTTCACCGGAACTTACTTGCTCTGTCTCATCGGACTTTCTGTTGTCGCACAGAAGGTGTTGCCAAGACCAGAAGTCAACGAA  

Pv_AQ1      TTCGCAGAATTCTTTGGAATATTTATACTCAACTTTTTTGGTTGTGCAGCTTGCACTCATGCCAAAGGCGATGAA---------------  

Es_AQ1      GTCGCTGAATTTTTAGGAAACTTTTTATTGAATTTCTTTGCTTGCGGTGCGTGTACCCAACCCGAGGGCGGT------------------  

Hs_AQ2      TTCGCAGAGTTCCTGGCCACACTCCTCTTCGTCTTCTTTGGCCTCGGCTCTGCCCTC------AACTGGCCACAGGCC------------  

Cc_AQ2      CTGGCAGAATTTCTGGCCACTCCGGTCTTCATCCTCTTCGGCCTGGGCTCTGCTCTG------AACTGGCCTTCAGCTTCT---------  

Hc_AQ2      TTTGTGGAATTTTTTGCCACCCTTTTATTTGTTATGTTTGGTATAGGTTCATCTTTA------AACTGGCCTGGAGCA------------  

Hs_AQ0      TTCGCTGAGTTCTTTGCCACCCTCTTCTATGTCTTCTTTGGGCTGGGGTCCTCACTG------CGCTGGGCTCCTGGA------------  

Hs_AQ1      GTGGCCGAGTTCCTGGCCACGACCCTCTTTGTCTTCATCAGCATCGGTTCTGCCCTGGGCTTCAAATACCCGGTGGGGAAC------AAC  

Hc_AQ1      ATCGCCGAGTTCTTGGCCATGATCATGTTCGTTTTTATAAGTATCGGCGCCGCTCTCGGCTTCAACTTCCCCATCCAAGAGAAAACCAAC  

Hs_AQ4      ACAGCGGAATTTCTGGCCATGCTTATTTTTGTTCTCCTCAGCCTGGGATCCACCATC------AACTGGGGTGGAACAGAAAAGCCT---  

Dm_DRIP     CTCGGCGAACTGGTGGGCACATTTTTCTTGATCTTCGTCGGCGTTGGCAGCACGACG---------------------------------  

Aa_AQ       GTGGCGGAATTCCTCGGCACCTTTTTCCTGGTGTCGATCGGCATCGGTAGCACTATGGGCTGGGGCGGAGACTAC---------------  

Bm_AQ-Bom1  GTCGCGGAGCTGGTCGGCACCTTCCTCCTTACTTCTATTGGCGTGGCCGCCTGCATCACCATCAACGCCAGCACG---------------  

Cv_AQ       GCTGCCGAGCTTATCGGAACCCTGCTGCTGGTACTGATAGGCACAGGGTCCTGCACCGGGGTCCAGATCTCAGAG---------------  

Ap_AQ1      TTTGCCGAATTTTTGGGCACGGCTATTCTATTGTTTCTTGGTTGTGGCAGCATTATGTGGCTTAACGGTTCAACTAAT------------  

Bm_AQ-Bom2  GTATCGGAGTTTATTTCCACGTTGCTGCTTCTCGTGTTTGGGTGCATGGCATGTATACCG---CACGCTGGATATTTACCTCAA------  

Rp_MIP      ATTGCAGAAGTAGTGGCCACGTCACTGCTCCTATGTCTTGGTTGTATGAGCACAGTTGTTGGATTTGATGGTTCTCAAAGTGTC------  

Pv_AQ2      TGTGCTGAAACAATCGGAACAGCAATGCTCGTTTTCTTCGGTTGTATGGGTTGTATAGAATTAGGAGGTTCATGGAAGCCT---------  

Dm_BiB      CCACAACAAGGGCAGCATCGACAACGATTCCAGTTCGATTCACTCGGAGGACGAACTGAACTACGACATGGATATGGA------------  

 

 

                    280       290       300       310       320       330       340       350       360  

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      ------------------GGCATTGGTTTTGCCGGCGTGGCGTTGGCGTTCGGTCTGACCGTTCTGACGATGGCCTTTGCTGTTGGTCAT  

Hs_AQ3      ---------------------------TTCCTCACCATCAACCTGGCCTTTGGCTTTGCTGTCACTCTGGGCATCCTCATCGCTGGCCAG  

Hc_AQ3      ---------------------------TTCTTGACTGTCAATCTGGCTTTTGGATTTGCCGTCATGCTGGGAATCCTCATCGCCGGACAG  

Om_AQ3      ---------------------------TTCCTTACTGTCAACTTTGCCTTTGGCTTTGCTGCCATGTTAGGCATCTTGGTCTGTGGCCAA  

Rs_AQ       ---------------------------TACGCCGCCGCCTTCTGGGGATGGGCGCTGGCGCTGACGCTGGGTGTGCTGGTCGCCGGTGGA  

Ce_AQ1      ---------------------------TGGATTGGAGTTAACATAGGATGGGGATTTGCAATTATGTTTGCAGTTATGGCAACAGCTAGG  

Ce_AQ2      ---------------------------TTCATTGGAGTCAACGTCGGATTCGGAATCGCCATCGTTTTCGGTGTTGCTGTCTCTGCCAAA  

Pv_AQ1      ------------------------------GTTCTGATTGCACTTGCTTTTGGTCTCAGTGTTTTTATGGCAGCAATGACCATTGGCCAC  

Es_AQ1      ------------------------------ACATTTAAGGCGTTGGCATTTGGGTTGGCTGTTTTCATAGCGATCACGGTTATTGGAAAT  

Hs_AQ2      ------------------CTGCCCTCTGTGCTACAGATTGCCATGGCGTTTGGCTTGGGTATTGGCACCCTGGTACAGGCTCTGGGCCAC  

Cc_AQ2      ------------------GCCCCGAGCATCCTTCAGATTGCATTGGCTTTTGGCTTGGCCATCGGCACGCTGGTCCAAGCTTTGGGGCAC  

Hc_AQ2      ------------------CCTCCAAGTGTTCTTCAAGTTGCCTTAGCTTTTGGCCTCGGCATAGGCACTTTAGTTCAGGTTTTCGGCTAT  

Hs_AQ0      ------------------CCCCTGCATGTTCTGCAGGTGGCTATGGCATTTGGCTTGGCCCTGGCTACACTGGTGCAGTCTGTGGGCCAC  

Hs_AQ1      CAGACGGCGGTC---------CAGGACAACGTGAAGGTGTCGCTGGCCTTCGGGCTGAGCATCGCCACGCTGGCGCAGAGTGTGGGCCAC  

Hc_AQ1      GAGACCGCCGCCGGCCGGACGCAGGACATCGTGAAGGTGTCCCTGGCTTTCGGGCTGTCCATCGCCACCATGGCGCAGAGCGTGGGCCAC  

Hs_AQ4      ---------------TTACCGGTCGACATGGTTCTCATCTCCCTTTGCTTTGGACTCAGCATTGCAACCATGGTGCAGTGCTTTGGCCAT  

Dm_DRIP     ------------------AGCGGAAGTGTACCACAAATCGCATTCACCTTTGGCTTGACGGTGGCCACCATCGCCCAGGGCTTGGGCCAC  

Aa_AQ       ------------------GCACCAACCATGACGCAGATCGCGTTCACCTTCGGCTTGGTGGTCGCAACGTTGGCACAGGCATTTGGCCAC  

Bm_AQ-Bom1  ------------------GCGCCCCACACCACCAGCATTGCGTTGTGCTTTGGGTTGCTCGTTGGATCTATAGTGCAGGGCATCGGTCAC  

Cv_AQ       ------------------GGTGATGTTGTGGTCAGGATCGCCCTCACCTTCGGCTTCATCATCGCCACCATGGTCCAGTGTATTGGCCAC  

Ap_AQ1      ------------------TCATCAGATATCCTAGCAATCTCTCTGACTTTTGGTTTCACAATAGCAACACTAGTACAGATATTCGGTCAG  

Bm_AQ-Bom2  ------------------------CCACCAATATACGGAGCACTAGGGTTCGGTTTGGTAGTCTCGTTTAATGTCCAAATATTTGGACAT  

Rp_MIP      ------------------------CACAAGCTACAACCGGCTTTAGCTTTTGGCTTTCTTGTTTCTTCACTAATTACGTCATTTGGTCAT  

Pv_AQ2      ------------------------AATCATTTATCAGTTTGCATTGGATTTGGTCTGACTGTTATGCTAATTGTCAACATTTTTGGAGTA  

Dm_BiB      ------------------------GAAGCCCAACAAGTATCAGCAGTCGCAGGGCACCTACCCGCGTGGCCAGTCCAATGGCAATGGCGG  
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                    370       380       390       400       410       420       430       440       450 
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Ec_AQZ      ATTTCTGGTGGTCATTTTAACCCGGCGGTCACTATTGGTTTATGGGCTGGCGGACGTTTTCCGGCAAAAGAAGTCGTTGGCTACGTAATT  

Hs_AQ3      GTCTCTGGGGCCCACCTGAACCCTGCCGTGACCTTTGCCATGTGCTTCCTGGCTCGTGAGCCCTGGATCAAGCTGCCCATCTACACCCTG  

Hc_AQ3      GTGTCAGGCGGCCATCTGAATCCGGCTGTAACTTTTGCCTTGTGTATCATGGCAAGAGAACCTTGGATCAAGTTCCCTGTGTACACCCTG  

Om_AQ3      GTGTCAGGCGGCCATCTCAACCCAGCAGTAACTTTTGCCTTGTGTCTGCTTGGAAGAGAGCGCTGGAGAAAGTTTCCCATGTACTTCCTC  

Rs_AQ       GTATCCGGAGCGCACCTGAACCCTGCCGTCACAGTCGCCGTGACCACGGTGGGCAAGTTCCCGTGGCGCAAGATCGTGCCGTACATGGTA  

Ce_AQ1      ATGTCAGGTGGTCATCTCAATCCAGCTGTTTCCCTTCTACTTTGGTCTCTTGGTCATCTCAAACTTGCTTGGGTGCCACTGTACGCAATT  

Ce_AQ2      CTCTCCGGAGGACATATTAACCCTGCCGTCTCCTTTGCCTTCCTTTCCGTCGGACAAATCACCATCGTCCAATTCATTGCCTACTTCGTC  

Pv_AQ1      GTGTCTGGATGCCACATTAATCCTGCTGTAACTTTCGGCCTCTTAGCAGCCGGAAAAATTTCACTTATTCGTGCCATTTTCTATGTTTTG  

Es_AQ1      ATAAGCGGCGGTCACGTAAATCCTGCCGTAACAATAGGCTTATTAGTGGCGGGGCGTGTAACCGTTTTGCGTGCCGTTTGTTATATAATA  

Hs_AQ2      ATAAGCGGGGCCCACATCAACCCTGCCGTGACTGTGGCCTGCCTGGTGGGCTGCCACGTCTCCGTTCTCCGAGCCGCCTTCTACGTGGCT  

Cc_AQ2      ATCAGCGGAGCTCACATCAACCCAGCAGTGACAGTAGCTTGCCTTATCGGTTCCCACGTCTCCTTCCTGCGTGCAGTCTTCTATGTGGTG  

Hc_AQ2      ATAAGTGGTGCCCACTTAAACCCAGCTGTAACGCTGGCATTTATGGTGGGCTCTCAGATTTCCTTCCTGCGAGCAGTTTTTTATGTGGGT  

Hs_AQ0      ATCAGTGGAGCCCACGTCAATCCTGCAGTCACTTTTGCTTTCCTTGTGGGCTCCCAGATGTCCCTGCTCCGTGCCTTCTGCTATATGGCA  

Hs_AQ1      ATCAGCGGCGCCCACCTCAACCCGGCTGTCACACTGGGGCTGCTGCTCAGCTGCCAGATCAGCATCTTCCGTGCCCTCATGTACATCATC  

Hc_AQ1      ATCAGCGGAGCCCACCTCAACCCCGCCGTCACCCTGGGCTGCCTCCTCAGCTGTCAGATCAGCATCCTAAAGGCCGTTCTGTACATCATC  

Hs_AQ4      ATCAGCGGTGGCCACATCAACCCTGCAGTGACTGTGGCCATGGTGTGCACCAGGAAGATCAGCATCGCCAAGTCTGTCTTCTACATCGCA  

Dm_DRIP     CTCAGTGGCTGTCACATTAATCCGGCGGTCACCCTTGGATTCCTGATCGTTGGTGAGATCAGCATTCTGAAGGCTGCCTTCTACATCATC  

Aa_AQ       GTAAGTGGTTGCCACATCAACCCGGCGGTCACAATTGGCCTGATGATTACGGCCGATATCAGCATACTGAAGGGAGCCTTCTACATCGTA  

Bm_AQ-Bom1  GTGTCTGGAGGACACATCAACCCCGCGGTGACAGCCGGTCTCTTCGCGGCGGGAGACATTAAGCTGCTAAAAGCAATCTTCTACATCGTA  

Cv_AQ       GTGTCAGGGTGCCACATCAACCCCGCCGTCACCTGCGGCCTCCTCGTCACCGGCCACATCAGTATCCTGAAGGCGATCTTCTACATCATC  

Ap_AQ1      ACCAGTGGATGTCATATCAACCCAGCAGTCACGGTTAGCTTTTTGGTGAGCGGCCAATGCTCTTTTTTGAAATCTGCTCTGTACATAGCT  

Bm_AQ-Bom2  ATATCTGGAGCGCACATGAACCCGTCCGTCACACTGGCCTCGCTGATATGGGGCGCGATATCGTTTCCGCTGGCTATTGCGTTTATAGTA  

Rp_MIP      ATTTCCGGAGCTCATATGAATCCAGTGGTGACAATATGTTTTTACATGATGGGGACCATCGAAGCGTTTTTGATACCGATTTACCTAGCA  

Pv_AQ2      GTTTCTGGTTCTCACCTCAACCCCGCGGTCACTTTAGCTGCCTATGTATACAAATTAGTTAATATTCCGACTGCAATAGCATATGTGATT  

Dm_BiB      AGGACAGGCGGCCGGAAATGGTCAGCACCAAGCTGCCAACATGGGCCAGATGCCGGGCGTAGTGGCCAATGCCGGTCAGGGCAATTACTG  

 

 

                    460       470       480       490       500       510       520       530       540 

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      GCCCAGGTTGTCGGCGGTATTGTTGCAGCGGCGCTCGTGTATTTAATTGCCAGTGGTAAAACGGGT------------------TTTGAC  

Hs_AQ3      GCACAGACGCTGGGAGCCTTCTTGGGTGCTGGAATAGTTTTTGGGCTGTATTATGATGCAATCTGGCACTTCGCCGACAACCAGCTTTTT  

Hc_AQ3      GCACAGACCCTAGGAGCGTTCCTTGGAGCGGGCATTGTTTATGGCTTGTACTATGACGCCATCTGGTATTTTGCAAACGACCAGCTCTAT  

Om_AQ3      TTTCAGACAATTGGTGCTTTTTTTGGTTCTGCTATCATTTTTGGCATGTACTATGATGCTTTGTTGCTCCGTCCTGGA---AGTTTTAAT  

Rs_AQ       GCACAGTACATCGGAGCATTCCTCGCTTCCGTTATACTGTTCATCACGTATCGCGGCGCACTGGACAACTACGACGGTGGAGTGCGGGCT  

Ce_AQ1      GCTCAAACCGCTGGAGCTTTCGTGGCTTCTCTTGGAATGTACTCTTATTACTATGAACAATTCAATGCATTTGATGGAGGTAATCGCACA  

Ce_AQ2      GCCCAATTCTTCGGAGCTTTCTTCGGAGCCGCCACCGTCTACGCCGTCTACAATGACGCCATCAATGTGTTTGACGGAGGAGTTCGTACC  

Pv_AQ1      GCTCAATGTGTAGGTAGTGTTGCTGGTACAGCTTCATTAGCCGTTCTTACAAATGGA---------------------------------  

Es_AQ1      TTCCAATGTCTGGGTTCCATCGCCGGTACAGCGGCTATTCGTACACTCATAGAT------------------------------------  

Hs_AQ2      GCCCAGCTGCTGGGGGCTGTGGCCGGAGCCGCTCTGCTCCATGAGATCACGCCAGCA---------------------------------  

Cc_AQ2      GCCCAGCTCCTGGGGGCTGTGGCAGGGGCTGCCATCCTACACGAGATCACCCCAGCA---------------------------------  

Hc_AQ2      GCTCAGTTACTGGGAGCTGTGTCTGGAGCTGCCATAATTCAAGGGCTTACTACCTTT---------------------------------  

Hs_AQ0      GCCCAGCTCCTGGGAGCTGTGGCTGGGGCCGCTGTGCTGTATAGCGTTACCCCACCT---------------------------------  

Hs_AQ1      GCCCAGTGCGTGGGGGCCATCGTCGCCACCGCCATCCTCTCAGGCATCACCTCCTCC---------------------------------  

Hc_AQ1      GCGCAGTGCCTGGGCGCCGTGGTCGCCACCGCCATCCTGTCCGCCATCACCAGCAAC---------------------------------  

Hs_AQ4      GCCCAGTGCCTGGGGGCCATCATTGGAGCAGGAATCCTCTATCTGGTCACACCTCCC---------------------------------  

Dm_DRIP     GTCCAATGCGTGGGCGCCATTGCTGGAGCGGCTGTGATAAAGGTGGCACTCGATGGA---------------------------------  

Aa_AQ       TCACAGTGTGTGGGAGCAATCGCTGGTGCTGCTCTTATTAAGGCGGCCACTCCATCG---------------------------------  

Bm_AQ-Bom1  GTGCAGAGCCTCGGAGCAGTAGCTGGAGCCGCCTTTATCAGGTTGGCGATTCCTGCC---------------------------------  

Cv_AQ       GTCCAGTGTGTGGGTGCCATCGCCGGCTCTGCCATCCTCAAGGTAATAACCCCTGCA---------------------------------  

Ap_AQ1      GCACAGTGTTTGGGGGCTATAGCCGGTATCTACCTTCTAGAATTTGTTACTCCAGAC---------------------------------  

Bm_AQ-Bom2  GCACAATGCGCAGGAGCGATTTTAGGATACGGATTGTTAATAGCTGTTTCGCACATAGAC------------------------------  

Rp_MIP      GCTGAAATTATAGGATCTGTATTGGGAATGGGATTACTTTTACTTGTCACGCCTGTCGGT------------------------------  

Pv_AQ2      GGTCAATTTATAGGTGCATTCTTGGGTTATGCATTATTGCGACTTTTGACTCCCATTACATCG---------------------------  

Dm_BiB      CCAGAATCTGTACACTGCTCCGCCGCTCTCCTCGAAGTACGATCAGCAGCAGGAACCTCTGTACGG------------------------  
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                    550       560       570       580       590       600       610       620       630  
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Ec_AQZ      GCGGCAGCCAGCGGTTTTGCTTCTAACGGTTATGGCGAGCATTCACCAGGCGGTTATTCCATGCTTTCCGCGCTGGTAGTTGAACTGGTA  

Hs_AQ3      GCTTCGGGCCCCAATGGCACAGCCGGCATCTTTGCTACCTACCCCTCTGGACACTTGGATATGATCAATGGCTTCTTTGACCAGTTCATA  

Hc_AQ3      GTGATGGGTCCCAATGGCACAGCCGGAATCTTCGCCACTTACCCTACAGAGCATCTCACCCTGATGAATGGCTTCTTTGACCAGTTTATT  

Om_AQ3      TTGACTAGCACTAACAACACGGCTGGCATATTTGCAACTTACCCTGCGAGGCATCTCACACTTGTCAATGGTTTCTTTGATCAGATTATT  

Rs_AQ       GTGACGGGATCAAATGCTACCGCAGGAATCTTCGCCTCCTATCCTCAGGAATTCGTCAGCACTGGCAATGGCCTGGTTGACCAGATCGTG  

Ce_AQ1      ATCCTCGGAGCTACTGGAACAGCTGGTTGCTTTGCCAGTTATCCATCTCCAAATCTTGGAGTATGGGGTCCATACATTGATCAGTGCGTC  

Ce_AQ2      GTTGGAGGACCAAAGGACACCGCCGGAATCTTCGCCTCTTACCCAGCTCCACACCTCGGACTTGTCAACGGATTTGTCGATCAATTCGTC  

Pv_AQ1      ------ACAGAAATTGCAATCGGTATCGGACATACTCAATTAAATCCA---ACTGTTTCCGTATATCAAGGATTAGGATTCGAATTTTTC  

Es_AQ1      ------GAGGAGTATTACGGTGGCTTAGGTCATACACATCTGGCGCCT---AATATTACCGAACTACAAGGCCTCGGTATTGAATTCTTT  

Hs_AQ2      ---------GACATCCGCGGGGACCTGGCTGTCAATGCTCTCAGCAAC---AGCACGACGGCTGGCCAGGCGGTGACTGTGGAGCTCTTC  

Cc_AQ2      ---------GACTCGAGGGAAGGCTTGGCCATCAACAAGCTGCACAAT---GAGACGACGACAGGGCAGGCGGTGACCGTCGAGCTCTTC  

Hc_AQ2      ---------GAAGTCAGAGGAAACCTATCAGTAAATGGGTTATTCAAC---AATACAGAGGCAGGGAAGGCTTTTGTTGTGGAGCTTTTT  

Hs_AQ0      ---------GCTGTCCGAGGAAACCTAGCACTCAACACGTTGCACCCT---GCGGTGAGCGTGGGCCAGGCAACCACAGTGGAGATCTTC  

Hs_AQ1      ---------CTGACTGGGAACTCGCTTGGCCGCAATGACCTGGCTGAT---GGTGTGAACTCGGGCCAGGGCCTGGGCATCGAGATCATC  

Hc_AQ1      ---------CTGCCGGGCAACACGCTCGGGTTGAATGGGCTGAGCAAC---GGGGTAACGGCCGGGCAGGGTCTGGGGGTGGAGATCATG  

Hs_AQ4      ---------AGTGTGGTGGGAGGCCTGGGAGTCACCATGGTTCATGGA---AATCTTACCGCTGGTCATGGTCTCCTGGTTGAGTTGATA  

Dm_DRIP     ---------GTGGCTGGTGGCGACCTGGGAGTATCCTCCTTTGATCCC---TCCCTGAACTGTGCACAGGCGGTGCTGATCGAAGCGCTG  

Aa_AQ       ---------GATGTCATCGGAGGACTGGGAGTTACTGGCATCGACCCA---CGACTTACCGCCGGCCAGGGCGTGATGATGGAGGCTCTT  

Bm_AQ-Bom1  ---------GACAGCATCGGTGGTTTTGGTATGACCCTACCCGGACCC---GGAGTTACAGAAGCGCAGGCCGTGCTGGTGGAGGCTCTG  

Cv_AQ       ---------GAGTTCAGGGGCACTCTTTGTATGACGAGTCTCGCCCCC---GGTGTGACCCCGCCCATGGGCTTCCTGGTGGAGGCTTGC  

Ap_AQ1      ---------GCAGTAACTAAAGGCTTAGGAAAGACAGACATAAACACA---CTGCTTCAACCGGGACAAGGATTCGTCGTAGAAGCATTC  

Bm_AQ-Bom2  ---------ATGGATGGG---------GTCTGTATGACGTTACCACGTACGGAAATTACATTGTTTCAAGCTTTAATCGTCGAAGCAGTT  

Rp_MIP      ---------ATTATTGGATCAAGAGATGTTTGCACCACGATTCCAAATCCAACATTAAATAGCTTTCAAGCATTAGGCGTAGAATTTGTT  

Pv_AQ2      ---CCTAACGCTCAC---ACTAACAAATTTTGTGTTACTCTTCCAGAAGTTGATATA------TGGCGAGCTTTTGGAATTGAGTTCTTT  

Dm_BiB      ------TGGAACCCGCTCACTGTACTGCCGTTCGCCCACTCTGACCAGAAGCAACCTGAATCGCTCGCAATCTGTGTACGCCAAGAGCAA  

 

 

                    640       650       660       670       680       690       700       710       720         

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      TTGAGTGCAGGTTTCCTGTTGGTGATCCACGGCGCAACCGACAAATTCGCGCCGGCAGGT---------TTTGCGCCGATCGCTATTGGT  

Hs_AQ3      GGCACAGCCTCCCTTATCGTGTGTGTGCTGGCCATTGTTGACCCCTACAACAACCCCGTCCCCCGAGGCCTGGAGGCCTTCACCGTGGGC  

Hc_AQ3      GGTACTGCAGCTCTAGTCGTGTGTGTCTTGGCCATTGTTGACCCCTACAACAACCCCATTCCCCGTGGTCTTGAGGCTTTCACTGTTGGG  

Om_AQ3      GGCACAACAGCACTCATAGTTTGTGTTCTGGCCATTGTGGATCCTTTCAACAACCCCATCCCCCAAGGGCTGGAGGCCTTCACTGTGGGA  

Rs_AQ       GGCACCGCGCTGTTGGTGCTCGCCATCTTGGCCATCACTGACTCGAGAAACATGGCCGTGCCTCAGGGTGTGCAGCCGCTGTTCATCGGC  

Ce_AQ1      GGTACCGGAGTTCTCGCATACTTCCTCTGCGTTGTTATTGATGAGAGA---AATCAAATTCCAAAAATTTGGCATCCAATGTTCTTCGGA  

Ce_AQ2      GCCACCGCCGTTTTCGTCTTCCTGATCGCTCACATCGTCGACAAGCGC---AACTCTTACCCAACATGGCTTCAGCCAATCCTTGTCGGA  

Pv_AQ1      TTGGGTTTCATTTTAATTCTCTGCGTGGTTGGTGTTTGTGATGAAAACAAACCGGATTCACGT---TTTATTGCACCATTGGCTATCGGT  

Es_AQ1      TTGGGCTTGGTCTTGGTGCTCACAGTTTTTGGTGCTCTTGATGCCAATAAACCAGATTCTCGT---TTCACTGCGCCACTCGCCATCGGT  

Hs_AQ2      CTGACACTGCAGCTGGTGCTCTGCATCTTCGCCTCCACCGATGAGCGCCGCGGAGAGAACCCG---GGCACCCCTGCTCTCTCCATAGGC  

Cc_AQ2      CTCACCTTCCAGCTCGTCCTCTGCATCTTTGCTTCCACTGATGAACGCCGGGAGGACAACGTG---GGGTCTCCTGCTCTGTCCATTGGC  

Hc_AQ2      CTCACTCTTCAACTGATCTTGTGCATATTTGCATCTACTGATGATCGAAGGACAGATATTGTG---GGTTCACCAGCTTTGTCCATTGGA  

Hs_AQ0      CTGACGCTCCAGTTCGTGCTCTGCATCTTTGCCACATACGACGAGAGGCGGAATGGCCAACTG---GGCTCCGTGGCCCTGGCCGTTGGC  

Hs_AQ1      GGGACCCTCCAGCTGGTGCTATGCGTGCTGGCTACTACCGACCGGAGGCGCCGTGACCTTGGT---GGCTCAGCCCCCCTTGCCATCGGC  

Hc_AQ1      GTCACCTTCCAGCTGGTCCTCTGCGTTGTTGCAGTCACAGACAGAAGAAGACGCGATGTCTCG---GGGTCCGTTCCTCTGGCCATAGGA  

Hs_AQ4      ATCACATTTCAATTGGTGTTTACTATCTTTGCCAGCTGTGATTCCAAACGGACTGATGTCACT---GGCTCAATAGCTTTAGCAATTGGA  

Dm_DRIP     ATCACCTTTATTTTGGTTTTCGTGGTCAAGGCTGTTTCGGATCCTGGACGCCAGGATATCAAG---GGATCAGCGCCACTGGCTGTTGGT  

Aa_AQ       ATCACCTTCATTCTGGTGTTTGTCGTCCATGGCGTTTGTGACAATCGTCGCTCGGACATCAAA---GGATCTGCTCCGTTGGCCATCGGG  

Bm_AQ-Bom1  ATCACGTTCGTGTTGGTCATGGTGGTGATGGGTGTGTGCGACCCGCAACGTAATGACCTCAAG---GGTTCCGCTCCCCTGGCTATCGGA  

Cv_AQ       ATCACCTTCGTGCTGATCCTGCTGGTGCAGAGCGTCTGCGACGACCGCCGCAAGAACCTGGGC---AACGCCGCTCCAGTTGCCGTAGGC  

Ap_AQ1      ATTACCTTTATTCTAGTGTTGGTTATTCACTCGGTCTGCGATGAAGCCAACCGAAGCAACATA---GTTACGCCGTCCATTTCCATAGGT  

Bm_AQ-Bom2  TTGACTGCGGCTCTTTCATTTTTGAACTGCGCCTGCTGGGATCCCGTCAACAAGAACAAACAG---GACTCCGTTCCGGTTAAGTTTGGT  

Rp_MIP      TGTACCTCTTTGCTACTTTTAGTATTACTTGGATGTTCTGATGTGAGGAATGCTGATAAACAA---GACTCAGTACCACTTAAGTTCGCA  

Pv_AQ2      ATTACAATGGGTTTGATTCTTATCTGTTGTGGAGTATGGGATCCAAGAAATGCAAAACATCAT---GACTCAGTTCCGTTAAGATTTGGG  

Dm_BiB      CACGGCCATCAATCGAGACATTGTGCCGCGTCCAGGTCCTCTGGTGCCCGCCCAGAGTCTTTATCCCATGCGCACCCAGCAGCAGCAGCA  
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                    730       740       750       760       770       780       790       800       810 

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      CTGGCCTTAACCCTGATTCACTTAATTAGTATTCCGGTGACTAACACTTCTGTTAACCCGGCGCGCAGCACCGCGGTTGCTATCTTCCAG  

Hs_AQ3      CTGGTGGTCCTGGTCATTGGCACCTCCATGGGCTTCAACTCCGGCTATGCCGTCAACCCTGCCCGGGACTTTGGCCCCCGCCTTTTTACA  

Hc_AQ3      TTTGTCGTCCTCGTCATTGGATTGTCCATGGGCTTTAACTCTGGCTACGCTGTCAACCCCGCTAGGGACTTTGGTCCACGACTCTTCACC  

Om_AQ3      TTTGTGGTTCTGGTCATTGGATTGTCTATGGGCTTTAACTCCGGCTACGCAGTCAATCCTGCCAGAGACTTTGGACCACGTCTTTTCACC  

Rs_AQ       CTCGCCCTGGGTGCCCTGATCCTCTGCTTTGGCTACAACTGTGGAGCGCCCCTGAACCCAGCACGAGACCTGGGCCCCAGGGTTTTCACC  

Ce_AQ1      TTCTTGGTAATGATGATCGGAACTGGATTTGGAATGAACATTGGATATCCAATTAATCCAGCAAGAGATCTCGGACCACGACTCTTCAGT  

Ce_AQ2      ACCGGATTCGTCGCCATCGGAGCCGCCTTCGGATACAACTGCGGATACCCAGTCAACCCAGCTCGTGACTTTGCACCACGTCTCTTCACC  

Pv_AQ1      CTCACTGTAACTCTTGGACATCTTGGAGTTGTTACTTATACAGGTTCATCAATGAATCCAGCAAGAAGTTTTGGAACAGCTTTCATTACA  

Es_AQ1      CTCTCTGTCACCCTCGGTCATTTGGGCACAATTCGTTATACCGGTGCAAGCATGAATCCAGCACGTACACTCGGCACAGCCTTTGCTGTA  

Hs_AQ2      TTCTCCGTGGCCCTGGGCCACCTCCTTGGGATCCATTACACCGGCTGCTCTATGAATCCTGCCTGCTCCCTGGCTCCAGCTGTCGTCACT  

Cc_AQ2      CTTTCTGTTGCCGTTGGACATCTCCTTGGGATCCGTTACACTGGTTGCTCCATGAACCCTGCCAGATCCTTTGCCCCAGCTGTAATTGTT  

Hc_AQ2      CTGTCAGTGACACTTGGACACCTCCTTGGTATCTATTACACAGGTTGCTCCATGAACCCTGCAAGATCATTTGCACCAGCAGTAGTGACT  

Hs_AQ0      TTCTCCCTTGCCCTGGGGCACCTCTTTGGGATGTATTATACTGGTGCAGGCATGAATCCTGCCCGCTCCTTTGCTCCTGCCATTCTCACT  

Hs_AQ1      CTCTCTGTAGCCCTTGGACACCTCCTGGCTATTGACTACACTGGCTGTGGGATTAACCCTGCTCGGTCCTTTGGCTCCGCGGTGATCACA  

Hc_AQ1      CTCTCTGTTGCCCTAGGACATCTTATTGCGATCGATTACACTGGGTGCGGTATGAACCCTGCAAGGTCTTTCGGTTCTGCAGTAGTCGCT  

Hs_AQ4      TTTTCTGTTGCAATTGGACATTTATTTGCAATCAATTATACTGGTGCCAGCATGAATCCCGCCCGATCCTTTGGACCTGCAGTTATCATG  

Dm_DRIP     TTGGCCATCGCCGCTGGCCATTTGTGTGCAATCAAACTGAGCGGTGCCAGCATGAATCCCGCCCGGTCCTTTGGTCCCGCCGTAGTGCAG  

Aa_AQ       CTGTCCATCACTGCCGGTCATTTGAGCGCGATTAAATATACCGGCGCTAGCATGAATCCAGCTCGCTCTTTCGGACCAGCCGTCGTTATG  

Bm_AQ-Bom1  CTCAGCATCACCGCCTGCCACGCTGCTGTCATACCTTTCACGGGATCCAGCATGAACCCGGCCCGAACATTCGGCCCAGCCTTGGTGATC  

Cv_AQ       CTAGCCATCACATGCTGCCATCTCGCTGCCATCAAGTACACCGGATCCAGCATGAACCCCGCCAGGTCATTCGGGCCCGCAGTCAATGGA  

Ap_AQ1      CTGACCATTGCTGCCGCCCACCTAGCAGCGATTAAATACACAGGAGCTAGCATGAATCCAGCAAGATCTTTGGGTCCAGCCGTGGCTCTA  

Bm_AQ-Bom2  TTGGCTATTGCGGGATTATCGATAGCTGGAGGGCCACTAACCGGCGCCAGTATGAATCCCGCGAGGTCCTTGGGCCCGGCATTGTGGACG  

Rp_MIP      GGTGTCATAATTACCTTGTCCCTTCTTGGTGGACCCTACACTGGAGCAAGCGTAAATCCTGTAAGAAGTTTTGCACCAGCACTCTGGAGT  

Pv_AQ2      TTAGCGGTTGCAATGCTCGCTTTAGTTGGGGGACCATATACAGGAGGATCTATGAATCCAGCCCGCAGTTTTGGACCTGCTCTTTATAAT  

Dm_BiB      ACAGCAACAACAGCAACAGCAACAAGTGGCACCCGCACCTCAATCTTCCCATTTACAGAACCAAAATGTCCAGAATCAGATGCAGCAGCG  

 

 

                    820       830       840       850       860       870       880       890       900 

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      GGCGGCTGGGCATTA------------------------------GAA---CAACTGTGGTTCTTCTGGGTGGTGCCAATTGTCGGCGGC  

Hs_AQ3      GCCCTTGCGGGCTGGGGCTCTGCAGTCTTCACG------ACCGGCCAGCATTGGTGGTGGGTGCCCATCGTGTCCCCACTCCTGGGCTCC  

Hc_AQ3      GCCTTGGCTGGCTGGGGCACAGAAGTCTTTAGT------GCTGGCGGGCAGTGGTGGTGGGTCCCCATCGTCTCACCTTTGCTTGGAGCT  

Om_AQ3      TCTATGTCTGGGTGGGGGGGTGCTGTTTTCACG------GCTAGAGATTGCTGGTTCCTGGTCCCTATTTTTGCCCCATTCCTTGGCTCC  

Rs_AQ       GCCATGGCAGGGTGGGGAGTTGAAGTCTTCAGCTAC---CGGGACTACAACTGGTTCTGGGTGCCCATCGTGGGCCCGCACATCGGCGCC  

Ce_AQ1      TATTTTATC---TATGGTCCAGGTGTTTTCCACTCT---CCATACCCTAACTATTGGCTAGCTCCAGCCATTGCTCCATTTGTTGGTGCT  

Ce_AQ2      TCCATCTTC---TACGGAGGAGCTGTCTTCACC---------------AAGTGGTTCTGGGTTCCAATTGTTGGACCATTCGTCGGAGCT  

Pv_AQ1      GGCGACTGG------------------------------------GAG---AATCACTGGGTGTATTGGCTTGGACCAATTGCTGGTGGT  

Es_AQ1      CACAATTGG------------------------------------GAT---GCACACTGGGTCTACTGGATAGGTCCAATTATGGGCGGT  

Hs_AQ2      GGCAAATTTGAT---------------------------------------GACCACTGGGTCTTCTGGATCGGACCCCTGGTGGGCGCC  

Cc_AQ2      GGAGACTTCAGT---------------------------------------GATCATTGGGTCTTTTGGGTGGGCCCCCTGGTTGGGGCA  

Hc_AQ2      GGGAATTTCAAT---------------------------------------GCCCATTGGGTCTTCTGGCTTGGACCATTGTTTGGAGCC  

Hs_AQ0      GGGAACTTCACT---------------------------------------AACCACTGGGTGTACTGGGTAGGCCCAATCATTGGAGGG  

Hs_AQ1      CACAACTTCAGC---------------------------------------AACCACTGGATTTTCTGGGTGGGGCCATTCATCGGGGGA  

Hc_AQ1      AAAAACTTCCAG---------------------------------------TATCACTGGATCTTCTGGGTTGGACCAATGATCGGAGGA  

Hs_AQ4      GGAAATTGGGAA---------------------------------------AACCATTGGATATATTGGGTTGGGCCCATCATAGGAGCT  

Dm_DRIP     GGC---GTCTGG------------------------------------ACCTATCACTGGGTTTACTGGGTGGGTCCCATTGCCGGCGGC  

Aa_AQ       GGT---AACTGG------------------------------------ACTGATCAGTGGGTCTACTGGGTTGGTCCGATCGTCGGAGGT  

Bm_AQ-Bom1  GGC---AATTGG------------------------------------ACATCTCAATGGGTTTACTGGGTGGGTCCCGTCGTGGGCAGC  

Cv_AQ       GACGACAACTGG------------------------------------GCCAACCACTGGGTGTACTGGGCGGGCCCCATCGTGGGGGGA  

Ap_AQ1      GGT---TCATGG------------------------------------TCAAACCATTGGGTATACTGGGTCGGTCCTATTGTCGGTGGC  

Bm_AQ-Bom2  GGTATTTGGACA---------------------------------------GGTCACTGGGTTTACTGGGTTGGACCACTAGTGGGGTCT  

Rp_MIP      CACAATTGGACA---------------------------------------GCTAATTGGGTGTACTGGGTTGGACCTTCACTTTCTGGC  

Pv_AQ2      ATGAACTTTACA---------------------------------------GCTCATTGGATTTATTGGATTGCACCTATGTCCGCCTCT  

Dm_BiB      CAGCGAGAGCATCTACGGAATGAGGGGCTCCATGCGCGGACAGCAGCAGCCAATCCAGCAGCAACAACAACAGCAGCAGCAGCAGCAGCT  
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                    910       920       930       940       950       960       970       980       990 
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Ec_AQZ      ATTATCGGTGGTCTGATTTACCGGACCCTGCTGGAAAAGCGTGAT---------------------------------------------  

Hs_AQ3      ATTGCGGGTGTCTTCGTGTACCAGCTGATGATCGGCTGCCACCTGGAG------------------------------------------  

Hc_AQ3      TTTGCCGGAGTTCTGGTCTACCAACTAATGATCGGCTGCCACATTGAG------------------------------------------  

Om_AQ3      ATTCTTGGTGTGGTGATTTACCAGTTGATGGTTGGTTTCCACACGGAGGGAGAAGCA---------------------------------  

Rs_AQ       ATCGTGGGCGCCTGGTTGTACACGCTGGCAGTGGAGCTTCACTGGCCCGGATCGAGC---------------------------------  

Ce_AQ1      CTTGTCGGTGGATGGTTCTATCATTTCTCCCTTGGAATGCACAATCCTGACATCGAA---------------------------------  

Ce_AQ2      GTCGTCGGAATCTGGCTTTACTACTTCTTGATTGGATTCCACACTCCACAAGACGCT---------------------------------  

Pv_AQ1      ATTGCTGCCAGTCTTTTATACTCAATTTTCTTCTCTGCACCCGATATTGAA---------------------GTACATCGT---------  

Es_AQ1      ATCGCAGCAGCGCTCATCTACACACAAATCATAGAGAAGCCACTCGTACAC---------------------ACGGCCGTCAAGGTGATT  

Hs_AQ2      ATCCTGGGCTCCCTCCTCTACAACTACGTGCTGTTTCCGCCAGCCAAG---------------------AGCCTGTCGGAGCGCCTGGCA  

Cc_AQ2      GCAGCCGCATCCATCATCTACAATTACATTCTGTTCCCACAATCCAAA---------------------ACCTTCTCGGAGAGGCTCGCC  

Hc_AQ2      ACAGTAGGATCCTTGATGTATAACTTTATATTAATTCCAAACACTAAG---------------------ACCTTCTCAGAAAGAATTGCA  

Hs_AQ0      GGTCTGGGCAGCCTCCTGTACGACTTTCTTCTCTTCCCCCGGCTCAAG---------------------AGTATTTCTGAGAGACTGTCT  

Hs_AQ1      GCCCTGGCTGTACTCATCTACGACTTCATCCTGGCCCCACGCAGCAGT---------------------GACCTCACAGACCGCGTGAAG  

Hc_AQ1      GCAGCCGCCGCCATTATTTACGACTTCATCTTAGCGCCACGAACCAGC---------------------GACTTGACAGACCGCCTAAAG  

Hs_AQ4      GTCCTCGCTGGTGGCCTTTATGAGTATGTCTTCTGTCCAGATGTTGAATTCAAACGTCGTTTTAAAGAAGCCTTCAGCAAAGCTGCCCAG  

Dm_DRIP     CTGTTGGCCGGAATCATCTACAGATTAATCTTCAAGGTACGCAAGGGC------------------------------------------  

Aa_AQ       ATCCTGGCCGGTGCTGTCTATCGTCTGTTCTTCAAAGTAAGAAAAGGT------------------------------------------  

Bm_AQ-Bom1  GTGGTCGCTGGACTACTCTACAAATTCGCTCTGCGCATCAAAAAAGCC------------------------------------------  

Cv_AQ       GTGGTTGCCGGCATCACCTACCGAGCCCTGTTCAGGGCCAGGAAGCCC------------------------------------------  

Ap_AQ1      ATACTTGGAGGAACTGTCCACACTTTTGTGTTGAAACGTCATACT---------------------------------------------  

Bm_AQ-Bom2  GCAATCGCCGCTGTATTTTAT------CTTTTCGTTTGGTTGAAAAAA------------------------------------------  

Rp_MIP      TTTGATAACACCTTTTTTCTACCAATGCTGTTTTCCACCCGTAAGAAA------------------------------------------  

Pv_AQ2      CTTATCACTTCAGTGATGTTCAGAATGATATTTTATAGAGAAGTC---------------------------------------------  

Dm_BiB      TCAGCAACAACAGCCCAACATGGGAGTGCAGCAGCAACAGATGCAGCCTCC---------------------------------------  

 

 

                    1000      1010      1020      1030      1040      1050      1060      1070     1080 

            ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

Ec_AQZ      ------------------------------------------------------------------------------------------  

Hs_AQ3      ---------------------CAGCCCCCACCCTCCAACGAGGAAGAGAATGTGAAGCTGGCCCATGTGAAG------------CACAAG  

Hc_AQ3      ---------------------CCTGCACCAGAGTCGACCGAACAAGAGAATGTCAAGTTGTCTAATGTCAAA------------CACAAA  

Om_AQ3      ------------------CGTGACAAGAAGCAGGGGACAGTCCAGGAGAACCTCCAACTCACCAATGTTGCTTCCTCAAACAACTCTAAA  

Rs_AQ       ------------------TACGACATGGACAGCGGTAACACGGTATCTGCCAAGGACGCACCTCGATTCCAATTGGCCAATCAGAATGAG  

Ce_AQ1      ------------------GAAGCCGACGATATTTTTGTTCAA------CAACCACCAAAATCTGTAGAGCAACAAAAATTGCTTCAAGCT  

Ce_AQ2      ------------------GAGGAGAAGTACGTCGTACTCACCGGAAACCAGGAGCTCAAGCCACTCACCGCCAAGGAAACTGTCGATGAA  

Pv_AQ1      ------TCTGACAAATACAGACAAGTTACACAGAATGACGATAAAGAATTACGCACATTGAGCGCT------------------------  

Es_AQ1      GAAGTATCCGAGAAATATCGA------ACACACGCTGATGATCGTGAGATGAGAAAGCTGGATAGTACACGCGATTACGCT---------  

Hs_AQ2      GTGCTGAAGGGC---CTGGAGCCGGACACCGATTGGGAGGAGCGCGAGGTGCGACGGCGGCAGTCGGTGGAGCTGCACTCGCCGCAGAGC  

Cc_AQ2      ATCTTCAAGGGC---ATGGAGCCAGAGGAGGACTGGGCAGAGCGCGAGGCACGGCGGCGGCAGTCGGTTGAGCTGCACTCCCCACAGACC  

Hc_AQ2      ATCCTACGGGGTGAGCTGGAGCCTCAAGAAGACTGGGAAGAGAGGGATATGCGTAGAAGACAATCCATGGAACTACACTCACCCCAGACA  

Hs_AQ0      GTCCTCAAGGGT---GCCAAACCCGATGTCTCCAATGGACAACCAGAGGTCACAGGG---GAACCTGTTGAACTGAACACCCAGGCCCTG  

Hs_AQ1      GTGTGGACCAGCGGCCAGGTGGAGGAGTATGACCTGGATGCCGACGACATCAACTCCAGGGTGGAGATGAAGCCCAAA------------  

Hc_AQ1      GTCTGGACCAACGGACAGGTGGAGGAGTACGAGCTGGACGGGGAAGAC------GCCCGCATGGAGATGAAACCAAAA------------  

Hs_AQ4      CAAACAAAAGGAAGCTACATGGAGGTGGAGGACAACAGGAGTCAGGTAGAGACGGATGACCTGATTCTAAAACCTGGAGTGGTGCATGTG  

Dm_DRIP     ------------------------GATGATGAGACCGACTCGTACGACTTC---------------------------------------  

Aa_AQ       ------------------------GACGAGGAA------TCTTACGATTTT---------------------------------------  

Bm_AQ-Bom1  ------------------------GGAGACACCGGC---TCTTATGACTTC---------------------------------------  

Cv_AQ       ------------------------GAGGAAGAGGCCAGCTCCTACGACTTC---------------------------------------  

Ap_AQ1      ---------------------------GAAGAGGCAAGCTCTTATGATCTT---------------------------------------  

Bm_AQ-Bom2  ---------------------------GAAGACACTCCC---------------------------------------------------  

Rp_MIP      ---------------------------ATGAAGACTTGCATAATTAAG------------------------------------------  

Pv_AQ2      ------------------------------CAAAAAATAACCCCTGAAGAGCATCCATTGCGAGAAACGAAGAACAATGTT---------  

Dm_BiB      ------------------GCCACAGATGATGTCCGATCCTCAGCAGCAGCCGCAGGGCTTCCAGCCAGTCTACGGCACACGCACAAATCC  
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Ec_AQZ      ------------------------------------------------------------------------------------------  

Hs_AQ3      GAGCAGATC---------------------------------------------------------------------------------  

Hc_AQ3      GAGAGGATC---------------------------------------------------------------------------------  

Om_AQ3      GAGGCTACCAAAGAAATTTAC---------------------------------------------------------------------  

Rs_AQ       GCAATTTTT---------------------------------------------------------------------------------  

Ce_AQ1      ------------------------------------------------------------------------------------------  

Ce_AQ2      GAAGCCGCC---------------------------------------------------------------------------------  

Pv_AQ1      ------------------------------------------------------------------------------------------  

Es_AQ1      ------------------------------------------------------------------------------------------  

Hs_AQ2      CTGCCACGGGGTACCAAGGCC---------------------------------------------------------------------  

Cc_AQ2      CTGCCAAGGGGGATGTCTGAGAAGGTA---------------------------------------------------------------  

Hc_AQ2      ATACCAAGAAGT------------------------------------------------------------------------------  

Hs_AQ0      ------------------------------------------------------------------------------------------  

Hs_AQ1      ------------------------------------------------------------------------------------------  

Hc_AQ1      ------------------------------------------------------------------------------------------  

Hs_AQ4      ATTGACGTTGACCGGGGAGAGGAGAAGAAGGGGAAAGACCAATCTGGAGAGGTATTGTCTTCAGTA------------------------  

Dm_DRIP     ------------------------------------------------------------------------------------------  

Aa_AQ       ------------------------------------------------------------------------------------------  

Bm_AQ-Bom1  ------------------------------------------------------------------------------------------  

Cv_AQ       ------------------------------------------------------------------------------------------  

Ap_AQ1      ------------------------------------------------------------------------------------------  

Bm_AQ-Bom2  ------------------------------------------------------------------------------------------  

Rp_MIP      ------------------------------------------------------------------------------------------  

Pv_AQ2      ------------------------------------------------------------------------------------------  

Dm_BiB      GACGCCGATGGACGGAAATCACAAGTA---------------------------------------------------------------  

 

 

Supplemental Figure 2. 


