APPENDIX

1. Full-Length Sequence of A.cam-like_C16 and A.cam-like_C27 cDNAs

>A.cam-like Cl6
CAATAAAACTTTTTTTTTTTTCTCGGGAGCGCGCCATTGTGTTGGTACCCGGGAATTCGGCCATTACGGC
CGGGGGTCAGTACACCGAGGGAAAAATGTATCTTAAGGTCTTTTCCAGCTTCTTGTTCGCATGGGGCTAT
GTTAGCATTGTTCAGTCGGCTAAAACGGTGAAGGACTGCGAAAAAAAGCTCCCAGCATCGCTGAAGGGAC
GGTTGTGCAAAATTCGTCAGTACAAAATCATCGATGGACCGGACATGGAAAAGCACACGGAGGGCGTCCCT
AAACGCATTAGGATTTCTCGACAAGGAGGGTCTTGGGGATTACCACTCATTGCATGATCCGATGACCGCG
ATCAAGGAGGACATGAGACATGGGTTAAACCTGGAAGACTGCGTCGCAAACACACTCGACATGCCCAAAT
CCCCAAAGCGGGCGCGTGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGTAAGGT
TTTCGATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACGCAACAAAGTAGACA
AAATGATTAAGGCTATCGATAAAAAAGTGTGCAAATAATTTTTGGGGAAATTTCGTCAAACCGTGTGGGC
AAATAAAATGCAGACCATCGTATGAGAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTTTGCCCCCCCCCC
CGCCCCTTTATTTTTACTCCAAAAATTTTTTTTTGGGGCCCATTTTGGCTTTTTGGCAATTCCCCCTAGG
GGGGCTTTTTAAATTCGGGGCGCTTTTTAAAAAAAAAAATTATTTTATTAAAATCCTTTCCACAACATGT
CACTATTACTCTCATTTTCTCCAGATACCCACGCACCAC

>A.cam-like C27
GCCAAGGCAAACTTTTTTTTTTTTTCTCGGGAAGCGCGCCATTGTGTTGGTACCCGGGAATTCGGCCATT
ACGGCCGGGGGTCAGTACACCGAGGGAAAGATGTATCTTAAGGTCTTTTCCAGCTTCTTGTTCCCATGGT
GCTTTGTTAGCATTGTTCAGTCGGCTAAAACGGTGAAGGACTGCGAGAAAAAGCTCCCAGCATCCCTGAA
GGGACGGTTGTGCGAAATTCGTCAGTACAAAATCATCGATGGACCGGACATGGAAAAGCACACGGAGTGC
GTCCTAAACGCATTAGGATTTCTCGACGAGGAGGGTCTTGGGGATTACCACTCATTGCATGATCCGATGA
CCGCGATCAAGGAGGACATGAGACATGGGTTAAACCTGGAAGACTGCGTCGCAAACACACTCGACATGCC
CAAATCCCCAAAGCGGGCGCATGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGT
AAGGTTTTCGATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACAGCAACAAAG
TAGACAAAATGATTAAGGCTATCGATAAGAAAGTGTGAAATAATTTTTGGGGAAATTTCGTCAAACCGTG
TGGGCAAATAAAATGCAAACCATCGTATGATAAAAAAAAAAAAAAAAAAAAAAAAAAAAAATTGGGGGCC
CCCCCGGCCCCAAAAAATTTATAATTTAAAAAATTTTTGTTTGGGGCCCCTTTTTGGGCCCTCTTGGGCA
ATCTCCCCTTAAGAGGGGGCCTATTAAAAATTCCGGGCGGCCCTTTTTAAAAAAAAAAAGAAATAAATTA
AATTTTTTTCCTCCCCTCTCCCCCCCTATCCCCCTTCTGGAAGCCCACTACCCTTTCCCCCTCTTA
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2. Similar DNA and Nucleotide Sequence of A.cam-like_C16 and A.cam-like_C27
in GenBank for Comparing with A.cam-like_C16 and A.cam-like_C27.

>A.anta348
ATGGACAAACACATGGACTGCGTCATGAAAACAATAGGATTTGTCGACAAGGATGGCCGAGGAGATTACC
ACAAGCTGATCAAGCCTCTGAATGCCATCGAGAAAGATAGGAAGCACGATATGAATCTGGAGACTTGCAT
GGGAAAAACGTTTCGCCTACCAAATGAAGGCAGCCGAGCGAACGCATTCTACAAGTGCATGCTGCAGTCC
AATTCGGCAGAGTCGTTCAAGAAGGTGTTCGATCTGACCGAGTTGGTCCTGGCGGGCAAACTTCCGGCAG
GTGCCCAGTACAATAACAAAGTGGCCAACATGATGAAGAAAATTGATGCGAAAATTTGCAAGTAA

>A.funshortD7r4
ATGGATAAGCATATCGATTGCGTTATGAAGGCGGTCGGATTCGTATACAGCGATGGTCGGGGAGATTATC
ACAAACTGTACGATCCACTGAATGCGATCGAGGAGGACCGTAGACATGATGTTAATCTCGAAACATGCAT
CGGTGAATCGGTACGTGTTCCTGCAAGCCAGCGCGCACATGTGTTCTACAAGTGTTTGCTGAACACCACA
TCCGGTCGAACGTTTAAGAAGGTGTTTGATCTTAAGGAATTGGTGAAGGCTGGAAAAGTGCCAAAGCACG
CCAGATATACGGCCGAAGTCGCTCAAATGATGAAGGACATTGATGCGAAATTGTGCTAA

>A.steD7-short
ATGTACAGTCACATCGATTGTTGCATGAAGGCGGTTGATTTTGTGGAGAAAGATGGAACTGGAGATTATC
ACAAGCTGTATGAGCTGCTGAATGACATCGAGAAGCATCGTAAACATGATATAAATCTGGAAATGTGCGT
CGGTGAATCTATGGACGCTCAGGCAAACCAGCGGGCGTACGCTTACTACAAGTGTTTGCTGAAATCAACC
TCGGCTGATGCGTTCAAGAAGGCGTTTGATTTAAGGGAACTGATCAAGGCTAACAAGCTTCCACCAGGCA
CCAGATACAGCTCGGAGGTCGACAAGCAGATGAAGAAAATTGATGACAACATATGTAA

>A.steD7-rel
1ATGTACAGTCACATCGATTGTTGCATGAAGGCGGTCGATTTTGTGGAGAAAGATGGAACTGGAGATTAT
CACAAGCTGTATGAGCTGCTGAATGACATCGAGAAGCATCGTAAACATGATATAAATCTGGAGACGTGCG
TCGGTGAATCCATGGACGCTCAGGCAAACCAGCGAGCGTACGCGTTCTACAAGTGTTTGCTGAAATCCAC
CTCGGCGGACGCGTTCAAGAAGGCGTTTGATTTGAGGGAACTGATCAAGGCTAATAAGCTTCCACCGGGC
ACCAGATACAGCTCGGAGGTCGACAAGCAGATGAAGAAAATTGATGACAACATATGTAA

>An. funeshortD7protl
ATGGATAAGCATATGGACTGTGTGATGAAGACACTTAAATTCGTTCGTGCTGATGGAACTGGAGATTACC
ACCAGCTAATCAAACCACTGAATGCGATCGAGAAGGATCGTAAGCACGATTTCAATCTGGAAAAGTGCGG
AGGAGACACGATGCACCTACCAGTAGGTAAACGAGCGAATGCCTACTACAAGTGTCTGCTGAACTCGTCG
TCCAGTGAATCGTTCAAGAAGGTGTTCGATCTGACGGAGCTGGTAAAGGCTGGCAAACTACCGGCTACGG
CACCGTACAGTGGTGCAGTAGAGAAGCTGATGAAGAAAATTGATCAAAAGATTTGCAAATGA

>An.gambAGAP8283
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAAGATAACGGGGAGCTTGTGTTCC
AGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCTAGCAGTATGAAAAAGTGTAA
CGCCGAAGCTGAGAAGGTGGATACTTCTAGCAAAGCGAACACCTTCTACACGTGCTTTTTGGGTACGAGC
TCGGCACAGGCTTTCAAGTACGCGGTGGACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAA
CAACCTTCAACGCTGGCCAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAACTGA

>An.arabshortD7r3
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAATATAACGGGGAACTTTTGTTCC
AGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCTGGCAGTATGAAAAAGTGTAA
CGCCGAAGCAGAGAAGGTGGATACTTCTAGCAAAGCGAACACCTTCTACACGTGCTTTTTGGGTACGAGC
TCGGCGCAGGCATTCAAGTACGCGGTGGACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAA
CAACCTTCAACGCTGGCCAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAACTGA

>An.gampbAGAP8281

ATGGACAAGCACATTCATTGCGTGATGCGAGCACTTGACTTTGTCTATGAGGATGGTCGTGGAGATTACC
ATAAGCTGTACGATCCATTGAACATTATCGAGCTGGACAAAAGACACGATGTGAATCTTGAGAAGTGTAT
TGGCGAATGCGTACAAGTCCCGACAAGCGAGCGTGCTCACGTGTTCTACAAATGTCTCCTGAAATCAACC

81



ACCGGACGCACGTTCAAGAAGGTGTTCGATCTGATGGAATTGAAACAGGCTGGCAAAGTGCCACAGCATC
AACGGTACACTGCAGAGTTTGTGCAAATCATGAAGGATTATGATAAGGCATTAAACTGCTGA

>A.gamD7r4
ATGGACAAGCACATTCATTGCGTGATGCGAGCACTTGACTTTGTCTATGAGGATGGTCGTGGAGATTACC
ATAAGCTGTACGATCCATTGAACATTATCGAGCTGGACAAAAGACACGATGTGAATCTTGAGAAGTGTAT
TGGCGAATGCGTACAAGTCCCGACAAGCGAGCGTGCTCACGTGTTCTACAAATGTCTGCTGAAATCAACC
ACCGGGCGCACGTTCAAGAAGGTGTTCGATCTGATGGAATTGAAAAAGGCTGGCAAAGTTCCACAACATC
AACGGTACACTGCTGAGTTTGTGCAAATCATGAAGGATTATGATAAGGCATTAAACTGCTGA

>An.gampD7-rel2
ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAAGTTAAGGAAA
GCGTTCTGCTAGAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCGGCCAACATGAAGAAGTGTGT
GACGGAAGCATCGACTTCGGGCAGTGACAAGAAAGCCAACACTTTCTACACGTGCTTTTTGGGTACGAGC
TCATTGGCCGGGTTTAAGAATGCGGTCGACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCG
ATCCGTTCGATATGAACCGTGTGGCTGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG

>An.gambD7-rel3
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAAGATAACGGGGAACTTGTGTTCC
AGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCAGGCAGTATGAAAAAGTGTAA
CGCCGAAGCTGAGAAGGTGGATACTTCTAGCAAAGCGAACACCTTCTACACGTGCTTTTTGGGTACGAGC
TCGGCACAGGCTTTCAAGTACGCGGTGGACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAA
CAACCTTCAATGCTGGCCAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAATTGA

>An.gambAGAP8282
ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAAGTTAAGGAAA
GCGTTCTGCTAGAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCGGCCAACATGAAGAAGTGTGT
GACGGAAGCATCGACTTCGGGCAGTGACAAGAAAGCCAACACCTTCTACACGTGCTTTTTGGGTACGAGC
TCATTGGCCGGGTTTAAGAATGCGGTCGACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCG
ATCCGTTCGATATGAACCGTGTGGCAGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG

>An.arabshortD7r2
ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAAGTTAAGGAAA
GCGTTCTGCTAAAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCGGCCAACATGAAGAAGTGTGT
GACGGAAGCATCGACTTCGGGCAGTGACAAGAAAGCCAACACTTTCTACACGTGCTTTTTGGGTACGAGC
TCATTGGCCGGGTTTAAGAATGCGGTCGACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCG
ATCCGTTCGATATGAACCGTGTGGCAGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG
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3. CLUSTAL Multiple Sequence Alignment of Anopheles D7 protein

An.gambD7-rel2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-1likeCl6
A.cam-1likeC27
A.anta348
An.funeshortD7protl
A.steD7-short
A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

An.gambD7-rel2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-likeCl6
A.cam-1likeC27
A.anta348
An.funeshortD7protl
A.steD7-short
A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

An.gambD7-rel?2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-likeCl6
A.cam-1likeC27
A.anta348
An.funeshortD7protl
A.steD7-short
A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

An.gambD7-rel?2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-1likeCl6
A.cam-1ikeC27
A.anta348
An.funeshortD7protl
A.steD7-short
A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

An.gambD7-rel2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-1likeCl6
A.cam-1ikeC27
A.anta348
An.funeshortD7protl
A.steD7-short

ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAA 60
ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAA 60
ATGGACAAGCACATGCAGTGCGTCCTGGAGGTGGTTGGATTTGTGGATGGAAATGGAGAA 60
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAATATAACGGGGAA 60
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAAGATAACGGGGAG 60
ATGGACAGTCACATGCAGTGCGTACTGGAAGTGCTGGGCTTTGTGGAAGATAACGGGGAA 60
ATGGAAAAGCACACGGAGGGCGTCCTAAACGCATTAGGATTTCTCGACAAGGAGGGTCTT 60
ATGGAAAAGCACACGGAGTGCGTCCTAAACGCATTAGGATTTCTCGACGAGGAGGGTCTT 60
ATGGACAAACACATGGACTGCGTCATGAAAACAATAGGATTTGTCGACAAGGATGGCCGA 60
ATGGATAAGCATATGGACTGTGTGATGAAGACACTTAAATTCGTTCGTGCTGATGGAACT 60
ATGTACAGTCACATCGATTGTTGCATGAAGGCGGTTGATTTTGTGGAGAAAGATGGAACT 60
ATGTACAGTCACATCGATTGTTGCATGAAGGCGGTCGATTTTGTGGAGAAAGATGGAACT 60
ATGGATAAGCATATCGATTGCGTTATGAAGGCGGTCGGATTCGTATACAGCGATGGTCGG 60
ATGGACAAGCACATTCATTGCGTGATGCGAGCACTTGACTTTGTCTATGAGGATGGTCGT 60

ATGGACAAGCACATTCATTGCGTGATGCGAGCACTTGACTTTGTCTATGAGGATGGTCGT 60
*kk Kk x Kk K * % * * *x K * kK

GTTAAGGAAAGCGTTCTGCTAGAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCG 120
GTTAAGGAAAGCGTTCTGCTAGAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCG 120
GTTAAGGAAAGCGTTCTGCTAAAATTGCTGCAGCGCGTCGACAGTGGCGTCAATCATGCG 120
CTTTTGTTCCAGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCT 120
CTTGTGTTCCAGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCT 120
CTTGTGTTCCAGGAGCTTCTTGGTGTGCTGAAAATGGTTGATCCCGATGGGGATCACGCA 120
GGGGATTACCACTCATTGCATGATCCGATGACCGCGATCAAGGAGGACATGAGACATGGG 120
GGGGATTACCACTCATTGCATGATCCGATGACCGCGATCAAGGAGGACATGAGACATGGG 120
GGAGATTACCACAAGCTGATCAAGCCTCTGAATGCCATCGAGARAGATAGGAAGCACGAT 120
GGAGATTACCACCAGCTAATCAAACCACTGAATGCGATCGAGAAGGATCGTAAGCACGAT 120
GGAGATTATCACAAGCTGTATGAGCTGCTGAATGACATCGAGAAGCATCGTAAACATGAT 120
GGAGATTATCACAAGCTGTATGAGCTGCTGAATGACATCGAGAAGCATCGTAAACATGAT 120
GGAGATTATCACAAACTGTACGATCCACTGAATGCGATCGAGGAGGACCGTAGACATGAT 120
GGAGATTACCATAAGCTGTACGATCCATTGAACATTATCGAGCTGGACAAAAGACACGAT 120
GGAGATTACCATAAGCTGTACGATCCATTGAACATTATCGAGCTGGACAAAAGACACGAT 120

* * % * * *k K

GCCAACATGAAGAAGTGTGTGACGGAAGCATCGACTTCGGGC---AGTGACAAGAAAGCC 177
GCCAACATGAAGAAGTGTGTGACGGAAGCATCGACTTCGGGC---AGTGACAAGAAAGCC 177
GCCAACATGAAGAAGTGTGTGACGGAAGCATCGACTTCGGGC---AGTGACAAGAAAGCC 177
GGCAGTATGAAAAAGTGTAACGCCGAAGCAGAGAAGGTGGAT---ACTTCTAGCAAAGCG 177
AGCAGTATGAAAAAGTGTAACGCCGAAGCTGAGAAGGTGGAT---ACTTCTAGCAAAGCG 177
GGCAGTATGAAAAAGTGTAACGCCGAAGCTGAGAAGGTGGAT---ACTTCTAGCAAAGCG 177
TTAAACCTGGAAGACTGCGTCGCAAACACACTCGACATGCCCARATCCCCAAAGCGGGCG 180
TTAAACCTGGAAGACTGCGTCGCAAACACACTCGACATGCCCARATCCCCAAAGCGGGCG 180
ATGAATCTGGAGACTTGCATGGGAAAAACGTTTCGCCTACCAAATGAAGGCAGCCGAGCG180
TTCAATCTGGAAAAGTGCGGAGGAGACACGATGCACCTACCA---GTAGGTAAACGAGCG 177
ATAAATCTGGAAATGTGCGTCGGTGAATCTATGGACGCTCAG---GCAAACCAGCGGGCG177
ATAAATCTGGAGACGTGCGTCGGTGAATCCATGGACGCTCAG---GCAAACCAGCGAGCG177
GTTAATCTCGAAACATGCATCGGTGAATCGGTACGTGTTCCT--~GCAAGCCAGCGCGCA 177
GTGAATCTTGAGAAGTGTATTGGCGAATGCGTACAAGTCCCG---ACAAGCGAGCGTGCT 177
GTGAATCTTGAGAAGTGTATTGGCGAATGCGTACAAGTCCCG---ACAAGCGAGCGTGCT 177

* * * * % * * %

AACACTTTCTACACGTGCTTITTTGGGTACGAGCTCATTGGCCGGGTTTAAGAATGCGGTC 237
AACACCTTCTACACGTGCTTTTTGGGTACGAGCTCATTGGCCGGGTTTAAGAATGCGGTC 237
AACACTTTCTACACGTGCTTTTTGGGTACGAGCTCATTGGCCGGGTTTAAGAATGCGGTC 237
AACACCTTCTACACGTGCTTTTTGGGTACGAGCTCGGCGCAGGCATTCAAGTACGCGGTG 237
AACACCTTCTACACGTGCTTTTTGGGTACGAGCTCGGCACAGGCTTTCAAGTACGCGGTG 237
AACACCTTCTACACGTGCTTTTTGGGTACGAGCTCGGCACAGGCTTTCAAGTACGCGGTG 237
CGTGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGTAAGGTTTTC 240
CATGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGTAAGGTTTTC 240
AACGCATTCTACAAGTGCATGCTGCAGTCCAATTCGGCAGAGTCGTTCAAGAAGGTGTTC 240
AATGCCTACTACAAGTGTCTGCTGAACTCGTCGTCCAGTGAATCGTTCAAGAAGGTGTTC 237
TACGCTTACTACAAGTGTTTGCTGAAATCAACCTCGGCTGATGCGTTCAAGAAGGCGTTT 237
TACGCGTTCTACAAGTGTTTGCTGAAATCCACCTCGGCGGACGCGTTCAAGAAGGCGTTT 237
CATGTGTTCTACAAGTGTTTGCTGAACACCACATCCGGTCGAACGTTTAAGAAGGTGTTT 237
CACGTGTTCTACAAATGTCTCCTGAAATCAACCACCGGACGCACGTTCAAGAAGGTGTTC 237
CACGTGTTCTACAAATGTCTGCTGAAATCAACCACCGGGCGCACGTTCAAGAAGGTGTTC 237

* kkok kK * % * ** * * * % * ok *

GACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCGATCCGTTCGATATGAAC 297
GACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCGATCCGTTCGATATGAAC 297
GACTACAACGAGCTACTGAAGGCTGGCAAGATGCAGACGAGCGATCCGTTCGATATGAAC 297
GACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAACAACCTTCAACGCTGGC 297
GACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAACAACCTTCAACGCTGGC 297
GACTACGTGGAGCTGCTGCGCGCTGGAAAGCTGGACATGGGAACAACCTTCAATGCTGGC 297
GATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACAGCAACA--298
GATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACAGCAACA--298
GATCTGACCGAGTTGGTCCTGGCGGGCAAACTTCCGGCAGGTGCCCAGTACAATAACA--298
GATCTGACGGAGCTGGTAAAGGCTGGCAAACTACCGGCTACGGCACCGTACAGTGGTG--295
GATTTAAGGGAACTGATCAAGGCTAACAAGCTTCCACCAGGCACCAGATACAGCTCGG--295
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A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

An.gambD7-rel2
An.gambAGAP8282
An.arabshortD7r2
An.arabshortD7r3
An.gambAGAP8283
An.gambD7-rel3
A.cam-likeCl6
A.cam-1ikeC27
A.anta348
An.funeshortD7protl
A.steD7-short
A.steD7-rell
A.funshortD7r4
An.gambAGAP8281
A.gamD7r4

GATTTGAGGGAACTGATCAAGGCTAATAAGCTTCCACCGGGCACCAGATACAGCTCGG--295
GATCTTAAGGAATTGGTGAAGGCTGGAAAAGTGCCAAAGCACGCCAGATATACGGCCG--295
GATCTGATGGAATTGAAACAGGCTGGCAAAGTGCCACAGCATCAACGGTACACTGCAG--295

GATCTGATGGAATTGAAAAAGGCTGGCAAAGTTCCACAACATCAACGGTACACTGCTG--295
* ok kKK * ok kK K *

CGTGTGGCTGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG 345
CGTGTGGCAGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG 345
CGTGTGGCAGCGCTGATCAAGGAAATCGATGATGGTTTGTGCTAGTAG 345
CAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAACTGA 345
CAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAACTGA 345
CAGGTGTCAGCATTGATGAAGCAAATTGATGATGGGCTGTGTAATTGA 345
—~AAGTAGACAAAATGATTAAGGCTATCGATAAAAAAGTGTGCAAATAA 345
~AAGTAGACAAAATGATTAAGGCTATCGATAAAGAAAGTGTGAAATAA 345
~AAGTGGCCAACATGATGAAGAAAATTGATGCGAAAATTTGCAAGTAA 345
-CAGTAGAGAAGCTGATGAAGAAAATTGATCAAAAGATTTGCAARATGA 342

-~AGGTCGACAAGCAGATGAAGAAAATTGATGACAACATATGTAA---- 338
~AGGTCGACAAGCAGATGAAGAAAATTGATGACAACATATGTAA---- 338
-AAGTCGCTCAAATGATGAAGGACATTGATGCGAAATTGTGCTAA--- 339

-~AGTTTGTGCAAATCATGAAGGATTATGATAAGGCATTAAACTGCTGA 342
~AGTTTGTGCAAATCATGAAGGATTATGATAAGGCATTAAACTGCTGA 342
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4. BLASTX Search Results

A.cam-like Cl6

a348 [Anopheles anthropophagus]
Alignment statistics for match #1
Score Expect Method Identities Positives Gaps Frame
139 bits(350) le-41() Compositional matrix adjust. 62/114 (54%) 84/114(73%) 0/114(0%) +1

Features:

Query 1 MEKHTEGVLNALGFLDKEGLGDYHSLHDPMTATIKEDMRHGLNLEDCVANTLDMPKSPKRA 180
M+KH + V+ +GF+DK+G GDYH L P+ AI++D +H +NLE C+ T +P RA

Sbjct 53 MDKHMDCVMKTIGEFVDKDGRGDYHKLIKPLNATEKDRKHDMNLETCMGKTFRLPNEGSRA 112

Query 181 REFYKCMLKSTSADAFRKVEDLTELIKAGKLPEGSSYSNKVDKMIKAIDKKVCK 342
FYKCML+S SA++F+KVFDLTEL+ AGKLP G+ Y+NKV M+K ID K+CK
Sbjct 113 NAFYKCMLQSNSAESFKKVFDLTELVLAGKLPAGAQYNNKVANMMKKIDAKICK 166

short form D7 salivary protein [Anopheles stephensi]
Alignment statistics for match #1

Score Expect Method Identities Positives Gaps Frame

119 bits(298) go_34 Compositional matrix adjust. 56/114(49%) 82/114(71%) 1/114(0%) +1

Query 1 MEKHTEGVLNALGFLDKEGLGDYHSLHDPMTAIKEDMRHGLNLEDCVANTLDMPKSPKRA 180
M H + + A+ F++K+G GDYH L++ + I++ +H +NLE CV +4+D ++ +RA
Sbjct 53 MYSHIDCCMKAVDFVEKDGTGDYHKLYELLNDIEKHRKHDINLEMCVGESMD-AQANQRA 111

Query 181 REFYKCMLKSTSADAFRKVEDLTELIKAGKLPEGSSYSNKVDKMIKAIDKKVCK 342
+YKC+LKSTSADAF+K FDL ELIKA KLP G+ YS++VDK +K ID +CK
Sbjct 112 YAYYKCLLKSTSADAFKKAFDLRELIKANKLPPGTRYSSEVDKQMKKIDDNICK 165

A.cam-like C27

a348 [Anopheles anthropophagus]
Alignment statistics for match #1
Score Expect Method Identities Positives Gaps Frame
136 bits(343) 2e-40() Compositional matrix adjust. 60/114(53%) 84/114(73%) 0/114(0%) +1

Features:

Query 1 MEKHTECVLNALGFLDEEGLGDYHSLHDPMTAIKEDMRHGLNLEDCVANTLDMPKSPKRA 180
M+KH +CV+ +GF+D++G GDYH L P+ AI++D +H +NLE C+ T +P RA

Sbjct 53 MDKHMDCVMKTIGEFVDKDGRGDYHKLIKPLNATEKDRKHDMNLETCMGKTFRLPNEGSRA 112

Query 181 HEFYKCMLKSTSADAFRKVEDLTELIKAGKLPEGSSYSNKVDKMIKAIDKESVK 342
+ FYKCML+S SA++F+KVFDLTEL+ AGKLP G+ Y+NKV M+K ID + K
Sbjct 113 NAFYKCMLQSNSAESFKKVEDLTELVLAGKLPAGAQYNNKVANMMKKIDAKICK 166

D7-related 1 protein [Anopheles stephensi]

Alignment statistics for match #1

Score Expect Method Identities Positives Gaps Frame
120 bits(300) 4e-34 Compositional matrix adjust. 55/109(50%) 81/109(74%) 1/109(0%) +1
Query 1 MEKHTECVLNALGFLDEEGLGDYHSLHDPMTAIKEDMRHGLNLEDCVANTLDMPKSPKRA 180

M H +C + A+ F++++G GDYH L++ + I++ +H +NLE CV ++D ++ +RA
Sbjct 53 MYSHIDCCMKAVDFVEKDGTGDYHKLYELLNDIEKHRKHDINLETCVGESMD-AQANQRA 111

Query 181 HEFYKCMLKSTSADAFRKVEDLTELIKAGKLPEGSSYSNKVDKMIKAID 327

+ FYKC+LKSTSADAF+K FDL ELIKA KLP G+ YS++VDK +K ID
Sbjct 112 YAFYKCLLKSTSADAFKKAFDLRELIKANKLPPGTRYSSEVDKQMKKID 160
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5. BLASTnN Search Results

A.cam-like Cl6

Anopheles stephensi mRNA for D7-related 1 protein
Alignment statistics for match #1
Score Expect Identities Gaps Strand Frame
71.6 bits(78) le-11() 89/122(66%) 0/122(0%) Plus/Plus

Query 173 AGCGGGCGCGTGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGTA

FEEE T L A O B O O B \
Sbjct 344 AGCGAGCGTACGCGTTCTACAAGTGTTTGCTGAAATCCACCTCGGCGGACGCGTTCAAGA

Query 233 AGGTTTTCGATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACA

R N ey LT R A
Sbjct 404 AGGCGTTTGATTTGAGGGAACTGATCAAGGCTAATAAGCTTCCACCGGGCACCAGATACA

Query 293 GC 294

Sbjct 464 GC 465

A.cam-like C27

Anopheles stephensi mRNA for D7-related 1 protein
Alignment statistics for match #1
Score Expect Identities Gaps Strand Frame
77.0 bits(84) 3e-13() 90/122(74%) 0/122(0%) Plus/Plus
Query 173 AGCGGGCGCATGAGTTCTACAAATGTATGCTGAAATCGACCTCTGCTGATGCATTCCGTA

[ e e e N N \
Sbjct 344 AGCGAGCGTACGCGTTCTACAAGTGITTGCTGAAATCCACCTCGGCGGACGCGTTCAAGA

Query 233 AGGTTTTCGATTTGACGGAGCTCATTAAAGCTGGGAAGCTTCCCGAGGGTTCAAGCTACA

N N REEREEN R A
Sbjct 404 AGGCGTITGATTTGAGGGAACTGATCAAGGCTAATAAGCTTCCACCGGGCACCAGATACA

Query 293 GC 294

\
Sbjct 464 GC 465
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