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al ref|XP_002101210.1] GE17494 [Drosophila yakuba] >gb]EDX02318.... 524 ge-147 €
QF ref|XP_001978593.1] GG17594 [Drosophila erecta] >gb|EDV47520.... 522 3e-146 E
QF ref|XP_001963941.1] GF20993 [Drosophila ananassae] >gb|EDV343... 517 9e-145 E
al” ref|XP_002067370.1] GK16218 [Drosophila willistoni] >gb|EDW78... 516 1e-144 [9
QF ref|XP_002057094.1] GJ16894 [Drosophila virilis] >gb|EDW62580... 514 5e-144 E
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QF ref|XP_002077791.1] GD22890 [Drosophila simulans] >gb|EDX0337... 474 9e-132 E
'aF ref|XP_001960321.1] GF11569 [Drosophila ananassae] >gb|EDV371... 474 9e-132 E
-1 ref|XP_002077790.1] GD22891 [Drosophila simulans] >gb|EDX0337... 474 1e-131 (9

QF gb]AAY55318.1] [1P12601p [Drosophila melanogaster] 473 2e-131
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=170047190&RID=RV8C3AN001S&log$=unigenetop&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=170047190%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156554847&RID=RV8C3AN001S&log$=unigenetop&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156554847%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541636%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=52�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541920%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=53�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156551362%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=54�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=189242474&RID=RV8C3AN001S&log$=unigenetop&blast_rank=55�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=189242474%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=55�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156541638&RID=RV8C3AN001S&log$=unigenetop&blast_rank=57�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541638%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=57�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156555923&RID=RV8C3AN001S&log$=unigenetop&blast_rank=60�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156555923%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=60�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195347040%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=62�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=202028363&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=22
http://blast.ncbi.nlm.nih.gov/Blast.cgi#202028363
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=24580947&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=23
http://blast.ncbi.nlm.nih.gov/Blast.cgi#24580947
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=157104456&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=24
http://blast.ncbi.nlm.nih.gov/Blast.cgi#157104456
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195470573&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=25
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195470573
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194854280&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=26
http://blast.ncbi.nlm.nih.gov/Blast.cgi#194854280
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195355998&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=27
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195355998
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047178&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=28
http://blast.ncbi.nlm.nih.gov/Blast.cgi#170047178
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=157104458&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=29
http://blast.ncbi.nlm.nih.gov/Blast.cgi#157104458
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195149820&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=30
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195149820
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=221768755&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=31
http://blast.ncbi.nlm.nih.gov/Blast.cgi#221768755
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=198456587&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=32
http://blast.ncbi.nlm.nih.gov/Blast.cgi#198456587
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195489100&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=33
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195489100
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=242014152&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=34
http://blast.ncbi.nlm.nih.gov/Blast.cgi#242014152
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=193713759&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=35
http://blast.ncbi.nlm.nih.gov/Blast.cgi#193713759
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=110755380&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=36
http://blast.ncbi.nlm.nih.gov/Blast.cgi#110755380
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195380615&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=37
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195380615
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195429264&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=38
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195429264
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545175&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=39
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156545175
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545177&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=40
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156545177
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270012103&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=41
http://blast.ncbi.nlm.nih.gov/Blast.cgi#270012103
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=91088109&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=42
http://blast.ncbi.nlm.nih.gov/Blast.cgi#91088109
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=158288901&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=43
http://blast.ncbi.nlm.nih.gov/Blast.cgi#158288901
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545173&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=44
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156545173
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554849&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=45
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156554849
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270012104&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=46
http://blast.ncbi.nlm.nih.gov/Blast.cgi#270012104
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270016426&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=47
http://blast.ncbi.nlm.nih.gov/Blast.cgi#270016426
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=221768705&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=48
http://blast.ncbi.nlm.nih.gov/Blast.cgi#221768705
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047190&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=49
http://blast.ncbi.nlm.nih.gov/Blast.cgi#170047190
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554847&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=50
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156554847
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146780&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=51
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146780
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541636&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=52
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156541636
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541920&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=53
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156541920
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156551362&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=54
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156551362
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=189242474&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=55
http://blast.ncbi.nlm.nih.gov/Blast.cgi#189242474
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190702315&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=56
http://blast.ncbi.nlm.nih.gov/Blast.cgi#190702315
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541638&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=57
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156541638
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=162568926&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=58
http://blast.ncbi.nlm.nih.gov/Blast.cgi#162568926
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146784&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=59
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146784
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156555923&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=60
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156555923
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260720&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=61
http://blast.ncbi.nlm.nih.gov/Blast.cgi#197260720
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195347040&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=62
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195347040
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gb] ACE75299.
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ref|XP_001605051.1]

conserved hypothetical protein [Glyptapanteles...

ref|XP_967785.2|
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hypothetical

hypothetical
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1]
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hypothetical

GD11752 [Drosophila simulans] >gb|EDX0834. ..

conserved protein [Simulium nigri...

unknown salivary protein [Culicoides sonorensis]

hypothetical
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1]

gb ] AAUOG508.
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gb | AAU06510.

1]

gb ] AAU06490 .

1]

ref|NP_611782.2|

protein TcasGA2_TC010726 [Triboli...

GM16585 [Drosophila sechellia] >gb]EDW455. ..

unknown salivary protein [Culicoides sonorensis]

unknown salivary protein [Culicoides sonorensis]

CG2206-1ike protein [Drosophila miranda]

hypothetical
hypothetical

protein [Simulium nigrimanum]

protein TcasGA2_TC002380 [Triboli...

CG2206-1ike protein [Drosophila pseudoobscura]...

unknown salivary protein [Culicoides sonorensis]

unknown salivary protein [Culicoides sonorensis]

unknown salivary protein [Culicoides sonorensis]

CG30409 [Drosophila melanogaster] >gb]AAF469...

ref|XP_001976383.1]

gb]ACZ28349.

1]
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1]

hypothetical

hypothetical

GG22842 [Drosophila erecta] >gb|EDV56783.. ..

conserved protein [Simulium nigri...

secreted protein [Simulium nigrim...
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156545267&RID=RV8C3AN001S&log$=unigenetop&blast_rank=64�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156545267%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=64�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=189242472%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=65�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156538947%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=66�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156554655%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=67�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195585996%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=75�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195350423%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=79�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=22026934&RID=RV8C3AN001S&log$=unigenetop&blast_rank=89�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=22026934%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=89�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194885086%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=90�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=145489361%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=2�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=193613174&RID=RV8C3AN001S&log$=unigenetop&blast_rank=5�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=193613174%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=5�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190702409&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=63
http://blast.ncbi.nlm.nih.gov/Blast.cgi#190702409
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545267&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=64
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156545267
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=189242472&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=65
http://blast.ncbi.nlm.nih.gov/Blast.cgi#189242472
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156538947&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=66
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156538947
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554655&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=67
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156554655
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146816&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=68
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146816
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260853&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=69
http://blast.ncbi.nlm.nih.gov/Blast.cgi#197260853
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146414&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=70
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146414
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260818&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=71
http://blast.ncbi.nlm.nih.gov/Blast.cgi#197260818
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260855&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=72
http://blast.ncbi.nlm.nih.gov/Blast.cgi#197260855
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146412&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=73
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146412
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557824&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=74
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557824
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195585996&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=75
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195585996
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146788&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=76
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146788
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557822&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=77
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557822
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270016428&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=78
http://blast.ncbi.nlm.nih.gov/Blast.cgi#270016428
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195350423&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=79
http://blast.ncbi.nlm.nih.gov/Blast.cgi#195350423
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557719&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=80
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557719
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557728&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=81
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557728
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=46310045&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=82
http://blast.ncbi.nlm.nih.gov/Blast.cgi#46310045
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146786&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=83
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146786
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270015284&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=84
http://blast.ncbi.nlm.nih.gov/Blast.cgi#270015284
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=38426507&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=85
http://blast.ncbi.nlm.nih.gov/Blast.cgi#38426507
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557738&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=86
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557738
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557742&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=87
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557742
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557701&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=88
http://blast.ncbi.nlm.nih.gov/Blast.cgi#51557701
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=22026934&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=89
http://blast.ncbi.nlm.nih.gov/Blast.cgi#22026934
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194885086&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=90
http://blast.ncbi.nlm.nih.gov/Blast.cgi#194885086
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146806&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=91
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146806
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146568&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=92
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146568
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146750&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=1
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269146750
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=145489361&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=2
http://blast.ncbi.nlm.nih.gov/Blast.cgi#145489361
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=225711862&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=3
http://blast.ncbi.nlm.nih.gov/Blast.cgi#225711862
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=229056692&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=4
http://blast.ncbi.nlm.nih.gov/Blast.cgi#229056692
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=193613174&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=5
http://blast.ncbi.nlm.nih.gov/Blast.cgi#193613174
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=57283993&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=6
http://blast.ncbi.nlm.nih.gov/Blast.cgi#57283993
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=7525042&RID=RV8C3AN001S&log$=unigenetop&blast_rank=8�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=7525042%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=8�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139389959%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=9�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139387261%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=10�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=148544187%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=11�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156546387&RID=RV8C3AN001S&log$=unigenetop&blast_rank=12�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156546387%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=12�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=184155481%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=13�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=94818779&RID=RV8C3AN001S&log$=unigenetop&blast_rank=14�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=94818779%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=14�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=50510843%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=15�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139389810%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=16�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=123122092%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=17�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139389427%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=20�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=145480501%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=23�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=62533200%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=25�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=124487372&RID=RV8C3AN001S&log$=unigenetop&blast_rank=26�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=124487372%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=26�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139388919%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=27�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139389651%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=29�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=119900432&RID=RV8C3AN001S&log$=unigenetop&blast_rank=30�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=119900432%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=30�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139389105%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=32�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=109099973&RID=RV8C3AN001S&log$=unigenetop&blast_rank=33�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=109099973%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=33�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=62630220%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=34�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=126012573&RID=RV8C3AN001S&log$=unigenetop&blast_rank=35�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=126012573%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=35�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=119631685%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=36�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=32816597%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=37�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=32816595%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=38�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=1809240%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=39�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=109099971&RID=RV8C3AN001S&log$=unigenetop&blast_rank=40�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=109099971%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=40�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=118379713%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=41�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=115774876%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=42�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=139388103%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=43�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=114581574&RID=RV8C3AN001S&log$=unigenetop&blast_rank=44�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=114581574%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=44�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=145547543%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=45�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=114581572&RID=RV8C3AN001S&log$=unigenetop&blast_rank=46�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=114581572%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=46�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=154414888%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=47�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269849535&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=7
http://blast.ncbi.nlm.nih.gov/Blast.cgi#269849535
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=7525042&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=8
http://blast.ncbi.nlm.nih.gov/Blast.cgi#7525042
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139389959&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=9
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139389959
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139387261&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=10
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139387261
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=148544187&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=11
http://blast.ncbi.nlm.nih.gov/Blast.cgi#148544187
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156546387&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=12
http://blast.ncbi.nlm.nih.gov/Blast.cgi#156546387
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=184155481&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=13
http://blast.ncbi.nlm.nih.gov/Blast.cgi#184155481
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=94818779&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=14
http://blast.ncbi.nlm.nih.gov/Blast.cgi#94818779
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=50510843&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=15
http://blast.ncbi.nlm.nih.gov/Blast.cgi#50510843
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139389810&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=16
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139389810
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=123122092&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=17
http://blast.ncbi.nlm.nih.gov/Blast.cgi#123122092
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=148701934&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=18
http://blast.ncbi.nlm.nih.gov/Blast.cgi#148701934
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=68235822&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=19
http://blast.ncbi.nlm.nih.gov/Blast.cgi#68235822
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139389427&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=20
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139389427
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=111559387&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=21
http://blast.ncbi.nlm.nih.gov/Blast.cgi#111559387
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=85715863&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=22
http://blast.ncbi.nlm.nih.gov/Blast.cgi#85715863
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=145480501&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=23
http://blast.ncbi.nlm.nih.gov/Blast.cgi#145480501
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=64420838&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=24
http://blast.ncbi.nlm.nih.gov/Blast.cgi#64420838
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=62533200&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=25
http://blast.ncbi.nlm.nih.gov/Blast.cgi#62533200
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=124487372&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=26
http://blast.ncbi.nlm.nih.gov/Blast.cgi#124487372
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139388919&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=27
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139388919
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18491303&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=28
http://blast.ncbi.nlm.nih.gov/Blast.cgi#18491303
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139389651&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=29
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139389651
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=119900432&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=30
http://blast.ncbi.nlm.nih.gov/Blast.cgi#119900432
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=148695088&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=31
http://blast.ncbi.nlm.nih.gov/Blast.cgi#148695088
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139389105&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=32
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139389105
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=109099973&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=33
http://blast.ncbi.nlm.nih.gov/Blast.cgi#109099973
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=62630220&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=34
http://blast.ncbi.nlm.nih.gov/Blast.cgi#62630220
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=126012573&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=35
http://blast.ncbi.nlm.nih.gov/Blast.cgi#126012573
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=119631685&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=36
http://blast.ncbi.nlm.nih.gov/Blast.cgi#119631685
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=32816597&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=37
http://blast.ncbi.nlm.nih.gov/Blast.cgi#32816597
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=32816595&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=38
http://blast.ncbi.nlm.nih.gov/Blast.cgi#32816595
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=1809240&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=39
http://blast.ncbi.nlm.nih.gov/Blast.cgi#1809240
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=109099971&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=40
http://blast.ncbi.nlm.nih.gov/Blast.cgi#109099971
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=118379713&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=41
http://blast.ncbi.nlm.nih.gov/Blast.cgi#118379713
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=115774876&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=42
http://blast.ncbi.nlm.nih.gov/Blast.cgi#115774876
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=139388103&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=43
http://blast.ncbi.nlm.nih.gov/Blast.cgi#139388103
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=114581574&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=44
http://blast.ncbi.nlm.nih.gov/Blast.cgi#114581574
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=145547543&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=45
http://blast.ncbi.nlm.nih.gov/Blast.cgi#145547543
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=114581572&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=46
http://blast.ncbi.nlm.nih.gov/Blast.cgi#114581572
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=154414888&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=47
http://blast.ncbi.nlm.nih.gov/Blast.cgi#154414888

- gb]AB118031.1] acetyl co-A carboxylase [Ongokea gore] 35.8 8.5

- ref|XP_001426265.1] hypothetical protein [Paramecium tetraure... 35.8 9.5
- ref|XP_397194.3] PREDICTED: similar to distracted CG5634-PA [... 35.8 9.6
| 10000
Run PSI-Blast iteration 5 with max
Go
Alignments - Select All Get selected sequences Distance tree of results Multiple alignment HE%

>|_ ref|XP_002101210.1] E GE17494 [Drosophila yakuba]

gb | EDX02318.1] E GE17494 [Drosophila yakuba]
Length=844

GENE 1D: 6525374 Dyak\GE17494 | GE17494 gene product from transcript GE17494-RA
[Drosophila yakuba] (10 or fewer PubMed links)

Score = 524 bits (1349), Expect = 9e-147, Method: Composition-based stats.
Identities = 1117405 (27%), Positives = 180/405 (44%), Gaps = 45/405 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR Q Y E + +C C Y +R
Sbjct 455 LRADRIVYRCDPPKHVQGVTYDEVTRLLQGY IENEVDLNNEETCRETCGFYQSTRSEGCF 514

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
+Y Q +CTG +YNC \Y P S +RY ++E
Sbjct 515 KDLYCSRQPKCTGRLYNCQ-------- FVDSDMWVCPSPONSTRRYEFIE-—-——————- 556

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y VG + T D+W R C C CLCDE + +S R F+
Sbjct 557 -——--———- YENGRVLGQRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-EGLKSDRFFN 606

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS---- 237
L +D K N++V G++  +++IF+ +I1++ LLP G +Q L WK +
Sbjct 607 LRDTVADVKRNRIVTGLRFVKQNRIFHLQIQEGELLPRGTVNQSTLEWKPVEKYNIFDRH 666

Query 238 -SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLM 296
D KL KR+1 + + + FV+TGV+F + +L L ++FD  +GKL+
Sbjct 667 VKNGIDYHKLSYEKRTIDLDDVDTEDNSFVITGVRFRVVGTHLNLEAYYSEFDFRTGKLI 726

Query 297 ND--NNQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + ++ o+ A+ o+ o+ ++F + L D

Sbjct 727 QPEANSYWKSNDNTDVSGARREKLSLNNADVSTRTVAHSIPLSRHNQYIDFTNTGLDKDA 786

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWWTH 393
QSTVPFID++ +VS L G+G+ ++ R+ GGF+ P ++T+
Shjct 787 AQSTVPFIDIQDVVSNPPVPLAGIGIYYKGRNGYGGFLGPKIITY 831

>|_ ref|XP_001978593.1] E GG17594 [Drosophila erecta]

gb|EDV47520.1] E GG17594 [Drosophila erecta]
Length=844

GENE 1D: 6551613 Dere\GG17594 | GG17594 gene product from transcript GG17594-RA
[Drosophila erecta] (10 or fewer PubMed links)

Score = 522 bits (1344), Expect = 3e-146, Method: Composition-based stats.
Identities = 111/405 (27%), Positives = 176/405 (43%), Gaps = 45/405 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR Q Y E + +C C Y+R
Sbjct 455 LRADRIVYRCDPTKHVQGVTYDEVTRLLQGY IENEVDLNNEETCRETCSFYQSTRSEGCF 514
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=145480485%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=110763256&RID=RV8C3AN001S&log$=unigenetop&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=110763256%5BPUID%5D&RID=RV8C3AN001S&log$=genetop&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195480286%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=1�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194188734%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=1�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194897115%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=2�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=190650242%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=2�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=112409040&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=48
http://blast.ncbi.nlm.nih.gov/Blast.cgi#112409040
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=145480485&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=49
http://blast.ncbi.nlm.nih.gov/Blast.cgi#145480485
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=110763256&dopt=GenPept&RID=RV8C3AN001S&log$=prottop&blast_rank=50
http://blast.ncbi.nlm.nih.gov/Blast.cgi#110763256
http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195480286&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194188734&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6525374&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194897115&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=2
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190650242&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=2
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6551613&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=2

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
Y Q +C+G +YNC \" P S +RY Y+E
Sbjct 515 KELYCSRQPKCSGRLYNCQ-------- FVDSDMWVCPSPQNSTRRYEYIE--—————--- 556

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y vV G+ T D+W R C C CLCDE + +S R F+
Sbject 557 -———--———- YENGRVLGKRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-EGLKSDRFFN 606

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL——--- 236
L +D K N+VV G++ +++IF+ +I++ LLP G +Q L WK +
Sbjct 607 LRDTIADVKRNRVVTGLRFVKQNRIFHLQIQEGELLPRGTVNQSTLEWKPVEKYNVFDRH 666

Query 237 SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLM 296
D KL R+1 + + + FWTGV+F 1 +L L ++FD +G+L+
Sbjct 667 VKNGVDYHKLSYENRTIDLDDVDTEDNSFVVTGVRFRVIGTHLNLEAYYSEFDFRTGQLI 726

Query 297 ND--NNQWIYNSLSKQKLN-—--- NGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + N A+ + ++F + + D
Sbjct 727 QPEGNSYWKSNDNTDVSGTRRQKLNLNNADVSTRTIAPSIPLSRHNQY IDFTNTGMDKDA 786

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
QSTVPFID++ ++S L G+G+ ++ R++ GOF+ P ++T+
Sbhjct 787 AQSTVPFIDIQDVISNPPVPLAGIGIYYKGRNSYGGFLGPKIITY 831

>r_ ref|XP_001963941.1]| !Ei GF20993 [Drosophila ananassae]

gb ] EDV34390.1] IEi GF20993 [Drosophila ananassae]
Length=851

GENE 1D: 6503682 Dana\GF20993 | GF20993 gene product from transcript GF20993-RA
[Drosophila ananassae] (10 or fewer PubMed links)

Score = 517 bits (1331), Expect = 9e-145, Method: Composition-based stats.
Identities = 111/406 (27%), Positives = 178/406 (43%), Gaps = 46/406 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +HI TY+E+TR QY E + +C C+ Y +R
Sbjct 461 LRADRIVYRCDPPKHIPKVTYDEVTRLLQGYVENEVDLNNEETCRETCDFYQSTRAEGCF 520

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
+Y  Q++C+G 1YNC + P S +RY ++E
Sbjct 521 KEKYCARQQRCSGRIYNCQ-------- FIDSDMWVCPSPONSTRRYEFIE-———————-- 562

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y V G + T D+W R C C CLCDE + +S R F+
Sbjct 563 --———--——- YESGRVLGQRTKCHRGTTKVDSWWRYLLWHCSYCFCLCDE-QGLKSDRFFN 612

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS---~ 237
L +D K N+W G++L  ++IF+ +l1++ L+P G +Q L W+ +
Sbjct 613 LRDSIADVKKNRVVTGLRLVKSNRIFHLQIQEGELMPRGV INQSTLEWRPVEKYNIFDRD 672

Query 238 -SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLM 296
D L RSI + ++ + FVWTGV+F + +L L T+FD +GKL+
Sbjct 673 VKKGVDYHTLSYESRSIDLDDVNTDDNSFVVTGVRFRLVGAHLNLEAYFTEFDFKTGKLI 732

Query 297 ND--NNQWIYNSLSK------ QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDD 348
N+ W N + ++ + P + + ++F + L D

Sbjct 733 QPEINSYWKSNDNTDVGGGARREKLRLANTDLPTRTIATSLVQSRHNQY IDFTNTGLDKD 792

Query 349 VGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
QSTVPFID++ +VS L G+G+ ++ R+ GGF+ P ++T+
Sbjct 793 AAQSTVPFIDIQDVVSNPPVPLSGIGIYYKGRNGYGGFVGPKIITY 838

>r- ref|XP_002067370.1] Igi GK16218 [Drosophila willistoni]

gb | EDW78356.1] E GK16218 [Drosophila willistoni]
Length=711

GENE 1D: 6644823 Dwil\GK16218 | GK16218 gene product from transcript GK16218-RA
[Drosophila willistoni] (10 or fewer PubMed links)



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194763641%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=3�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=190618866%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=3�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195438900%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=4�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194163455%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=4�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194763641&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190618866&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=3
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6503682&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=3
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195438900&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194163455&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=4
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6644823&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=4

Score = 516 bits (1330), Expect = le-144, Method: Composition-based stats.
Identities = 1097405 (26%), Positives = 175/405 (43%), Gaps = 46/405 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYAAPRHNFKED 63
R + DP +H TY+EITR QY E + + C C YAR
Sbjct 321 RADRIVWRCDPPKHKAAVTYDEITRLLQGY IENEVDLNTDETCRETCSFYQATRSEGCFK 380

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
+ Q +C+G +++C \ P + S +RY YVE
Sbjct 381 ELFCARQPKCSGRLFDCQ-------- FVDSDMWVCPSAQNSTRRYEYVE-—————————— 421

Query 124 YAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSL 182
Y V G + T DtWR F C C C+CDE + +S R F+L
Sbjct 422 —\——————- YENGRVLGQRGQCVRGTTKVDSWWRYLFWHCSYCFCMCDE-QGLKSDRFFNL 472

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS-~--- 237
SD K N+W G++  ++IF+ +l+++ LLP G ++ L W+ D
Sbjct 473 RESLSDVKRNRVVTGLRFVKLNRIFHLQIQEAELLPRGAVNESTLEWRKIDSYNIFDRDV 532

Query 238 SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMN 297
D L RSI + ++ + +VWTGV+F + +L L +L++ D +G+L+
Sbjct 533 KKGVDYHTLSYESRSIDLDDIYTDDNSYVVTGVRFRVVGAHLNLEARLSELDFRTGQLIQ 592

Query 298 D--NNQWIYNSLSKQKLNN--—--- GGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + ++ A+ P + ++F + L D
Sbjct 593 PEVNSFWKSNDNTDVSGDDRRKKIPLSNADLPTRTITTSIPISRHNQYIDFTYTGLDKDA 652

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
QSTVPFID++ + S L G+G+ ++ R GGF+AP ++T+
Sbjct 653 AQSTVPFIDIQDVTSKPPVPLSGIGIYYKGRQGYGGFLAPKIITY 697

>r- ref|XP_002057094.1] Igi GJ16894 [Drosophila virilis]

gb | EDW62580.1] lEi GJ16894 [Drosophila virilis]
Length=824

GENE 1D: 6633805 Dvir\GJ16894 | GJ16894 gene product from transcript GJ16894-RA
[Drosophila virilis] (10 or fewer PubMed links)

Score = 514 bits (1325), Expect = 5e-144, Method: Composition-based stats.
Identities = 116/405 (28%), Positives = 177/405 (43%), Gaps = 46/405 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYAAPRHNFKED 63
R + DP +H+ TY+E+TR Q Y E+ S C C Y+R
Sbjct 435 RADRIVWRCDPDKHVPQVTYDEVTRLLQGY IENEVDLNSDETCRETCAFYQSTRSEGCFK 494

Query 64 NRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
NY Q +CTG +Y C \ P S +RY Y+E
Sbjct 495 NLYCSRQPKCTGKLYGCQ-------- FVDSDMWVCPAPLSSTRRYEY IE-—-———————- 535

Query 124 YALIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFSL 182
Y V G +++ T D+W R C C CLCDE + +S R F+L
Sbjct 536 ---—-———-- YENGRVLGQRKNCVRGTTKVDSWWRYLLWHCSYCFCLCDE-QGLKSDRFFNL 586

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LS 237
SD K NKV+ G++ K++1F+ +1++ LLP G ++ LSWK D
Sbjct 587 RESVSDVKQNKVITGLRFLKKNRIFHLQIQEGQLLPRGAINESTLSWKPVDEYKIFDRNV 646

Query 238 SASKDIFKLDVNKRSIHIGSAT-SNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLM 296
+ D LRSI+ ++ + FWTGV+F + +L L +L++FD  G+L+
Sbjct 647 AKGIDYHTLSYESRSIDLDD IMKTDDNSFVVTGVRFRVLGAHLNLEARLSEFDFKKGELI 706

Query 297 ND--NNQWIYNSLSKQKLNNGG----- VANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N+ A+ P + +F S+ D
Sbjct 707 QPEVNSVWQSNDNTDVSGERRQKLLLYNADVPTRTVVTSLPLSKHNQY IDFVNSGMDKDA 766

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
QSTVPF+D++ +VS L G+G+ ++ R GGF+AP ++T+
Sbjct 767 AQSTVPFLDIQDVVSQPPVPLAGIGIYYKGRPGYGGFLAPKIITY 811


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195396955%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=5�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194146861%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=5�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195396955&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194146861&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=5
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6633805&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=5

>r_ ref|XP_002025529.1] !Ei GL15246 [Drosophila persimilis]

gb ] EDW31051.1] lEi GL15246 [Drosophila persimilis]
Length=806

GENE 1D: 6600424 Dper\GL15246 | GL15246 gene product from transcript GL15246-RA
[Drosophila persimilis] (10 or fewer PubMed links)

Score = 513 bits (1321), Expect = 2e-143, Method: Composition-based stats.
Identities = 110/407 (27%), Positives = 178/407 (43%), Gaps = 48/407 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKED 63
R + DPK+H G TY+E+TR Q Y E + +C C Y+R
Sbjct 415 RADRIVWRCDPKKHEAGVTYDEVTRLLQGY IENEVDLNNEETCRETCSFYQSTRSEGCYK 474

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
+Y Q +C+G +YNC \ P S +RY Y+E
Sbjct 475 DLYCARQPRCSGRLYNCQ-------- FVDSDMWVCPSPKNSTRRYEYIE-—-———————— 515

Query 124 YAINIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSL 182
Y G+ + T D+tWR F C C C+CDE + +S R F+L
Sbjct 516 -------- YENGRTLGQRANCVRGTTKVDSWWRYLFWHCSYCFCMCDE-QGLKSDRFFNL 566

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS----- 237
SD K N+VV G++ K++1F+ +1++ LLP G + LSWK +
Sbjct 567 REAVSDVKRNRVVTGLRFVKKNRIFHLQIQEGELLPRGGINHTTLSWKPVENYNIFDRDV 626

Query 238 SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMN 297
D L RS+ +  +++ FWTGV+F + +L L ++FD +G+L+
Sbjct 627 KKGTDYHTLSYESRSVDLDDVNTDDNSFVVTGVRFRVVGAHLNLEACYSEFDFKTGQLLQ 686

Query 298 D--NNQWIYNSLSK-------—- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKD 347
N+ W N + ++ + A+ O+ + +EF + L
Sbjct 687 PEANSYWKSNDNTDVSGDSKTRREKVSLSNADVSTRTITYSIPQSRHNQYIEFTNTGLDK 746

Query 348 DVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
D QSTVPF+D++ ++S L G+G+ ++ R+ GGF+ P ++T+
Sbjct 747 DAAQSTVPFMDVQDVISNPPVPLSGIGIYYKGRNGYGGFLGPKIITY 793

>r- ref|XP_001355344._2] Igi GA15301 [Drosophila pseudoobscura pseudoobscura]
gb|EAL32401.2] GA15301 [Drosophila pseudoobscura pseudoobscura]
Length=806

GENE 1D: 4816053 Dpse\GA15301 | GA15301 gene product from transcript GA15301-RA
[Drosophila pseudoobscura pseudoobscura] (10 or fewer PubMed links)

Score = 512 bits (1319), Expect = 2e-143, Method: Composition-based stats.
Identities = 110/407 (27%), Positives = 178/407 (43%), Gaps = 48/407 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKED 63
R + DPK+H G TY+E+TR Q Y E + +C C Y+R
Sbjct 415 RADRIVWRCDPKKHEAGVTYDEVTRLLQGY IENEVDLNNEETCRETCSFYQSTRSEGCYK 474

Query 64  NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
+ Y Q +C+G +YNC \Y P S +RY Y+E
Sbjct 475 DLYCARQPRCSGRLYNCQ-------- FVDSDMWVCPSPKNSTRRYEY IE-—————————— 515

Query 124 YAILIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSL 182
Y G + + T D+tW R F C C C+CDE + +S R F+L
Sbjct 516 ----———-—- YENGRTLGQRANCVRGTTKVDSWWRYLFWHCSYCFCMCDE-QGLKSDRFFNL 566

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS----- 237
SD K N+VV G++ K++IF+ +1++ LLP G + LSWK +
Sbjct 567 REAVSDVKRNRVVTGLRFVKKNRIFHLQIQEGELLPRGGINHTTLSWKPVENYNIFDRDV 626

Query 238 SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMN 297
D L RS+ +  +++ FWTGV+F + +L L ++FD +G+L+
Sbjct 627 KKGTDYHTLSYESRSVDLDDVNTDDNSFVVTGVRFRVVGAHLNLEACYSEFDFKTGQLLQ 686

Query 298 D--NNQWIYNSLSK---——--- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKD 347
N+ W N + ++ o+ A+ O+ + +EF + L


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195169439%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=6�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194109008%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=6�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=198470564%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=7�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195169439&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194109008&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=6
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6600424&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=198470564&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=7
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=198145511&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=7
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=4816053&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=7

Sbjct 687 PEANSYWKSNDNTDVSGDSKTRREKVSLSNADVSTRTITYSIPQSRHNQYIEFTNTGLDK 746

Query 348 DVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
D QSTVPF+D++ ++S L G+G+ ++ R+ GGF+ P ++T+
Sbjct 747 DAAQSTVPFMDVQDVISNPPVPLSGIGIYYKGRNGYGGFLGPKIITY 793

>r- ref|XP_002076900.1]| Igi GD24578 [Drosophila simulans]

gb | EDX16494.1] IEi GD24578 [Drosophila simulans]
Length=646

GENE 1D: 6740015 Dsim\GD24578 | GD24578 gene product from transcript GD24578-RA
[Drosophila simulans] (10 or fewer PubMed links)

Score = 511 bits (1317), Expect = 4e-143, Method: Composition-based stats.
Identities = 110/405 (27%), Positives = 179/405 (44%), Gaps = 45/405 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR QY E + +C C Y +R
Sbjct 257 LRADRIVYRCDPTKHVQGVTYDEVTRLLQGY IENEVDLNNEETCRETCGFYQSTRSEGCF 316

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
+Y Q +CTG +YNC \Y P S +RY ++E
Sbjct 317 KDLYCSRQPKCTGRLYNCQ-------- FVDSDMWVCPSPONSTRRYEFIE-————————- 358

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y VG + T D+W R C C CLCDE + +S R F+
Sbject 359 -—-———-———- YENGRVLGQRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-EGLKSDRFFN 408

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL----- 236
L +D K N++V G++  +++IF+ +l1++ LLP G +Q L WK +
Sbjct 409 LRDTIADIKRNRIVTGLRFVKQNRIFHLQIQEGELLPRGTVNQSTLEWKPVEKYNVFDRH 468

Query 237 SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLM 296
D KL KR+l +  + + FWTGVHF + +L L ++FD ++G+L+
Sbjct 469 VKNGVDYHKLSYEKRTIDLDDVDTEDNSFVVTGVRFRVVGTHLNLEAYYSEFDFLTGQLI 528

Query 297 ND--NNQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + ++ A+ + ++F + L D
Sbjct 529 QPEYNSYWKSNDNTDVSGARREKLRLSNADVSTRTIAPSLPLSRHNQFIDFTNTGLDKDA 588

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
QSTVPF+D++ +VS L G+G+ ++ R+ GGF+ P ++T+
Sbjct 589 AQSTVPFMDIQDVVSNPPVPLAGIGIYYKGRNGYGGFLGPKIITY 633

>r- ref|NP_572427_1] [[lEﬂ lethal (1) G0193, isoform A [Drosophila melanogaster]
gb]AAF46301.1] lEi lethal (1) G0193, isoform A [Drosophila melanogaster]

gb]AAL13770.1] IEi LD24308p [Drosophila melanogaster]
gb]JACL84971.1] 1(1)G0193-PA [synthetic construct]
Length=664

GENE 1D: 31712 1(1)G0193 | lethal (1) G0193 [Drosophila melanogaster]
(Over 10 PubMed links)

Score = 508 bits (1308), Expect = 5e-142, Method: Composition-based stats.
Identities = 1107405 (27%), Positives = 181/405 (44%), Gaps = 45/405 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR QY E + +C C+ Y +R
Sbjct 275 LRADRIVYRCDPTKHVRGVTYDEVTRLLQGY IENEVDLNKEETCRETCDFYQSTRSEGCF 334

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVYNTDKKKY 122
+Y Q +C+G +YNC Vv P S +RY ++E
Sbjct 335 KDLYCSRQPKCSGRLYNCR-------- FVDSDMWVCPSPQNSTRRYEFIE---——————— 376

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y VG + T D+W R C C CLCDE + +S R F+
Sbjct 377 -———-————- YENGRVLGQRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-EGLKSDRFFN 426


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195554487%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=8�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194202918%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=8�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=18858077&RID=RV8C3AN001S&log$=unigenealign&blast_rank=9�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=18858077%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=9�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=7290859%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=9�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=16197997%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=9�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195554487&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=8
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194202918&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=8
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6740015&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=8
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=18858077&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=9
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=7290859&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=9
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=16197997&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=9
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=220944856&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=9
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=31712&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=9

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL-—--- 236
L +D K N+VV G++ +++IF+ +1++ LLP G +Q L WK +
Sbjct 427 LRDTIADVKRNRVVTGLRFVKQNRIFHLQIQEGELLPRGIVNQSTLEWKPVEKYNVFDRH 486

Query 237 SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLM 296
D KL KR+l +  ++ + FWTGVHF + +L L ++FD +G+L+
Sbjct 487 VKNGVDYHKLSYEKRTIDLDDVDTDDNSFVVTGVRFRVVGTHLNLEAYYSEFDFRTGQLI 546

Query 297 ND--NNQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + ++ A+ + + ++F + L D
Sbjct 547 RPEYNSYWKSNDNTDVSGARREKLRLSNADVSTRTIAHSIPLSRHNQY IDFTNTGLDKDA 606

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
QSTVPF+D++ +VS L G+G+ ++ R+ GGF+ P ++T+
Sbjct 607 AQSTVPFMDIQDVVSNPPVPLAGIGIYYKGRNGYGGFLGPKIITY 651

>|_ ref|XP_002010644.1] E G121656 [Drosophila mojavensis]

gb | EDW06299.1] IEi G121656 [Drosophila mojavensis]
Length=727

GENE 1D: 6585004 Dmoj\G121656 | G121656 gene product from transcript GI121656-RA
[Drosophila mojavensis] (10 or fewer PubMed links)

Score = 506 bits (1303), Expect = 2e-141, Method: Composition-based stats.
Identities = 113/405 (27%), Positives = 176/405 (43%), Gaps = 46/405 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKED 63
R + DP+ + +TY+E+TR Q Y E + +C C Y+R
Sbjct 338 RSDRIVWRCDPEHFVLNKTYDEVTRLLQGY IENEVDLNADETCRETCSFYQSTRSEGCFK 397

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
+ Q +CTG +YNC \ P + S +RY Y+E
Sbjct 398 EYFCARQPKCTGRLYNCQ-------- FVDSDMWVCPAARNSTRRYEYIE-—————————— 438

Query 124 YAILIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSL 182
Y V G ++ T DtW R F C C CLCDE + +S R F+L
Sbjct 439 —-——————- YENGRVLGRRQRCVRGTTKVDSWWRYLFWHCSYCFCLCDE-QGLKSDRFFNL 489

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LS 237
+D K N W G++  ++++F+ +1++ LLP G ++ LSWK D
Sbjct 490 RESVADVKKNNVVTGLRFVKRNRVFHLQIQEGQLLPRGAINESTLSWKPVDEYKIYDRNV 549

Query 238 SASKDIFKLDVNKRSIHIGSAT-SNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLM 296
+ D L RSI + ++ FWTG++F + +L L +LT+FD  G+L+
Sbjct 550 AKGIDYHTLSYESRSIDLDDIMKTDDYSFVVTGLRFRVLGAHLNLEARLTEFDFTKGELI 609

Query 297 ND--NNQWIYNSLSKQKLNNGG----- VANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N+ A+ P + +EF S+ D
Sbjct 610 QPEVNSVWQSNDNTDVSGERRQKINIYNADVPTRSVVTS IPMSKHNQY IEFVNSGMDKDA 669

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
QSTVPF+D++ +VS L G+GL ++ R GGF+AP ++T+
Sbjct 670 AQSTVPFLDIQDVVSQPPVPLAGIGLYYKGRPGYGGFLAPKIITY 714

>r- ref|NP_996366.1] [EIEE lethal (1) G0193, isoform B [Drosophila melanogaster]

gb]AAS65275.1] IEi lethal (1) G0193, isoform B [Drosophila melanogaster]
Length=646

GENE 1D: 31712 1(1)G0193 | lethal (1) G0193 [Drosophila melanogaster]
(Over 10 PubMed links)

Score = 501 bits (1291), Expect = 4e-140, Method: Composition-based stats.
Identities = 1107405 (27%), Positives = 181/405 (44%), Gaps = 45/405 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR Q Y E + +C C+ Y +R
Sbjct 257 LRADRIVYRCDPTKHVRGVTYDEVTRLLQGY IENEVDLNKEETCRETCDFYQSTRSEGCF 316

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195132426%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=10�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=193907432%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=10�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=45554371&RID=RV8C3AN001S&log$=unigenealign&blast_rank=11�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=45554371%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=11�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=45446846%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=11�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195132426&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=10
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=193907432&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=10
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6585004&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=10
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=45554371&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=11
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=45446846&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=11
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=31712&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=11

+Y Q +C+G +YNC Vv P S +RY ++E
Sbjct 317 KDLYCSRQPKCSGRLYNCR-------- FVDSDMWVCPSPQNSTRRYEFIE---————-—-— 358

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y VG + T D+WR C C CLCDE + +S R F+
Sbjct 359 -————————- YENGRVLGQRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-EGLKSDRFFN 408

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL-—--- 236
L +D K N+VV G++ +++IF+ +1++ LLP G +Q L WK +
Sbjct 409 LRDTIADVKRNRVVTGLRFVKQNRIFHLQIQEGELLPRGIVNQSTLEWKPVEKYNVFDRH 468

Query 237 SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLM 296
D KL KR+l +  ++ + FWTGVHF + +L L ++FD +G+L+
Sbjct 469 VKNGVDYHKLSYEKRTIDLDDVDTDDNSFVVTGVRFRVVGTHLNLEAYYSEFDFRTGQLI 528

Query 297 ND--NNQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N + ++ A+  +  + ++F + L D
Sbjct 529 RPEYNSYWKSNDNTDVSGARREKLRLSNADVSTRTIAHSIPLSRHNQYIDFTNTGLDKDA 588

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
QSTVPF+D++ +VS L G+G+ ++ R+ GGF+ P ++T+
Sbjct 589 AQSTVPFMDIQDVVSNPPVPLAGIGIYYKGRNGYGGFLGPKIITY 633

>|_ ref|XP_001992028.1]| E GH24541 [Drosophila grimshawi]

gb]EDV91735.1] E GH24541 [Drosophila grimshawi]
Length=827

GENE 1D: 6566309 Dgri\GH24541 | GH24541 gene product from transcript GH24541-RA
[Drosophila grimshawi] (10 or fewer PubMed links)

Score = 492 bits (1267), Expect = 3e-137, Method: Composition-based stats.
Identities = 114/411 (27%), Positives = 181/411 (44%), Gaps = 48/411 (11%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS—---CNSKCEDYAAPRHNFKED 63
R + DP++HIK ETY+E+TR Q Y E+ + C C+Y +R +
Sbjct 438 RSDRIVYRCDPQKHIKNETYDEVTRLLQGY IVNEVDLNTDDTCRETCDFYQSTRSDSCFK 497

Query 64 NRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
Y Q +CTG 1YNC \ P +RY Y+E
Sbjct 498 ELYCARQPKCTGKIYNCQ-------- FVDSDMWVCPSPLNGSRRYEY IE-—-——————-- 538

Query 124 YALIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSL 182
Y G ++ T D+tW R F C C CLCDE + +S R F+L
Sbjct 539 --——————- YENGRTLGQRKTCSRGTTKVDSWWRYLFWHCSYCFCLCDE-QGIKSDRFFNL 589

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LS 237
+D K NKW G++  ++++F+ +1++ LLP G + L+WK D
Sbjct 590 RESVADVKQNKVVTGLRFVKRNRVFHLQIQEGQLLPRGS INASTLAWKPVDDYKIFDRNV 649

Query 238 SASKDIFKLDVNKRSIHIGSAT-SNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLM 296
+ +D + RSl + + + FWTGV+F + +L L +L++FD  G+L+
Sbjct 650 AKGRDYHTMSYESRSIDLDD IMKMDDNSFVVTGVRFRVLGAHLNLEARLSEFDFKRGELY 709

Query 297 ND--NNQWIYNSLSKQKLNNGG----- VANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
N+ W N+ + P+ o+ +EF S+ D
Sbjct 710 QPEVNSVWQSNDNTDVSGERRQKLKIHNVDVPTRTVVSSLVASKHNEY IEFVNSGMDKDA 769

Query 350 GQSTVPFIDLRSIV-STGTALIGVGLQFRTRDTSGGFIAPVVWWTH--PTYT 397
QSTVP++D++ +V S L G+G+ ++TR  GGF+AP ++T+  +
Sbjct 770 AQSTVPYLDIQDVVSSPPVPLAGIGIYYKTRPGFGGFVAPKIITYDFSPHY 820

>|_ ref|XP_001851110.1] [!E conserved hypothetical protein [Culex quinquefasciatus]

gb ] EDS33063.1] E conserved hypothetical protein [Culex quinquefasciatus]
Length=642

GENE 1D: 6041920 CpipJ _CP1J009483 | hypothetical protein
[Culex quinquefasciatus]

Score = 490 bits (1262), Expect = 9e-137, Method: Composition-based stats.


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195045734%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=12�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=193892869%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=12�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=170047180&RID=RV8C3AN001S&log$=unigenealign&blast_rank=13�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=170047180%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=13�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=167869680%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=13�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195045734&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=193892869&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=12
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6566309&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047180&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=13
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=167869680&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=13
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6041920&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=13

Identities = 1157405 (28%), Positives = 182/405 (44%), Gaps = 49/405 (12%)
Query 8 FSRTLDNVDPK--EHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYA-APRHNFK 61
SR DP+ +H +GE++ +ITR QY E N +C C Y+ +
Sbjct 259 ASREYWRCDPERSQHKEGESFVQITRLLQGYVENEVNLNRNDTCRKDCAYYSSDVKQEQC 318

Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121

+ +Y Q C+G IY+C E + P + SD+RY Y+E
Sbjct 319 KKDMYCTKQLICSGKIYDC-—---—-- EFIDSAMWICPAANNSDRRYEYIE--——————- 361
Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSF 180
Y V+G K+ T +W R F C C CLCD++K SR
Sbjct 362 -———————--—- YENGMVFGQKKTCSRGTTKVKSWWRW I FWHCSNCFCLCDDAKH--SDRY1 409
Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- 235

++ SD K+NKVV G++ K++1 + ++Q LLP G+ D LW
Sbjct 410 NMRESVSDLKNNKVVTGMRFVKKNRITHLIVQQGRLLPRGQIDNGTLEWVEPHNYNLLST 469

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL 295
+D L+ N RS+ + +V4TGV+F 4D +L L +++T+ D +G+L
Sbjct 470 NVRVGRDYHTLNRNNRSLDLDDLYV-PQGYVLTGVRFRLLDNHLNLEIRMTEIDFATGQL 528

Query 296 MN-DNNQWIYNSLSKQKLN-—--- NGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
++ D + WI N +++ +N + P+ + ++FR SD D
Sbjct 529 I1DPDKSIWIGNDNTERTVNKRTEFELDRPHVPLLSLVKSLPDSASNQFIQFRASDRNMDA 588

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
Q+TVPF D +S+V LGGL + R GGF+AP V+T+
Sbjct 589 AQTTVPFFDAQSVVPVKPVPLSGAGLFHKGRPGFGGFVAPKVMTY 633

>r_ ref|XP_969643.2] [IIEi PREDICTED: similar to GA15301-PA [Tribolium castaneum]
Length=660

GENE 1D: 658141 LOC658141 | similar to CG2206-PB, isoform B
[Tribolium castaneum]

Score = 484 bits (1245), Expect = 9e-135, Method: Composition-based stats.
Identities = 108/403 (26%), Positives = 171/403 (42%), Gaps = 48/403 (11%)

Query 9 SRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDNR 65
SR L DPK H+ GETY E+T+ QY E + +C C+Yy + + N
Sbjct 270 SRDLWKCDPKRHVSGETYVEVTQLLQGY IQNEVDLNPEGTCRENCAEYTYTKSHGCFQNL 329

Query 66  YKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYA 125

+ QR+C G + NC Vv P +RY YVE
Sbjct 330 WCRKQRRCHGKVINCK-—--—--- YVDSDMWVCPAD-NQSRRYEYVE--—-————————— 367
Query 126 I11EGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSLNA 184
Y V G K+ T D+tW R F C C CLCDE + SR +L A
Sbjct 368 ------ YENGRVLGRKQGCRRGTSKVDSWWRWLFWHCSYCFCLCDE-QGVHSDRY INLRA 420
Query 185 VESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LSSA 239
+D K+N+VV G++ ++1 + +1++ LLP G D + W + +

Sbjct 421 SIADIKNNRVVTGLRFVKHNRITHLQIQEGKLLPRGNIDVTTVHWVPVEEYKITDSNVAN 480

Query 240 SKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMNDN 299
+D L KR++ +  +  +WTGVHF I +L + T FD +G+L++
Sbjct 481 AQDYHTLTWEKRAVDLDDLVA-DEGYVVTGVRFKVIGSHLNFEIYTTPFDFETGQLIDPE 539

Query 300 NQWIY--NSLSK------ QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQ 351
+ +Y N + + + + + +EF SD+ D Q
Sbjct 540 TKSMYKDNPNTDSSLYKPRTRVRLTNPDISTRSPSPSLPDSKTDQY IEFTNSDMDRDAAQ 599

Query 352 STVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWWTH 393
+TVPF+D + + S L GG+ + + GGFIAP ++T+
Sbjct 600 TTVPFLDAQPVDSLQPVPLSGAGIFHKGQKYFGGFIAPKLITY 642

>r- gb]|EFA08554.1] hypothetical protein TcasGA2_TC006209 [Tribolium castaneum]
Length=640



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=189239889&RID=RV8C3AN001S&log$=unigenealign&blast_rank=14�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=189239889%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=14�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=189239889&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=14
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=658141&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=14
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270012106&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=15

Score = 478 bits (1231), Expect = 4e-133, Method: Composition-based stats.
Identities = 1087403 (26%), Positives = 171/403 (42%), Gaps = 48/403 (11%)

Query 9 SRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDNR 65
SR L DPK H+ GETY E+T+ QY E + +C C+Yy + + N
Sbjct 250 SRDLWKCDPKRHVSGETYVEVTQLLQGY IQNEVDLNPEGTCRENCAEYTYTKSHGCFQNL 309

Query 66  YKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYA 125

+ QR+C G + NC \ P +RY YVE
Sbjct 310 WCRKQRRCHGKVINCK-------- YVDSDMWVCPAD-NQSRRYEYVE-———————————— 347
Query 126 I11EGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSLNA 184
Y V G K+ T D+twW R F C C CLCDE + SR +L A
Sbjct 348 -----—- YENGRVLGRKQGCRRGTSKVDSWWRWLFWHCSYCFCLCDE-QGVHSDRY INLRA 400
Query 185 VESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS—----- LSSA 239
+D K+N+VV G++ ++1 + +1++ LLP G D + W + +

Sbjct 401 SIADIKNNRVVTGLRFVKHNRITHLQIQEGKLLPRGNIDVTTVHWVPVEEYKITDSNVAN 460

Query 240 SKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMNDN 299
++D L KR++ +  +  +WTGVHF I +L + T FD +G+L++
Sbjct 461 AQDYHTLTWEKRAVDLDDLVA-DEGYVVTGVRFKVIGSHLNFEIYTTPFDFETGQLIDPE 519

Query 300 NQWIY--NSLSK--—--- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQ 351
+ +Y N + + + + + +EF SD+ D Q
Sbjct 520 TKSMYKDNPNTDSSLYKPRTRVRLTNPDISTRSPSPSLPDSKTDQY IEFTNSDMDRDAAQ 579

Query 352 STVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
+TVPF+D + + S L GG+ + + GGFIAP ++T+
Sbjct 580 TTVPFLDAQPVDSLQPVPLSGAGIFHKGQKYFGGFIAPKLITY 622

>r- gb]JAAY55307.1] 1P12501p [Drosophila melanogaster]
Length=579

Score = 478 bits (1230), Expect = 5e-133, Method: Composition-based stats.
Identities = 113/409 (27%), Positives = 187/409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G T+EE+TR Q Y E+ S CN+C Y
Sbjct 188 LPKIKVLMSQADRSVWRCDPQEHQSGVTHEEVTRLLQGYVENEVDLNSDGACNQECGYYK 247

Query 55 APRHNFKEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
++ DN++ Q +CTG +++C V S +RY +++
Sbjct 248 LAKNEGCFDNKFCSEQPKCTGGVHDCR-—---—-— FVESNMK1CQAEKNSSRRYEFIK-- 297

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKD 173
Y V+GN++ + +WR C C CLCD+ +
Sbject 298 - YESGLVHGNEKPCATWLNSAKSWNRWLFMECSYCLCLCDD-QS 339

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D K+N+WW+G++  +++IF+ ++++ LLPLG + L WK D
Sbjct 340 PQSDRYFNLRPVIADVKNNRVVVGLRFVKRNRIFHLQVQEGELLPLGDINGTTLRWKPVD 399

Query 234 PSLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRSI +G + ++  VTGH+F +L L +T
Sbjct 400 SYSISDKDVSENVDYHTLTYEKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 458

Query 289 DVMSGKLMNDN--NQWIYNSLSKQK-LNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++  + Wl + + A K+ D +EF +
Sbjct 459 EFESGKLIDPKKTSHWISMGTDQPRERLPLMDAQVSTKSSVLSIPYPSDNQFIEFTNTGF 518

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393

D Q TVPFID++ +VS L G+G+ ++ +D GGF+AP ++T+
Sbjct 519 VQDAAQRTVPFIDIQDVVSDPPVPLSGIGIYYKGQDGYGGFLAPRIITY 567

J

gb ] EDS33064.1] IEi conserved hypothetical protein [Culex quinquefasciatus]
Length=721

ref|XP_001851111.1] !Ei conserved hypothetical protein [Culex quinquefasciatus]



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=170047182%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=17�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=167869681%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=17�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=66771991&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=16
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047182&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=17
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=167869681&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=17

GENE 1D: 6041924 CpipJ CP1J009484 | hypothetical protein
[Culex quinquefasciatus]

Score = 475 bits (1222), Expect = 4e-132, Method: Composition-based stats.
Identities = 106/405 (26%), Positives = 176/405 (43%), Gaps = 48/405 (11%)

Query 8 FSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA-APRHNFK 61
S DP ++H +GET+ ++TR QY E + c C Y+ +
Sbjct 322 ASPAYWRCDPVQRQHKEGETFVQLTRLLQGYVENEVALNTDNTCKETCGYYSWGVQQERC 381

Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121

+Y Q +C+G 1Y+C + + + P + +++RY YVE
Sbjct 382 YKDTYCSKQSKCSGKIYDC-------- DF IDSHMWICPAAKNTNRRYEYVE-———————- 424
Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSF 180
Y V G+++ T ++WR RC C CLCD++ SR
Sbjct 425 -—————————- YENG I VLGHRKQCASGTTKVESWWRWL IWRCSYCFCLCDDA-GKNSDRY1 473
Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- 235

++ SD  +NKVV G++ K+l + ++Q LLP G+ D Lw
Sbjct 474 NMRESVSDVMNNKVVTGMRFIKKSQI ITHLIVQQGRLLPRGQIDNGTLEWVQPHNYTVMSQ 533

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL 295
+D L+ N RS+ + +WTGVHF  + +L L +++T+ D +G+L
Sbjct 534 NVRNGRDYHTLNRNNRSLDLDDLYV-PQGYVVTGVRFRLLGNHLNLE IRMTEKDFATGQL 592

Query 296 MND-NNQWIYNSLSKQKLN-—--- NGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
++ + WI N +++ +N N P+ + + FR+SD + D
Sbjct 593 IDPEKSIWIGNVNTERSVNKRTEIKLDQPNVPLLSPLKSEPSFVSNRFIRFRESDRRTDA 652

Query 350 GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
Q+TVPF D + + LGGL + R GGF+AP V+T+
Sbjct 653 AQTTVPFFDAQPVAPVKPVPLSGAGLFHKGRPKFGGFVAPKVMTY 697

>r_ ref|XP_002077791.1] !Ei GD22890 [Drosophila simulans]

gb ] EDX03376.1] IEi GD22890 [Drosophila simulans]
Length=490

GENE 1D: 6730612 Dsim\GD22890 | GD22890 gene product from transcript GD22890-RA
[Drosophila simulans] (10 or fewer PubMed links)

Score = 474 bits (1219), Expect = 9e-132, Method: Composition-based stats.
Identities = 114/409 (27%), Positives = 1887409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G TYEE+TR Q Y E+ S CN C Y
Sbjct 91 LPKIKVLMSQAERSVWRCDPQEHQSGVTYEEVTRLLQGYVENEVDLNSDGACNHDCGYYN 150

Query 55 APRHNFKEDNRYKFPQRQCTGT I YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
+ ++ DN++ Q +CTG +++C V S +RY +++
Sbjct 151 SAKNEGCFDNKFCSEQPKCTGGVHDCR-—--—-—-— FVESSMQICQAEKNSSRRYEFIK-- 200

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKD 173
Y V+GN++ + +W R + C C CLCD+ +
Sbjet 201 ----------——————- YESGLVHGNEKPCASWLTSAKSWNRWLIMECSYCLCLCDD-QS 242

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D  +NKVV+G++ +++IF+ +1++ LLPLG ++ L WK D
Sbjct 243 PQSDRYFNLRPVIADVDNNKVVVGLRFVKRNRIFHLQIQEGELLPLGAINETTLLWKPVD 302

Query 234 PSLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRSI +G + ++  VVTG++F +L L + T
Sbjct 303 SYSISDKDVSENVDYHTLTYQKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 361

Query 289 DVMSGKLMNDN--NQWIYNSLSKQKLNN-GGVANRPIKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ + Wl + + A K + D +EF +
Sbjct 362 EFESGKLVDPKKTSHWISMGTDQPREKLPLMDAQVSTKSSVLSIPYPSDNQFIEFTNTGF 421

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
D Q TVPFID++ +VS L G+G+ ++ ++ GGF+AP ++T+
Sbjct 422 1QDAAQRTVPFIDIQDVVSEPPVPLSGIGIYYKGQNGYGGFLAPRLITY 470


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195575853%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=18�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194189800%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=18�
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6041924&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=17
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195575853&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=18
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194189800&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=18
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6730612&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=18

>r_ ref|XP_001960321.1] !Ei GF11569 [Drosophila ananassae]

gb|EDV37143.1] IEi GF11569 [Drosophila ananassae]
Length=662

GENE 1D: 6494433 Dana\GF11569 | GF11569 gene product from transcript GF11569-RA
[Drosophila ananassae] (10 or fewer PubMed links)

Score = 474 bits (1219), Expect = 9e-132, Method: Composition-based stats.
Identities = 109/404 (26%), Positives = 164/404 (40%), Gaps = 47/404 (11%)

Query 10 RTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYAAPRHNFKE-- 62
R DP H++GET+ +TR QY EN S C + C+DY N
Sbjct 275 RRYWRCDPAKDRHVEGETFARVTRLLQGYVENEINLNSDQSCWNSCDDYHDTLSNGCYQP 334

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122

+ Q C G +YNC + P S +RY Y+ T
Sbjct 335 EEDLCGQQPPCNGRLYNC---——--- AFIDSALTICPASENGTRRYEYIHYGDGTSLG-- 384
Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
G +W R +RC C CLCDE +S R F+
Sbjct 385 - GKSAGCKSKEKEAASWSRWVVMRCHYCFCLCDEP-GPKSDRYFN 427
Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL----- 236
L A SD N++V GV+ ++F+ +++Q+ L+P G + LW D

Sbjct 428 LRASMSDFMRNRIVTGVRFVKSRRVFHLQLQQAQLVPWGAINTSTLEWLPLDDYNVSDAD 487

Query 237 SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLM 296
D L + RS+ + +N +D VVTGV+F I+ +L L V+ T F+ +G L+
Sbjct 488 IRNDYDYHTLGPDSRSLDLDEIVANATDQVVTGVRFRIINKHLNLEVRFTPENFSTGLLY 547

Query 297 NDN--NQWIYNSLSKQKLNN----GGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVG 350
+ W+ N+ S A+ P +F S + DV
Sbjct 548 EPQTMSFWLGNNNSHVDGKRQKLVLKEADLPTASEMPSLPLSQTNQYMDFVSSSRQKDVA 607

Query 351 QSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVWTH 393
Q+T+PFID++ +V L G+G+ + R  GGF AP WT+
Sbjct 608 QNTLPFIDIQEVVPHPAVPLSGLGIFHKGRSGYGGFFAPKVVTY 651

>r_ ref|XP_002077790.1] !Ei GD22891 [Drosophila simulans]

gb ] EDX03375.1] IEi GD22891 [Drosophila simulans]
Length=490

GENE 1D: 6730611 Dsim\GD22891 | GD22891 gene product from transcript GD22891-RA
[Drosophila simulans] (10 or fewer PubMed links)

Score = 474 bits (1219), Expect = l1le-131, Method: Composition-based stats.
Identities = 113/409 (27%), Positives = 188/409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G TYEE+TR Q Y E+ S CN C Y
Sbjct 91 LPKITKVLMSQAERSVWRCDPQEHQSGVTYEEVTRLLQGYVENEVDLNSDGACNHDCGYYN 150

Query 55 APRHNFKEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
+ ++ DN++ Q +CTG +++C \Y; S +RY +++
Sbjct 151 SAKNEGCFDNKFCSEQPKCTGGVHDCR-------- FVESSMQICQAEKNSSRRYEFIK-- 200

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKD 173
Y V+GN++ + +W R + C C CLCD+ +
Sbjet 201 ---——------——————- YESGLVHGNEKPCASWLTSAKSWNRWL IMECSYCLCLCDD-QS 242

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D  +N+WW4G++  +++IF+ +l++ LLPLG ++ L WK D
Sbjct 243 PQSDRYFNLRPVIADVDNNRVVVGLRFVKRNRIFHLQIQEGELLPLGAINETTLLWKPVD 302

Query 234 PSLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRS1 +G + ++ VVTG++F +L L + T
Sbjct 303 SYSISDKDVSENVDYHTLTYQKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 361


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194756108%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=19�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=190621619%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=19�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195575851%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=20�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194189799%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=20�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194756108&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=19
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190621619&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=19
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6494433&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=19
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195575851&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=20
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194189799&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=20
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6730611&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=20

Query 289 DVMSGKLMNDN--NQWIYNSLSKQKLNN-GGVANRP IKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ + WI + + A K + D +EF +
Sbjct 362 EFESGKLVDPKKTSHWISMGTDQPREKLPLMDAQVSTKSSVLSIPYPSDNQFIEFTNTGF 421

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
D Q TVPFID++ +VS L G+G+ ++ ++ GGF+AP ++T+
Sbjct 422  1QDAAQRTVPFIDIQDVVSEPPVPLSGIGIYYKGQNGYGGFLAPRLITY 470

>r- gb]AAY55318.1] 1P12601p [Drosophila melanogaster]
Length=571

Score = 473 bits (1217), Expect = 2e-131, Method: Composition-based stats.
Identities = 1137409 (27%), Positives = 187/409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G T+EE+TR Q Y E+ S CN+C Y
Sbjct 180 LPKIKVLMSQADRSVWRCDPQEHQSGVTHEEVTRLLQGYVENEVDLNSDGACNQECGYYK 239

Query 55 APRHNFKEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
++ DN++ Q +CTG +++C V S +RY +++
Sbjct 240 LAKNEGCFDNKFCSEQPKCTGGVHDCR-—---—-- FVESNMK1CQAEKNSSRRYEFIK-- 289

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKD 173
Y V+GN++ + +WR C C CLCD+ +
Sbject 290 --—-----—————————- YESGLVHGNEKPCATWLNSAKSWNRWLFMECSYCLCLCDD-QS 331

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D K+N+W+G++  +++IF+ ++++ LLPLG + L WK D
Sbjct 332 PQSDRYFNLRPVIADVKNNRVVVGLRFVKRNR IFHLQVQEGELLPLGDINGTTLRWKPVD 391

Query 234 PSLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRSI +G + ++  VVTGH+F +L L +T
Sbjct 392 SYSISDKDVSENVDYHTLTYEKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 450

Query 289 DVMSGKLMNDN--NQWIYNSLSKQK-LNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ + Wl + + A K + D +EF +
Sbjct 451 EFESGKLIDPKKTSHWISMGTDQPRERLPLMDAQISTKSSVLSIPYPSDNQFIEFTNTGF 510

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
D Q TVPFID++ +VS L G+G+ ++ +D GGF+AP ++T+
Sbjct 511 VQDAAQRTVPFIDIQDVVSDPPVPLSGIGIYYKGQDGYGGFLAPRIITY 559

>r- gb]JACH95281.1] FI107603p [Drosophila melanogaster]
Length=571

Score = 473 bits (1217), Expect = 2e-131, Method: Composition-based stats.
Identities = 113/409 (27%), Positives = 187/409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G T+EE+TR Q Y E+ S CN+C Y
Sbjct 180 LPKIKVLMSQADRSVWRCDPQEHQSGVTHEEVTRLLQGYVENEVDLNSDGACNQECGYYK 239

Query 55 APRHNFKEDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
++ DN++ Q +CTG +++C \Y; S +RY +++
Sbjct 240 LAKNEGCFDNKFCSEQPKCTGGVHDCR-------- FVESNMKICQAEKNSSRRYEFIK-- 289

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKD 173
Y V+GN++ + +W R C C CLCD+ +
Sbject 290 --———--—————————- YESGLVHGNEKPCATWLNSAKSWNRWLFMECSYCLCLCDD-QS 331

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D K+N+W+G++  +++IF+ ++++ LLPLG + L WK D
Sbjct 332 PQSDRYFNLRPVIADVKNNRVVVGLRFVKRNR IFHLQVQEGELLPLGDINGTTLRWKPVD 391

Query 234 PSLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRS1 +G + ++ VVTG++F +L L +T
Sbjct 392 SYSISDKDVSENVDYHTLTYEKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 450

Query 289 DVMSGKLMNDN--NQWIYNSLSKQK-LNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ + WI + + A K + D +EF +


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=66772013&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=21
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=202028363&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=22

Sbjct 451 EFESGKLIDPKKTSHWISMGTDQPRERLPLMDAQVSTKSSVLSIPYPSDNQFIEFTNTGF 510

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
D Q TVPFID++ +VS L G+G+ ++ +D GGF+AP ++T+
Sbjct 511 VQDAAQRTVPFIDIQDVVSDPPVPLSGIGIYYKGQDGYGGFLAPRIITY 559

>r- ref|NP_722735.1] [EIEE CG31664 [Drosophila melanogaster]

gb]AAF51336.2] IEi CG31664 [Drosophila melanogaster]
Length=482

GENE 1D: 33359 CG31664 | CG31664 gene product from transcript CG31664-RA
[Drosophila melanogaster] (10 or fewer PubMed links)

Score = 471 bits (1213), Expect = 5e-131, Method: Composition-based stats.
Identities = 113/409 (27%), Positives = 187/409 (45%), Gaps = 47/409 (11%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP+EH G T+EE+TR QY E+ S CN+C Y
Sbjct 91 LPKITKVLMSQADRSVWRCDPQEHQSGVTHEEVTRLLQGYVENEVDLNSDGACNQECGYYK 150

Query 55 APRHNFKEDNRYKFPQRQCTGT I'YNCIGEKI TEKEPVIRYQIKKPESPESDKRYYYVELP 114
++ DN++ Q +CTG +++C \ S +RY +++
Sbjct 151 LAKNEGCFDNKFCSEQPKCTGGVHDCR-------- FVESNMKICQAEKNSSRRYEFIK-- 200

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKD 173
Y V+GN++ + +W R C C CLCD+ +
Sbjct 201 - YESGLVHGNEKPCATWLNSAKSWNRWLFMECSYCLCLCDD-QS 242

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+S R F+L V +D K+N+WW+G++  +++IF+ ++++ LLPLG + L WK D
Sbjct 243 PQSDRYFNLRPVIADVKNNRVVVGLRFVKRNR IFHLQVQEGELLPLGDINGTTLRWKPVD 302

Query 234 PSLSSA----- SKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S + D L KRS1 +G + ++ VVTG++F +L L + T
Sbjct 303 SYSISDKDVSENVDYHTLTYEKRSIDLGDLNAKINS-VVTGLRFRVFGAHLQLEAQFTAV 361

Query 289 DVMSGKLMNDN--NQWIYNSLSKQK-LNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ + WI + + A K + D +EF +
Sbjct 362 EFESGKLIDPKKTSHWISMGTDQPRERLPLMDAQVSTKSSVLSIPYPSDNQFIEFTNTGF 421

Query 346 KDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWTH 393
D Q TVPFID++ +VS L G+G+ ++ +D GGF+AP ++T+
Sbjct 422 VQDAAQRTVPFIDIQDVVSDPPVPLSGIGIYYKGQDGYGGFLAPRIITY 470

>r- ref|XP_001648416.1]| [IlEi hypothetical protein Aael_AAEL014309 [Aedes aegypti]

gb|EAT33416.1] lEi conserved hypothetical protein [Aedes aegypti]
Length=663

GENE 1D: 5564091 Aael_AAEL014309 | hypothetical protein [Aedes aegypti]
(10 or fewer PubMed links)

Score = 470 bits (1209), Expect = 1le-130, Method: Composition-based stats.
Identities = 112/405 (27%), Positives = 177/405 (43%), Gaps = 48/405 (11%)

Query 8 FSRTLDNVDPK--EHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA-APRHNFK 61
SR DP +H +GETY ++TR Q Y E+ + c C Y R
Sbjct 264 ASREYWRCDPDHSKHKEGETYVQLTRLLQGYVENEVDMNTDNTCKENCAYYNWGVRQEQC 323

Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121
+ Y Q +C G +Y+C EV P + S++RY ++E
Sbjct 324 YKDLYCSKQPKCAGKMYSC-------- EYVDSDMWICPAASSSNRRYEFIE-———————- 366

Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSF 180
Y V G K+H T D+tW R F C C CLCD+S +S R
Sbjct 367 ---———————- YENGMVMGQKKHCTRGTTKVDSWWRWLFWHCSYCFCLCDDS-GPKSDRY1 415

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL---- 236
++ SD  +NKVV G++ K++1 + +++ LLP G+ D Lw +
Sbjct 416 NMRESVSDVMNNKVVTGLRFIKKNRIITFLIVQEGQLLPRGQIDNTTLQWVEPEAYNILSP 475


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=24580947&RID=RV8C3AN001S&log$=unigenealign&blast_rank=23�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=24580947%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=23�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=22945480%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=23�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=157104456&RID=RV8C3AN001S&log$=unigenealign&blast_rank=24�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=157104456%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=24�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=108869191%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=24�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=24580947&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=23
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=22945480&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=23
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=33359&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=23
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=157104456&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=24
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=108869191&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=24
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=5564091&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=24

Query 237 -SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKL 295
A D ++ R++ + +VWTGV+F + ++ L V++T+ D SCGKL
Sbjct 476 YIRAKVDYNVMNYENRAMDLDDIILQP-PYVVTGVRFRMLGTHMNLEVRMTEMDFGSGKL 534

Query 296 MN-DNNQWIYNSLSKQKLN-—---- NGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
++ D + W+ + ++ o+ + PI + ++FR+SD D

Sbjct 535 1DPDKSIWVGSDKTEHSEDKRTEMKLDKPHIPILSPTKSVPDSEPNQFIKFRESDRGMDA 594

Query 350 GQSTVPFIDLRSIVST-GTALIGVGLQFRTRDTSGGFIAPVVVTH 393
Q+TVPF D + +v + T L GGL + R GGF+AP V T+
Sbjct 595 AQTTVPFFDAQPVVPSKQTPLGGAGLFHKGRPKFGGFMAPRVFTY 639

>r- ref|XP_002087581.1]| [Ei GE15356 [Drosophila yakuba]

gb | EDW87293.1] lEi GE15356 [Drosophila yakuba]
Length=489

GENE 1D: 6526462 Dyak\GE15356 | GE15356 gene product from transcript GE15356-RA
[Drosophila yakuba] (10 or fewer PubMed links)

Score = 469 bits (1208), Expect = 2e-130, Method: Composition-based stats.
Identities = 113/400 (28%), Positives = 1887400 (47%), Gaps = 41/400 (10%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYAAPRHNFKED 63
R++ DP EH G TYEE+TR QY E+ S C+ C Y + R+ D
Sbjct 98 RADRSVWRCDPWEHKSGVTYEEVTRLLQGYVENEVDLNSDGVCSRDCGYYKSARNEGCFD 157

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
+++ Q +C+G +++C V S +RY ++E
Sbjct 158 SKFCSEQPKCSGGVHDCR--—----- FVESSMKI1CQAEKTSSRRYEFIE--——-——————- 198

Query 124 YAILIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKDSESIRSFSL 182
Y V+G +EH D + + +W R C C CLCD+ + ++S R F+L
Sbjct 199 --—————- YKSGLVHGTQEHCDTWSNSAKSWNRWLFMECSYCLCLCDD-QSAQSDRYFNL 249

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS-—---- LS 237
V +D K+N+VV G++ K++IF+ ++++ LLPLG ++ L WK D
Sbjct 250 RPVVADVKNNRVVTGLRFVKKNRIFHLQVQEGELLPLGVINKPTLQWKPVDSYSIFDKNV 309

Query 238 SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMN 297
++ D KL RS+ +G + + WITG++F + G+L L V+ + + SGKL++
Sbjct 310 TDTVDYHKLSYESRSLDLGDVKAENNSAVVTGLRFRVMGGHLQLQVQFSAVEFESGKLID 369

Query 298 D--NNQWIYNSLSKQKLNN-GGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTV 354
+ W +++ A K + D +EF + D QSTV
Sbjct 370 PTKTSHWTSLGTDQKREKLPLRDAQVSSKSSVPSIPYPSDNQYIEFTNTGFVQDAAQSTV 429

Query 355 PFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVWTH 393
PFID++ +V+ L G+G+ ++ RD GGF+AP + T+
Sbjct 430 PFIDIQDVVTEPAVPLSGIGIYYKGRDGYGGFLAPRLTTY 469

>|_ ref|XP_001968326.1]| E GG24571 [Drosophila erecta]

gb ] EDV57385.1] E GG24571 [Drosophila erecta]
Length=488

GENE 1D: 6543280 Dere\GG24571 | GG24571 gene product from transcript GG24571-RA
[Drosophila erecta] (10 or fewer PubMed links)

Score = 464 bits (1194), Expect = 8e-129, Method: Composition-based stats.
Identities = 111/415 (26%), Positives = 186/415 (44%), Gaps = 50/415 (12%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYA 54
LP + R++ DP +H G TYEE+TR QY E + + C Y
Sbjct 90 LPKIKELMSLADRSVWRCDPWKHEAGVTYEEVTRLLQGYVENEVDLNDDGTCRRDCGYYK 149

Query 55 APRHNFKEDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
+ R+ D+ + Q +C+G +++C V S +RY ++E
Sbjct 150 SARNEGCFDSEFCSEQPKCSGGVHDCR-—--—-—-— FVESNMQICQAEKNSSRRYEFIE-- 199


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195470573%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=25�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194173682%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=25�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194854280%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=26�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=190660193%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=26�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195470573&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=25
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194173682&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=25
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6526462&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=25
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194854280&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=26
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190660193&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=26
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6543280&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=26

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKD 173
Y V+GN++ T + +WR Fv C C CLCD+ +
Sbjet 200 --——---—-————————- YQSGLVHGNQKPC-GTRNSAKSWNRWLFVECSYCLCLCDD-QS 240

Query 174 SESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD 233
+ S R F+L V +D ++N+WW G++ +IF+ ++++ LLPLG ++ L WK D
Sbjct 241 ARSDRYFNLRPVIADVENNRVVTGLRFVKSRRIFHLQVQEGQLLPLGVINETTLQWKPLD 300

Query 234 PSLSSASK----- DIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKF 288
S D L KR+ +G + + WTGHF + +L L + +
Sbjct 301 AYSISDKDVTEHADYHTLSYEKRALDLGDLKA-DNSAVVTGLRFRVVGAHLQLEAQFSAL 359

Query 289 DVMSGKLMNDN--NQWIYNSLSKQKLNN-GGVANRPIKFTDNHASEKLDLGLVEFRQSDL 345
+ SGKL++ +QW S+ + A K + D +EF +
Sbjct 360 EFESGKLIDPKRTSQWTSLGASQHREKLPLKDAQVSSKSPELSIPYPSDNQYIEFTNTGF 419

Query 346 KDDVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVVTHP--TYT 397
+D  Q+TVPFID++ +VS L G+G+ ++ + GGF+AP + T+ Y
Sbjct 420 VEDAAQTTVPFIDIQDVVSEPAVPLSGIGIYYKGLEGYGGFLAPRITTYDFTPYV 474

>r- ref|XP_002044470.1] Igi GM11959 [Drosophila sechellia]

gb | EDW53677.1] IEi GM11959 [Drosophila sechellia]
Length=799

GENE 1D: 6620262 Dsec\GM11959 | GM11959 gene product from transcript GM11959-RA
[Drosophila sechellia] (10 or fewer PubMed links)

Score = 463 bits (1192), Expect = 1le-128, Method: Composition-based stats.
Identities = 1017400 (25%), Positives = 166/400 (41%), Gaps = 50/400 (12%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
L R + DP +H++G TY+E+TR Q Y E + +C C Y +R
Sbjct 425 LRADRIVYRCDPTKHVQGVTYDEVTRLLQGY IENEVDLNNEETCRETCGFYQSTRSEGCF 484

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
+Y Q +CTG +YNC \Y% P S +RY ++E
Sbjct 485 KDLYCSRQPKCTGRLYNCQ-------- FVDSDMWVCPSPQNSTRRYEFIE-—————--—- 526

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
Y V G + T D+W R C C CLCDE + +S R F+
Sbjct 527 -————--——- YENGRVLGQRGKCTRGTTKVDSWWRYLLWHCSYCFCLCDE-ESLKSDRFFN 576

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASK 241
+ +D K N++V G + + QS +G ++ + D
Sbjct 577 MRDTIADIKRNRIVTGGRTSAAWHC---—--— QSKHSGMGNPVEK---YNVFDRH-VKNGV 626

Query 242 DIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMND--N 299
D KL Rl +  + + FWTGV+F + +L L ++FD ++G+L+ N
Sbjct 627 DYHKLSYEYRTIDLDDVDTEDNSFVVTGVRFRVVGTHLNLEAYYSEFDFLTGQLIQPEYN 686

Query 300 NQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTYV 354
+W N + ++ A+ 4 ++F + L D QSTV
Sbjct 687 SYWKSNDNTDVSGARREKLRLSNADVSTRTIAPSLPLSRHNQFIDFTNTGLDKDAAQSTV 746

Query 355 PFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVWTH 393
PF+D++ +VS L G+G+ ++ R+ GGF+ P ++T+
Sbjct 747 PFMDIQDVVSNPPVPLAGIGIYYKGRNGYGGFLGPKIITY 786

>r- ref|XP_001851109.1] [!lEi conserved hypothetical protein [Culex quinquefasciatus]

gb | EDS33062.1] IEi conserved hypothetical protein [Culex quinquefasciatus]
Length=582

GENE 1D: 6041957 CpipJ _CP1J009482 | hypothetical protein
[Culex quinquefasciatus]

Score = 462 bits (1190), Expect = 3e-128, Method: Composition-based stats.
Identities = 104/405 (25%), Positives = 171/405 (42%), Gaps = 48/405 (11%)

Query 8 FSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA-APRHNFK 61


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195355998%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=27�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194131635%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=27�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=170047178&RID=RV8C3AN001S&log$=unigenealign&blast_rank=28�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=170047178%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=28�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=167869679%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=28�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195355998&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=27
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194131635&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=27
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6620262&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=27
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047178&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=28
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=167869679&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=28
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6041957&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=28
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>|_ ref|XP_001648417.1] [!E hypothetical protein AaelL_AAEL014309 [Aedes

198

62

258

122

301

181

350

236

410

296

469

350

529

SR DP  +H +G+T+ +ITR QY EN + C +C Y+ +
ASREYWRCDPERNQHKEGKTFVQITRLLQGYVELELNMNTDDTCMEECSFYSWGVQQEGC

EDNRYKFPQRQCTGT I'YNC I GEK I TEKEPV IRYQIKKPESPESDKRYYYVELPVNTDKKK
++Y  Q +C+G 1Y+C E + P + S +RY+++E
YKDQYCTMQPKCSGKIYDC——=————— EF 1DSDMW I CPAAKTSHRRYHF IE—————————

YQYATIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKDSES IRSF
Y V G K++ +W R F C C C+CD++ SR
—————————— YDNGKVLGQKKYCAQGRTKVMSWTRYFFYRCSYCFCMCDDA-GKNSDRY 1

SLNAVESDTKDNKVV IGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS—----
++ SD DNKVV G++ K++1 + ++Q LLP G D LW
NMRESVSDVMDNKVVTGMRF IKKNQ I IHL 1VQQGRLLPRGH IDNGTLEWVEPHNYTVMSQ

LSSASKD I FKLDVNKRS IHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL
++ L+ RS+ + +V+TGV+F + +L L ++ T+ + +G+L
NVRTGREYHTLNRINRSLDLDDLYV-PQGYVMTGVRFRLLGNHLNLE IRKTEMNFATGQL

MNDN-NQWIYNSLS-——--- KQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV
++ N NWIN + K+ + P+ + ++FR SD D
IDSNKNIWIGNDNTERSVDKRTELKLDRPHVPLLSPSKS IPDSASNQF 1QFRASDRDMDA

GQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
Q+TVPF D + + LGGL + R GGF+A V+T+
AQTTVPFFDTQPVAPVRPVPLSGAGLFHKGRPKFGGFVASKVMTY 573

gb|EAT33417.1] IEi conserved hypothetical protein [Aedes aegypti]

Length=684

GENE 1D: 5564091 Aael_AAEL014309 | hypothetical protein [Aedes aegypti]

(10 or fewer PubMed links)

Score
Identities

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Shjct
Query
Sbjct

8

264

62

324

122

367

181

416

237

476

296

535

329

595

388

655

462 bits (1189),

257
121
300
180
349
235
409
295
468
349

528

aegypti]

Expect = 3e-128, Method: Composition-based stats.

= 112/426 (26%), Positives = 177/426 (41%), Gaps = 69/426 (16%)

FSRTLDNVDPK--EHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA-APRHNFK
SR DP +H +GETY ++TR Q Y E+ + c C Y R
ASREYWRCDPDHSKHKEGETYVQLTRLLQGYVENEVDMNTDNTCKENCAYYNWGVRQEQC

EDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVYNTDKKK
+ Y Q +C G +Y+C E V P + S++RY ++E
YKDLYCSKQPKCAGKMYSC--——---~ EYVDSDMWICPAASSSNRRYEFIE-————————

YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCD 1 CRCLCDESKDSES IRSF
Y V G K+H T D+tW R F C C CLCD+S +S R
—————————— YENGMVMGQKKHCTRGTTKVDSWWRWLFWHCSYCFCLCDDS-GPKSDRY 1

SLNAVESDTKDNKVV IGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL ----
++ SD  +NKVV G++ K++1 + +++ LLP G+ D Lw +
NMRESVSDVMNNKVVTGLRFIKKNRT IFL1VQEGQLLPRGQIDNTTLQWVEPEAYNILSP

—-SSASKD I FKLDVNKRS IHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL
A D ++ R++ + +VWTGV+F + ++ L V++T+ D SGKL
Y IRAKVDYNVMNYENRAMDLDD I ILQP-PYVVTGVRFRMLGTHMNLEVRMTEMDFGSGKL

MN-DNNQW I YNSLSKQKLN - == === = m e oo NGGVANRP IKFTDNH
++ D + W+ + ++ + + PI

IDPDKS IWGSDKTEHSEDKRLVPEQLPSEVPFFNSSSISSRTEMKLDKPHIP ILSPTKS

ASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVST-GTALIGVGLQFRTRDTSGGFIA
+ ++FR+SD D Q+TVFF D ++V + TLGGL + R GGF+A
VPDSEPNQF I KFRESDRGMDAAQTTVPFFDAQPVVPSKQTPLGGAGLFHKGRPKFGGFMA

PVWTH 393
PV T+
PRVFTY 660

61

323

121

366

180

415

236

475

295

534

328

594

387

654


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=157104458&RID=RV8C3AN001S&log$=unigenealign&blast_rank=29�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=157104458%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=29�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=108869192%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=29�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=157104458&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=29
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=108869192&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=29
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=5564091&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=29

>r_ ref|XP_002015853.1] !Ei GL10792 [Drosophila persimilis]

gb ]| EDW31743.1] lEi GL10792 [Drosophila persimilis]
Length=670

GENE 1D: 6590462 Dper\GL10792 | GL10792 gene product from transcript GL10792-RA
[Drosophila persimilis] (10 or fewer PubMed links)

Score = 462 bits (1188), Expect = 4e-128, Method: Composition-based stats.
Identities = 112/415 (26%), Positives = 168/415 (40%), Gaps = 49/415 (11%)

Query 6 LGFSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNF 60
R DP +H+ GETY+ TR QY EAN G c CDy R N
Sbjct 266 ARSGRVYWRCDPGKDKHVSGETYDRATRLLQGYVENEANLGENQGCWGTCGDYPDTRSNG 325

Query 61 KED--NRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTD 118
Q C G +YNC + P S +RY Y++
Sbjct 326 CYKGDKELCGKQTPCNGRLYNCDDMDSDVE----—--- ICPSEGNSSRRYEY IQSDDGAT 377

Query 119 KKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDT -WIRGFVRCDICRCLCDESKDSESI 177
+ + T + W RC C CLCDE + S
Sbjct 378 LGRKS ———————————————— SNGRCESATKTASSGWYYMLWRCSYCFCLCDE-QGPLSD 420

Query 178 RSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS-- 235
R F+L SD  +NKVV GV+ +++F+ +++Q LLP G + Lw D
Sbjct 421 RYFNLRDSLSDFMENKVVTGVRFVKSNRVFHLQLQQGELLPRGAINVSSLEWLPLDSYHL 480

Query 236 ---LSSASKDIFKLDVNKRSIHIGSATSNLS-DFVVTGVKFAEIDGNLALGVKLTKFDVM 291
D L V+R++ + TS +  WTG +F +L L V+ + FD
Sbjct 481 NDVDVRNDYDYHTLTVDSRAMDLDEITSGSNRSLVVTGARFRVWHKHLNLEVRFSYFDFP 540

Query 292 SGKLMND--NNQWIYNSLSKQKLNNG--—---- GVANRP IKFTDNHASEKLDLGLVEFRQS 343
+G+L+ N+ W+ NS +++ + A+ P + F S
Sbjct 541 TGRLVEPKRNSVWLNNSNTEKT IEKPRQEL IVKEADVPTAADQPSLPLSTSNQYMNFFSS 600

Query 344 DLKDDVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVWWTHPTYT 397
D Q+T+PFID++ +V L G+G+ +++R SGGF AP WWT+ Y+
Sbjct 601 SKVKDASQNTLPFIDVQEVVPHPAVPLAGLGIFYKSRPGSGGFFAPKVVTY-DYS 654

>r- gb]JACM40903.1] secreted salivary protein [Culicoides nubeculosus]
Length=417

Score = 459 bits (1180), Expect = 4e-127, Method: Composition-based stats.
Identities = 398/398 (100%), Positives = 398/398 (100%), Gaps = 0/398 (0%)

Query 1 NKLPSLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNF 60
NKLPSLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNF
Sbjct 20 NKLPSLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNF 79

Query 61 KEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 120
KEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK
Sbjct 80 KEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 139

Query 121 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSF 180
KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCD ICRCLCDESKDSES IRSF
Sbjct 140 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSF 199

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSAS 240
SLNAVESDTKDNKVV IGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSAS
Sbjct 200 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSAS 259

Query 241 KDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNN 300
KD IFKLDVNKRS IHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMNDNN
Sbjct 260 KDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNN 319

Query 301 QWIYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLR 360
QWIYNSLSKQKLNNGGVANRP I KFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLR
Sbjct 320 QWIYNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLR 379

Query 361 SIVSTGTALIGVGLQFRTRDTSGGFIAPVVVTHPTYTG 398
SIVSTGTALIGVGLQFRTRDTSGGFIAPVVVTHPTYTG


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195149820%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=30�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194109700%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=30�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195149820&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=30
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194109700&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=30
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6590462&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=30
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=221768755&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=31

Sbjct 380 SIVSTGTALIGVGLQFRTRDTSGGFIAPVVWTHPTYTG 417

>r- ref|XP_001360382.2] Igi GA15824 [Drosophila pseudoobscura pseudoobscura]
gb|EAL24957.2] GA15824 [Drosophila pseudoobscura pseudoobscura]
Length=670

GENE 1D: 4803708 Dpse\GA15824 | GA15824 gene product from transcript GA15824-RA
[Drosophila pseudoobscura pseudoobscura] (10 or fewer PubMed links)

Score = 456 bits (1173), Expect = 2e-126, Method: Composition-based stats.
Identities = 111/415 (26%), Positives = 167/415 (40%), Gaps = 49/415 (11%)

Query 6 LGFSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNF 60
R DP +H+ GETY+ TR QY EAN G c CDy RN
Sbjct 266 ARSGRVYWRCDPGKDKHVSGETYDRATRLLQGYVENEANLGENQGCWGTCGDYPDTRSNG 325

Query 61 KED--NRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTD 118
C G +YNC + P S +RY Y++
Sbjct 326 CYKGDKELCGKQTPCNGRLYNCGDMDSDVE-------- ICPSEGNSSRRYEY IQSDDGAT 377

Query 119 KKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESI 177
+ + + T + RC C CLCDE + S
Sbjct 378 LGRKS-—-----———---——— SNGRCESATKTASSGCYYMLWRCSYCFCLCDE-QGPLSD 420

Query 178 RSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS-- 235
R F+L SD  +NKVV GV+ +++F+ +++Q LLP G + Lw D
Sbjct 421 RYFNLRDSLSDFMENKVVTGVRFVKSNRVFHLQLQQGELLPRGAINVSSLEWLPLDSYHL 480

Query 236 ---LSSASKDIFKLDVNKRSIHIGSATSNLS-DFVVTGVKFAEIDGNLALGVKLTKFDVM 291
D LV+R++ + TS + VTG +F +L L V+ + FD
Sbjct 481 NDVDVRNDYDYHTLTVDSRAMDLDEITSGSNRSLVVTGARFRVWHKHLNLEVRFSYFDFP 540

Query 292 SGKLMND--NNQWIYNSLSKQKLNNG------ GVANRP IKFTDNHASEKLDLGLVEFRQS 343
+G+L+ N+ W+ NS +++ + A+ P + F S
Sbjct 541 TGRLVEPKRNSVWLNNSNTEKTIEKPRQELIVKEADVPTAADQPSLPLSTSNQYMNFFSS 600

Query 344 DLKDDVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVWTHPTYT 397
D Q+T+PFID++ +V L G+G+ +++R SGGF AP WT+ Y+
Sbjct 601 SKVKDASQNTLPFIDVQEVVPHPAVPLAGLGIFYKSRPGSGGFFAPKVVTY-DYS 654

>r_ ref|XP_002092594.1] !Ei GE14278 [Drosophila yakubal]

gb ] EDW92306.1] IEi GE14278 [Drosophila yakuba]
Length=678

GENE 1D: 6531807 Dyak\GE14278 | GE14278 gene product from transcript GE14278-RA
[Drosophila yakuba] (10 or fewer PubMed links)

Score = 451 bits (1160), Expect = 7e-125, Method: Composition-based stats.
Identities = 107/406 (26%), Positives = 165/406 (40%), Gaps = 50/406 (12%)

Query 8 FSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
SR DP EH++G+TY+ +TR Q + E N SC S C DY R +
Sbjct 272 SSRLYWRCDPGKNEHVEGQTYDRVTRLLQGFVENEINLNPNQSCRSSCPDYHDTRSSGCY 331

Query 63  --DNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 120
+ + Q CG+YNC + + o+ S HRY Y+ o+
Sbjct 332 QPEEEFCGQQPACKGRLYNCNTIESDIS------- VCLSPNATSARRYEY ITFHEDETSP 384

Query 121 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRS 179
T +W F RC C CLCDE SR
Sbject 385 V- CKSTVRKPSSWSSWIFWRCHYCFCLCDEP-GPNSDRF 421

Query 180 FSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL--- 236
F+L SD K NKVV GV+ ++F+ +++Q LLP G Lw +
Sbjct 422 FNLRDSMSDFKQNKVVTGVRFVKIKRVFHLQLQQGELLPGGVIKNSSLEWLPVEAYNVSD 481

Query 237 --SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGK 294
D L V+ R+ + + N +D WTG +F +L L V+ T F+ 4G+
Sbjct 482 VDIRDGYDYHTLSVDSRAMDLDE ISVNTTDQVVTGFRFRVFKKHLNLEVRFTSFNFSTGQ 541


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=198456587%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=32�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195489100%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=33�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194178695%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=33�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=198456587&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=32
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=198135665&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=32
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=4803708&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=32
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195489100&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=33
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194178695&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=33
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6531807&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=33

Query 295 LMND--NNQWIYNSLS----KQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDD 348
L+ + W+ N S 44K ++ P D +F S D
Sbjct 542 LIEPQTKSFWLGNQNSHLEGERKRL ILKESDLPTASELPSLPLSQDNQYMDFVSSSQLKD 601

Query 349 VGQSTVPFIDLRSIVSTGT-ALIGVGLQFRTRDTSGGFIAPVVVTH 393

Q+T P++D++ +V L G+G+ ++ R GGF AP WVT+
Sbjct 602 AAQNTFPYVDVQEVVPQQAGPLAGLGIYYKGRPGYGGFFAPKWTY 647

J

gb|EEB15021.1] lEi conserved hypothetical protein [Pediculus humanus corporis]
Length=635

ref|XP_002427759.1]| !Ei conserved hypothetical protein [Pediculus humanus corporis]

GENE 1D: 8231845 Phum_PHUM343650 | hypothetical protein
[Pediculus humanus corporis]

Score = 447 bits (1149), Expect = 1le-123, Method: Composition-based stats.
Identities = 115/405 (28%), Positives = 1837405 (45%), Gaps = 49/405 (12%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
+ R+L DPK+H++G TY ++T+ Q Y EN SC+ C Y +N
Sbjct 254 MNADRSLYKCDPKQHVEGVTYVKLTKLLQGY IENEVNLNGGGSCSENCGYYEYTEYNGCY 313

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
N++ Q CG+ NC \" S S++RY ++E
Sbjct 314 HNQFCSHQPPCRGKVLNCK-—-——--—-- FVDSDMT ICRSS-NSERRYDWIE-—-——————- 354

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTV-NFDTWIRG-FVRCDICRCLCDESKDSESIRSF 180
Y GN ++ o+ D+tWR F C C CLCD+ +D S R F
Sbjct 355 -————————- YENGNNLGNPGVCENRNLFKVDSWWRYLFWHCSYCLCLCDDPED--SDRYF 403

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- 235
+L V SD + NKWV G++L  ++1I + +1+Q L P G + LSWK D
Sbjct 404 NLRDVTSDVEKNKVVTGIRLVKHNRITHIQIQQGSLNPRGIINNGTLSWKPVDNYTIDDL 463

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKL 295
+ D + +R+1 + VTGV+F ++ +L L +++T F+ +G++
Sbjct 464 NVENNVDYHTMTWAERT IDMDDVFGPSE-HAVTGVRFRKLGSHLNLEIRVTPFNFTTGQV 522

Query 296 -MNDNNQWIYNSLSK----—- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDD 348
D+ W+ N + + +PI+ H + ++F+ SD D
Sbjct 523 SSTDKSYWLANDNTDGNLKNPRTEIRLNNPDIPIR-KGPHTLDSKHDQYLQFKNSDFNTD 581

Query 349 VGQSTVPFIDLRSIVSTGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
GQ+T+P+ID +++ S G L G+GL R R SGGFIAP +VT+
Sbjct 582 AGQONTIPYIDSQALTSHGFPLSGLGLIHRGRKNSGGFIAPKLVTY 626

>r_ ref|XP_001946173.1] [IlEi PREDICTED: similar to GA15301-PA [Acyrthosiphon pisum]
Length=677

GENE 1D: 100162921 L0OC100162921 | similar to GA15301-PA [Acyrthosiphon pisum]

Score = 443 bits (1140), Expect = 2e-122, Method: Composition-based stats.
Identities = 104/409 (25%), Positives = 166/409 (40%), Gaps = 49/409 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
+ S DP +H+K TY E+T+ QY EA+ SC C Y H
Sbjct 283 1SASNIYWRCDPAKHVKDTTYSEVTQLLQGY IENEADMNREQSCMKDCSYYEVAEHKSCF 342

Query 63  DNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
++ QR C G + NC + S +RY Y+
Sbjct 343 RDQLCAKQRVCNGRLLNCQ-------- YIDSDMRICQSKFGSSRRYDY I -—————————— 383

Query 123 QYAIIEGSNYTYRYVYGNKE-HSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSF 180
Y V G+ TT D+W C CC+D SDSSRF
Sbjct 384 --————-—-—- AYEKGKVLGDSSVECKGTTSMVDSWWTFLVWHCSYCFCICD-SNDSGSDRYF 434

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSD-~—----- D 233
SL S+ KN V+ GV+ ++F+ + ++ LPG + W


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=242014152%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=34�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=212512213%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=34�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=193713759&RID=RV8C3AN001S&log$=unigenealign&blast_rank=35�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=193713759%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=35�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=242014152&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=34
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=212512213&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=34
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=8231845&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=34
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=193713759&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=35
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100162921&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=35

Sbjct 435 SLKPSVSNIKNNMVITGVRFIKVKQMFHLQAQEGELGPRGGISESSRQWLEVPGSEFSYK 494

Query 234 PSLSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSG 293
D L RI1T I+ + + VWTG+KF +1 +L + V++T FD M+G
Sbjct 495 NKTLKDGVDYHTLTYESRIIDIDNVIA-PENTVVTGLKFRKIGSHLNIEVRITPFDFMTG 553

Query 294 KLMND--NNQWIYNSLSK----- QKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLK 346
+L+ + WI N ++ + + ++ P K + + ++F S +
Sbjct 554 ELIEPELKSYWIGNENTELSINPRTEIDINNSDLPTKSSTASEPDMSSNKFLKFTHSSID 613

Query 347 DDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVWVTHP 394
DV Q+T+PFID++++ G L G+G+ ++ + GGFI  V T+
Sbjct 614 RDVAQTTLPFIDMQTVAPFPGVPLSGIGIYYKGTKSFGGFIGANVFTYN 662

>r_ ref|XP_001121007.1] [!lEi PREDICTED: similar to lethal (1) G0193 CG2206-PB, isoform B [Apis
mellifera]
Length=827

GENE 1D: 725122 LOC725122 | similar to lethal (1) G0193 CG2206-PB, isoform B
[Apis mellifera] (10 or fewer PubMed links)

Score = 439 bits (1130), Expect = 2e-121, Method: Composition-based stats.
Identities = 107/398 (26%), Positives = 169/398 (42%), Gaps = 41/398 (10%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDN 64
R + D +H ETY ++T+ QY E + SC C Y + N
Sbjct 432 APRQIWKCDARIHKLDETYTKLTQLFQGY IVNEVDLNKDSSCRENCAYYEYSKVYGCYKN 491

Query 65 RYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQY 124
++ QR+C G I C E + P S +D+RY Y+E
Sbjct 492 QFCAQQRKCNGRILKC---——--- EYIDSDMWICPSSEHNDRRYEYIE--—————————— 531

Query 125 AINIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSFSLN 183
Y V+G K + T DtWR F C CCCD+ + S RFSL
Sbjct 532 --————-- YENGQVFGEKSTCNKGTTKVDSWWRWLFWHCSYCFCYCDD-NNMNSDRYFSLR 583

Query 184 AVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS-—---- LSS 238
V SD +NKVV GV+ ++1 + +1+Q L+P G D+ + WKS +
Sbjct 584 KVVSDVANNKVVTGVRFKKVNQITHIQIQQGELMPRGNIDKASVHWKSIEEFNVLDSNIK 643

Query 239 ASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMND 298
D L KR+ ++++TG KF + L L V++T F+  +GKL+
Sbjct 644 NGIDYHTLSWEKRGLD-LDDL ILDKNYLLTGFKFRMVGSRLNLEVRMTPFNFTTGKLIEP 702

Query 299 —-NNQWIYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPF 356
Nt W+ o+ + NP + + +F SD KD Q+T+PF
Sbjct 703 LNNSFWFSHDRTDRTELKLENPNIPTRLPLLALPDSKTEQYLNFAPSDRKTDAAQNTIPF 762

Query 357 IDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
+D++S+ S + G G+ + R SGG++A ++T+
Sbjct 763 LDVQSVESNPPIPIAGAGIFHKGRLGSGGYVALRLITY 800

>r- ref|XP_002049066.1]| [Ei GJ21381 [Drosophila virilis]

gb | EDW60259.1] E GJ21381 [Drosophila virilis]
Length=647

GENE 1D: 6625370 Dvir\GJ21381 | GJ21381 gene product from transcript GJ21381-RA
[Drosophila virilis] (10 or fewer PubMed links)

Score = 437 bits (1125), Expect = 9e-121, Method: Composition-based stats.
Identities = 113/400 (28%), Positives = 172/400 (43%), Gaps = 37/400 (9%)

Query 10 RTLDNVDPK--EHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDN 64
R DP+ EH+ G+TY+EITR QY EN SC CEDY R + N
Sbjct 260 RIYWRCDPRPREHVLGKTYDEITRLMQGYVENEINLNTESSCYQSCEDYQDVRVTGCQKN 319

Query 65 RYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQY 124
+ Q +C G +++C + S +RY ++ + +
Sbjct 320 EFCNDQPKCAGRVHSCR----—--- FIDSNMDVCQSYGNSSRRYEFIHYDNDRLLNIDED 371


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=110755380&RID=RV8C3AN001S&log$=unigenealign&blast_rank=36�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=110755380%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=36�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195380615%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=37�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194143863%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=37�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=110755380&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=36
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=725122&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=36
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195380615&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=37
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194143863&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=37
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6625370&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=37

Query 125 AINEGSNYTYRYVYGNKEHSDHTTVNFDTWI-RGFVRCDICRCLCDESKDSESIRSFSLN 183

1 + +W F RC C CLCDE +S R FSL
Sbjct 372 GIQNLV--——————————- CSRGSNRVKSWSFYLFWRCHYCFCLCDEP-GPQSDRFFSLR 417
Query 184 AVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LSS 238
SD K NK+V G + +IF+ +++Q LLP G +Q L W +

Sbjct 418 DTLSDFKQNKIVTGARFIKDQRIFHLQLQQGELLPGGLINQSSLDWIPLESFDVNHVDIR 477

Query 239 ASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMND 298
D +L RS+ + T+ WTG +F ID +L L V+ + F+ +G+L+N
Sbjct 478 NGFDYHELTFESRSLGLDEITAKNDSLVVTGARFRVIDKHLNLAVRFSLFNFTTGRLLNP 537

Query 299 —-NNQWIYNSLSKQKLN-NGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVP 355
N+ W+ N+ K + N+P K T + +EF S + D QSTVP
Sbjct 538 EVNSLWLGNNADKPRQKLLLKNPNKPTKTTVKSVPLSKNNQFMEFISSSMDMDAAQSTVP 597

Query 356 FIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVWTHP 394
FID++ +V+  ++ G+G+ + +  GGF AP +VT
Sbjct 598 FIDVQDVVTNPAMSISGLGIYHKGKKGFGGFFAPKIVTFN 637

>r_ ref|XP_002062683.1]| Igi GK19560 [Drosophila willistoni]

gb | EDW73669.1] E GK19560 [Drosophila willistoni]
Length=672

GENE 1D: 6639766 Dwil\GK19560 | GK19560 gene product from transcript GK19560-RA
[Drosophila willistoni] (10 or fewer PubMed links)

Score = 429 bits (1104), Expect = 2e-118, Method: Composition-based stats.
Identities = 104/409 (25%), Positives = 167/409 (40%), Gaps = 43/409 (10%)

Query 8 FSRTLDNVDPKE-HIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE- 62
R DP +1 G+TY+EITR QY EN CSC+y +
Sbjct 273 SQRVYWRCDPDGGY ILGKTYDEITRLLQGYLENEVNLNENQQCWSTCNNYYETQQFGCYQ 332

Query 63 -DNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121

+ Y Q++C G +YNC + P+ S RY ++E T K
Sbjct 333 PEEEYCGKQKKCNGKLYNCR-—--—--- Y IDSDMWVCPSAENSTHRYKHIEFESGTILGK 384
Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSF 180
+ N E ++W R C CCLCDE K +S R F
Sbjct 385 I1--————————- FPQPPPNPEQCQTEMEKVESWWRYLLWHCSYCFCLCDE-KGPQSDRFF 432
Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- 235
+L +D ++ +V G++ ++F+ +++Q LLP G + LW D

Sbjct 433 NLRDTITDYQNGRVATGIRFVKSQRVFHLQLQQGQLLPNGAINGSSLEWLPIDSYDPDNV 492

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLS--DFVVTGVKFAEIDGNLALGVKLTKFDVMSG 293
D L + R++ + S D VVTGV+ + +L L V+ ++++ 4G
Sbjct 493 DVRNGIDYHILSFDSRTLDLDEVVSESHSSDHVVTGVRLRMLGKHLNLEVRFSEYNFTTG 552

Query 294 KLMN--DNNQWIYNSLSKQKLNN--—--- GGVANRP IKFTDNHASEKLDLGLVEFRQSDL 345
+L++ + + W+ N+ + PI ++F S
Sbjct 553 RLLDAKNKSFWLSNDNTDVSGTKRRQRLWLNNPDLPINSKLKSLPLSSTNQFMDFFASSP 612

Query 346 KDDVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVVTH 393
+ D QSTVPFID++ +V L G+GL + R+ GGF AP V+T+
Sbjct 613 ESDASQSTVPFIDIQDVVPNPVVPLTGLGLYHKGREGFGGFFAPKVITY 661

>r_ ref|XP_001603409.1] [IlEi PREDICTED: similar to CG2206-PA [Nasonia vitripennis]
Length=675

GENE 1D: 100119678 L0OC100119678 | similar to CG2206-PA [Nasonia vitripennis]

Score = 412 bits (1059), Expect = 3e-113, Method: Composition-based stats.
Identities = 102/407 (25%), Positives = 1797407 (43%), Gaps = 45/407 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCN------ SKCEDYAAPRHN 59
L R + DP +H++G TY ++ QYTE+G +KC D + R +


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195429264%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=38�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194158768%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=38�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156545175&RID=RV8C3AN001S&log$=unigenealign&blast_rank=39�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156545175%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=39�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195429264&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=38
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194158768&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=38
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6639766&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=38
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545175&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=39
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100119678&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=39

Sbjct 283 LAAPRDYWSCDPDDHVEGLTYAKLDPVFQAYVTSEKDVGISKYFEPFTNKCADSCSDRSD 342

Query 60 FKEDNR--YKFP--QRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPV 115
F+ R YF Q+C G ++NC + + S +R+ ++EL
Sbjct 343 FHDICRSAYCFKHNQKRCYGKLHNCKSSGKSLRM-------- CLSDKNSTRRFEFIELTG 394

Query 116 NTDKKKYQYAIIEGSNYTYRYVYGNKEHS-DHTTVNFDTWIRGFVRCDICRCLCDESKDS 174
+ G+K+ +T V C+ C C+CD+ ++
Sbjct 395 KKTE--———-----———————- FLGSKKSCGSNTQVKVSQTTLFLETCEYCFCICDD-TNN 436

Query 175 ESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDP 234
E RFSL V SD N W GV+ A ++ IF+ +1+Q L+ G + WK+
Sbjct 437 EMDRYFSLRNVNSDVDKNMVVTGVRFAKENHIFHIQIQQGKLVENGNIKASTVEWKPVEN 496

Query 235 SLSSA----- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFD 289
++D + R+++ + S L V+TG++F +G+L L +++T F+
Sbjct 497 FTIHDDSVVLNRDYHNITWANRLVYLDTFDSPLH-HVLTGLRFQLQNGDLKLEIQVTPFN 555

Query 290 VMSGKLMNDNNQWIYNSLSKQKLNNGGVANRP IKFTDNH-ASEKLDLGLVEFRQSDLKDD 348
+ +L + + W+ NS+ + N + + +  + ++F S +K D
Sbjct 556 FYTAELKTNESTWMSNSIGAYGRGELDLENLDLGTNGHSNLLDSSENQYIKFTTSSMKTD 615

Query 349 VGQSTVPFIDLRSIV-STGTALIGVGLQFRTRDTSGGFIAPVVVTHP 394
VGQ+ VPF+DL+ + S LGGL R S GF++ V+T+
Sbjct 616 VGQTVVPFMDLQDVTSSPPVPLSGAGLVHRGDKASAGFLSFKVLTYN 662

>r_ ref|XP_001603438.1] [IlEi PREDICTED: similar to GA15301-PA [Nasonia vitripennis]
Length=669

GENE 1D: 100119712 LOC100119712 | venom protein E [Nasonia vitripennis]

Score = 405 bits (1042), Expect = 4e-111, Method: Composition-based stats.
Identities = 111/404 (27%), Positives = 176/404 (43%), Gaps = 44/404 (10%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEAN-=-——-- FGSCNSKCEDYAAPRHNFK 61
R + + DP EH + ETY ++ QY +E + +KC D R +
Sbjct 285 APRDVWSCDPPEHKEDETYTKLAPIFQTY IMKENDAGISSYLNKYTNKCSDTCTERTDTY 344

Query 62 EDNRYKFPQ---RQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTD 118
+ RK+Q R+C+G +++C K S KRY + L
Sbjct 345 DLCRTKYCQQHGRKCSGRVHDCKSSSAELK-------- ICEADKNSTKRYNSITLTGKQA 396

Query 119 KKKYQYAIIEGSNYTYRYVYGNKEHSDHTT -VNFDTWIRGFVRCDICRCLCDESKDSESI 177
V G+ T +N 1 RC+ C C+CD+S ++E
Shjct 397 E ————————————————— VLGSIVPCARNTAINLREKIHYIYRCEYCFCICDDS-NTEID 438

Query 178 RSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS 237
R FSL V SD NWG+H+ AK+ 1 ++1 Q LL G ++ WK+ D
Sbjct 439 RYFSLRNVTSDANKNYVVTGIRFAKKNNITHIQIEQGQLLKNGNVNESTAHWKAVDNFTI 498

Query 238 SA----—- SKDIFKLDVNKRS IHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMS 292
+D + ++RS+ + + S L++ V+TG++F +DG+L L +++T D
Sbjct 499 YDKMILIDRDYHNITWSQRSVDLDTVDSPLNN-VITGLRFQNVDGHLKLEIQVTPIDFYR 557

Query 293 GKLMNDNNQWIYNSLSKQKLNNGGVANRP IKFTDNH-ASEKLDLGLVEFRQSDLKDDVGQ 351
G+tL D + WI NS S VN + + + ++F S +K DVGQ
Sbjct 558 GELKIDESTWISNSKSVHGRIELNVENLDLGTSTYVNLPDSSTNQFLKFTTSSMKTDVGQ 617

Query 352 STVPFIDLRSIV-STGTALIGVGLQFRTRDTSGGFIAPVVWTHP 394
+ VPFIDL+ + S L GGL R S GF++ +T+
Sbjct 618 TVVPFIDLQDVTSSPPVLLSGAGL IHRGDKQSAGFLSFKAITYN 661

>r- gb|EFA08551.1] hypothetical protein TcasGA2_TC006206 [Tribolium castaneum]
Length=447

Score = 397 bits (1019), Expect = 2e-108, Method: Composition-based stats.
Identities = 1037405 (25%), Positives = 1687405 (41%), Gaps = 48/405 (11%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAP-RHNFKED 63
SR + DP++HI+ ET+ EIT F + +AN G C +C +Y + E


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156545177&RID=RV8C3AN001S&log$=unigenealign&blast_rank=40�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156545177%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=40�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545177&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=40
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100119712&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=40
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270012103&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=41

Sbjct 66  ASREVWRCDPRKHIRNETFVEITNFLHGFILNKANLDSRGQCRDECSEYKMVLKPKNCEK 125

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
N + Q C 1 +C + \Y + + ++RY YV+ +
Sbjct 126 NYWCKKQTTCP-KIIDCQ--YVDSSMTVCSNIM---—- AKHNRRYDYVQFADGKN---—- 172

Query 124 YAILIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFSL 182
+G K+ + + +T+ C C CLCDE SR +L
Sbjet 173 --——-----—————- FGAKKSCNGDSDYLETYKFWL IWSCSYCFCLCDEGPKYFSDRY INL 218

Query 183 NAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LS 237
S+ DNKVV G++ ++1 + ++++ LL G D + W +
Sbjct 219 RLAMSNISDNKVVTGLRFVKHNQI IHLQVQEGKLLEHGT IDPDSVQWVPPENYKRTDRKI 278

Query 238 SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMN 297
+D + KRSI1 + + + VVTGV+F +I LL+ +T F+ +GKL N
Sbjct 279 HEGQDYQVITWEKRSIELTEIMA-RNGSVVTGVRFKKIGSRLELEIMITPENFTTGKLRN 337

Query 298 —-DNNQWIYNSLSKQKLNN-—-—--- GGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDV 349
D + + + + + P+ T + +EF +D+ D
Sbjct 338 YSDQSSIFVEAPNIHLRHRFGKKITLSSPDVPTRSTAPS-THYTTGKYIEFTTTDVYKDA 396

Query 350 GQSTVPFIDLRSI-VSTGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
Q+TVPF D + + L GVGL R+R SGGFIAP + T+
Sbjct 397 AQTTVPFFDSQQVYNKNPVPLSGVGLFHRSRRGSGGFIAPKIFTY 441

>r_ ref|XP_969565.1] [IIEi PREDICTED: similar to lethal (1) G0193 CG2206-PA [Tribolium castaneum]
Length=396

GENE 1D: 658059 LOC658059 | similar to CG2206-PA, isoform A
[Tribolium castaneum]

Score = 392 bits (1007), Expect = 4e-107, Method: Composition-based stats.
Identities = 106/401 (26%), Positives = 171/401 (42%), Gaps = 43/401 (10%)

Query 7  GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAPR-HNFKE = 62
SR L DP +H++ +TY 1 F +A+ G C ++C+ Y+
Sbjct 3 RASRELWKCDPPKHVENQTYLRIGNFLHACIFNKAHLDPLGKCQNECDAYKMTKPQENCR 62

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
+N++ Q I NC + v o+ + ++++RY YVEL
Sbjct 63 ENKWCNKQLP-ASRI INCQ--YLDSSMTVCSNK----NTRKNNRRYQYVELG---——--- 107

Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFS 181
V G K+ + T+1 RC C CLCDE + + +
Sbjct 108 ---—-—————-- NGKVLGKKQSCRGYKTDLSTY 1YWIVWRCSYCFCLCDE-QSRGTDVYIN 155

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSA-- 239
L ++ DN+VV G++ ++IF+ +1++ LL GKD + W D
Sbjct 156 LRLSLANMNDNRVVTGLRFVKHNEIFHLQIQEGKLLKRGKIDPDSVRWVPVDNYKHFDTI 215

Query 240 -SKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMND 298
KD K+ KRS + + + + WTGV+F 1 +L LV T F+ +CGKL+
Sbjct 216 EGKDFHKITWEKRSFELSTIMAQ-NGSVVTGVRFRLIRNSLDLEVLTTPENFTTGKLLPS 274

Query 299 NNQWIYNSL----- SKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQST 353
+ + ++ + P T+ H + +EFR +DL D+ Q+T
Sbjct 275 LSTFKGTRNLNLRHKFKQQVKLSKPDVPTGSTEPH-TLITTGQYIEFRNTDLYKDLAQTT 333

Query 354 VPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
VPF D + + S L GV L + R+ SGGFIAP + T+
Sbjct 334 VPFFDSQPVNSKNPVPLSGVSLIHKGREGSGGFIAPKIFTY 374

>|_ ref|XP_310721.4] [!E AGAP0O00385-PA [Anopheles gambiae str. PEST]

gb ] EAA06714.4] IEi AGAP0O00385-PA [Anopheles gambiae str. PEST]
Length=667

GENE 1D: 1271866 AgaP_AGAP000385 | AGAP0O00385-PA [Anopheles gambiae str. PEST]
(10 or fewer PubMed links)



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=91088109&RID=RV8C3AN001S&log$=unigenealign&blast_rank=42�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=91088109%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=42�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=158288901&RID=RV8C3AN001S&log$=unigenealign&blast_rank=43�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=158288901%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=43�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=157018793%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=43�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=91088109&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=42
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=658059&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=42
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=158288901&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=43
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=157018793&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=43
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=1271866&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=43

Score = 389 bits (1000), Expect = 2e-106, Method: Composition-based stats.
Identities = 85/421 (20%), Positives = 150/421 (35%), Gaps = 74/421 (17%)

Query 9 SRTLDNVDPKE--HIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAP-RHNFKE 62
S DP H+ TY+ TR QY E + +C cC Y +
Sbjct 254 SGEYWRCDPDRGAHRENVTYVQFTRLVQGYVENEVDMTTDNTCRETCSHYKYGHEQHQCY 313

Query 63 DNRYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122

Y Q +C G 1Y+C E + P +P +RY Y+E
Sbjct 314 KELYCSQQPKCAGRIYDC-——----- EY IDSDMWICPAAPGGTRRYEYIE--———————— 355
Query 123 QYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDIC--RCLCDESKDSESIRSF 180
Y + G K+ T D+ C C R+ ++ + +
Sbjct 356 ----————-- YENGEMRGRKQSCPRGTTKVDS—==—--- CVFCVFRAVFEQLTNGT----Y 395
Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSL---- 236
+ + + S VV G++ + ++ + ++Q LLP G+ LW P

Sbjct 396 TKSHICSSASLRSVVTGLRFVKRRQMVHLIVQQGLLLPGGEIANSTLEWVVPKPFTHTDK 455

Query 237 -SSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL 295
D L ++R+l + +WTGVHF  + L L +++T+ + +GKL
Sbjct 456 GVRDGHDYHTLSYDRRAIDLDDVHVPP-GYVVTGVQFRVLGARLNLLLRMTEMNFTAGKL 514

Query 296 MN-DNNQWIYNSLSK----————-mommmmmm QKLNNGGVANRPIKFTDNHASEKLD 334
+ D+ W + ++ + + P
Sbjct 515 VGLDASIWSGSLETERAHLCVKQFITFHALSLSPSRTEIPLKYMDVPTLAPAKSVPMSTQ 574
Query 335 LGLVEFRQSDLKDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
+F + + D Q+T+PF+D + + TLGGL ++ GGF+AP ++T+
Sbjct 575 NQYLRFGPTGGRADAAQTT IPFLDAQPVSPVRPTPLAGAGLMYKGVPKYGGFVAPKIMTY 634
Query 394 P 394

Shjct 635 N 635

>r- ref|XP_001603377.1] [Ei PREDICTED: similar to CG2206-PA [Nasonia vitripennis]
Length=671

GENE 1D: 100119643 L0OC100119643 | similar to CG2206-PA [Nasonia vitripennis]

Score = 385 bits (990), Expect = 3e-105, Method: Composition-based stats.
Identities = 103/408 (25%), Positives = 183/408 (44%), Gaps = 46/408 (11%)

Query 6 LGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF--—————-- GSCNSKCEDYAAP 56
+ R DP EH +G TY +++ QY E + C C+D+
Sbjct 284 1KAPRDFWYCDPDEHAEGSTYTKLSPIFQAY IMNEKDSGLTFHHKKRNKCKGSCKDHNET 343

Query 57 RHNFKEDNRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVN 116
++ + +++C+G + +C + ES +RY ++E+ +
Sbjct 344 -NDLCRSKHCRNYEKKCSGLVRDCTSSAEELN---——--— ICYANEESSRRYEFIEILSS 394

Query 117 TDKKKYQYAIIEGSNYTYRYVYGNKEHS--DHTTVNFDTWIRGFVRCDICRCLCDESKDS 174
R YG + ++T +++F C+ CC C++ ++
Sbject 395 G---——---———————- NRKFYGKPKSCSGNNTLQVKNRFNKLFYECEYCVCTCEDI-NT 437

Query 175 ESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDP 234
+ R FSL V SD++ + VW GV+ A K+ IF+ +1++ LL G D+ + WK D
Sbjct 438 KINRYFSLKNVTSDSQYSYVVTGVRFAKKNNIFHIQIQRGKLLYNGNIDKSSVDWKPVDN 497

Query 235 SLSSAS----- KD1FKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFD 289
S +D +K+ N+R++++ + + L++ V+ G++F NL  +++T F+
Sbjct 498 FTVSDKHFVDHRDYYKISWNQRTVYLDTLDAPLNN-VLIGLRFQVDGSNLKFEIQMTPFN 556

Query 290 VMSGKLMNDN-NQWIYNSLSKQKLNNGGVANRPIKFTDNH-ASEKLDLGLVEFRQSDLKD 347
SG+L N +WI NS S++ + TN E L +F +S +
Sbjct 557 FSSGELKKKNETRWISNSSSERTEIYLKNRDLGTSTTQNSYHYEAGSNQLFKFTRSSFES 616

Query 348 DVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVVTHP 394
D GQ+ VPFIDL+ 1 ST LGGL R S GF++ ++T+
Sbjct 617 DAGQNVVPFIDLQEIESTPFVPLSGAGLILRNTKESAGFLSFKLLTYN 664


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156545173%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=44�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545173&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=44
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100119643&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=44

>r_ ref|XP_001606530.1] !Ei PREDICTED: similar to CG2206-PA [Nasonia vitripennis]
Length=880

GENE 1D: 100122920 L0C100122920 | similar to CG2206-PA [Nasonia vitripennis]

Score = 378 bits (970), Expect = 7e-103, Method: Composition-based stats.
Identities = 85/404 (21%), Positives = 165/404 (40%), Gaps = 51/404 (12%)

Query 9  SRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAPRHNFKEDNR 65
SRL +P +HI+ TYE+ QY E + C ++C DY P
Sbjct 280 SRELWRNNPVQHIEDVTYTELKHVFQKY I INEYDISPGDQCKNQCSDYRRPESKAPHRCA 339

Query 66 YK---FPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKY 122
Y+ C G +++C + + P  +S +RY Y++
Sbjct 340 YQGEICEITHCDGYLFDCQYK-----—- IDTEMSICPSGRDSSRRYDY ID--———————— 382

Query 123 QYAIIEGSNYTYRYVYGN-KEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFS 181
Y YG+ K + + G CD C C+C ++ R F+
Sbjct 383 -————————- YANGLRYGDSKHKCSMNPLTTTRKLSGLWWCDPCMCVCADTSKKSESR-FN 432

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASK 241
L+ V +++ +N V+ G +L ++++ + +1++ LL G+ + LW + + S
Sbjct 433 LDPVMANSAENYVLTGARLVKRNRMIHIQIQEGQLLQNGRINASTLRWSKINENPIS--- 489

Query 242 DIFKLDVN-KRSIHIGSATSNLSDFVVTGVKFAElI------ DGNLALGVKLTKFDVMSGK 294
L KR TH+ + + V+TG+ F | LL SG+
Sbjct 490 -YHTLQWEQKREIHLDDLMA-PKNHVLTGLSFTTIQVDSAYTKRLKLQAYAAPLYFHSGE 547

Query 295 LMNDNNQWI-—--YNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVG 350
+++ + + ++ o+ + P + + ++ ++F + L DVG

Sbjct 548 VIDKHQMPLYPKDFSPTNATNEIKLDNLDVPTRTSVQTVTKSKQDQFLKFGPTGLDKDVG 607

Query 351 QSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVVTH 393
QST+PFID++ + ++ + G G+ ++R +GGF+A + ++
Sbjct 608 QSTIPFIDIQEVTTSPAIPMSGAGIYHKSRSGNGGFLALRLFSY 651

Score = 52.8 bits (125), Expect = 7e-05, Method: Composition-based stats.
Identities = 9/48 (18%), Positives = 18/48 (37%), Gaps = 1/48 (2%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAA 55
S DP H++ +T+ ++ Qv + +C +Y
Sbjct 815 SSTEFYRGDPNNHVEDKTFTQLKNVMQVIAMNMIDINRA-DRCYNYCD 861

>r- gb|EFA08552.1] hypothetical protein TcasGA2_TC006207 [Tribolium castaneum]
Length=607

Score = 372 bits (954), Expect = 6e-101, Method: Composition-based stats.
Identities = 100/387 (25%), Positives = 163/387 (42%), Gaps = 43/387 (11%)

Query 21 IKGETYEEI TRFNQVYFTQEANF---GSCNSKCEDYAAPR-HNFKEDNRYKFPQRQCTGT 76
+ +TY | F +A+ G C ++C+ Y + +N++
Sbjct 228 KQDQTYLRIGNFLHACIFNKAHLDPLGKCQNECDAYKMTKPQENCRENKWCNKQLP-ASR 286

Query 77 I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYATIEGSNYTYRY 136
I NC + v o+ + ++++RY YVEL
Sbjct 287 T1INCQ--YLDSSMTVCSNK----NTRKNNRRYQYVELG----———-——————————— NGK 321

Query 137 VYGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVV 195
V G K+ + T+1 RC C CLCDE + + +L ++ DN+VV
Sbjct 322 VLGKKQSCRGYKTDLSTY1YWIVWRCSYCFCLCDE-QSRGTDVY INLRLSLANMNDNRVV 380

Query 196 IGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSA---SKDIFKLDVNKRS 252
G++ ++IF+ +1++ LL GKD +W D KD K+ KRS
Sbjct 381 TGLRFVKHNEIFHLQIQEGKLLKRGKIDPDSVRWVPVDNYKHFDT IEGKDFHKITWEKRS 440

Query 253 IHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKLMNDNNQWIYNSL----- 307
++ + + WTGV+F 1 +L LV T F+ +GKL+ + +
Sbjct 441 FELSTIMAQ-NGSVVTGVRFRLIRNSLDLEVLTTPFNFTTGKLLPSLSTFKGTRNLNLRH 499


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156554849%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=45�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554849&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=45
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100122920&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=45
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270012104&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=46

Query 308 SKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVS-TG 366
e +P T+H+ +EFR +DL D+ Q+TVPF D + + S
Sbjct 500 KFKQQVKLSKPDVPTGSTEPH-TLITTGQYIEFRNTDLYKDLAQTTVPFFDSQPYNSKNP 558

Query 367 TALIGVGLQFRTRDTSGGFIAPVVVTH 393
L GV L + R+ SGGFIAP + T+
Sbjct 559 VPLSGVSLIHKGREGSGGFIAPKIFTY 585

>r- gb|EFA12872.1] hypothetical protein TcasGA2_TC010724 [Tribolium castaneum]
Length=1530

Score = 366 bits (939), Expect = 3e-99, Method: Composition-based stats.
ldentities = 97/396 (24%), Positives = 163/396 (41%), Gaps = 49/396 (12%)

Query 22 KGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFK-EDNRYKFPQRQCT--- 74
+G+HTY EITF Y + N C ++C+ + + + o+ C+
Sbjct 41 EGKTYLEITNFLHGY I INKKNLNPYQRCENECDSFKMTTTQNCVYEKEWCKEEIPCSKIT 100
Query 75 @ -————-- GTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAIIE 128
T++ C | + K P+ ++RY++++L T

Sbjct 101 SCTSLHSTMHVCTAVSIRPLLGITTVSFKNL--PKDNRRYHHIKLSNGT—--—--———-- 147

Query 129 GSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESD 188
+G K T+ C CCLC+E + S S R +L  +++

Sbjct 148 -—--————--—- FFGPKRQCTGNI-KIHTYSYRNSYCPYCFCLCEEGQVSYSERYVNLRITKAN 198

Query 189 TKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASK---—- DI 243
DN+VV G++ ++1 + I++ LL G D+ + W D D

Sbjct 199 I1SDNRVVTGLRFIKHNQIVHLHIQEGKLLEKGYVDPKTVQWVPPDNYKIDDRNIYEEEDY 258

Query 244 FKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNNQW- 302
L +RS+ + + W GV+F + G+ LV TFD +GKL DN W
Sbjct 259 HTLSWEERSLELTEIVAE-EGSVVIGVRFKKTLGGVKLEVLTTTFDFDTGKL-EDNTTWN 316

Query 303 -1YNSLSKQKLN---NGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFID 358
N+ +N +Pl + ++ + +F +D D GQ+TVPF D
Sbjct 317 IFKNTITPNLINQEIKLDSPDIPI-HKNLASIDFSENTY INFTNTDYDKDAGQTTVPFFD 375

Query 359 LRSIVST-GTALIGVGLQFRTRDTSGGFIAPVVVTH 393
++ ST TLG+GL + R SGGFI P ++T+
Sbjct 376 AQPVYSTAPTPLSGIGLFHKGRKGSGGFITPKILTY 411

>r- gb]JACM40897.1] putative cysteine endopeptidase [Culicoides nubeculosus]
Length=395

Score = 365 bits (937), Expect = 6e-99, Method: Composition-based stats.
Identities = 197/391 (50%), Positives = 266/391 (68%), Gaps = 26/391 (6%)

©

SRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNFKEDNRYKF 68
S L N+DPK+H+KGETY E+TRFNQVYFTQEANFGSCNSKC DY+ P+HNF+E + Y+F
Sbjct 24  SSELYNLDPKQHVKGETYGEVTRFNQVYFTQEANFGSCNSKCSDYSKPQHNFRESDSYQF 83

Query

Query 69 PQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAIIE 128
QR CTGTI++C E+ + V  Y+++ P+S + D RYYYV
Sbjct 84 DQRTCTGT IHSCNNEEREDNSHVDNYKVRVPQSSKVDARYYYV-————————————— FKQ 129

Query 129 GSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESD 188
+ ++YVYGN + S++ TV F++W+RGFV C ICRC+CDE D S+RSFSLN++ESD
Sbjct 130 FAPKMFQYVYGNIDASNYRTVTFNSWVRGFVMCAICRCICDEPNDDRSVRSFSLNSLESD 189

Query 189 TKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDIFKLDV 248
T NKV+ GVQ+ ++ +F KI QS L  GK ++ SWKSD+P+ + F L
Sbjct 190 TLONKVITGVQIVQQNNVFCLKIHQSCLYANGKINKNGGSWKSDNPNN--—-- NTENLAF 244

Query 249 NKRSIHIGSATSNLSD------ FVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNNQW 302
NK +IH+GS+ + +D +VVTGVKFA+1+GNLALGVK T F++ +GKL+ +W
Sbjct 245 NKHNIHMGSSILSTADPKKTREYVVTGVKFADIEGNLALGVKFTLFEISTGKLL-PEQKW 303

Query 303 ITYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSI 362


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270016426&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=47
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=221768705&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=48

++NS SK LN +RPI++TDN + + LGL++F S L DDVGQSTVPF+DL+ 1
Sbjct 304 VFNSFSKNLLNYHKHGHRPIEYTDNIPTAQTKLGL IQFEHSHLHDDVGQSTVPFVDLQPI 363

Query 363 VSTGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
S TAL GVGL R R +SGGFIAP + T+
Sbjct 364 NSNETALSGVGLHLRGRKSSGGFIAPTLTTY 394

>r_ ref|XP_001851115.1] [IlEi conserved hypothetical protein [Culex quinquefasciatus]

gb ] EDS33068.1] IEi conserved hypothetical protein [Culex quinquefasciatus]
Length=548

GENE 1D: 6041925 CpipJ _CP1J009488 | hypothetical protein
[Culex quinquefasciatus]

Score = 360 bits (924), Expect = 2e-97, Method: Composition-based stats.
Identities = 86/321 (26%), Positives = 138/321 (42%), Gaps = 42/321 (13%)

[e¢)

FSRTLDNVDPK--EHIKGETYEEITRFNQVYFTQEANFGS—---CNSKCEDYA-APRHNFK 61
SR DP+ + +GET+ +1ITR QY E+ + C C Y+ R
Sbjct 257 ASRDYWRCDPERSQQKEGETFVQITRLLQGYVENEVDMNTDNTCKENCAYYSWGARQEQC 316

Query

Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121
+Y Q +C+G 1Y+C E + P + S++RY Y+E
Sbjct 317 FKDLYCSKQPKCSGKIYDC——------ EYLDSDMWICPAATSSNRRYEYIE-———————- 359

Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRSF 180
Y V G K+H + DtW R F C C CLCD++ SR
Sbject 360 ---------- YENGMVLGQKKHCARGSTKVDSWWRWLFWHCSYCFCLCDDA-GKNSDRY1 408

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS---~-- 235
++ SD  DNKVV G++ K++1 + ++Q LLP G+ D Lw +
Sbjct 409 NMRESVSDVMDNKVVTGMRFIKKNRITHLIVQQGRLLPRGQIDNATLEWVQPEDYNVLSP 468

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL 295
+D L+ + R 1 L +V+TGV+F + +L L +++T+ D +G L
Sbjct 469 NVRNGRDYHTLNRDNR-ILDLDDLDVLQGYVLTGVRFRLLGSHLNLE IRMTEMDFATGHL 527

Query 296 MN-DNNQWIYNSLSKQKLNNG 315
M+ D + WI + ++ +
Sbjct 528 MDPDKSIWIGSDKTEHSDDKR 548

>r_ ref|XP_001606517.1] [IlEi PREDICTED: similar to CG2206-PA [Nasonia vitripennis]
Length=662

GENE 1D: 100122910 LOC100122910 | similar to CG2206-PA [Nasonia vitripennis]

Score = 352 bits (902), Expect = 6e-95, Method: Composition-based stats.
Identities = 88/400 (22%), Positives = 156/400 (39%), Gaps = 41/400 (10%)

Query 7 GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAPRHNFKED 63
G SR L +P EH + TY E+ R Q + E + C C+Yy P
Sbjct 277 GASRELMRFNPSEHKEDVTYTELKRVFQEFIVNEYDVKPSDGCKKTCSNYRIPDGKALNG 336

Query 64 NRYK---FPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 120
Y + CG+Y+C + T 1 SD+ Y +V+
Sbjct 337 CFYADEVCSVKTCDGYLYDCRKKVDTTMNVCISPMF------- SDRNYEFVDFANGAG-- 387

Query 121 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSF 180
Y G + T + + CD C C+C + S+S R F
Sbjct 388 --HYGHATGKCWAD-----——-—---—- TIKTAASHVSIPWSCDSCMCVCAD-TSSQSQRFF 432

Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSAS 240
+LN + +N VW G + K+++ + +1++ LLP G + W + + ++
Sbjct 433 NLNPSMATIAENYVVTGARFVKKNRVVHIQIQEGQLLPNGMINSSTTRWAPINENPTT-- 490

Query 241 KDIFKLDVNK-RSIHIGSATSNLSDFVVTGVKFAEIDGN----- LALGVKLTKFDVMSGK 294
D L R +++ + V+TG+ F+ + L L+ +G+
Sbjct 491 LDYHTLAWENGREVNLDDLHAPKKS-VLTGLAFSTESTSNFQRRLHLKIFSAPVSYETGR 549


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=170047190&RID=RV8C3AN001S&log$=unigenealign&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=170047190%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=167869685%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=49�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156554847&RID=RV8C3AN001S&log$=unigenealign&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156554847%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=50�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=170047190&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=49
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=167869685&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=49
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6041925&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=49
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554847&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=50
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100122910&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=50

Query 295 LMNDNNQWIYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTV 354
L o+++ N+ +P++ A V+F  + L+ DVGQST+
Sbjct 550 LWINDQKEKVNEP-AKDE ITLKDVD IPTRTSVVTADRSKPDSFVKFGPTGLEQDVGQSTI 608

Query 355 PFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVVTH 393
PFIDL+ + S+ + G G+ + R +GGF+  + ++
Sbjct 609 PFIDLQEVSSSPQIPMSGAGIYLKRRSNNGGFLTLKLFSY 648

>r- gbJACZz28336.1] hypothetical conserved protein [Simulium nigrimanum]
Length=408

Score = 350 bits (897), Expect = 2e-94, Method: Composition-based stats.
Identities = 97/404 (24%), Positives = 161/404 (39%), Gaps = 43/404 (10%)

Query 3 LPSLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF-GSCNSKCEDYAAPRHNFK 61

LP L R+ D + T+ E+ + EA+ G+C++ C D+ PR
Sbjct 27 LPRL--ERSYWKCDADNWQRDVTFYELNKLMYGLVEYEADVTGACSTGCYDFQKPRG--- 81
Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121
++P +C G I C P ++ E+ + + Y Y+ +
Sbjct 82 ITTLTQWPDYKCPGY IEACEAS---—-- PKETFEFCFNENAMAPETYSYISSDL------ 129
Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTV-NFDTWIRGFVRCDICRCLCDESKDSESIRSF 180
G KE \Y ++ G +C+ C CLC S+ +E+ R
Sbjct 130 —---—--———————- MRRGTKEQCRDEKVHKVSSYTSGVFKCEYCACLC-HSEGAEAHRYL 174
Query 181 SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD----- PS 235
SL S+ +N+V++GV+ +++ Y + ++PLLP D + W D P

Sbjct 175 SLLPQVSNIDENEVIVGVKFVKHNRVLYLQTMKAPLLPFASVDTDQAVWNELDELGLVPP 234

Query 236 LSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKL 295
++ D R 1 + + V+TGVKF DG L++ T D +G+L
Sbjct 235 DYHNFSGLYTFDHKHREILMKELEV-PAGTVLTGVKFIVKDGVPDLSIRYTPVDWTTGEL 293

Query 296 MNDNNQWIYNSLSKQKLNNGGVAN-RPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTV 354
+ WL+ N+ N P+ + F S ++ DGQ +
Sbjct 294 NPAASLWITEAHDAYDTNDMLYQNRLPDQCKTPSFIDTASGQKFRFSTSAMELDGGQHVL 353

Query 355 PFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVT-HPTY 396
P+ D + +V + L GvG+ + D GGFI+PW T H Y
Sbjct 354 PYFDAQPVVPVSMVPLSGVGITHKGDDRCGGFISPVVFTVHEDY 397

>r_ ref|XP_001601809.1] !Ei PREDICTED: similar to GA15301-PA [Nasonia vitripennis]
Length=666

GENE 1D: 100117628 L0OC100117628 | similar to GA15301-PA [Nasonia vitripennis]

Score = 347 bits (890), Expect = 1e-93, Method: Composition-based stats.
Identities = 96/430 (22%), Positives = 175/430 (40%), Gaps = 78/430 (18%)

Query 8  FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQE----- ANFGSCNSKCEDYAAPRHNFKE ~ 62
SR+ D++tHK TY ++ Q+F E +N+ +  +C R K
Sbjct 262 ASREVWRCDTEKHEKDVTYSKLQEVFQGFFVYEPDTTRSNWHAAVFRCSALKDDRLRCKS 321

Query 63  D- NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121
+ + +R+CTG + +C P SD+RY +++ T
Sbjct 322 APCKAQPEERRCTGHLRDCQS---—---- IAHNMQLCHSPPGSDRRYDWMKTGAGT———— 369

Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFS 181
+YG +T  +D + CCCES+ ++ RFS
Sbject 370 -———--————————- LYGRDGPCANTQGIWDIPPYLI---ENCLCNC-ESEQRDADRYFS 410

Query 182 LNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSD-----——-- 232
L V SD NKVV GV+L + +F+ +1+Q L G L WK
Sbjct 411 LLDVTSDVDQNKVVTGVRLRKHNHVFHIQIQQGTLEANGTI-SGTLEWKEIKEISSSDLL 469

Query 233 - —— DPSLSSASKD IFKLDVNKRSIHIGSATSNLSDFV 266
D + + o+ + At S  + +
Sbjct 470 SDKVSKHFYKVIANPHENFDKEFKYDDWTEFYKNDLVYAVTYDQNTVYLDDLDSGP-NAL 528


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541636%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=52�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146780&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=51
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541636&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=52
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100117628&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=52

Query 267 VTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNNQWIYNSLSKQKLNN--GGVANRPIKF 324
+TG++F +++ +L L ++ T FD +GKL D + W N+ ++ + + P +
Sbjct 529 LTGLRFQQVNDDLRLEIQSTPFDYTTGKLKTDQSSWTANTNTRPTRHEVFLTDPDDPTRT 588

Query 325 TDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRS-1VSTGTALIGVGLQFRTRDTSG 383
++ + V FR +DL+ D+GQ TVPF+DL+ + + + GGL RR SG
Sbjct 589 KESDNF-SKNKQFVRFRMTDLRHDLGQYTVPFLDLQDAVTTPALPISGAGLFHRGRLHSG 647

Query 384 GFIAPVVVTH 393
GF+ ++ +

Sbjct 648 GFLGFKLIHY 657

>r_ ref|XP_001600223.1] !Ei PREDICTED: similar to GA15301-PA [Nasonia vitripennis]
Length=497

GENE 1D: 100115520 LOC100115520 | similar to GA15301-PA [Nasonia vitripennis]

Score = 343 bits (880), Expect = 2e-92, Method: Composition-based stats.
Identities = 92/426 (21%), Positives = 158/426 (37%), Gaps = 54/426 (12%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFT---QEANFGSCNSKCEDYAAPRHNFK-ED 63
SR + DPK HI+ TY E+ QY N +C C ++
Sbjct 91  ASRDVWRCDPKSHIEDVTYTELKEVFQKYVVNDEDMNNENNCKKTCGEFKYATVTNCANK 150

Query 64 NRY-————— - —— KFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYV 111
Y QR+C G +++C E 1 P + S 4RY ++

Sbjct 151 QEYYDTEVQYYEYSICDQQRKCNGALFDCEDYFPDYNELWI-——-- CPSTLNSSRRYEFM 205

Query 112 ELPVNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVN----- FDTWIRGFVRCDICRC 166
E G G+K+ D ++ + C++C C

Sbjct 206 EHGSVDPVIFKHDVRQYG------- PKGDKKKCDRHITYDYREFGQSFKDAWRYCEVCLC 258

Query 167 LCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRK 226
C+K S+ ++ V+Db ++ W G +L K+ I + +1 Q +L G+ D
Sbjct 259 TCHDFKSPTSEQQINVRPVVAD--NDYVVTGARLVKKNHILHVQIEQRKILADGRIDNST 316

Query 227 LSWKSDDPSLSSASKDIFKLDVN-KRSIHIGSATSNLSDFVVTGVKFAEI----DGNLAL 281
L WK+ D+ N R+l++ T + V+ G+K  + ++
Sbjct 317 LHWKTIAEP--RNVYDLRSFSWNGFRT I'YL-EVTEVPKNHVLVGLKLTNLKNGDGQMMSF 373

Query 282 GVKLTKFDVMSGKLMNDNNQWIYNSLSKQKLNNGG------ VANRP IKFTDNHASEKLDL 335
+D +G+L D+ Y+ K L + + P +
Sbjct 374 KTLSVPYDYSTGELTYDGSY--YDEPEKLDLRDRQAEVSVENCDLPQNTHFPSLPQPDSK 431

Query 336 GLVEFRQSDLKDDVGQSTVPFIDLRSI-VSTGTALIGVGLQFRTRDTSGGFIAPVWWT-- 392
++F D K D+GQS +PFID++  + L G+G  + R+ GGF+  +VT
Sbjct 432 KTIKFTTLDFKKDLGQSMIPFIDIQEFSIRPAAPLAGIGFYHKGREGYGGFVGLKLVTFD 491

Query 393 HPTYTG 398
H +6G
Shjct 492 HSPHIG 497

>r- ref|XP_001602724_1]| [Ei PREDICTED: similar to CG2206-PA [Nasonia vitripennis]
Length=894

GENE 1D: 100118844 L0C100118844 | venom protein W [Nasonia vitripennis]

Score = 340 bits (871), Expect = 2e-91, Method: Composition-based stats.
Identities = 90/399 (22%), Positives = 170/399 (42%), Gaps = 41/399 (10%)

Query 7  GFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANF---GSCNSKCEDYAAP--RHNFK 61
R L H+ T+ E+ QY EA+F GSC  C+D+ +
Sbjct 509 RAQRNLGEQSAPTHV---TFAELKNVFQSYVINEADFKKEGSCGHTCKDFKLALAGLDCY 565

Query 62 EDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKK 121
D ++ ++C+GT+++C+ + E E S +RY Y+++
Sbjct 566 YDKQFCKKHQRCSGTLHDCVHQFDEE--—---—- MFVCLEEKNSTRRYQY IDVG--—-—-- 611

Query 122 YQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFS 181
YQ +E + ++ ++ +SH CD C CLCD+  ++ R FS


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541920%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=53�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156551362%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=54�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541920&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=53
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100115520&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=53
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156551362&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=54
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100118844&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=54

Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

ST ref|xP_001810077.1] LLKE] PREDICTED: similar to GA15301-PA [Tribolium

612

182

662

242

722

297

780

357

839

YQRYGLEDKSCPSKAIELDRHYSAHN-————————- MAYCDSCMCLCDDDAHPKTERYFS

LNAVESDTKDNKVV 1 GVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASK
L+ + K#NV+ G +L +++ + +I+Q LLP G ++ + W + + +
LISSTAAVKENYVLTGARLVKRERT IHVQIQQGQLLPYGHVNESTVEWVP IKADVLAKDE

DIFKLDV-NKRSIHIGSATSNLSDFVVTGVKFAE IDGN----LALGVKLTKFDVMSGKLM
++K+ R++ + ++ VW G+ F + N L L + +G L
-VYKIKWLGSRTVFLDD IEVPRNN-VVVGLGFKAPEQNN IKVLRLVAYSAPMNYSAGVLT

NDNNQWTYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPF
++ + ++S + P + + + + V+FR + L DVGQST+PF
SETYE-SHSSEESSDEVVLEDLDIPTRRSSQIVQKSANHQYVKFRTTSLLTDVGQSTIPF

IDLRSIVSTGT-ALIGVGLQFRTRDTSGGFIAPVVVTHP 394
ID +S+ + + G G+ R GGF+A + T
IDSQSVTTNPASPMSGAG I YHRRSSGDGGFLALKLFTFN 877

Length=

426

661
241
721
296
779
356

838

castaneum]

GENE 1D: 100142514 L0OC100142514 | similar to GA15301-PA [Tribolium castaneum]

Score

337 bits (865),

Expect = 1e-90, Method: Composition-based stats.

Identities = 89/391 (22%), Positives = 153/391 (39%), Gaps = 79/391 (20%)

Query
Sbjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct

24

82

78

141

138

156

197

205

252

265

304

324

364

384

ETYEE I TRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDNR---YKFPQRQCTGTI
+TY EITF Y+ N C ++C+ + +D+  + F + C+ |
KTYLE I TNFLHGY I INKKNLDPKKQCVNECDSFKMTAIQNCDDD I DEPWCFKESPCS-RI

YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAI IEGSNYTYRYV
+C +

YGNKEHSDHTTVNFDTWIRGF-VRCDICRCLCDESKDSES IRSFSLNAVESDTKDNKVVI
N T+ +C C CLCDE + S S R +L S+ DN+WV
——————————— INLATYSESL IFKCSYCFCLCDEGQGSYSDRY INLRISMSNISDNRVVT

GVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LSSASKD I FKLDVNKR
G++ ++1 + ++++ LL G + + W + +D  + +R
GLRFIKHNRIVHLQVQEGKLLEKGNINPTTVQWVPPEDYKITDRD 1 YKGQDYHT ISWEER

SIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGKL-MNDNNQW—-——---- 1
+1 + + + VVTGV+F G+tL LV TFD +GKL N ++ W
TIELTKVIAK-AGSVVTGVRFKRTFGSLNLQVLTTAFDFNTGKLEKNSDSDWG I FESAPY

YNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIV
+N K +L + T+ ++ + +EF +D + D GQ+T+PF D +++
FNIRHKFRLKVNLNPSDVPVRTNLDFTDFSENMY IEFANTDYRKDAGQTT I PFFDAQAVN

S-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
STTLG+HL + R GGFIAP ++T+
STTPTPLSGIGLFHKGRKGYGGFIAPKIITY 414

77

140

137

155

196

204

251

264

303

323

363

383

>r- gb]JACE75210.1] conserved hypothetical protein [Glyptapanteles flavicoxis]

Length=

Score

Query
Sbjct
Query
Shjct

Query

645

12

217

63

277

121

330 bits (846),

LDNVDPKEHIKGETYEE I TRFNQVYFTQE----- ANFGSCNSKCEDYAAPRHNFKE----
L DP + I+GET+ E Q E +  CH++CH R
LQRCDPPKD IRGETFSEFQGLFQG I I INELQTDS IDTTHCHNQCDAVDYSRLVRCYSFDA

——DNRYKFPQRQCTGT1YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK
++ CG+ C 1+ S +R+ + + o+
GNRT I THCHKKPCNGLLSACQ---—-—-—- WIGFIKACEMYENSSRRFLW----SDDVNE

KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCD ICRCLCDESK-DSESIRS
Y G T+ YV w RC +CRC+C E + +S ++R+

Expect = 2e-88, Method: Composition-based stats.
Identities = 90/427 (21%), Positives = 163/427 (38%), Gaps = 77/427 (18%)

62

276

120

323

179


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=189242474&RID=RV8C3AN001S&log$=unigenealign&blast_rank=55�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=189242474%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=55�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=189242474&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=55
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100142514&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=55
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190702315&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=56

Sbjct 324 DSSYRKCPGRLVTFDYV-—-————————————— WQNDVSRCSVCRCICVEQEGNSTAMRT 367

Query 180 FSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDP-—--- 234
SL +D N V+ GV+ A KD+IF+ +1 QS L P G+ + WK
Sbjct 368 ISLIPQLADIHRNMVMTGVRFAQKDRIFHLQIEQSELGPFGEIVPGTVEWKELGDFQYDS 427

Query 235 -—--—- SLSSAS-——-—————- KDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE--IDGN 278
D + +++R+1++ +N V+ GV+F +D
Sbjct 428 TGEGSFSIKKGDEFVKLTEFVDFSFVALDQRTINLDELFAND-GQVLIGVRFIYNGMDDA 486

Query 279 LALGVKLTKFDVMSGKLMNDNN---QWIYNSLSKQKLNNGGVA-—-~—--—-- NRPIKFTD 326
L VK D+ +GKL + N +WI + ++++ N + P+
Sbjct 487 FELQVKSWPVDIRTGKLADGNPSDVEWIGSENAQKRSENYDGPRSTFEIGETDEPLSTNK 546

Query 327 NHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVSTG--TALIGVGLQFRTRDTSGG 384
+ + + R ++ +DD+ Q TVP++DL+ + + L G+ + +R + GG
Sbjct 547 LNIPLSVPNQKLMIRATNFEDDLHQHTVPYLDLQPVTYSTAKIPLSGLEIIYRGVEGFGG 606

Query 385 FIAPVVW 391
F+ +

Sbjct 607 FLGFRIF 613

>r_ ref|XP_001601835.1] [IlEi PREDICTED: similar to ef hand protein [Nasonia vitripennis]
Length=796

GENE 1D: 100117668 L0OC100117668 | similar to ef hand protein
[Nasonia vitripennis]

Score = 322 bits (824), Expect = 7e-86, Method: Composition-based stats.
Identities = 91/392 (23%), Positives = 164/392 (41%), Gaps = 54/392 (13%)

Query 9  SRTLDNVDPKEHIKGETYEEITRFNQVYFTQEAN----- FGSCNSKCEDYAAPRHNFKED 63
RL DP HK TY + Q F E+ ++ +CE +R  +
Sbjct 141 DRKLLRADPDSHQKDITYSRLYPVLQGVFIYEPDTTAGGWYTFWHQCESLKSTRLKVPDH 200

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVYNTDKKKYQ 123

+ C G + +C + P+ D+ Y+
Sbjct 201 ----———- KSCAGVLRDCR-—-—--—- YIDSSIDICPST-TDDRIYSW--——————————- 231
Query 124 YAINIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLN 183
+ VYG+K +S+ +T+ G + D+C C C ES + RFL
Sbjct 232 --——-- AVTKSNDVYGHK-NSECPVKLQONTY--GVLTYDVCLCTC-ESAYVQKDRYFCLR 281

Query 184 AVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDD---PSLSSAS 240
V SD+ +NKV+ G +L K + Y +1+Q L G W+ P +
Sbjct 282 NVVSDSDNNKVITGARLVKKGNVLY 1QIQQGTLGANGSI1V-DVPQWQPVKEESPRNLHNN 340

Query 241 KDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNN 300
K++++++ ++ ++ + S + + +TG++F + + +L L ++T F+ +G L N+

Sbjct 341 KNVYQVNYDQONTVFLDVLKSQPA-YALTGLRFQKAENSLRLEAQITNFNYETGNLRLTNS 399

Query 301 QWIYNSL--SKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFID 358
W+ N - + Pl 4+ + V FR ++L+ D+GQ+ VPFID
Sbjct 400 -WLSNPNGLETRERLKLVNPDVP I IMPEHNKI-THNNRYVSFRMTNLRKDLGQTIVPFID 457

Query 359 LRSIVS-TGTALIGVGLQFRTRDTSGGFIAPY 389
+ IV+ LGGL + R SGGF+
Sbjct 458 TQEIVTINPPMPLAGAGLYHKGRKHSGGFLGQK 489

>r- gb]ABY19389.1] venom protein 2 [Microctonus hyperodae]
Length=679

Score = 314 bits (805), Expect = 1e-83, Method: Composition-based stats.
Identities = 106/422 (25%), Positives = 164/422 (38%), Gaps = 81/422 (19%)

Query 8 FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFG--SCNSKCEDYA--—-—-— APRHN 59
S TLD DPK  +GE + E+ + Q++ E + SC+ C + R+
Sbjct 268 ASLTLDYCDPKNFTRGENFVELEKSIQMFVGNEVDINGNSCSDVCSNIDSSGIRSDARNC 327

Query 60 FKEDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVYNTDK 119


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156541638&RID=RV8C3AN001S&log$=unigenealign&blast_rank=57�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156541638%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=57�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156541638&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=57
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100117668&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=57
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=162568926&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=58

K + P+ C G 1Y+CI S +RY +VE
Sbjct 328 DKNNGNSWCPLQSCYGRIYDCISASTAS-----—-—-- VCELGKSSLRRYDWVE-—----- 371

Query 120 KKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLC-DESKDSESIR 178
++ + YGN + N + G CD+C CCDE +4S + R
Sbjct 372 -——————————- DHYNNHNYGNTNSCNGR IRNPSYYRSGLTSCDVCICTCADEIGESPANR 420

Query 179 SFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS- 237
+ +L S+ + N V+ GV+ DKI + +1++ L+ G+ W +
Sbjct 421 TINLRPQLSNIEANMVITGVKFISSDKIIHIQIKEGELMSGGRIKPETEHWIEPENFEYD 480

Query 238 - SASKD IFKLDVNKRSIHIGSATSNLSDFVVTGVKFA 273
D + +R 1++ + S +VVTGVKF
Sbjct 481 PKGILKSRKVGSFFLSTGNKMTLMKHGMDFTFVTFFQREINLDDVKA-PSGYVVTGVKFY 539

Query 274 EIDG-------- NLALGVKLTKFDVMSGKLMNDNNQWI'YNSLSKQKLNNGGY-——==--- 317
L L+ +TKFD ++G LM D++ WI + N G+
Sbjct 540 REGNDTDGLSRRRLQLAIYVTKFDFLNGVLMKDSSYWISQENMPNRPENYGLRRNEVELS 599

Query 318 -ANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVST-GTALIGVGLQ 375
+ P K DH V+F SD +D GQ+T+PF D +S+ ST TAL G+GL
Sbjct 600 APDDPTKGKD-HKQISKPGQYVKFTTSDRVNDAGQAT IPFFDGQSVTSTISTALSGLGLF 658

Query 376 FR 377
R
Sbjct 659 HR 660

>r- gb]ACz28338.1] hypothetical conserved protein [Simulium nigrimanum]
Length=522

Score = 309 bits (791), Expect = 5e-82, Method: Composition-based stats.
Identities = 94/401 (23%), Positives = 157/401 (39%), Gaps = 50/401 (12%)

Query 7  GFSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANF-GSCNSKCEDYAAPRHNFKED 63
SR +P EH T+ ++ +F Y E++ G+C C R
Sbjct 146 KVSRDYWVCNPSVNEHT---TF-QMNKF1YGYMDIESDLTGTCTGTCN----LRLQRGIV 197

Query 64 NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQ 123
QR+C G + +C ++ ++ E+ Y Y++ V
Sbjct 198 AMTNEVQRKCVGLVSHCRTTSDQ------ TFEYCFAKNEEASYMYEY IKNDVIK--—--- 245

Query 124 YAIIEGSNYTYRYVYGNKEHSDHTTVNF---DTWIRGFVRCDICRCLCDESKDSESIRSF 180
G+KE + GFV+CD C C C ES+D E+ R
Sbjct 246 ------------—-—- RGSKEMCSSD INPLQHKHAYTAGFVKCDYCVCEC-ESEDDETHRYL 290

Query 181 SLNAVESDTKDNKVVIGVQLAL-KDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSA 239
SL S+ +NKV++G++ + K+  +++++PL P G D+ K W+ DP L
Sbjct 291 SLLPQMSNIVENKVIVGMKFTKYETKLISLQVKEAPLQPYGYVDETKAEWRDLDPMLLPN 350

Query 240 SK----DIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKL 295
+ + R+1 + L V+TG+KF ++G + ++ T F+ SG +
Sbjct 351 TYWDYPGYHIMSGKLRAIRMKKLEGPLH-TVLTGIKFIVVNGVPDISIRHTYFNFTSGVM 409

Query 296 MNDNNQWIYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVP 355
+E WL o+ K+ P + +F +L DG VW
Sbjct 410 QPEKSYWITETHDDPKPIDYNGLPEPGACATL-FPDTKSGQK ILFGHNGL-GDAGSKVVP 467

Query 356 FIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTHPT 395
F D+ +V AL G G+ + GG +APW T P
Sbjct 468 FFDSQPVVPDKPLALSGAGILHKGAQNCGGLVAPVVTTLPE 508

>r_ ref|XP_001603579.1] [IlEi PREDICTED: similar to GA15301-PA [Nasonia vitripennis]
Length=612

GENE 1D: 100119874 L0C100119874 | similar to GA15301-PA [Nasonia vitripennis]

Score = 308 bits (790), Expect = 5e-82, Method: Composition-based stats.
Identities = 88/415 (21%), Positives = 166/415 (40%), Gaps = 74/415 (17%)

Query 23 GETYEEITRFNQVYFTQEAN--—-- FGSCNSKCEDYAAPRHNFKED-NRYKFPQRQCTGT 76


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156555923&RID=RV8C3AN001S&log$=unigenealign&blast_rank=60�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156555923%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=60�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146784&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=59
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156555923&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=60
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100119874&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=60

G+T+ ++ Q +FT +++ + CE R + + + +R+C G
Sbjct 221 GQTFLKLNPVFQTFFTYQSDIKYTAWYGAVHTCESMVDKRLWCRSHPCKVQPTERRCYGK 280

Query 77 I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAIIEGSNYTYRY 136

+ +C E V ++ P+SD+RY ++++ +
Sbjct 281 LRDC-------- EYVAKWFQICHAPPKSDRRYDWIKIYKGGEYTDIHGV--—-——————— 321
Query 137 VYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVI 196
E D+T TW CCCES+ E R FSL V+SD DNKV+
Sbjct 322 ---QNERCDNTQGVGSTWP-----— FHTCACNC-ESESREEDRFFSLLDVKSDIGDNKVIT 372
Query 197 GVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS-—-——-———————————————— 235
G++L K +++ +1+Q L WK+ D
Sbjct 373 GLRLVKKGHVYHIEIQQGTLGINASIIDAS-QWKNTDELFNQTTLSSDEIATYHYQQISS 431
Query 236 --———----———————- LSSASKD IFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLA 280
+ +F 4+  ++ ++++ + D V+TGV+F + L

Sbjct 432 PQQONDYRITMENEWVDWHKNNLVFSVTYDQSAVNLNTRELGPED-VLTGVRFHQSGSALD 490

Query 281 LGVKLTKFDVMSGKLMNDNNQWIY-NSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVE 339
+V TFD +G+L N +WI+ N K +P+ o+ K+ o+
Sbjct 491 1QVHGTPFDYATGRLDTKNGRWIF INRARNVKE IVLKDPD IPVNSKKSDRFSKNNNEFIR 550

Query 340 FRQSDLKDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTH 393
FR+++ + DVGQ+ +P++D++ IV+ L GG+ + ++ GGF+ +V +
Sbjct 551 FRRTNFRKDVGQNVIPYLDIQDIVTNPPIPLSGAGIYHKYQEGYGGFLGLKIVHY 605

>r- gb]JACH56860.1] hypothetical protein [Simulium vittatum]
Length=351

Score = 307 bits (786), Expect = 2e-81, Method: Composition-based stats.
Identities = 82/367 (22%), Positives = 137/367 (37%), Gaps = 39/367 (10%)

Query 37 FTQEANFGSCNSKCEDYAAPRHNFKEDNRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQl 96

F ++GC+C+ PR RCGI C ++
Sbjct 3 FESDLSLGHCKTACYELQQPRQMNLVKRM---SNRSCNGY 1GQCGASSK-——-—-- GTFEY 53
Query 97  KKPESPESDKRYYYVELPVNTDKKKYQYAI IEGSNYTYRYVYGNKEHSDHTTVN-FDTWI 155
+ Y YWV G+KE Vo T+
Sbjct 54  CYSNNEFASEMYSYVSSDV--—mmmmmmmmmmmmmmmeo MRKGSKELCQGEEVKSVSTYL 93

Query 156 RGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSP 215
G C+CC+ S+b + R SL S+ AN++++GV+ A4+ Y +1 Q+P
Sbjct 94 SGVFHCEYCACIC-HSEDKTAHRFLSLLPQFSNIDENQI 1VGVRFVKRNRVLYLQIMQAP 152

Query 216 LLPLGKADQRKLSWKSDD----- PSLSSASKD IFKLDVNKRSIHIGSATSNLSDFVWWTGV 270
LLP D W+ D P + D R +++ ++TGV
Sbjct 153 LLPYAAVDMDSAEWRDIDELGMLPPEHTNLSGYHAFDHKNREMYMKELEV-PGGSLLTGY 211

Query 271 KFAEIDGNLALGVKLTKFDVMSGKLMNDNNQWIYNSLSKQKLNNGGVAN-RPIKFTDNHA 329
KF DG L ++ T + +G+L  ++ W+ N+ N P+
Sbjct 212 KFIIKDGVPDLSIRYTFVNWTTGELNQSSSLWMTEKHDTYDTNDMLYQNQLPDQCKTPSF 271

Query 330 SEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVSTGT-ALIGVGLQFRTRDTSGGFIAP 388
+ F SL D Q +P+ D + +V L G+G+ + D GGFI+P
Sbjct 272 1DTASGQRFRFGTSALDQDGAQHVLPYFDAQPVVPMMMVPLSGIGVTHKGDDRCGGFISP 331

Query 389 VVVTHPT 395
W T
Sbjct 332 VVFTVNE 338

>r_ ref|XP_002040062.1]| !Ei GM15999 [Drosophila sechellia]

gb | EDW56927.1] IEi GM15999 [Drosophila sechellia]
Length=549

GENE 1D: 6615691 Dsec\GM15999 | GM15999 gene product from transcript GM15999-RA
[Drosophila sechellia] (10 or fewer PubMed links)

Score = 306 bits (784), Expect = 3e-81, Method: Composition-based stats.


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195347040%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=62�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194135411%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=62�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260720&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=61
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195347040&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=62
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194135411&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=62
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6615691&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=62

Identities = 76/322 (23%), Positives = 115/322 (35%), Gaps = 64/322 (19%)

Query 8 FSRTLDNVDP--KEHIKGETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKE 62
SR DP +H++G+TY +TR Q + EN SC + C DY R +
Sbjct 272 SSRLYWRCDPGKNKHVEGQTYGRVTRLLQGFVENEVNLNTEQSCMNSCGDYHDTRSSGCY 331

Query 63 D--NRYKFPQRQCTGTI'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 120
+ Q C G +YNC + + + S +RY Y+ +
Sbjct 332 KPEEEFCGQQPACKGRLYNCNTIESDIS------- VCPSSNASSARRYEY ISFKDD---- 380

Query 121 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRG-FVRCDICRCLCDESKDSESIRS 179
GN + +W F RC C CLCDE + SR
Sbject 381 - GNSPDCESQVRKPSSWSSWIFWRCHYCFCLCDEP-STNSDRY 421

Query 180 FSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLS-- 237
F+L SD K NKV LLP G Lw +
Sbjct 422 FNLRDSLSDFKQNKV----——————-—emmm——— GELLPKGAIRNSSLEWLPVEDYNVTD 462

Query 238 ---SASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMSGK 294
D L ++Rt+ + + N +D WTG +F +L LV + F+ +G+
Sbjct 463 VDVRDGYDYHTLSMDSRAMDVDE ISVNSTDQVVTGFRFRVFKQHLNLEVLFSSFNFSTGR 522

Query 295 LMND--NNQWIYNSLSKQKLNN 314
L+ + W+ N S + +
Sbjct 523 LIEPQTKSFWLGNQNSHLEGHR 544

>r- gb]JACE75299.1] conserved hypothetical protein [Glyptapanteles indiensis]
Length=643

Score = 306 bits (783), Expect = 4e-81, Method: Composition-based stats.
Identities = 85/415 (20%), Positives = 147/415 (35%), Gaps = 797415 (19%)

Query 11  TLDNVDPKEHIKGETYEEITRFNQVYFTQE----- ANFGSCNSKCEDYAAPRHNFKED-- 63
L N DP +I+CGET+ E Q E + C +C+ R D
Sbjct 216 NLLNCDPPNYIRGETFSEFLGLFQGVIINELQTDSIDASQCQGECDAVDYSRLVRCYDFN 275

Query 64 --—-NRYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDK 119
+CG+ C 1 S +R+ +
Sbjct 276 AKNRTITHCHTKPCNGLLTACDE--------- IGAIKTCEMYENSSRRFLWAHHIDEDSS 326

Query 120 KKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFD-TWIRGFVRCDICRCLCDESK-DSESI 177
VFD W RC +C C+C E + +S ++
Sbjct 327 HL--———-----------—————— ECPGRVVKFDNAWEND I SRCSVCVCICVEQEGNSTAM 365

Query 178 RSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDP--- 234
R+ SL +D N V+ GV+ A KD++F+ +1 Q L G+ WK
Sbjct 366 RTISLIPQLADIHRNMVMTGVRFAEKDRMFHLQIEQGELGSFGEIVPGTAEWKELGDFQY 425

Query 235 -—--———-—- SLSSAS-——-————- KDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE--ID 276
D + +++R+1++ +N V+ GV+F +D
Sbjct 426 DSAGEGSFSIKKGEKFVKLTEFVDFSFVALDQRT INLDELFAND-GQVLIGVRFIYNGMD 484

Query 277 GNLALGVKLTKFDVMSGKLMNDNN---QWIYNSLSKQKLNNGGVA--—-—————- NRPIKF 324
L VK D+ +G+L N N +Wl + ++++ N N P+K
Sbjct 485 DAFELQVKSWPVDIRTGELANGNPSDVEWIGSENAQKRSENYDGPRRMFEIGETNEPLKT 544

Query 325 TDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVSTG--TALIGVGLQFR 377
+ + + + R ++ +DD+ Q TVP++DL+ + + L G+ + R
Sbjct 545 REWNHPLSVPNQRLMIRATNYEDDLHQHTVPYLDLQPVTYSTAKIPLSGLEIIHR 599

>r- ref|XP_001605051.1]| [IlEi PREDICTED: similar to GA15301-PA [Nasonia vitripennis]
Length=592

GENE 1D: 100121438 L0C100121438 | similar to GA15301-PA [Nasonia vitripennis]

Score = 296 bits (759), Expect = 2e-78, Method: Composition-based stats.
Identities = 92/379 (24%), Positives = 149/379 (39%), Gaps = 58/379 (15%)

Query 31 RFENQVYFTQEANFGS---CNSKCEDYAA-PRHNFKEDNRYKFPQRQCTGTIYNCIGEKIT 86
+ QY E+ S C+ C ++ + DN+ QR C G ++NC E


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=156545267&RID=RV8C3AN001S&log$=unigenealign&blast_rank=64�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156545267%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=64�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=190702409&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=63
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156545267&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=64
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100121438&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=64

Sbjct 243 QVFQNYIVNEVDLSSEKSCSKDCPHFSGGSQVQGCFDNKICAKQRTCEGKLWNCYEESK- 301

Query 87  EKEPVIRYQIKKPES-PESDKRYYYVELPVNTDKKKYQYAI IEGSNYTYRYVYGNKEHSD 145
I PS ++RY Y+t RY ++
Sbjct 302 ——------ 1 1VCPASKENNNIRYDY 1Dl ~~=— = - m o KKKRYGEEKSDNCK ~ 335

Query 146 HTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDK 205
+ V. TW+R +C C C+C E ++ R SL V SD N VW G++ LK+
Sbjct 336 NEVVEAKTWLRLPYKCSNCMCIC-EVSSPKTDRY ISLRPVISDAHLNYVVTGMKFELKNG 394

Query 206 IFYFKIRQSPLLPLGKADQ------ RKLSWKSDDPSLSSA----- SKDIFKLDVNKRSIH 254
I + +1+QS LL G + + WK D + KD + L R++
Sbjct 395 [1IHIRIKQSKLLANGL IENAVSELPKSEQWKKIDDYT INDKDIFEGKDYYMLSWQNRTMC 454

Query 255 IGSATSNLSDFVVTGVKFAEIDGN----LALGVKLTKFDVMSGKLMNDNNQWIYNSLSKQ 310
+ S V+TG++F N L L V+LT ++ +G+L + N+ W N L +
Sbjct 455 LDELDSLNKSDVLTGLRFKLESVNDQTYLKLEVRLTPYNFTTGRLSDKNSYWYSNGLQQN 514

Query 311 KLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSI-VSTGTAL 369
K + + +F  ++L+ D GQSTVP ++ + L
Sbjct 515 DRTEL--—---- KLDSSVTANPQLDSYFKFT-TNLE IDAGQSTVPHVEHVELETKVSVPL 566

Query 370 IGVGLQFRTRDTSGGFIAP 388
G GL +DS + A
Sbjct 567 SGAGLF-INKDLSFKWKAF 584

>r_ ref|XP_967785.2] IEi PREDICTED: similar to conserved hypothetical protein [Tribolium
castaneum]
Length=519

GENE 1D: 656143 L0OC656143 | similar to CG2206-PA, isoform A
[Tribolium castaneum]

Score = 275 bits (703), Expect = 8e-72, Method: Composition-based stats.
ldentities = 73/249 (29%), Positives = 116/249 (46%), Gaps = 14/249 (5%)

Query 156 RGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSP 215
C CCLC+E + S SR +L +++ DN+VV G++ ++1 +  1++
Sbjct 90  YRNSYCPYCFCLCEEGQVSYSERYVNLRITKANISDNRVVTGLRFIKHNQIVHLHIQEGK 149

Query 216 LLPLGKADQRKLSWKSDDPSLSSASK--—-- DIFKLDVNKRSIHIGSATSNLSDFVVTGV 270
LL G D++W D D L +RS+ + + W GV
Sbjct 150 LLEKGYVDPKTVQWVPPDNYKIDDRNIYEEEDYHTLSWEERSLELTEIVAE-EGSVVIGY 208

Query 271 KFAEIDGNLALGVKLTKFDVMSGKLMNDNNQW--TYNSLSKQKLN---NGGVANRPIKFT 325
+F+ G+LV TFD +GKL DN W N+++ +N + PI
Sbjct 209 RFKKTLGGVKLEVLTTTFDFDTGKL-EDNTTWNIFKNTITPNLINQEIKLDSPDIPI-HK 266

Query 326 DNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVST-GTALIGVGLQFRTRDTSGG 384
+ ++ + + F +D D GQ+TVPF D + + ST T L G+GL + R SGG
Sbjct 267 NLASIDFSENTYINFTNTDYDKDAGQTTVPFFDAQPVYSTAPTPLSGIGLFHKGRKGSGG 326

Query 385 FIAPVWTH 393
FI P ++T+
Sbjct 327 FITPKILTY 335

>r- ref|XP_001599112._1] [Ei PREDICTED: similar to CG31664-PA [Nasonia vitripennis]
Length=530

GENE 1D: 100113795 LOC100113795 | similar to CG31664-PA [Nasonia vitripennis]

Score = 241 bits (615), Expect = le-61, Method: Composition-based stats.
Identities = 69/330 (20%), Positives = 140/330 (42%), Gaps = 59/330 (17%)

Query 86 TEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAIIEGSNYTYRYVYGNKEHSD 145
K+PV + E+ + R++Y+ + + Y +Y ++  ++
Sbjct 231 ETKDPVRGWVQYCNENKNKNSRHFYIHIF--—-—————————————— WIYLRLYLHRHETN 273

Query 146 HTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDK 205
+V CC++ D+ RF+L V SD +NK+V GV++


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=189242472%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=65�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156538947%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=66�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=189242472&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=65
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=656143&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=65
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156538947&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=66
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100113795&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=66

Sbjct 274 LPSV-——---——————- FEYCTCEDPAD-D IDRHFNLRPVTSDVANNKIVTGVKIVKDQN 319

Query 206 IFYFKIRQSPLLPLGKADQRKLSWKSDDPSL----- SSASKDIFKLDVNKRSIHIGSAT- 259
+F+ +1+Q L G + ++WK + D + ++ +++ +
Sbjct 320 LFHIQIKQGEL-SNGFVNTSSIAWKPLEKYSPLDIGYERGVDFYTVESRSKTVCLDDLDA 378

Query 260 ---SNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNNQWIYNSLSKQKLNNGG 316
+N S++++TG++FA L L ++LT +D +G L+ +N+ WI N K +NG
Sbjct 379 NKSANKSNYLLTGLRFAV-GPYLKLEIQLTPYDPETGYLIAENSTWISNINKPAKYSNGP 437

Query 317 VANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVSTGT-ALIGVGLQ 375
o+ o+ o+ +  +S+ D GQ+TVP ID++ I + L G GL
Sbjct 438 FDWMDAEYDNYYIT----NRCIRISRSEDSLDFGQATVPLIDIQEITTDPVIPLSGAGLY 493

Query 376 FRTRD-------—-—-- TSGGFIAPVVVTH 393
++++ GG+ + TH
Sbjct 494 YKSKQLYSHNDVKYELLRYGGYFGLRLFTH 523

>r_ ref|XP_001605439.1] !Ei PREDICTED: similar to ENSANGPOO0O0O0010019 [Nasonia
Length=585

GENE 1D: 100121830 L0C100121830 | similar to ENSANGPOO000010019
[Nasonia vitripennis]

Score = 229 bits (684), Expect = 4e-58, Method: Composition-based stats.
Identities = 74/278 (26%), Positives = 127/278 (45%), Gaps = 38/278 (13%)

Query 118 DKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESI 177
+KK +Y + G+ Y + G++ + + ++ F ++C C C+E +
Sbjct 296 SEKKIEYIELLGTKKIYGF-KGSECPTKVEQLRGSSFAAQFRAVELCFCTCEEDPAASDD 354

Query 178 RSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSW---KSDDP 234
R FSL V S+ NKV+ GV++ L ++ F+++Q L+ G QR ++W + DP
Sbjct 355 RYFSLKPVTSNVVKNKVLTGVRIVLMNRTVQFQVQQGRLVENGNKAQRSVNWGRLQPLDP 414

Query 235 SLSS--ASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAE IDGNLALGVKLTKFDVMS 292
S AKD ++ + R+++l S + +D +TG+KF + +L L ++ T D +
Sbjct 415 LDRSFVAGKDYHRITYDARTVNIDSLEA-PADCALTGLKFEKEGSSLKLAMQYTPIDFAN 473

Query 293 GKLMNDNNQWIYNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQS 352
GKL+ + WI + + + S L+ D+G S
Sbjct 474 GKLIASGSTWISSPVGSSR-—---———————————— e ——— DSSLESDLGGS 503

Query 353 TVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPY 389
VPFID + 1 ST L G GL ++ S GFI
Sbjct 504 VVPFIDSQPITSTPAVLLSGAGLVYKGGRKSSGFITMK 541

>r- gb]JACZ28354.1] hypothetical protein [Simulium nigrimanum]
Length=291

Score = 228 bits (681), Expect = le-57, Method: Composition-based stats.
Identities = 65/279 (23%), Positives = 116/279 (41%), Gaps = 16/279 (5%)

Query 126 11EGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAYV 185
+ N ++V +  +TW+ Ch C C+CDh+ + L
Shjct 1 LCI1QQNPQKKFVKYQVPDEKCHQLVLNTWLYDLRNCDFCSCICDKDDEEN---YVYLGPS 57

Query 186 ESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDIFK 245
+ T UV GVHL L+ + Y444+ G D L w+ +FK
Sbjct 58 KV-TDPDRVVTGVRLVLENGVLYWQLQTGKPRTFGFIDSETLEWQPLPKVSDKKDVRLFK 116

Query 246 LDVNKRSIHIGSATSNLSDFVVTGVKFAEIDG---NLALGVKLTKFDVMSGKLMNDNNQW 302
+N++ 1 +V+TG++F + + L + + ++M G+L ND N +
Sbjct 117 -KINRKQSVILRNLEVPVPYVLTGIQFVKSSNPPDSFDLNLFGRQIELMEGRLFNDTNPF 175

Query 303 ----- 1 YNSLSKQKLNNGGVANRP I KFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFI 357
o+ 4 N+ KT VF S++K D Q VPF
Sbjct 176 GPEKALFDRYRAENRSAL INVNKEEK ITVTAKDNHTV--YVVFGHSNMKTDFSQYLVPFF 233

Query 358 DLRSIVST-GTALIGVGLQFRTRDTSGGFIAPVVVTHPT 395

vitripennis]


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=156554655%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=67�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=156554655&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=67
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=100121830&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=67
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146816&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=68

D+R++ + L GVGL RT D GG IAP ++
Sbjct 234 DIRNVTPSIPMPLKGVGLYHRTNDDYGGLIAPRLIAINP 272

>r- gb]JACH56924.1] hypothetical protein [Simulium vittatum]
Length=389

Score = 224 bits (570), Expect = 2e-56, Method: Composition-based stats.
Identities = 65/242 (26%), Positives = 106/242 (43%), Gaps = 19/242 (7%)

Query 167 LCDESKDSESIRSF------- SLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPL 219
+CD+ + E + F SL ESD KD KV++G+QL KD + YFKI+Q+PLLP
Sbjct 140 VCDQGRSGEHYKKFKNSLPMVSLKPQESDIKDGKVIVGLQLTTKDDVLYFKIKQAPLLPH 199

Query 220 GKADQRKLSWKSDDPSLSS-ASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGN 278
++ SW + LS K++ ++ ++ T + V+TG+ F N
Sbjct 200 FHVNESASSWMDIEYMLSRPDDKNLTTVEPYHWKLMMKELTV-PENTVLTGIGFGYDSKN 258

Query 279 -LALGVKLTKF- DVMSGKLMNDNNQWIYNSLSKQKLNNGGVAN RPIKFTDNHASEKLDL 335
L+ +K T + SG+L + W+ + + ++

Sbjct 259 QLDIQLKYTPVLNASSGELDVLASGWMAERHDAHRTKEFDNKVKVSTSCELDSFPDMMNG 318

Query 336 GLVEFRQSDLKDDVGQSTVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTHP 394
+ L Vv +PFID + +V AL G G+ + D GGF+APV +T

Sbjct 319 QCL------ LMKKVSND I 1PFIDTQELVPKPMMALSGAG I THKGHDNCGGFLAPVALTLS 372

Query 395 TY 396

Sbhjct 373 DY 374

>r- gb]JACz28153.1] hypothetical protein [Simulium nigrimanum]
Length=296

Score = 215 bits (647), Expect = 7e-54, Method: Composition-based stats.
Identities = 63/281 (22%), Positives = 115/281 (40%), Gaps = 16/281 (5%)

Query 124 YAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLN 183
+ N ++V +  +TW+ CD C C+CD+ + L
Shjct 22 NTLCIQQNPQKKFVKYQVPDEKCHQLVLNTWLYDLRNCDFCSCICDKDDEEN---YVYLG 78

Query 184 AVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDI 243
+ T ++VV GV+L L++ + Y++++ G D L W+ +
Sbjct 79 PSKV-TDPDRVVAGVRLVLENGVLYWQLQTGKPRTFGFIDSETLEWQPLPKVTDKKDARL 137

Query 244 FKLDVNKRSIHIGSATSNLSDFVVTGVKFAE 1DG---NLALGVKLTKFDVMSGKLMNDNN 300
FK +N++ +V+TGHF + + L+ + ++M G+L ND N
Sbjct 138 FK-KINRKQSVILRNLEVPVPYVLTGIQFVKSSNPPDSFDLNLFGRQIELMEGRLFNDTN 196

Query 301 QW----- 1 YNSLSKQKLNNGGVANRP I KFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVP 355
++ ++ o+ + N+ KT VF S++KD Q VP
Shjct 197 RFGPEKALFDRYRAENRSALVNVNKEEK ITVTAKDNHTV--YVVFGHSNMKTDFSQYLVP 254

Query 356 FIDLRSIVST-GTALIGVGLQFRTRDTSGGFIAPVVVTHPT 395
F D+R++ + L GVGL RT D GG 1 ++
Sbjct 255 FFDIRNVTPSIPMPLKGVGLYHRTNDDYGGLIRHGLIGINP 295

>r- gb]JACH56909.1] hypothetical protein [Simulium vittatum]
Length=313

Score = 214 bits (546), Expect = le-53, Method: Composition-based stats.
Identities = 61/282 (21%), Positives = 110/282 (39%), Gaps = 17/282 (6%)

Query 124 YAILIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCD ICRCLCDESKDSESIRSFSLN 183
++  ++  ++V K + W+ F C+ C C+CD+ L
Sbjct 25 NSLCMENDLKEKFVKYTKPKDKCHQLPLTNWLYDFRNCEYCSCICDKDDQEN---FVYLG 81

Query 184 AVESDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDI 243
A++ + VW GV+L + + + +++++ G D L+W+ P +
Sbjct 82 AIQVANLGH-VVTGVRLVMANNVLFWQLQTGKPRSFGFIDADTLAWQPL-PKIDRKKDAK 139


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260853&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=69
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146414&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=70
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260818&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=71

Query 244 FKLDVNKRSIHIGSATSNLSDFVVTGVKF--AEIDGN--LALGVKLTKFDVMSGKLMNDN 299
VNK+ 1 + +V+TGV+F ++ N + + D+M GKL N++
Sbjct 140 LLHRVNKKQSFIMRNLEVPAPYVLTGVQFFARSLNQNAAYDMNLYGRPIDLMEGKLYNES 199

Query 300 NQWI----- YNSLSKQKLNNGGVANRP IKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTV 354
Q+ ++ N+ T + S+ D Q V
Sbjct 200 RQFTPNKEQFDPYQTNTRLALVNENKEEDTTIPRKDNYTVNVFL--GHSSITGDFSQYLV 257

Query 355 PFIDLRSIVST-GTALIGVGLQFRTRDTSGGFIAPVVVTHPT 395
PF D R++ S+ L GVGL RT D G 1AP ++
Sbjct 258 PFFDTRNVTSSVPMPLKGVGLFHRTNDFYAGLIAPRLIALNP 299

>r- gb]JACH56925.1] hypothetical protein [Simulium vittatum]
Length=221

Score = 209 bits (633), Expect = 3e-52, Method: Composition-based stats.
Identities = 52/214 (24%), Positives = 94/214 (43%), Gaps = 12/214 (5%)

Query 187 SDTKDNKVVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDIFKL 246
SD + KV++G+QL KD + FKI ++PLLP  + + WK + + S+ + +
Sbjct 1 SDIANGKVIVGLQLLAKDGVLTFKILEAPLLPHFHVNASEKKWKELE-Y IRSSPDNKTVV 59

Query 247 DVNKRSIHIGSATSNLSDFVVTGVKFAEIDGN-LALGVKLTKF-DVMSGKLMNDNNQWIY 304
++ +4+ T + V+TG+ F NL++KT + +G+L + W+
Sbjct 60 EPHHWKLMMKELTVP-ENTVLTGIGFRYDGKNQLD IQLKYTPVLNASTGELDVLASGWMT 118

Query 305 NSLSKQKLNNGG-VANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIV 363
Q+ P N+ ++ o+ LV +PFI+ + +V
Sbjct 119 ERHDAQRTKEFDKNVQIPTSCEVNSFPDMMNGQCL-—---- LMKKVSNDIIPFIETQEVV 172

Query 364 S-TGTALIGVGLQFRTRDTSGGFIAPVVVTHPTY 396
AL G G+ + D GG++APV +T Y
Sbjct 173 PEPMMALSGAGITHKGHDNCGGYLAPVALTLSDY 206

>r- gb]JACz28152.1] hypothetical conserved protein [Simulium nigrimanum]
Length=293

Score = 204 bits (520), Expect = le-50, Method: Composition-based stats.
Identities = 58/249 (23%), Positives = 104/249 (41%), Gaps = 16/249 (6%)

Query 156 RGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVIGVQLALKDKIFYFKIRQSP 215
+ C+CD+ + L + T ++VV GV+L L++ + Y++++
Sbjct 45 YHLAYYHLDSCICDKDDEEN---YVYLGPSKV-TDPDRVVTGVRLVLENGVLYWQLQTGK 100

Query 216 LLPLGKADQRKLSWKSDDPSLSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEL 275
G D L Ww+ +FK N+ +V+TGHF +
Sbjct 101 PRTFGFIDSETLEWQPLPKVTDKKDARLFK-KINRKQSVILRNLEVPVPYVLTGIQFVKS 159

Query 276 DG---NLALGVKLTKFDVMSGKLMNDNNQW----—- I'YNSLSKQKLNNGGVANRPIKFTDN 327
+ L+ + ++M G+L ND N++ +++ + N+ KT
Sbjct 160 SNPPDSFDLNLFGRQIELMEGRLFNDTNRFGPEKALFDRYRAENRLALVNVNKEEKITVT 219

Query 328 HASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVST-GTALIGVGLQFRTRDTSGGFI 386
VF S++K D Q VPF D+R++ + L GVGL RT D GG 1
Sbjct 220 AKDNHTV--YVVFGHSNMKTDFSQYLVPFFDIRNVTPSIPMPLKGVGLYHRTNDDYGGLI 277

Query 387 APVWTHPT 395
AP ++
Sbhjct 278 APRLIAINP 286

>r- gb]AAU0O6548.1] unknown salivary protein [Culicoides sonorensis]
Length=225

Score = 202 bits (514), Expect = 5e-50, Method: Composition-based stats.
Identities = 115/210 (54%), Positives = 140/210 (66%), Gaps = 20/210 (9%)

Query 5 SLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNFKEDN 64


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=197260855&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=72
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146412&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=73
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557824&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=74

S G SR L N DPK H++G+TYEEITRFNQVYFTQEA FGSC+S CEDYAAPRHNFKED+
Sbjct 35 SAGESRELYNTDPKAHVRGDTYEEITRFNQVYFTQEATFGSCDSVCEDYAAPRHNFKEDD 94

Query 65 RYKFPQRQCTGTIYNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQY 124
+YKFPQRQCTGTI++C E E Y +++P+S SD RYYY + +
Shjct 95 QYKFPQRQCTGT IHSCTSEYSPE-—---- YHVRQPKSETSDARYYYFSKQKGFNGEL--- 145

Query 125 AINIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNA 184
Y+YGNK+  ++ F W R FVRCDIC+CLCDE +D +S+RSFSLN
Sbjct 146 --————--———- Y1 YGNKKEPEYRFE I FKGWERVFVRCD I CKCLCDEPEDKKSVRSFSLNT 194

Query 185 VESDTKDNKVVIGVQLALKDKIFYFKIRQS 214
+ SD DN W G LA KDK+F +KI S
Sbjct 195 MTSDKSDNMVVTGSPLAWKDKVFSWKIHIS 224

>r_ ref|XP_002082764.1]| Igi GD11752 [Drosophila simulans]

gb | EDX08349.1] lEi GD11752 [Drosophila simulans]
Length=163

GENE 1D: 6735854 Dsim\GD11752 | GD11752 gene product from transcript GD11752-RA
[Drosophila simulans] (10 or fewer PubMed links)

Score = 200 bits (609), Expect = 2e-49, Method: Composition-based stats.
Identities = 41/153 (26%), Positives = 73/153 (47%), Gaps = 7/153 (4%)

Query 248 VNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMND--NNQWIYN 305
++ R++ + + +D VWTG +F +L L V+ + F+ +G+L+ + W+ N
Sbjct 1 MDSRALDLDE ISVKSTDQVVTGFRFRVFKQHLNLEVRFSSFNFSTGRLIEPQTKSFWLGN 60

Query 306 SLSK----QKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRS 361
s +K ++ P + +EF S D Q+TVPFID++
Sbjct 61  QNSHLEGHRKRL ILKESDLPTASELPSLPLSQNNQFLEFGSSSQLKDAAQNTVPFIDVQE 120

Query 362 1VSTG-TALIGVGLQFRTRDTSGGFIAPVVVTH 393
+V L G+G+ ++ R GGF AP V+T+
Sbjct 121 VVPRPAMPLAGLGIYYKGRPGYGGFFAPKVMTY 153

>r- gb]JACZ28340.1] hypothetical conserved protein [Simulium nigrimanum]
Length=346

Score = 196 bits (498), Expect = 4e-48, Method: Composition-based stats.
Identities = 51/246 (20%), Positives = 105/246 (42%), Gaps = 24/246 (9%)

Query 167 LCD-ESKDSESIRSF------- SLNAVESDTKDNKVV IGVQLALKDKIFYFKIRQSPLLP 218
+C+ +S++ ++ + F SL  ESD K+ KV++G+QL + + F+1 Q+PL+
Sbjct 94  VCNPQSRNPDTFKKFEKKTPLVSLTPQESDIKNGKVIVGLQLTIVFDVLTFQIMQAPLIS 153

Query 219 LGKADQRKLSWKSDDPSLSSASKDIFKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGN 278
+ + W + S + + ++ + + T + V+TG+ F N
Sbjct 154 NFYVNATQSEWIKT-YNQHSLANNNTVVEPYHWKLMMKELTV-PENTVLTGIGFRYDSKN 211

Query 279 -LALGVKLTKF-DVMSGKLMNDNNQWIYNSLSKQKLNNGGVANR-PIKFTDNHASEKLDL 335
L+ +K T + +G+L + W+ Q + + + o+
Sbjct 212 QLDIQLKYTPVLNATTGELDVLASGWMAERHDAQMTKEFSTKVKASASCEVDPFPDMPNG 271

Query 336 GLVEFRQSDLKDDVGQ----STVPFIDLRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVY 390
+ L ++G A —Y AL G G+ + D GGF+APV
Sbhjct 272 QCL----—- LMKNLGNGHQANW I PYVETQQVVPQPMMALSGAG I THKGHDDCGGFLAPVT 325

Query 391 VTHPTY 396
+T Y
Sbjct 326 LTLSDY 331

>r- gb]AAU0O6547.1] unknown salivary protein [Culicoides sonorensis]
Length=218

Score = 195 bits (496), Expect = 6e-48, Method: Composition-based stats.


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195585996%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=75�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194194773%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=75�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195585996&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=75
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194194773&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=75
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6735854&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=75
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146788&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=76
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557822&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=77

Identities = 111/203 (54%), Positives = 134/203 (66%), Gaps = 20/203 (9%)

Query 5 SLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNFKEDN 64
S G SR L N DPK H++G+TYEEITRFNQVYFTQEA FGSC+S CEDYAAPRHNFKED+
Sbjct 35 SAGESRELYNTDPKAHVRGDTYEEITRFNQVYFTQEATFGSCDSVCEDYAAPRHNFKEDD 94

Query 65 RYKFPQRQCTGT I'YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQY 124
+YK PQRQCTGTI++C E E Y +++P+S SD RYYY + +
Sbjct 95 QYKLPQRQCTGT IHSCTSEYSPE-—---- YHVRQPKSETSDARYYYFSKQKGFNGEL--- 145

Query 125 AINIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNA 184
Y+YGNK+  ++ F W R FVRCDIC+CLCDE +D +S+RSFSLN
Sbjct 146 --—-———————-- Y 1YGNKKEPEYRFEIFKGWERVFVRCD I CKCLCDEPEDKKSVRSFSLNT 194

Query 185 VESDTKDNKVVIGVQLALKDKIF 207
+ SD DN W GV LA K IF
Sbjct 195 MTSDKSDNMVVTGVHLAWKISIF 217

>r- gb]|EFA12874.1] hypothetical protein TcasGA2_TC010726 [Tribolium castaneum]
Length=304

Score = 193 bits (491), Expect = 3e-47, Method: Composition-based stats.
Identities = 47/191 (24%), Positives = 86/191 (45%), Gaps = 15/191 (7%)

Query 194 VVIGVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPS----- LSSASKDIFKLDV 248
VV G++ ++| + ++++ LL G + + W + +D +
Sbjct 44 VVTGLRFIKHNRIVHLQVQEGKLLEKGN INPTTVQWVPPEDYKITDRDIYKGQDYHTISW 103

Query 249 NKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKL-MNDNNQW-=—-- 302
+R+1 + + + VVTGV+F G+tL LV T FD +GKL N ++ W
Sbjct 104 EERTIELTKVIAK-AGSVVTGVRFKRTFGSLNLQVLTTAFDFNTGKLEKNSDSDWGIFES 162

Query 303 --1YNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLR 360
+N K +L + T+ ++ + +EF +D + D GQ+T+PF D +
Sbjct 163 APYFNIRHKFRLKVNLNPSDVPVRTNLDFTDFSENMY IEFANTDYRKDAGQTTIPFFDAQ 222

Query 361 SIVS-TGTALI 370
+STTL
Sbjct 223 AVNSTTPTPLS 233

>r_ ref|XP_002041740.1] !Ei GM16585 [Drosophila sechellia]

gb ] EDW45556.1] IEi GM16585 [Drosophila sechellia]
Length=248

GENE 1D: 6617415 Dsec\GM16585 | GM16585 gene product from transcript GM16585-RA
[Drosophila sechellia] (10 or fewer PubMed links)

Score = 187 bits (474), Expect = 3e-45, Method: Composition-based stats.
Identities = 44/184 (23%), Positives = 71/184 (38%), Gaps = 36/184 (19%)

Query 3 LPSLG----- FSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGS---CNSKCEDYA 54
LP + R++ DP++H G TYEE+ R Q Y E+ S CN C Y
Sbjct 91 LPKIKVLMSQAERSVWRCDPQKHQSGITYEEVNRLLQGYVENEVDLNSDGACNHDCGYYN 150

Query 55 APRHNFKEDNRYKFPQRQCTGT I YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELP 114
+ ++ DN++ Q +CTG +++C V S +RY +++
Sbjct 151 SAKNEGCFDNKFCSEQPKCTGGVHDCR-—--—-—-— FVESSMQICQAEKNSSRRYEFIK-- 200

Query 115 VNTDKKKYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR-CDICRCLCDESKD 173
Y V+GN++ + +WR C C CLCD+
Sbjet 201 --——------—————- YESGLVHGNEKPCASWLTSAKSWNRWLFMECSYCLCLCDDQSP 243

Query 174 SESI 177

S +
Sbjct 244 STCV 247

>r- gb]JAAU06499.1] unknown salivary protein [Culicoides sonorensis]



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=195350423%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=79�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=194123513%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=79�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270016428&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=78
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=195350423&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=79
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194123513&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=79
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=6617415&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=79
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557719&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=80

Length=157

Score = 173 bits (439), Expect = 3e-41, Method: Composition-based stats.
Identities = 124/155 (80%), Positives = 140/155 (90%), Gaps = 0/155 (O%)

Query 244 FKLDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGNLALGVKLTKFDVMSGKLMNDNNQWI 303
FKLDV KR++HIGSA S L+DFVVTGVKFAE+DGNLALGVK+TKFDVMSGKL+ND NQWI
Shjct 1 FKLDVKKRTVHIGSAKSKLTDFVVTGVKFAEVDGNLALGVKVTKFDVMSGKLINDINQWI 60

Query 304 YNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIV 363
+NSL  QKLNN G A RPIKFTD+ A+E ++GLV+F+QSDLKDDVGQSTVPFID+R 1V
Shjct 61 FNSLXTQKLNNKGGAYRP I KFTDHRATEDNNVGLVQFKQSDLKDDVGQSTVPFIDVRPIV 120

Query 364 STGTALIGVGLQFRTRDTSGGFIAPVVVTHPTYTG 398
+TGTALIGVGLQ RTR+TSGGFI PVVVTHPTYTG
Sbjct 121 ATGTALIGVGLQLRTRETSGGFIQPVVVTHPTYTG 155

>r- gb]JAAU06503.1] unknown salivary protein [Culicoides sonorensis]
Length=183

Score = 171 bits (434), Expect = 1le-40, Method: Composition-based stats.
Identities = 130/160 (81%), Positives = 147/160 (91%), Gaps = 0/160 (0%)

Query 1 NKLPSLGFSRTLDNVDPKEHIKGETYEEITRFNQVYFTQEANFGSCNSKCEDYAAPRHNF 60
NKLPSLGFSR LDNVDPKEHIKG TYEEITRF+QVYFTQE+NFGSCNSKCEDY+APRHNF
Shjct 23 NKLPSLGFSRPLDNVDPKEHIKGVTYEEITRFDQVYFTQESNFGSCNSKCEDYSAPRHNF 82

Query 61 KEDNRYKFPQRQCTGT 1 YNCIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKK 120
KED+RYKFPQRQCTGTIY C+GEKITE+EPVIRY++KKP+S +S++RYY + +PVN +K
Sbjct 83 KEDDRYKFPQRQCTGT 1 YGCVGEKITEREPVIRYRVKKPKSSDSNERYYDISIPVNNNKT 142

Query 121 KYQYAIIEGSNYTYRYVYGNKEHSDHTTVNFDTWIRGFVR 160
YQYAL1+G NYTYRYVYGN EHSD+ VNFDTWIRGFVR
Sbjct 143 1YQYAIIDGLNYTYRYVYGNNEHSDYEIVNFDTWIRGFVR 182

>r- gb]JAAS87304.1] CG2206-like protein [Drosophila miranda]
Length=132

Score = 163 bits (413), Expect = 3e-38, Method: Composition-based stats.
Identities = 38/153 (24%), Positives = 54/153 (35%), Gaps = 31/153 (20%)

Query 23 GETYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDNRYKFPQRQCTGTIYN 79
G TY+E+TR QY E + +C C Y+R +Y Q +C+G +Y+
Shjct 3 GVTYDEVTRLLQGY IENEVDLNNEETCRETCSFYQSTRSEGCYKDLYCARQPRCSGRLYD 62

Query 80 CIGEKITEKEPVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYAIIEGSNYTYRYVYG 139
C \ P S +RY Y+E Y G
Sbjct 63 CQ-——--———- FVDSDMWVCPSPKNSTRRYEYIE--—-———-————————————— YENGRTLG 95

Query 140 NKEHSDHTTVNFDTWIRG-FVRCDICRCLCDES 171
+ + T D+W R C C C+CDE
Sbjct 96 RRANCVRGTTKVDSWWRY ILWHCSYCFCMCDEQ 128

>r- gb]JACZ28339.1] hypothetical protein [Simulium nigrimanum]
Length=167

Score = 145 bits (367), Expect = 5e-33, Method: Composition-based stats.
Identities = 31/159 (19%), Positives = 63/159 (39%), Gaps = 15/159 (9%)

Query 246 LDVNKRSIHIGSATSNLSDFVVTGVKFAEIDGN-LALGVKLTKF-DVMSGKLMNDNNQWI 303
++ ++ T + V+TG+ F NL++K T + +G+L + W+
Shjct 1 VEPYHWKLMMKELTVP-ENTVLTGIGFRYDSKNQLD IQLKYTPVLNATTGELDVLASGWM 59

Query 304 YNSLSKQKLNNGGVANRPIK-FTDNHASEKLDLGLVEFRQSDLKDDVGQ----STVPFID 358
Q +P + + + + L ++G + +P+++
Sbjct 60 AERHDAQMTKEFSTKVKPSASCEVDPFPDMPNGQCL---—-- LMKNLGNGHQANWIPYVE 113

Query 359 LRSIVS-TGTALIGVGLQFRTRDTSGGFIAPVVVTHPTY 396


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557728&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=81
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=46310045&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=82
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=269146786&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=83

+ +V AL G G+ + D GGF+APV +T Y
Sbjct 114 TQQVVPQPMMALSGAGITHKGHDDCGGFLAPVTLTLSDY 152

>r- gb]|EFA11732.1] hypothetical protein TcasGA2_TC002380 [Tribolium castaneum]
Length=440

Score = 125 bits (314), Expect = 1le-26, Method: Composition-based stats.
Identities = 29/105 (27%), Positives = 54/105 (51%), Gaps = 3/105 (2%)

Query 290 VMSGKLMNDNNQWIYNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDV 349
+L++D + + + ++ + PI+ +  +++ ++F +D + D
Sbjct 158 FEETQLISDLKR-LDSPPKFKENVKLESPDIPIR-KNLASTDFSKNKCIKFTNTDYQKDA 215

Query 350 GQSTVPFIDLRSIVST-GTALIGVGLQFRTRDTSGGFIAPVWTH 393
GQ+T+PF D + + ST T L GVGL +  SGGFIAP + T+
Sbjct 216 GQTTIPFFDAQPVNSTIPTPLSGVGLFHKGHKGSGGFIAPKIFTY 260

>r- gb]JAAR20336.1] CG2206-like protein [Drosophila pseudoobscura]
gb]AAR20337.1] CG2206-like protein [Drosophila pseudoobscura]
gb]JAAR20338.1] CG2206-like protein [Drosophila pseudoobscura]
gb]AAR20339.1] CG2206-like protein [Drosophila pseudoobscura]
Length=104

Score = 124 bits (311), Expect = 2e-26, Method: Composition-based stats.
Identities = 27/131 (20%), Positives = 39/131 (29%), Gaps = 30/131 (22%)

Query 33 NQVYFTQEANFG---SCNSKCEDYAAPRHNFKEDNRYKFPQRQCTGTIYNCIGEKITEKE 89

QY E+ +C C Y +R +Y Q +C+G +YNC

Shjct 1  LQGYIENEVDLNNEETCRETCSFYQSTRSEGCYKDLYCARQPRCSGRLYNCQ-—-————~- 52

Query 90  PVIRYQIKKPESPESDKRYYYVELPVNTDKKKYQYA T IEGSNYTYRYVYGNKEHSDHTTV 149
v P S +RY Y+E Y G++ T

Shjct 53  FVDSDMWVCPSPKNSTRRYEY IE=—-————————m———mm YENGRTLGQRANCVRGTT 93

Query 150 NFDTWIRGFVR 160
D+W R
Sbjct 94 KVDSWWRYLFW 104

>r- gb]AAU06508.1] unknown salivary protein [Culicoides sonorensis]
Length=135

Score = 119 bits (298), Expect = 7e-25, Method: Composition-based stats.
Identities = 70/127 (65%), Positives = 85/127 (66%), Gaps = 5/127 (3%)

Query 137 VYGNKEHSDHTTVNFDTWIRGFVRCDICRCLCDESKDSESIRSFSLNAVESDTKDNKVVI 196
VYG+ S TV F WIRGFV C ICRC+ DE KD+ S+RSFSLN+++SDTK NKVV
Shjct 1 VYGHLGGSKFKTVTFKAWIRGFVMCAICRCVRDEPKDNLSVRSFSLNSLKSDTKKNKVVT 60

Query 197 GVQLALKDKIFYFKIRQSPLLPLGKADQRKLSWKSDDPSLSSASKDIFKLDVNKRSIHIG 256
GVQ+ + +F KI QSPLL GK + +K SWKSD P S + FKL NKRSIHIG
Sbjct 61 GVQITQINNVFCLKIHQSPLLRKGKVNFKKGSWKSDSP-—--- SNNTFKLAFNKRSIHIG 115

Query 257 SATSNLS 263
++ N

Sbjct 116 TSCVNPK 122

>r- gb]AAU06510.1] unknown salivary protein [Culicoides sonorensis]
Length=163

Score = 107 bits (268), Expect = 2e-21, Method: Composition-based stats.
Identities = 26/118 (22%), Positives = 52/118 (44%), Gaps = 37118 (2%)

Query 280 ALGVKLTKFDVMSGKLMNDN--NQWIYNSLSKQKLNNGGVANRPIKFTDNHASEKLDLGL 337
LV + ++++G W + ++ + N + + ++ L
Sbjct 15 NLRVFGRQINILNGNFTPTP IVTHWNE I PKKAKV IDTENL 1 GGVDAKPQNVTTGQDEVKL 74


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=270015284&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=84
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=38426507&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=85
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=38426509&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=85
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=38426511&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=85
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=38426513&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=85
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557738&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=86
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557742&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=87

Query 338 VEFRQSDLKDDVGQSTVPFIDLRSIVSTG-TALIGVGLQFRTRDTSGGFIAPVVWTHP 394
V+F S L D+ GQ++VP+ D + + S GVGL +RT +  G++AP ++
Sbjct 75  VKFSHSPLTDNFGQNSVPYFDTQQVTSRPKMVQAGVGLYYRTTEKYAGYLAPRLIAFN 132

>r- gb]JAAU06490.1] unknown salivary protein [Culicoides sonorensis]
Length=94

Score = 107 bits (266), Expect = 3e-21, Method: Composition-based stats.
Identities = 48/86 (55%), Positives = 66/86 (76%), Gaps = 0/86 (0%)

Query 312 LNNGGVANRPIKFTDNHASEKLDLGLVEFRQSDLKDDVGQSTVPFIDLRSIVSTGTALIG 371
+ +G +RP +TDN A+EK +GL++ QS + DDVGQSTVPFIDL+ 1 ST +ALIG
Sbjct 2 ITDGKSGHRPTAYTDNVATEKTKIGL 1QLSQSHMHDDVGQSTVPFIDLQPITSTESALIG 61

Query 372 VGLQFRTRDTSGGFIAPVWWTHPTYT 397
+GL +R R+ SGGFIAP ++THPT++
Sbjct 62  LGLLYRGREFSGGFIAPSLITHPTFS 87

>r- ref|NP_611782.2] [!lEi CG30409 [Drosophila melanogaster]

gb]AAF46984.2] [Ei CG30409 [Drosophila melanogaster]
Length=98

GENE 1D: 37696 CG30409 | CG30409 gene product from transcript CG30409-RA
[Drosophila melanogaster] (10 or fewer PubMed 1inks)

Score = 70.5 bits (171), Expect = 4e-10, Method: Composition-based stats.
Identities = 15/68 (22%), Positives = 22/68 (32%), Gaps = 5/68 (7%)

Query 25 TYEEITRFNQVYFTQEANFG---SCNSKCEDYAAPRHNFKED--NRYKFPQRQCTGTIYN 79
TY + Qv+ EN SC + C R + + Q CG +Y
Sbjct 30 TYGHVACLLQVFVENEINLSPDQSCMNCCGGCHDTRSSGCYKAEEEFCGQQAACKGRLYK 89

Query 80 CIGEKITE 87
C +
Sbjct 90 CNTIESES 97


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=protein&cmd=Display&dopt=protein_unigene&from_uid=22026934&RID=RV8C3AN001S&log$=unigenealign&blast_rank=89�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=22026934%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=89�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=21626605%5BPUID%5D&RID=RV8C3AN001S&log$=genealign&blast_rank=89�
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=51557701&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=88
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=22026934&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=89
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=21626605&dopt=GenPept&RID=RV8C3AN001S&log$=protalign&blast_rank=89
http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene&cmd=search&term=37696&RID=RV8C3AN001S&log$=geneexplicitprot&blast_rank=89

	gi|221768755|gb|ACM40903.1| secreted salivary... 

