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Figure S1. Multiple sequence alignment of 145 Idgfs coding sequences across insect taxa, which we 

used for subsequent phylogenetic analysis and selection tests. Species list with abbreviations is in 

Table S1. 

Figure S2. Phylogenetic analysis of Idgf coding sequences. (A) Minimum Evolution (ME) tree, brach 

support tested by bootstrap method with 10000 replicates (only values above 50 are shown next to 

well supported nodes). (B) Maximum-Likelihood tree, found by Neutral Network Intelligence (NNI) 

toolkit, aBayes values higher than 50 shown next to well supported nodes. (C) Maximum-Likelihood 

tree, found by Subtree-Pruning-Regrafting (SPR) search algorithm, 10 replicates, aBayes values higher 

than 50 shown next to well supported nodes. 

Figure S3. Maximum likelihood phylogenetic trees with highlighted nodes under positive selection as 

detected by aBSREL (dots). Nodes dyed in red confirmed results from aBSREL analysis on large 

phylogeny (compare with Fig. 2), black nodes are unique and they were not confirmed by other 

analysis. (A) Phylogenetic tree of Idgf1 from Schizophora, Idgf sequences from M. destructor, 

A.gambiae and C. felis were used as outgroups. (B) Phylogenetic tree of Idgf2 from Schizophora, Idgf 

sequences from M. destructor, A.gambiae and C. felis were used as outgroups. (C) Phylogenetic tree 

of Idgf3 from Schizophora, Idgf sequences from M. destructor, A.gambiae and C. felis were used as 

outgroups. (D) Phylogenetic tree of Idgf4 from Schizophora, Idgf sequences from M. destructor, 

A.gambiae and C. felis were used as outgroups. (E) Phylogenetic tree of Idgf5 from Schizophora, Idgf 

sequences from M. destructor, A.gambiae and C. felis were used as outgroups. (F) Phylogenetic tree 

of Idgf6 from Schizophora, Idgf sequences from M. destructor, A.gambiae and C. felis were used as 

outgroups. (G) Phylogenetic tree of lepidopteran and trichopteran Idgf sequences with C.felis, A. 

gambiae and D. melanogaster Idgf3 as outgroups. (H) Combined tree of Idgf sequences from Diptera 

(only Idgf4 was taken as representative for Schizophora), Siphonaptera (C. felis), Trichoptera and 

Lepidoptera. 

Figure S4. Protein alignment of IDGFs from D. melanogaster, A. gambiae, O. striata, H. humuli, G. 
mellonella and B.mori with highlighted α-helix, β-sheet structure. Modified catalytic binding site is 
shown (black arrow), positively selected positions localized within α7β7 domain insertion displayed 
in red rounds. 

 

Table S1. List of sequences used in this study. 

Table S2. aBSREL test results and statistics for positively selected nodes highlighted in Fig.2 

phylogeny. B – optimized branch length, LRT – likelihood-ratio test, ω > 1 (in red) – positive selection, 

ω < 1 (in purple) – negative selection, ω = 1 – neutral evolution. 

Table S3. Positively selected sites and change in amino acid properties detected by TreeSAAP 

analysis in accordance with aBSREL result for Schizophora Idgf4 node (A), Lepidoptera node (B) and 

Yponomeutoidea node (C). 

Table S4. Proportions of positions under purifying selection as detected by Selecton, FEL and FUBAR 

tests. 

Table S5. List of negatively selected positions from Lepidoptera alignment mapped to Hepialus 

humuli Idgf sequence with statistics from Selecton, FEL and FUBAR tests. 
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Dmel_Idgf1  ------------------ATGAGATTCCAGTTGTTTTAT------ATACTGGGCTTGCTCAGTGTG------------ACAAGTTTGACC---------------------------CATGCTGCCAGCAATCTGATTTGTTATTATGACTCCAACTCGTATTTGCGCCAAGGTTTGGCCAAAATGCATACCAACGAATTGGATTTGGCCCTGCAGTTCTGCACCCATTTGGTTTACGGATATGCGGGCCTGAAGTCCGGTACCCTCGAGCTATTCAGTCTGAATGTG---GACCTGGACATGTTCTAC------------TACAAGGACATCACCGCCCTGCGACAGAAGTTTCCTCAACTGAAGATTCTCCTCAGCGTGGGTGGAGATCGCGATGTGGATGAGGCC---------------CACCCCAATAAATATGTAGAGCTTCTGGAGGCGAATCGCACGGCTCAGCAGAATTTTATAGACAGCAGCATGATTTT  

Dsec_Idgf1  ---------------ATGAGATTCCAGTTGTTTTATTTA---------CTGGGCTTGCTCAGTGTG------------ACAAGCCTGACC---------------------------CATGCTGCCAACAATCTGGTTTGTTATTATGACTCCACCTCGTATTTGCGCCAAGGACTGGCCAAAATGCATACCAACGAACTGGATTTGGCCCTGCAGTTCTGCACCCATTTGGTTTACGGATATGCGGGCCTGAAGTCCGGTACGCTCGAGCTATTCAGTCTGAATGTG---GACCTGGACATGTTCTAC------------TACAAGGACATCACCGCCCTGCGACAGAAGTTTCCTCAACTGAAGATTCTCCTCAGCGTGGGTGGAGATCGCGATGTGGATGAGGCT---------------CACCCCAATAAATATGTGGAGCTTCTGGAGGCGAATCGCACTGCTCAGCAGAATTTTATAGACAGCAGCATGATTTT  

Dsuz_Idgf1  ---------------ATGAGATTTCATTTAATTTACTTG---------CTGGGTTTGCTCAGTGTG------------TCAAGTTTA------------------------------ACCCATGGTGGCAATCTGATCTGTTATTATGACTCGGCCTCGTATTTGCGCGAAGGTCTGGCCAGATTGCATACGAGCGATCTGGAATTGGCCATGCAATTTTGCAGCCACTTGGTTTACGGATACGCGGGACTGAAAGCGGGAACCCATGAGTTATTCAGCTTAAATGTG---GACCTGGATATGTTCTAT------------TACAAGGACATTACAGCCCTGCGTCAGAAGTTTCCTGAACTGAAAATTCTCCTCAGTGTTGGCGGCGATCACGATGTGGATCTGGCT---------------CATCCCAATAAGTATATAGAGCTTCTGGAGGCAAATCGCACGGCCCAGCAGAATTTCATAGATAGCAGCATGATCTT  

Dvir_Idgf1  ---------------ATGAAACTTTTGCTCATCTGCCTG---------TTGGGCGTGCTCAGCGTA---------ACATGCGGTGCTAACGGCGCG---------------------ACTCGCAATTCACATCTTATTTGCTACTATGACTCGGCCTCATATCTGCGACCGGGCTTTGCTAAGTTGGATGCGCACCATTTGGAATTAGCCCTTCAATTCTGCACACATCTGGTATACGGCTATGTGGGGCTCAAGCCAGGCACTCATGAGCTGTATAGCTTAAATGTG---GACCTGGATATGTTTCAC------------TTCAAGGACATAACTCAGCTGCGTGACAGATTTCCGCATCTCAAGGTGCTCTTGAGTATTGGTGGCGATCGAGATGTGGACGAGTCG---------------CATCCCAACAAATACCTGGAGCTGCTGGAAGCGAACCGCACTGATCAACAAAACTTTATTGATAGCAGCATGGTGAT  

DgriIdgf1A  ------------------ATGAAGCTATTACTTTGGAGC------TTGCTGGGCGTGCTGAGTTTA------------ACACACGCCGCTATC------------------------AATGGCAATTCGAATCTGATTTGCTACTATGATTCGAGGTCATTTTTGCGCCTGGGTTTGGCCAAACTGGACACCGCCAATTTGGAGCTGGCCATGCAGTTCTGTACACATCTTGTCTATGGCTATGTGGGATTGAAGCCCGACACCCATGAGGTGTTCAGCTTGAATGTC---GATCTGGATATGTTTCAC------------TTCAAGGACATAACAGAATTGCGCAACAAATTTCCACACCTGAAGGTGCTACTGAGCATTGGCGGTGATCATGATGTGGACGAGTCG---------------CATCCCAACAAGTATCTCGATCTCCTCGAGGCGAATCGGACAGCACAACAGAACTTTATTGACAGCAGTATGGTGCT  

Mdom_Idgf1  ------------------ATGAAATTGTTGGTAACAATT---------GTGGCATTTCTTGCCCTGAGCCACCACCACGGAGGGGTTTGGGGTCAA---------------------AAATCGGAAAAAAGGATTGTGTGCTATTACAATGCCCAAAGTTCCCTGAGATCAGGTTTTGCCAAATTCCCCCTTGCCAGCCTGGAGTATGCCCTGCAATTTTGTACCCACCTCATGTACGGCTATGCTGGCCTCACCCGCGAATCATTTGAAATTTCCAGTCTCAATGTC---GACTTGGACATGTTCCAT------------TTCCGCCAGATAACTGAAATGAAAAAACTCTTTCCTGACTTGAAAATTTTTCTCAGCCTGGGCGGAGATTATGACAACGATGAAGTG---------------GATCCCCAGAAATATGTTCATTTTCTAGTAGGTGGCAAACCGCTGTACGATAATTTTGTCCAAAGTTCTGTGACGAT  

ScalIdgf12  ---------ATGTCGTTAATAAAATCGATTGTCTGGCTG---------AGCTTTATGCTAAGTTTT------CTAGAAAGCACTGCTAGTCAAAAC---------------------GCCAACAGTAAAAGGCTTGTTTGCTATTTTAATGCTGACAGTTTATTGGCAAATGGATATGCCAAGTTCACCATGGCCCATCTGAATAGAGCTGCCTCTCTATGCACTCACTTGGCATATGATTCAGCATTCTTGCAACCGCAATCCTTTGCCTTGCTATCCAAAGCACCC------------------------------------ATCACTACAAATGATATTCGACTACAATATCCGCATTTAAAGCTCTACCTGACCTTGGGTGGAGATAAAGATGGCCATGAGCCC---------------------------TACATTGCACTGCTGGCAAGTAATAGGAGCCAACAACTCAAATTCATTCAAAATTGTGTGGAAGA  

ScalIdgf11  ------------------ATGAGATTGCTGTTGGTTTTG---------CTGGCTGTGCTCGCCACT------------AGTCATTGGACTTTTGGACAA------------------AAAACCGAGAAGCGAGTTGTATGCTACTATGATGCACAGAGTTCATTGCGTTCTGGTTTTGCCAAATTCCCCCAAGAAAACCTGGAATATGGCTTGCAATTCTGTACTCATTTGTTCTATGGCTATGTGGGTCTTACCCGCGAGACCTTTGAAATGTCCAGTCTGAATGTT---GACTTGGATATGTTTCAC------------TTTCGTCAGATAACCGATCTGAAAAAGGCGCATCCTGGATTGAAAATCTACCTCAGTTTGGGTGGCGACAAGGACAACGATGAAGTG---------------GATCCCATGAAATACATTCACCTCCTTGAAGGAGGCAAACCCATGTATGACAATTTCATTTATAGCTCCTTGGCTAT  

LcupIdgf11  ---------------ATGAAAAAGCTATTAATTAATTGT---------TTAGCACTTTTGTGCTTA------------ATACAAATTTCTCTGGCTCAA------------------CAGACAAATAAGCGATTAGTTTGTTATTACGACTCAGAAAGTTCCACTAGAGCAGCATTTGCTCAATTACCACAACATGAATTGGAATATGGTTTACAATTTTGCACCCATTTGATTTATGGCTATGCTGGTCTAACACGTGAGACCTATGATATTTACAGTTTGAATGTA---GATCGTGATATGTTCCAC------------TATCGTCAAATAACCGCTATGAAAACGAAATTTCCCCATTTGAAAATATTTTTAAGTGTGGGTGGTGATAAGGATATCGATTCAGTG---------------GATCCCAATAAATACATACACTTTTTGGAGGGTGGTAAACCTATATATCAAAATTTCATACACTCTTCGATTAATCT  

LcupIdgf12  ------------------TTCAGACTAAAATCTGTTCTA---------TTAACTCTAGTGGTAGTTATATATTTCTCATCAACTGCTAAGGGTCAGGGGCTC---------------TCGATGCCAAAACGACTAGTGTGTTATTACGATGCTGTTAGTCCAGTAAAACCA---GAAACTACATACTTTGAAAAATATTTTTCAAAAGCTCTTGCCAATTGCACTCATCTGATCTATAGTTACGCTCAAATTCTACCACAAACCTTTGAAATAGAGAAAATAAAATTG---------------------------------CACACAAAACCCAGCGATTTGAAAGAACAATTTCCCCATTTAAAGATCTTCTTAAGTGTGGGTGGTGATAAAACGGAATTAGCTTCA------------------------CAATATTTACAATTCTTAGAAGCCGGCATTGTTAGACAAGAACATTTTAATGAAAATGTTAAAACTTT  

Gmor_Idgf1  ------------ATGACGTCGCTTTTGTTTGTCATTTTA---------AATATAATCCTAACTTTGCACTTATGTGCAGGTCAAACCCCAGCAGCA---------------------GACAACAACAAGAGACTGATATGTTATTACGACGCTCAAAGTTATTTACGGCCAGGTTTTGCTGAAATGAAGCTTAGCTTTTTGAAGACCGCTGCAGAGTTTTGCACTCACTTGATCTATGGCTATGCAGATCTAAATGATGATTTATATGAAATTTCAAGTTTAAATGTT---GACTTGGATATGTTTCAT------------TACAAAGAAATCACTTCGTTGAAAGCTGAATTTCCACATTTGCGTATATATTTAAGCATTGGCGGTGATCACGATAACGGGCACTAC---------------GACGCAGGAAAATACATGCGATTTTTAGAATCTGGGAAGGATAGGCAAAACACTTTCATAGAATCTGCTATTCATTT  

SbulIdgf11  ------ATGAAAAGAGTTTTTTCAACTACTTTGGCCCTT---------CTGTGCCTGTTACAAATT------------ATCTGCGCTCAGCAG------------------------CAAACGAACAAGAGAGTTGTGTGTTATTATGACTCGGAAAGTTCAACAAGATCGGGATTTGCTCAATTGCCACAAAACGAATTGGAAAATGGTTTGGAATTCTGCACACATCTTATTTACGGTTATGCCGGTCTGACACGTGAAACATTTGAGATATTCAGCTTGAATGTT---GATCGTGACATGTTCCAT------------TATCGCCAAATAACTGCCTTGAAGGCAAAGTTTCCTCATTTGAAAATATATTTGAGTGTGGGTGGCGATAAGGACAATGATCAAGTG---------------GATTCCAATAAATACATTCATTTCATGGAAGGTGGTGCACCATTGTATAGAAATTTCATTCAATCATCGATAAATCT  

SbulIdgf12  ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGAAGGCTTTGCCTCACTGCACCCATCTAATGTATGGCTTTGGCCATTTAATGCCACGCATCTTTAACGTAGGCGATATCAAATTG---AAACCGGAG------------------------------CCAGTGTATTTGAAATTGAAATTTCCTCATCTCAAGATCTTTTTGTCTTTGGGTGGCGATAAAGCTACACCAGACGCA---------------------------TATATGCAACTCTTAGAGGCGGACAAACAGACACAAAATGATTTCCTTAAGGAAATCAAGAATTT  

Ccap_Idgf1  ------------------ATGCGTTTCCTCAACGCTTTA---------CTACTGTTAATTGCACTG------------CTGGCGCCGCACTCTGCACTT------------------GCAGCCGATAAGAATTTGGTGTGTTTCTATGATTCTGCGAGTTATCTACGACCAGGTTTCGCCAAATTGTTACCCACTGACCTTGAACTCGGTCTAAATTTCTGTACGCATCTCATTTACGGCTATGCTGGCCTTAAACCACACACGCATGAAGTCTACAGTCTCAATGTC---GATCTTGATATGTTCCAT------------TACCATGAGATCATATTATTGAAGGCGAAATACCCAAAACTGAAGGTTTTCCTCAGTGTTGGTGGCGATCGCGATGTGGACGAGGCA---------------AATCCACTTAAGTATTTAGGTTTGTTGGAGAGTGGTCCTGAGGGTCAACAGAACTTTATAGACAGCTCTATTTCGTT  

Bole_Idgf1  ------------------ATGCGTTTCCTCAACGTTTTA---------GCTTTAATCGTCGCAGTG------------CTAATACCGCCCAGCGCCTTA------------------GCTGCCGATAAGAACTTGGTGTGTTTCTACGATTCAGCGAGTTATCTGCGTCAAGGTTTCGCCAAATTGCTGCCTACAGATCTTGAACTCGGCCTAAACTTCTGTTCACACCTTATCTACGGCTATGCTGGCCTTAAGCCGCAAACACACGAGGTCTACAGTCTCAATGTC---GATCTTGATATGTTTCAT------------TATCATGAGATTTTGTTGTTGAAGGCGAAATACCCGAAGATGAAGGTGTTTCTAAGCGTTGGCGGCGATCGTGATGTGGATGAAGCG---------------AATCCGCTCAAGTATCTAGGTCTCTTGGAGAGTGGCAAAGAAGGGCAACAGAATTTCATTGATAGCTCTATTGCGTT  

DmelIdgf2A  ------------------ATGAAGGCGTGGATCTGGTTT---------ACGTTTGTCGCGTGCCTC------------TTTGCGGCAAGTACA------------------------GAAGCTGCCTCCAACTTAGTCTGCTACTATGACTCTTCGAGTTACACCAGGGAAGGTCTGGGCAAGCTGCTCAATCCCGATCTGGAGATCGCCTTGCAATTCTGCAGCCACTTGGTCTACGGCTATGCTGGGCTGAGAGGTGAAAACCTACAGGCGTACAGTATGAACGAG---AACCTGGACATATACAAGCATCAG------TTCTCCGAGGTTACCTCCCTCAAGAGGAAGTATCCCCACCTGAAAGTTTTGTTGAGTGTGGGCGGCGATCATGACATCGACCCTGAT---------------CATCCCAACAAGTATATCGATCTGCTGGAGGGCGAGAAGGTTCGTCAAATTGGTTTCATCCGATCGGCCTATGACTT  

Dsec_Idgf2  ------------------ATGAAGGCGTGGATCTGGTTT---------ACGTTTGTCGCGTGCCTC------------TTTGCGGCAAGTACA------------------------GAAGCTGCCTCCAACTTAGTCTGCTACTATGACTCTTCGAGTTACACCAGGGAAGGTCTGGGCAAGCTGCTCAATCCCGATCTGGAGATCGCCTTGCAATTCTGCAGCCACTTGGTCTACGGCTATGCTGGACTACGAGGTGAAAACCTACAGGCGTACAGTATGAACGAG---AACCTGGACATATACAAGCATCAG------TTCTCCGAGGTGACCTCCCTCAAGAGGAAGTATCCCCACCTGAAGGTTTTGTTGAGTGTGGGCGGCGATCATGACATCGACCCTGAT---------------CATCCCAACAAGTATATCGATCTGCTGGAGGGCGAGAAGGTTCGTCAAATTGGATTCATCCGATCGGCCTATGACTT  

Dsuz_Idgf2  ------------------ATGAAGGCCTGGGTCTGGTTT---------ACATTTGTCGCGTGTCTT------------TTTGCGGCAAGTACA------------------------GAAGCCGCCTCCAATTTAGTCTGCTACTATGACTCTTCGAGTTACACGAGGGAAGGTCTGGGCAAGCTGCTCAATCCCGATCTGGAGATCGCCTTGCAATTCTGCAGCCACTTGATATACGGCTACGCGGGACTACGGAATGAAAACCTCCAGGCGTACAGTCTGAACGAG---AACCTGGATGTCTACAAGCATCAG------TTCTCCGAGGTGACTGCCTTTAAGAGGAAGTATCCCCATCTGAAGGTTCTGCTGAGTGTGGGCGGTGATCGCGACATCGAGGTGGAT---------------AATCGCAATAAATATATCGAGCTTCTGGAGGCCGAGAAGGTTCGTCAAGTGGGATTCATCCGATCGGCGTTTGACTT  

Dvir_idgf2  ------------------ATGAAGCAGTTCTTTTTGCTT---------TCGTTTTTCACGAGCTTC------------CTTGTGACTGTCACA------------------------CACGGAGCATCTAACTTAGTGTGCTATTATGATTCATCGAGCTACACACGTGAAGGGTTAGGCAAACTGTTAAATCCGGACTTGGAAATCGCTTTACAGTTCTGCTCGCACTTGGTCTACGGATATATGGGCCTTCGTGGCGACAACTATCAGGCATACAGCTTGAATGAA---AATTTGGACATCTATAAACATCAG------TTTTCCGAAATAACAGCCTTCAAGCGAAAATATCCACATCTGAAGGTGCTACTCAGCGTGGGCGGCGATCGTGACATCGATGCGGAA---------------CACCCAAACAAGTACATTGAGCTACTCGAAGGGGAGAAGGTGCGTCAGACGGGATTTATCCAATCGGCCTATTCGTT  

Dgri_Idgf2  ------------------ATGAGGCAGTTTATATTGCTT---------TCGTTCTTTGTGGCGGTC------------ACA------------------------------------AGTGCCGCATCTAACCTGGTCTGCTACTATGATTCATCGAGCTATACGCGTGAAGGTCTGGGGAAGCTACTGAATCCGGATCTGGAAATCGCTTTACAGTTCTGCTCGCATTTGGTTTATGGTTATATGGGCATCAGTGCTGAGAACTTTCAGGCACACAGTTTGAATGAA---AATCTGGATGTCTACAAGCATCAG------TTCTCCGAAGTGACGTCCTTCAAGCGCAAGTATCCGCATCTGAAGGTGCTACTAAGCATTGGCGGTGATCACGACATCGATCTGGAA---------------CATCCCAACAAATACATCGAGCTGCTCGAAGCGGAGAAGGTGCGACAGACCGCATTCATCCACTCAGCATATGCGTT  

Mdom_Idgf2  ------------------ATGAAGTTGTTTGTGGTGGCT---------TTGGTGTTATCTCTCTTT------------GCCGGCATCCATGGAGCCGCG------------------AATAGTACAGCCAATATGGTCTGCTACTATGATTCGGGCAGTTTTATACGAGAAGGTTTGGGTAAATTGCTGAATCCTGATCTGGAAATCGCCCTTCAATTCTGTACCCACTTGGTCTATGGCTATTGTGGCATTAAACCCGAAACATATCAGGCTTATAGCTTACACGAA---GATTTGGATATTTACAAACATCAG------TATTCGGAAATCACAGCTTTGAAGAGGAAATTCCCCCATCTGAAGGTCCTGTTGAGCATTGGTGGTGATAAGGATGTGGATCCGGAG---------------CATCCTGATAAATACATTGAACTGTTGGAGGGTGAACGTGTCCGCCATACTGCCTTCATTAATTCCGCCTATTCTTT  

Scal_Idgf2  ------------------ATGAAAGTATTGATCGTTTTG------TTATCACTTGCGGCTGGCATA------------CATGGCCTGGGT---------------------------AATAGTACAGCGCGTATGGTGTGCTACTATGATTCGGGCAGTTATATTCGAGAAGGCTTGGGAAAGTTATTAAATCCCGATCTTGAACTGGCTTTGCAATTCTGTACTCACTTGGTCTATGGCTATTGCGGCATTAAACACGACACCTTTCAGGTCTTTAGTTTGAACGAA---GACTTGGACATCAATCGACACCAA------TTCTCAGAGGTTTTATCTCTGAAACGGAAATATCCACATATTAAGGTATTATTGAGCATTGGTGGCGACAAGGATGTAGATCCCGAT---------------CATCCCAATAAATACATCGAGTTGCTGGAAGGAGAACGTGTTCGCCAAACCGCCTTTATTAACACAGCCTATTCGAT  

Lcup_Idgf2  ------------------ATGAAATTGCTGATTTTATTA---------TCGCTAGTAGCCGGCATT------------TATGGCGCTACT---------------------------AATGGTACCGCTAATCTTATGTGTTATTATGATTCGGGCAGTTTTATACGTGAAGGTTTGGGCAAACTGTTAAATCCCGATTTAGAACTTGCTCTACAATTCTGTTCGCACTTGGTTTATGGTTTTCTGGGTGTCAAACCTGATCTATATCAGGTCTATAGTTTACATGAA---GATTTAGATGTACATAGACATCAG------TTTTCCGAAATAACTTCGCTTAAAAGGAAATATCCTCATTTGAAGATATTACTTAGTATTGGTGGCGATAAAGACATAGATCCAGAT---------------CATCCTAATAAATATATTGAACTATTGGAGGGTGAACGTGTCAAACAGACCGCTTTTATTAATACCGCCTATTCGAT  

Gmor_Idgf2  ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGGAGCTACTAGAAGGCGATCGTAACAGGCAGATAGGTTTTATGACTTCCGTACAGCATTT  

Ccap_Idgf2  ------------------ATGAAATTATTCGCTTTACTT---------TCACTGGCCCTAGGCCTG------------TGGGCTGCTCAA---------------------------GCGAGCGCTGCTAATCTCGTCTGCTATTATGACTCTGCGAGTTATATACGTGAAGGTCTTGGCAAATTGCTCACACCCGACCTTGAGATCGCACTACAATTCTGCTCACACTTAATTTACGGCTATGCCGGCATAAATCCGAACACCTATCAGGTGCAGAGTTTACATGAA---GACTTGGATGTGCATAAGCATCAG------TATTCCGAAGTAACGGCGCTGAAGCGTAAATATCCCCATTTGAAAGTGTTATTGAGTGTTGGCGGTGATCAAGATGTCGATCCTGAG---------------CATCCGAATAAATACCTCGAACTACTGGAGGGTGAAAAAGTGAAGCAGACTTCCTTCATAAACTCGGCGTATTCGTT  

Bole_Idgf2  ------------------ATGAAATTATTCGCCTTACTT---------TCACTGGCCTTAGGCCTG------------CTAGTGGCCCAA---------------------------ACGGGCGCTGCTAATCTTGTCTGTTACTATGACTCAGCCAGCTATATACGCGAAGGACTTGGCAAACTGCTCACACCCGACCTTGAGATCGCTTTGCAATTCTGTTCACATTTGATTTACGGCTATGCCGGCATCAATCCCAACACCTATCAGGTGCAAAGTCTGCACGAA---GACTTGGACGTGTACAAGCATCAG------TATTCCGAAGTTACAGCGCTGAAGCGCAAATATCCAAATTTGAAGGTATTACTGAGTGTTGGTGGTGACCAAGACGTCGATGCCGAG---------------CATTCGAACAAATATCTAGAGCTATTGGAGGGTGAAAAGGTCAAGCAAACCTCATTTATTAACTCTGCCTACTCGTT  

Dmel_Idgf3  ------------ATGACTGGCTCTCTTTGGCTCAGTTTG---------GCACTGAGTCTAGCGGTT------------TTGGCTCAATTTAAAGTG---------------------AGCGCCGCTCCTAATCTGGTTTGTTTCTATGACTCGCAGGGCTCTCAGCGTCAGGGCCTGGCTCAGTTTTCGATGATCGACATCGAGCTAGCCCTACAATTCTGCACCCATTTGGTCTACGGCTATGCGGGTGTTAATGCCGATAACTATGAAATGCAGAGCATTAACAAG---CGATTGGACCTTGAGCAGCGTCAT------CTGGCCCAGATCACTAGTATGAAGGAACGCTATCCCCACATCAAGTTCCTATTGAGCGTTGGTGGCGATGCCGATACCTATGAGGGT---------------------AATCAGTATATAAAGCTCCTGGAATCGGGACAACAGGGCCACAGACGCTTCATCGAATCTGCTCGAGATTT  

Dsec_Idgf3  ------------ATGACTGGCTCTCTTTGGCTCAGTTTG---------GCACTGAGTCTGGCGATT------------TTGGCTCAATTTAAAGTG---------------------AGCGCCGCTCCTAATCTGGTTTGTTTCTATGACTCGCAGGGCTCTCAGCGTCAGGGCCTGGCTCAGTTTTCGATTACCGACATCGAGCTAGCCCTGCAATTTTGCACCCATTTGGTCTACGGCTATGCGGGTGTTAATGCCGATAACTTTGAAATGCAGAGCATTAACAAG---CGTTTGGACCTTGAGCAGCGTCAT------CTGGCCCAGGTCACCAGTATGAAGGAACGCTATCCCCACATCAAGTTCCTCTTGAGCGTTGGTGGCGATGCCGATACCAATGAGGGT---------------------AACCAGTATATAAAGCTCCTGGAATCGGGACAACAGGGCCACAGGCGCTTCATCGAATCCGCTCGAGATTT  

Dsuz_Idgf3  ------------ATGACTGGCTCTCTGTGGCTCAGTTTG---------GCACTGAGTCTGGCTGTT------------TTGGCTCAATACCAAGTG---------------------AGCGCCACCTCTAATCTGGTTTGTTTCTACGACTCTCAGGGTTTCCAGCGTCAGGGCCTGGCTCAGTTTTCGATGACCGATATAGAGCTGGCCCTGCAATTCTGCACCCATTTAATTTACGGTTATGCGGGTGTTAATGCCGACAACTACGAAATGCAGAGCATTAACAAG---AGATTGGATCTAGAGCAGCGTCAT------CTGGCACAGATCACCAGTTTGAAGGATCGCTATCCCCACATCAAGTTCTTGTTAAGCGTTGGTGGAGATGCCGATGCGAACGATGGG---------------------AACCAGTATATTAAACTCTTGGAGTCGGGACAGCAGGGTCACAGGCGCTTCATCGAATCTGCTCGGGATTT  

Dvir_Idgf3  ------ATGCGCTCTTTGTGGCCCTTGTGGCTCGGGCTA---------GCGATGACTTTGCTGCTC------------TCAGAGCCGCAGTCAATC---------------------AACGCCGCGCCCCATCTGATTTGCTACTACGACTCAAGGGGCTTTGAGCGACAAGGCCTTGCTCAATTCACACTCACGGATTTGGAGCTGGCACTGCAGTTTTGCACGCACGTGATATATGGCTACGCTGGCATCAATCCAGACACCTTTGAGCTTAAAAGTCTAAACCAA---GCGCTGGACTACGAGCGTCGACAT------TTTGCTCAAATAACGGCGTTTAAGGACAAGTACCCATATATTAAATTTTTGCTAAGCGTGGGCGGCGATCGTGATGTTCAGCAAGAA---------------------GAGAAATACATCCAGCTCCTGGAGGCTGGCAGCCAGGCCCAAACACGTTTCATTAGCTCGGCCAGAGATGT  

Dgri_Idgf3  ------------CTCTCTCTGCGGCTCGGTCTGGCGTTG---------ACTGCGCTGCTCTCAGCT------------CTGCAGTTGAGCAGC------------------------GCTGCCAAGCCGCATATGGTTTGCTACTACGACTCATTGGGCTTTGAGCGGCGAGGCCTCGCTCAGTTCACCCTCACTGATATGGAGCTGGCGCTGCAGTTTTGCACGCACGTGATCTATGGCTATGCGGGCATCAATCCGGACACCTTCGAACTGAATAGCCTAAATCCT---CGGCTGGACTTTGAGCGACGTCAT------TATGCACAAATAACGGTGCTCAAGGAGAAATATCCATATGTTAAGTTCCTATTGAGCGTGGGCGGTGATCGCGACCTGGAGCAGGAG---------------------GATAAATATATTAAGCTTCTGGAGTCTGGCCTGCAGGGCCAGAAGCGTTTCATTGACTCCGCAAGGGATGT  

MdomIdgf3   ------------------ATGAAATTTTGGCTGAATTTA---------TTTGCCATTGCGGCTTTG------------GGTCACTTGACCCTG------------------------GCTTTGGGGCCCAACATGATATGCTATTATGATGCTGCCAGCGAAGAAAGACAGGGTGAGGCCAAGTTCACTTTACAAGACATGGACTACGCGCTGCAGTTTTGTACACACATCGTGTACGGTTATGCTGGCATCGATCCCGAAACCTTTGAAATTATCAGTCTCAATGTA---CAGCGTGATGTAAAGCGAAGACAT------TTCGCTGCAGTAACTGAGTTAAAGGATCGTTATCCTCTCACCAAATTCCTGTTGAGTGTTGGTGGCGACGCCGATCTTAATAAGCCA---------------------GAAAAATACATTAATCTTTTGGAGTCAGGACGGGCTAACCAAACCAGATTCATTGAATCTGCACGTGACGT  

MdomIdgf3B  ------------------ATGAAGTTTTTAATTGTATTG------GGTGCCGTGTTATTGGCCCTC------------AATCAGTTGGTTGTG------------------------GCCAAAACTCACAATGTGATTTGTTACTACGATACCTCCAGCATAATGAGAATAGGAGCAGCAAATTTTACCAGCAAAGATCTTGAAATATCCCTGCAACTTTGCACACACGTGGTCTACGGTTATGCGGCCATTAGAAGATCCACATACGAAATTGTGCCTGGTGATAAACGACAACTGCCTTTG------------------TTCCAGCAAGTTAATGTCCTTAAGAAGAGGTACCCCAACGTAAAATTCCTCTTGAGTATGGGTGGTAACGCGGACAAACGGAATCCA---------------------CACAAATATATGGAACTTTTGGAGAATAACCGTGATCAAAAGAGAGGTTTCATAAATTCCGTTTTGGGATT  

ScalIdgf33  ------------------ATGAAGCTTTTATTAGGTTTT---------TTGGTTGTCCTGGCAGCA------------GGTCATATGGTCTTG------------------------GCCGATAATTTCAATGTGGTTTGTTTCTATGATACATTCAGTGTCCTGAGAGGAGGTTCTGCCAATTTCACTCAAAATGATTTGGAAACATCCCTACAGCTTTGCACCCACTTAGTGTATGGCTATGTGGGTATGCGGCCGGGATCCTACGAAGTAGTGACTCTAGATAAGCGACAGTTACCCATA------------------TTTCAACAAGTGCGTGAACTTAAGAAGAAATATCGCAATGTTAAATTCCTATTAAGTTTGGGCGGCAACGAAGATCACAGCAATCCG---------------------GAAAAGTACTATGGTCTTCTAAATGGCGATGTTGGTAAACACCAAGCCTTTGCCAAATCAGCTTTAGACTT  

ScalIdgf3A  ------------------ATGAAATTCTGGCTAAATTTA---------TTTGCCTTTGCGGCTGTG------------GGTCACTTGACCCTG------------------------GCTTTGGGTCCCAACATGATTTGTTACTACGATGCCTCCAGTGAGGATAGAGTTGGACAAGCTAAATTCACGATTCAGGACATAGAATCTGTCATACAGTTTTGTACTCATTTGGTTTACGGCTATGTTGGCATTGACCCCGAGACATTCGAAATAATAAGTCTCAATGTA---CAGCGGGATGTTAAAAAACGCCAC------TTTGCCGCTGTAACCGAGTTAAAGGACCGTTATCCTAGCACAAAGTTCCTCTTGAGTGTAGGTGGAGACAAAGATTTGAATAAACCT---------------------GAGAAATATATAAACCTACTGGAGTCGGGAAAGGCAAATCAAACGAAATTCATTGAATCTGCTCGAGATGT  

LcupIdgf31  ------------------ATGAAATTTTGTTTGAGTTTG---------TTTTTGGCACTGGCCGTG------------TGTCAGCTGACACTA------------------------GCTGCTGGTCCCAATATGGTTTGCTTTTATGATGCATCCAGTGTGGATAGAGATGGTTTAGCTAAGTTTTCAACGCCAGATTTTGATATTGCTTTACAATTTTGCACACATTTAATCTACGGTTATGCTGGTATTAATTCCGAGAATTTCCATTTGAAAAGTTTAAATACC---CAACGTGACCTGCAGCGACGTCAC------TTTGCTACTATAACTGATATGAAAGAGAAATTCCCTAATATTAAAATCTTGTTGAGTGTTGGAGGCGATAAAGATTTTGAAAATCCT---------------------GACAAATATGTGCAACTCTTGGAGGGAGGCGCCGAGAAACATAGGGCTTTCGCTGAATCAGCTCGTGAACT  

LcupIdgf33  ---ATGAAGAAATTGCAGGATTTTGTTGGTGTTGCAGTGATCTTACTGGGAACATTTTTAAAATGG---------------------------------------------------TCACAAGCCATCAAATTGGTGTGTTACTATGACATGTCAAGTGCCAGTAGAGTGGGTCGAGCAAAATTTACTTCTCAAGATATGGAATTTGCTTTAAATTTCTGCACTCATGTTATATACAGTTATGTGACCATAACACCGGATAAATTAGTTCTTGCACAAATGCCCGAA---AAACAACAGGAA------------------CTAGCTAATATGAAAAATTTTAAAAATAAATATCCAAATGTTAAGTTTCTTCTTAGTATAAGCGGTGAAAATAATGACAAAACTATT---------------------AAGAGTTTTTTACAACTATTGGAAGATCGTCAGGCTACG---AAAATTTTAATTAAATCTCTTATGGATGT  

SbulIdgf31  ------------------------------------------------------------------------------------------------------------------------------------ATGGTGTGTTTCTATGATGCCTCCAGTGTTGATCGTGATGGTTTGGCAAGATTTTCAACGCCAGATTTTGAAATTGCTTTACAATTCTGCACCCATTTAATCTACGGTTATGCTGGCATTAATTCGGAGAATTTCCATTTGAAGAGTCTTCACAAT---CAG------------------------------------------------CGCGAGCGATATACAGAGGCGTCACTT------------------------------------------------------------TGCCGCTATAACGGAATTGAAACAGAAATTCCCACACATAAAATTCCTCTT------------GATGAATT  

Gmor_Idgf3  ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGGAGATTTCTTTGCAATTTTGTACTCATCTCATCTACGGCTATGCTGGCATTAATCCGGATACCTATCAAGTTTCCAGTATAAATCCC---CAACGTGATGTACAGAGGCGTCAT------TTCGCTACCATTACTGCTTTAAAAGAGAAATTTCCCAACGTAAAATTTCTACTGAGCGTCGGTGGTGATCGTGACGGAGAAGGGGCA---------------------GATAAATACATACAACTTTTAGAAGCCGGTCGCCAGAAACAAAGTGCCTTTATAGAGTCAGCTCGTGATCT  

Ccap_Idgf3  ------------------ATGAGAGTTTTTCTTTTAACA---------CTCGCCTTGCTGGCTTGT------ACCGTGGCATGGAGCACG---GCTTCG------------------GGGTTGGAACGCAATTTAGTGTGCTTTTACGATTCAAATGGCGTCACTCGTGCAGGTCCAGCACAGTTTAGCACCGCTGACTTGGAAATAGCTTTGCAATTTTGCACACACGTCATTTACGGCTATGTTGGAATCAATTCCGACACTTTCCAGTTAATGAGCCTGAACGAA---AATTTGGATATACAACGACGTCAC------TTCGCCACCATCACTGCACTCAAAGAGAAATTCCCATATACTAAATTCCTGCTCAGTGTAGGCGGTGATCGCGATGCAGGTGGTCAT---------------------GAGAAGTATATTAGTCTCTTGGAAGCAGGTCGGCAGAAACAGACAGCTTTTATAGAGTCAGCACGAGACTT  

Bole_Idgf3  ---------------ATGCAGGTTTTACTTCTTGCCTTA---------GCTTTTTTAGTGGGTTCC------------GTGAATTGGACCACTGCTTCC------------------TTGTTGGAACGCAATTTAGTGTGCTTTTACGATTCAAATGGCGTCACACGCTCAGGACCAGCACAATTCAGCACTGCTGACTTGGAAATCGCTCTACAGTTTTGCACACACGTCATCTACGGCTATGTAGGCATTAAACCGGAAACCTTCCAGCTAATGAGTCTCAATGAA---AATCTGGATGTACAGCGTCGTCAC------TTCGCCACGATAACTGCACTCAAAGAGAAGTTTCCACATATCAAATTTCTACTGAGCGTCGGTGGTGATCGCGATGCTGGTGGTCAT---------------------GAGAAGTATATTAATCTCTTGGAGGCAGGCCGCCAGAAGCAAACCGCATTCATAGATTCGGCGCGTGATTT  

Dmel_Idgf4  ------------------ATGAAGCTCTACGCCCTGTTCTCCCTTCTGGTGGGATCTTTGGCCATT------------GGTCAGATTTCCGCC------------------------GCCGGATCTCATCATCTACTTTGTTACTATGACGGCAACAGTTTTGTCCGCGAGGGCCTCTCCAAGCTGATCCTAACCGATCTGGAGCCCGCCCTGCAGTACTGCACCCATCTGGTCTACGGATATGCCGGCATTAATCCCTCGAGCAACAAGCTGGTCAGCAACAATGAG---AAATTGGACCTGGATCTGGGCAGCAGCCTGTTCCGCCAGGTGACCGGATTGAAGCGCAAGTACCCAGCCCTCAAGGTCCTGCTTAGCGTGGGTGGCGACAAGGACACCGTGGATCCA---------------GAGAACAACAAGTATCTGACCCTGCTGGAGAGCAGCAATGCCAGG---ATTCCGTTCATCAACAGTGCTCACTCGCT  

Dsec_Idgf4  ------------------ATGAAGCTCTACGCCCTGTTCTCCCTTCTGGTGGGATCTTTGGCCATT------------GGTCAGATTTCCGCC------------------------GCCGGATCTCATCATCTACTTTGTTACTACGACGGCAGCAGTTTTGTCCGCGAGGGCCTCTCCAAGCTGATCCTGACCGATCTGGAGCCCGCCCTGCAGTACTGCACCCATCTGGTTTACGGATATGCCGGCATTAATCCCTCGAGCAACAAGCTGGTCAGCAACAATGAG---AAGTTGGACCTGGATCTGGGCAGCAGCCTGTTCCGCCAGGTGACGGGATTGAAGCGCAAGTACCCAGCCCTCAAGGTCCTGCTCAGCGTGGGTGGCGACAAGGACACCGTGGACCCG---------------GAGAACAACAAGTATCTGACCCTGCTGGAGAGCAGCAATGCCAGG---ATTCCGTTCATCAACAGTGCCCATTCGCT  

Dsuz_Idgf4  ------------------ATGAAGCTGTACGCCCTGTTCTCCCTTCTGGTGGGATCTCTGGCCATT------------GGTCAGATCTCCGCC------------------------GCCGGATCTCATCATCTACTTTGTTACTACGACGGCAACAGTTTCGTCCGCGAGGGCCTCTCCAAGCTGATCCTGACCGACCTGGAGCCCGCCCTGCAGTACTGCACCCACCTGGTCTACGGATATGCCGGCATCAATCCCTCGAGCAACAAGCTGGTCAGCAACAATGAG---AAGCTGGACCTCGATCTGGGCAGCAGCCTGTTCCGCCAGGTGACGGGTCTGAAGCGCAAGTACCCGGCCCTGAAGGTCCTGCTCAGCGTGGGCGGCGACAAGGACACCGTGGACCCC---------------GAGAACAACAAGTACCTGACCCTGCTGGAGAGCAGCAACGCCCGC---ATCCCGTTCATCAACAGTGCCCACTCGCT  

Dvir_Idgf4  ------------------ATGAAGCTCCTTGCCCTGCTCCCCGTGCTCCTGGCCATTCTGACATTT------------GGTCAAAGTAACGCAGCT---------------------GCAGGCTCCTCTCATCTGCTTTGCTACTACGATGGCGCCAGTTTCATCAGAGAAGGGCTTTCCAAGCTTACGCTTAACGACTTGGAGCCGGCAATGCAGTTTTGCACACACTTGATCTACGGTTATGCAGGCATAAATCCCAGCAGCAATAAACTTGTCAGTACCAACGAA---AAACTCGATCTGGATCTTGGCAGCAGCCTGTACCGCTCTGTGACTGGTCTAAAGAAGAAGTACCCAGCGTTGAAAGTTCTTCTTAGCGTTGGTGGCGACAAAGATGTTGCCGACGAG---------------GAAAGCTCCAAGTATCTGACACTGCTGGAGAGCAGCAACGCTCGC---ATTCCATTCATCAATAGCGCCCACTCACT  

Dgri_Idgf4  ------------------ATGAAACTGTTCGCCCTGCTCCCCATGCTCCTGGGCTTTCTGGCCATT------------GGTCAAAGCAACGCCGCT---------------------GTGGGCACCACCCATTTGCTATGCTACTACGATGGCGACAGCTTCATCCGCGAAGGGCTTTCCAAGCTGACGCTTAACGACTTGGAGCCGGCAATGCAGTTTTGCACGCACCTGATCTATGGTTATGCCGGTATCAATCCCAGCAGCAACAAGCTGGTTAGCACCAATGAG---AAACGCGATTTGGATCTGGGTAGCAGCCTGTTCCGCTCGGTGACTGGCTTGAAGAAGAAGTACCCAGCGCTGAAGGTGCTCCTCAGTGTCGGTGGTGATAGGGATGCACCTGAGGAG---------------GAGAACTCCAAGTATCTGACACTGCTGGAGAGCAGCAATGCCCGC---ATCCCGTTCATCAATAGCGCCCACTCGTT  

Mdom_Idgf4  ------------------ATGAAATCATTTATTTTGCTC---------TGTGCCTTGTTCGGTGCAGTCGCTGTCCAGCAAACATTGGCCAATGCC---------------------GGTCCCAGTTCTCATTTGGTGTGCTACTACGATGGCAATTCCTATGTCCGTGAAGGCCTTGCCAAATTGACTTTGCCCGAATTGGAACCCGCCTTGCAATTCTGCTCCCACTTGGTGTATGGCTATGCTAGCATCAACCCCACCAGCAACAAATTGGTTAGCAGCAATGAA---AAACTTGATTTGGATGTTGGCACCGGTTTGTATCGCACCGTTACCGGTTTGAAGAAGAAATTCCCCCATTTGAAGGTGTTGTTGAGTGTGGGCGGTGATCGCGATGAAGTCGATCCC---------------GATAGCAACAAATATTTGACATTGTTGGAGTCGAGCAATGCCCGC---ATTCCCTTCATCAACAGTGCCCACGCTTT  

Scal_Idgf4  ------------------ATGAAATCATTTGTTGTGCTG---------TGTGCCTTTTTGGGGGCCATTGCCATCCAACAAGGCTCGGCCAGTACT---------------------GCCTCGACTTCTCATTTAGTTTGCTATTATGATGGCAATTCCTACGTACGTGAAGGTCTCGCTAAATTGACTTTGCCCGATTTGGAGCCAGCACTGCAATTCTGTACCCACCTTGTCTACGGTTATGCCATCATCAACCCCACAAGCAACAAATTGGTGAGCCGTAATGAA---AAACTTGACTTGGATGTGGGTACTGGCCTGTACCGCACCGTCACCGGCTTGAAGAAGAAGTTCCCTCACCTTAAGGTGTTGTTGAGTGTTGGTGGTGACAACGATGAAGTTGATAAT---------------GATAACAACAAATATTTGGCTATGTTGGATTCTACCGATGCCCGT---ATACCGTTCATCAACAGCGCCCATGCCTT  

Lcup_Idgf4  ------------------ATGAAATTTTTGATTTTATTGTGTGCCCTAGTGGGTGCCATAACAATT------------CAACAGACCTCGGCT------------------------GTGGGTAACACACATTTGGTCTGCTACTATGATGGCAGTTCATACATTCGAGAAGGTCTTGCTAAGCTAACTTTAGTCGATTTGGAACCCGCTTTACAATTCTGCACCCACTTGGTTTATGGTTATGCCAGCATTAACCCCACCTCCAATAAACTGGTAGCCAAAAATGAG---AAACTTGATTTGGATGTTGGTACCGGTTTATATCGTACCGTTACCGGTTTAAAGAAGAAATACCCCAGCTTGAAGGTATTATTGAGTGTTGGTGGTGATAAGGATGAGGTTGATAAA---------------GATGACAACAAATATTTGACTCTCTTGGAATCTAGCAATGCTCGT---ATTCCCTTCATTAATAGTGCTCATTCTTT  

Gmor_Idgf4  ------------------ATGAAATTATTGTTGATTTTG---------TTAGGCGCCTTATTGGCTGTTCTCACAATTAAGCGCACGTCGGCTGTT---------------------CAAGGCAGCAATCATTTAATTTGTTACTATGATGGTACCTCATACACCAGAGAAGGTTTGGCTAAGTTAACCTTAAATGATTTAGAACCAGCGTTGCAATTTTGTACTCATCTGGTTTATGGCCACGCTGCTATTAATCCGTCTAGTAACAAATTGGTTAGCAATAACGAA---AAACTGGACTTGGATGTGGGCACCGGTTTATATCGCACCATAACTGGTATGAAAAAGAAATACCCACATCTCAAGGTCTTATTAAGCGTCGGCGGCGATAAAGATGAAGTCGATGCT---------------GACAACAATAAATATTTGACTCTACTAGAGTCTAGCAATGCTCGC---ATACCGTTTATTAATAGCGCTCATTCTAT  

Sbul_Idgf4  ------------------ATGAAATGTTTCATTTTGTTG---------TGTGCCCTAGTGGCTGCT---GTAACAGTACAACAGACCACAGCT------------------------GCCGGTAATACACATTTGGTGTGCTACTATGACAGCAATTCATACATCCGAGAAGGTCTTGCAAAACTGACTTTAAATGATTTGGAACCAGCTTTACAGTTCTGTTCCCACTTGGTATATGGTTATGCCAGCATTAATCCCACCTCCAATAAATTGGTGGCTAAAAATGAA---AAACTTGATTTGGATGTGGGTACTGGTTTGTATCGTACTGTGACAGGTTTGAAAAAGAAATACCCACACTTGAAGGTATTGTTGAGCGTGGGTGGTGATAAGGATGAAGTTGATCCC---------------GATAGCAATAAGTATTTGACTTTGTTGGAGTCCAGCAATGCTCGC---ATACCCTTCATTAACAGTGCACACTCTTT  

Ccap_Idgf4  ------------------ATGAAATTTGTCATTTTGCTG---------TTCGCGTTGTCGCTGGCG---------GCGTTGGCTACTGCCCAACAT---------------------GCGAGCAGCTCACACCTAGTTTGCTACTATGATGGCAACAGTTATGTGCGTGAAGGTCTCTCCAAATTACACACAAACGATCTTGAACCCGCATTACAATTCTGCTCTCACCTGGTCTACGGCTATGCCAGTATCAGTCAGACATCAAACAAACTCGTCAGTCCTAATGAT---AAACTCGATCTGGATATCGGTGCTGGTCTTTACCGTACAGTGACTGGTTTCAAAAAGAAGTACCCACATTTGAAGGTCTTGTTGAGCGTTGGCGGCGATAGAGATGAAGTTGATCCC---------------GACAATAACAAATATTTGACGCTTTTGGAAAGCGCCAATGCTCGC---ATACCATTCATAAATAGCGCCCACTCGCT  

Bole_Idgf4  ------------------ATGAAATTTGTCATTTTGCTA---------GCTCTATCGCTGGCAGTT------------TTGGCTAGCGCCCAGCAT---------------------GCGAGCAACTCACATCTTGTTTGCTACTACGATGGCAGCAGTTATGCGCGCGAAGGTCTCTCTAAATTGCACACAAACGATTTAGAACCAGCTTTACAATTCTGCACCCATCTCATTTACGGTTATGCTAGCATCAGTCCGACATCGAACAAACTTGTCAGCAACAATGAT---AAGCTCGATCTAGACATCGGTTCGGGATTGTACCGCACGGTGACTGGTTATAAGAAGAAGTACCCACATTTAAAGGTATTGTTGAGCGTTGGTGGCGACAGAGACGAAGTCGATCCA---------------GATAACAACAAGTATTTGACATTGTTGGAGAGCACCAATGCGCGT---ATACCATTCATAAATAGTGCACACTCTTT  

Dmel_Idgf5  ---------ATTCAAAAGAACCCA---TTTTTAGGGTTA---TTGCTCTGCAGTTTTTTGGCATTT------------TTCCAGAGTACATAT------------------------GCAGAGGTTGGAAAACTGGTGTGCTTCTACGATGCGCAGAGTTTTGTGCGTGAAGGCCCCGCCCAAATGTCGCTGGCTGAACTGGAGCCCGCTCTACAGTTTTGCAACTTTCTGGTCTACGGCTATGCGGGCATTGATGCCGTAACCTATAAGATCAAGAGTTTGGATCCT---TCGTTGACCAATGATCGTCAGCAT------TATCGACACATTACCGCTCTGCGCAAAAAATATCCGCATGTTCGCTTCCTGCTTTCGGTGGGCGGCGATCGGGATGTGAACAGCGAG------GGCGTGGCAGATAGTGACAAGTATCTAAGATTACTGGAACAGTCGGAGCATCGG---AAAAGCTTTCAGGCAAGCGTTTTGGCGGA  

Dsec_Idgf5  ---------ATTCCAAATAACCCA---TTTCTAGGGTTA---CTGCTCTGGTTACTTTTGGCAATT------------TTCCAGTTTACATAC------------------------GCAGAGGTGGGCAAACTGGTGTGCTTCTACGATGCAAAGAGTTTTGTGCGTGAAGGCCCCGCCCAAATGTCGCTGGCTGAACTGGAGCCCGCTCTACAGTTTTGCAACTTTCTGGTCTACGGCTATGCGGGCATTGATGCCGATACCTATAAGATAAAGAGTTTGGATCCT---TCGTTGACCAACGATCGTCAGCAT------TATCGCCACATTACCGCGCTGCGTCAGAAATATCCGCATGTTCGCTTCCTGCTTTCGGTGGGCGGCGATCGGGATGTGGACAGCGAG------GGCGTGGCAGATAGTGGCAAGTATCTGAGATTACTGGAACAGTCGGAGCATCGG---AAAAGCTTTCAGGCAAGCGTTTTGGCGGA  

Dsuz_Idgf5  ---------ACCCCCAATAATCCA---TATAAGGGATTA---CTGCTGTGCAGTTTTCTGGCAATA------------TTGCAGTGTATATCC------------------------GCTGAGGTGGGAAAACTGGTCTGCTTCTACGATGCTAAGAGTTTTGTGCGTGAAGGCCCCGCCCAAATGTCGCTGGCCGAACTAGAGCCTGCCCTACAGTTTTGCAACTTTTTGGTCTATGGCTATGCGGGCATCGATGCCGAGACCTACAAGATCAAGAGTTTGGATCCT---TCGTTGACACATGACCACCAGCAT------TATCGTCACATTACCGCTTTGCGCCAGAAATTTCCCCATGTAAGATTCCTGCTCTCGGTGGGCGGAGATAGGGATTTGGACAACGGG------GGCGTGGCGGATACTGACAAGTACCTCAGATTACTGGAACAGCCGGAGCATAGG---AGAAGCTTCCAGGCGAGCGTGATCGCAGA  

Dvir_Idgf5  ------ATGTTGCCCCACGGTTGGATATTCCTGGGAGCG---CTGCTCTGCCTGTGC---------------------CGCTGTCCTGTCAGCCTG---------------------GCAGACGTGGCCAAGCTCGTTTGCTACTACGATGCGTCGAGTTTTGTGCGCGAGGGCCCCGCGCAACTTTCGCTGAATGAACTGGAGCCCGCCTTAAACTTCTGCAACTACCTGATTTATGGTTATGCGGGCATCGATCCAGAAAGCTTTAAGATCAAGAGCTTAAATCCG---GAGCTCAGCTACAATCGCCAGCAC------TATGCGCACATTACGGCGCTCCGTCAAAAGCATCCGCATTTGCGCATTCTGCTCTCCGTGGGCGGTGAGCGGGATCTGAATGCCGAG------GGCCTGCCGGACAGCAGCAAATATCTGAGTCTGCTGGAGCTGCCGGAGAACAGG---AACAGCTTTAAGGCCAGTGCCAGCGCCGA  

Dgri_Idgf5  ------ATGTTGCCCAGTGGTGGTGTTTTTCTGGGCCTG---CTGCTCTGCCTGTGCTGC------------------TCCTGGCATGTGAGCCAG---------------------GCCGATGTGGCTAAGCTCGTTTGTTTCTACGACGCCTCGAGTTTTGTCCGTGAAGGCCCTGCACAACTATCGCTCAGTGAACTGGAGCCAGCTTTAAATTTTTGCAACTTTCTGATTTATGGATATGCGGGCATCGATGCGGAAAGCTTTAAGATCAAGAGTCTCAATCCG---GAGCTTAGCTATAACCGGCAGCAT------TATGCTCATATAACGGCGCTGCGCCAAAAGTTTCCCCATCTGCGCATTCTGCTCTCGGTGGGTGGTGAACGGGATCTTAATGTCGAG------GGCGTGGCAGACACTGGGAAATATCTGAGCCTGCTCGAGGAGGCGGACAGCCGC---AACAAATTCAAGTCCAGCGTCAACGCTGA  

Mdom_Idgf5  ---------ATGAAACTAATAAAAATATTTTCCATTATTTGTATAACACTTTTACAAATATGCGTT---------------------------------------------------GTTTGGGGAGCCAATATGGTTTGCTATTTGGATACGAGT---------CGGGTAACAGATGTCCAACAAACCATTACCGAAATCGATCCCGCAATGCAATTCTGCAATTATCTCATCTACGGCTATGCCGGTGTCAATTCGGAAACATTTCAGCTGAAAAACCTTGATCGT---GGTCTCAACTTTGACCTG------------TATCATGCAGTGACTGCACTGAAACGCAAACATCCCCATTTACGGGTTCTCTTATCAGTTGGCGGAGATCGTGACATACCCTCCGAT---------TTGGATGAGCCAAACAAATATTTAATGCTATTGGAAAACATTGCCCATCGC---AATGCCTTCATCAACAGTGCCCAGAGTTA  

Scal_Idgf5  ---------------ATGGAAAAATTCAAAATCATAACA---------ATAATTTTCATGGTGTTT------------GGCCAAATCTATGCC------------------------ATACAGGGGGCAAATATGGTATGCTATTTGGATACCAGT---------CGCATTACAGATGCTAACCGTGCCATAGCCGACCTCGATCCAGCCATGCAATTTTGTAATTTCCTTATCTATGGCTATGTACGCATTAACAGCGAATCATTTCAATTACAAAATCCCGATCGT---GGCATGAACTATGACCTA------------TTCCATGCAGTGACAGCGCTCAAGCGTAAACATGCCCATTTGCGTGTTCTCTTATCAGTGGGCGGTGATCAAGACATACCCTCTGAC---------CTGGAGGAGCCCAACAAGTATTTGATGTTATTGGAGAATATTGCCCATCGC---AATGCCTTCATCAATAGTGCTCAAGAGTT  

Lcup_Idgf5  ---------ATGGGAACTATAAAAATAATTGCAATATTT------TCAGTAATATTTTTACAAATA------------ATAAATGTACAAAAT------------------------GTTAAAGCCGCCAATATGGTGTGTTATTTGGATACGAGT---------CGTGTAAAAGAAGTACAACAAACCATTTTCGACATTGATCCAGCTATGCAATTTTGTAATTATTTGATTTATGGCTATGCGGGCATTAATTCTGATACGTTCCAGTTGAAAACCTTAGATCGT---GGCTTGAATTTTGATTTG------------TATCATGCCGTCACCGCTCTCAAACGTAAACATTCTCATTTGAAAGTTTTACTCTCTGTTGGTGGTGATCGTGATTTGGAATCGGAT---------GAAGAAGAACCTAATAAGTATTTAATGCTTTTGGAGAATATTGCTCATCGT---AATGCTTTTATAAATAGTGCTCAAAGTTT  

Gmor_Idgf5  ---------------ATGCGTAACAAAATGATTTATTTTAATTTTCATTTATTTGTGATAATTTTT------------GCAAATCTTCAGATTTTTCAA------------------GTGCAAGCAGCCAATATATTTTGTTATTACGATACCCAG---------CGAATAACTGATGTGAACGCTGCGATCAATTATTTAGAGCCGGCTCTACAGTTTTGCAATTTTCTTATATACGGTTACGCTGGCATTGATGGTGAGACTTATCAAGTGAAATCCTTGGATTAC---GGTCTAAATTATGACATT------------TACCAAGCGATTACCTCACTAAAGCTGAAACACAATCGTTTGAAAGTGTTGCTCTCGATTGGCGGCGATCGGGATCAAACCGAAGAC---------TTGGCAGAAGATAATAAATATTTAAAGCTATTGGAAAATCTCTCTTCACGC---AATGCCTTCATAAATAGCATTCAAAGTGT  

Sbul_Idgf5  ------ATGAGAACGAATAATTTTTTAAAAGTGCTCTGT---------GGCATAGTTTTGCAAATA------------TTAACTTTTCATCAT------------------------GTAAAGTCGGCAAATACCGTGTGTTATTTGGATACTAGC---------CGCGTTAAGGAAGTCCAGCAAACAATTTTCGATATTGATCCTGCCATGCAATTTTGCAATTATTTAATATACGGTTATGCTGGAATTAATTCTGATACGTTCCAGCTAAAAACTTTAGATCGT---GGCTTAAATTTTGATTTG------------TATCATGCCGTTACGGCACTTAAACGTAAGCATGCCCATCTAAAGGTTTTGCTCTCAATAGGCGGTGATCGTGATTTGGAGCAGGAC---------GATGGTGAACCAAATAAGTATTTAATGTTGCTGGAAAATATTGCCCATCGT---AATGCCTTCATTAATAGTGCACAAAGTTT  

Ccap_Idgf5  ---------------ATGTTAAAAGTGATTTATTTACTA------ACGGCCCTATGCATAGGGTCA---------------------------------------------------CTCCAAGCAACTAAGATGGTTTGTTACTATGACTCATCTAGTCAGTACAGAGAAGGTTCCGCACAAGTGTCTTTGCAAGATCTCGAGCCAGCTCTACAATTTTGTAATTATCTTGTTTATGGTTATGCCGGAGTCGATCCCGAAACCTACCAGCTTCGGCCAATCAACAAG---GATTTGGATGTGGGCCGCAATCAC------TACCGCACCATCACCAATCTACGACGCAATCATCCACAGCTCTTAATCTTGCTATCTGTTGGTGGTGATCGTGATCGCTTCAACGAC------------TCATCTTACAACCCCTATCTCGATCTTCTCGAGAATCAAGCTCATCGC---AATGCATTTATTAACAGCGCTGTAGCTCT  

Bole_Idgf5  ---------------ATGCTAAAGGTTACATTTTTGCTAATA---ACT---CTGGTAATTGGGTCA---------------------------------------------------ATAGAAGCAGCCAAAATGGTCTGCTATTATGACTCAGCGAGTCAATTTAGAGAAGGTCCAGCAAAATTAACACTACAAGATTTGGAACCAGCTTTGCAATTTTGTAATTATCTCGTTTACGGTTACGCCGCTATTGATCCAGAAACTTATCAATTAAAGCCGCTGCACAAA---AATTTGGACATAACACTAAATCAT------TACCGTAATATCACCAACTTGCGACGCAACCATCCGGAGCTTTTAATACTGCTCTCGGTTGGTGGAGATCGTGATTTGTTTGAGGAA---------------ACACCAAGTTCATATCTCAGCGTGCTGGAGAATCAGGCACATCGA---AACGCGTTTATTAACAGCGCCATAGCGCA  

Dmel_Idgf6  ------------ATGATCATTAAAGCCCTAGCGATCGTT---------TCGCTGTGCCTGGCCAGCATTCAGGCCTCCAAGGTGGGAGCTCCGCAG---------------------TTGCCCAAGAAGCACCTGGTCTGCTACTACGATTCCGCCAGTTTCGTCAAGGAAGGTCTGGGCAAGCTGGTAATCGATGAACTGGAACCGGCTCTGCAATTCTGCGACTATCTGGTCTACGGCTATGCCGGAATCGAGCGCGATTCGCACAAGGCGGTGAGTCTGAACCAG---CAGTTGGATTTGGATTTGGGCAAGGGACTTTACCGCACGGTGACCCGCTTGAAGCGCAAGTATCCCAATGTCAAGATCCTGCTGAGTGTGGGTGGTGACAAGGACATTGAGCTGGACAAGGATGCCAAGGAGCTGCCCAACAAGTATCTCGAACTGCTCGAGAGCCCCACAGGTCGC---ACTCGTTTCGTGAATACCGTCTACTCGCT  

Dsec_Idgf6  ------------ATGATCATTAAAGCCCTAGCGATCGTT---------TCGCTGTGCCTGGCCAGCATTCAGGCCTCCAAGGTGGGAGCTCCGCAG---------------------GTGCCCAAGAAGCACCTGGTCTGCTACTACGATTCCGCCAGCTTCGTCAAGGAAGGTCTGGGCAAGCTGGTGATCGATGAACTGGAACCGGCTCTGCAATTCTGCGACTATCTGATCTATGGCTACGCCGGAATCGAGCGCGATTCGCACAAGGCGGTGAGTCTGAACCAG---CAGTTGGATTTGGATTTGGGCAAGGGACTGTACCGCACGGTGACCCGCTTGAAGCGCAAGTACCCCAATGTCAAGATCCTGCTGAGTGTGGGTGGTGACAAGGACATTGAGCTGGACAAGGATGCCAAGGAGCTGCCCAACAAGTACCTCGAGCTGCTGGAGAGCCCCACAGGTCGC---ACACGTTTCGTGAACACCGTCTACTCGCT  

Dsuz_Idgf6  ------------ATGATCATTAAAACCATAGCGATCGTA---------TCGCTCTGCCTGGCCAGCCTTCAGGCCTCAAAGGCGGCTCCCCAACAGCCTCAG---------------GTGCCCAAGAAACACCTGGTCTGCTACTACGATTCCGCCAGTTTTGTCAAGGAAGGTCTGGGCAAGCTGGTGATCGATGAACTGGAGCCAGCTCTGCAGTTCTGCGACTATCTGATCTACGGCTACGCGGGAATCGAGCGGGACTCCAACAAGGCGGTGAGTCTGAACCAG---CAGTTGGACCTCGACCTGGGCAAGGGACTGTTCCGCACCGTGACCCGCTTGAAGCGCAAGTACCCCAATGTCAAGATCCTGCTGAGCGTGGGCGGTGACAAGGACATTGACCTGGACAAGGATGGCAAGGAGCTGAGCAACAAGTACCTGGAGCTGCTGGAGAGTCCCACGGGTCGC---ACTCGCTTCGTGAACACCGTCTACTCGCT  

Dvir_Idgf6  ---------------ATGATGAGAACTTTGGCAGTGCTGGCAGCGCTGACCTGGCTGTGCCTGGCCAGCGTGAGGGCTGGCAAGGTGGGG------CAGCAGCAG------GTGGGGGGACCGCAGCGACACCTCGTCTGCTACTATGACTCGGCGAGTTTTGTCAAGGAAGGTCTCGGCAAACTGGTGATTGATGACCTGGAGCCCGCTCTACAATTCTGCGACTATCTGATCTATGGCTATGCGGGCATTGAGCGTGACTCGCACAAGGCTGTCAGTCTCAACCAA---CAGCTGGACTTGGATCTGGGCAAGGGTCTTTACCGTACGGTGACGCGTTTGAAGCGCAAGTATCCCAATCTGCGTGTGCTGCTGAGTGTGGGCGGTGACAAGGACATTGAGACGAGCGAGGATGCCAAGGATTTGCCCAACAAGTATTTGGAGCTGCTCGAAAATCCAACGGGTCGC---ACACGCTTCGTGAACACCGTCTACTCGCT  

Dgri_Idgf6  ------------------ATGAACAATTTGGCATTGCTGGCAACGCTTCTGGCGTGCCTCGCCAGTGGTGTTCTGGCTGGCAAAGTGGGTCCGCCGCAGCAGCACCTGCCACAG---GGTCCACAGCGGCACATGGTCTGCTACTATGACTCGTCCAGTTTCGTCAAGGAAGGCCTCGGGAAACTGGTGATTGATGACCTGGAGCCCGCTCTACAATTCTGCGATTATCTGATCTATGGCTATGCGGGCATTGAGCGCGATTCGCACAAGGCCATGAGTCTGAACCAG---CAGCTGGATTTGGATCTGGGCAAGGGGCTTTACCGTACGGTGACACGCTTGAAGCGCAAATATCCCAATCTCCGTGTGCTGCTCAGCGTTGGCGGTGACAAGGACATTGAGACCGGCGAGGATGCCAAGGATTTGCCCAACAAGTATATGGAACTGCTCGAGAATCCCACAGGTCGC---TCCAGGTTTGTGAACACAGTGTATTCCCT  

MdomIdgf6A  ---------------ATGCAATTTTCAATTGTGATTTTG---------GCCTCGCTATTGGCCTGCACATGGGCCGGCAATGTGCCCACCCAG------------------------CCAGCACCCAAACAATTGGTTTGCTACTATGATTCGGCCAGTTTCGTCAAGGAAGGCCTTGCCAAAATGGACGTTGACGATTTGGAACCCTCCTTCCAATTCTGTACCTACATCATCTACGGCTATGCCGGCATTGAACGTGACTCCTTCAAGGCAATGAGTTTGAATCAA---AATCTTGATTTGGATTTGGGCAAGGGTTTGTACCGTACCGTTACCCGTCTAAAGCGTAAATATCCCAATGTTAAGGTTATGTTGAGCGTTGGTGGTGATCGTGACATTGAGACCGGCGAAGATGCCAAGGACTTGCCGAACAAATATTTGGAACTTTTGGAAAATCCCATTGGACGT---CAACGGTTCATTAACACCGTTTATGCTTT  

Scal_Idgf6  ------ATGCAATTTTCGATTGTATTTTTGGCATTGGCT---------CTGGCTGTGGCCAGCTCATGGGCCGGCAATGTTCCCGCCCCACCCACT---------------------GGAGCCCAAAAGCAATTGGTGTGCTACTACGACTCGGCTAGTTTTGTAAAGGAAGGTCTTGCCAAAATGGTCATTGACGATTTGGAACCCTCATTCCAATTTTGCACCTACATTATCTATGGCTATGCTGGCATTGATCGTGACTCCTTCAAAGCCATGAGCTTGAATCAA---AATTTGGATTTGGATTTGGGCAAGGGACTCTATCGCACAGTGACCCGTCTAAAGCGCAAATATCCCAATGTTAAGATTATGTTGAGCGTGGGTGGTGATCGTGACATTGAGACTGGAGAAGATGCCAAAGATTTGCCCAACAAATATTTGCAATTGCTGGAAAATCCCATTGGACGT---CAACGTTTCATTAACACCATCTATGCTTT  

Lcup_Idgf6  ------------ATGCAA---ATTTCCCTTGTATTTTCA---------TTATTCTGTTTGGTGGCT---TCGGCCTGGGCCAATACCGGTGCT---------CCCGCTAAGCCTGGTGTACCCGAAAAACAATTGGTTTGCTATTATGACTCCTCCAGTTTTATTAAAGAGGGTTTGGCCAAACTCATCATTGACGACTTAGAACCCGCCTTCCAATTCTGTACCTATGTCGTCTATGGTTATGCTGGCATTGAACGTGACTCCTTTAAGGCTTTGAGTACCAATCAA---AATTTGGACTTGGATTTGGGCAAGGGTTTGTATCGCACATTGACCCGTCTAAAGCGTAAATATCCCAATGTTAAGGTTTTATTGAGTGTGGGTGGTGACAAGGATATCGAAACTAGTGAAGATGCCAAAGATTTGCCCAACAAATATTTAGAATTGTTGGAAAACCCCACTGGACGC---ATGCGTTTCATTAACACCGCCTATGCTTT  

Ccap_idgf6  ------------------ATGAAAATCCTTTTGGTGTTT---------TCACTCATCATTGCCGCCACTTTGGCCAACAAAGTGGGCAATCAGGCACCGGGT---------------GGACCGAAGAAACATATGGTCTGCTACTATGACTCTTCGAGTTTTGTTAAGGAGGGACTCGGCAAACTGATTATTGATGATCTCGAGCCGGCTATGCAATTCTGCGACTATCTAGTCTACGGTTACGCAGGCATTGAACGTGACACACACAAAGCTGTCTCGCTCAACCAA---AACCTTGACTTGGATTTGGGTAAAGGTCTTTATCGCACTGTTACACGCCTAAAGCGTAAATATCCCGCCTTGAAGGTGTTACTTGGCTTGGGTGGTGATAAGGATATTGAGACAAGCGAAGATGCTAAAGATTTGCCCAACAAATATCTCGAACTGTTGGAGAGCCCTCTTGGGCGC---GCACGCTTCATTAATAGCGCCTATGCGTT  

Bole_Idgf6  ------------------ATGAAAATCCTTTTGGTATTT---------TCACTTTTCATTGCCGTCACTTTGGCCAACAAAGTGGGCAATCCGGCACCGGGT---------------GGACCCAAAAAACATATGGTCTGCTACTACGATTCATCGAGTTTCGTTAAAGAGGGACTCGGCAAACTTATAATTGATGATCTTGAACCGGCGTTACAGTTCTGCGACTACCTTGTCTATGGTTGGGCAGGCATTGAACGCGACAGCCACAAAGCTGTCTCGCTCAATCAA---AACTTAGACTTGGATTTGGGTAAAGGCTTATACCGCACTGTTACACGTCTAAAGCGCAAATACCCAACCTTGAAGGTGTTGCTTGGTTTGGGTGGTGATAAGGATATTGAGACCGGTGAAGATGCCAAAGACTTGCCAAACAAATATCTCGAATTGTTGGAGAACCCAGTTGGACGT---ACGCATTTCATTAAAACCGTTTATTCTTT  

Aaeg_Idgf4  ATGGGGCTGATCAAATCAGCTGTGACTGCGGTTTGCCTG---------TTGGGGGTGCTTCTGGCC------------CCAACCGGCTACAGT------------------------CAGTCCACGGCCAAGGTCCTCTGCTATTACGATGGAGCCAACTTCCTGATCGAAGGTCTCGGCAAGGTATCGCTCACTGACATCGAAGCTGCCCTGCCCTTCTGTACCCACCTGGTGTACGGTTACGCCGCCGTTGATCCCGATTCCAACAAAGCCGTTAGCCGCAATGCC---AACCTCGATCTGGACACCGGCAAGGGTAACTACCGTCAGGTGACCGGACTGAAACGCAAATTCCCTGGACTCAAAGTTCTGCTGGGAATCGGTGGCTACCGCTTCTCGGCTGCTTCG---------------------CCAAAGTATTTGGAACTGCTGGAATCAGGTGCTGCCCGG---ATCACTTTCATCAACAGCGTTTACTCGAT  

AaegIdgf42  ---ATGTGGTTCTTCAAGGTGGGAGCCTTGCTATTTTTG---------GCAGCGTTGGTTTCGGCC------------AACAATGCC------------------------------ACTACCGGTCCCAAGGTCCTCTGCTACTACGATGGACAGATGTCTCTTCGCGAAGGTCTGGGCAAAATAACCGTTACGGACATTGAGCTTGCCCTGCCGTTCTGTACGCATCTGCTGTATGGATTTGCTGGGGTAAACCCGGAAACCTACAGACTCAAAGCGCTTGACGAG---AGCCTTGAATTGGACTCGGGCAAAGGTCAATACCGATTGGCCACCACTTTGAAGCGCCGCTATCCGAACCTTAAGGTTTTGCTCAGTGTCGGAGGTTACAAAGATCTGGCAGAGGAA------------AAACCGTTCGAAAAGTACCTTACTCTGCTGGAATCCGCCGGATCGAGG---ACGGCCTTCGTCAACTCGGTGTATTCAAC  

Agam_BRP_1  ---TGGTCGGTGTGGAGATTAGGCGTCCTGGCCCTGGTG---------CTGGGCATGCTGGAAGTG------TCGTCCGTGCAAGGACAGAACGCA---------------------ACAACGGGACCGAAGGTGCTTTGTTACTACGATGGTAGCAACGCGTTGAGGGAAGGTCTCGGTAAAGTGACCGTGTCCGATATTGAGCTAGCGCTACCCTTCTGTACCCATCTGATGTACGGCTATGCGGGCGTGAACGCTGAAACGTACCGGCTGCGTTCGCTGAACGAA---GATCTCGATCTGGACTCGGGCAAGAGCCATTTCCGAGCAGTGACCACACTGAAAAGGCGTTACCCTGGGCTGAAGGTGTTCCTGAGCGTCGGTAACTACCGTGATCTGGGCGAGGAG------------AAACCGTTCGAGAAGTATTTAACGCTGCTAGAATCGGGCGGCTCGCGT---ACGGCGTTCGTGAACAGTGCGTACTCGCT  

Agam_BRP_2  ATGTGGTGCAAGCAGTTTGCCGGCGCTCTGCTGCTGCTGGTAGCCACCAGCCAGTACGTGCAATCG---------------------------------------------------CAGCAACCGAGCAAGGTTCTGTGCTACTATGATGCGGCCAACTTCCTGATCGAAGGTTTGGGAAAAGTATCGCTCGCTGACATTGATGCCGCCCTGCCCTTCTGTACGCATCTCGTCTACGGTTATGCTGGCATCGATGTCGAAACCAACAAAGCGGTTAGCCGTCAACCG---AACCTGGATCTGGACACGGGCAAGGGCAACTACCGCACGGTGACGCAGCTGAAGAGCAAGTATCCTTCGCTGAAGGTGCTGCTCGGTCTCGGAGGCTACAAGTTCTCCGAGCCCTCG---------------------ATCAAGTACCTCACGCTGCTGGAGTCAGGCGCTGCCCGC---ATCACCTTCATCAACTCCGTGTACTCGCT  

Llon_Idgf   ---ATGTCTAGTCTTACGATCTATCTCGCTGTGGCTCTG---------GCCTCCCTGGTGGCGATC------------GCGTACGGTCAG---------------------------CAGGGTACAAGCAAGGTCATCTGCTACTACGACAGTCGGAGTTTTGTGCGTGAAGGACTTGGAAAGACAAATCTTGCTGACATTGAACCAGCTCTACCCTTCTGCACGCATCTTGTTTATGGCTATGCTGGCATTAATGGTGGAACCAACAAACTCGTCTCATTGAATGAG---AATCACGACTTGGATCAGGGTAAAGGTTTCTTCAGGCAAGTCACAACACTCAAACGCAAATATCCCGCCTTGAAGATTCTTCTTGGCGTGGGCGGTGGTGCTGATCCTGAGAGTAGT------------------------CAATACTTGAGTCTTCTGGAATCATCAGCGGGACGC---ATTTCATTCATCAATGCCGCCTACACGCT  

Bant_Idgf1  ------------ATGTTTAAGTTGATCTTGGTGAATTTA---------TTGTTCCTGCTTGGTGCG------------GTGCACATCAAATCGCAA---------------------AACAGTTCGCAGAAAGTTGTTTGCTATTATGATTCGCGTGCTTTTGGAAGAGAGGGTCTTGGAAAAGTAACGCTAGCTGATATTGAACCGGGTTTATCATACTGCACGCATCTCGTTTATGGATTCGCTGGAATTAACGAGAAC------AAGCGCGTGGTTTTGAACGCC---AACCAGGATTTAGATCAAGGAAGAGGAGCTTTCCGTATCGCAACCCAACTGAAAAGAAAGTTTCCAGGCCTTAAAGTCCTTCTCGGTGTCGGTGGTGACACTCAAGGCACTCCCGAT------------------------CAATACTTGACTCTTCTCGAATCGTCGCAGTCAAGA---ATTATTTTCATCAACAGCGCTTACGACTT  

Bant_Idgf2  ---ATGGGAAAAAATCTCTCATTTAAGCTGATCTGCCTC---------TTGGGTCTCATTAATACC------------------------------------------------ATAAATGGAGACTCTCGAGTGGTTTGCTACTACGATACGAGAAGTTCATTAAAAGAAGGTCTCGGACGAGTTACGCCGGCCGACATTGAACCAGCTTTGCATTCGTGCACTCACTTAGTCTATGGCTACGCTGGAATTAATGCTGAAACCTTCAAGATTTTGCCTTTGATCTCC---AACAACGAGCACGACAAGGCAAACGGACTATTTAAGCAAGTAACATCACTGAAGGCCAGGTTTCCAAATCTCAAGGTTTTATTGAGTGTCGGCGGAGATGCTGATGGAACTCATGAA------------------------AAGTACTTCGCCCTGCTTGAATCCAACACAGCCAAG---ATTTCGTTCGCCAACAGCGTCAACACAAT  

Mdes_Idgf   ---TGGTCTACAGTCAAGGCGGCAATCATCGTTTTGTTT---------GCTACCATTTATTTTGCT------GATGTCCAGGCACAACGTCAGCCTGTCTATTCA------------AATCAACCGAAAAAAGTTGTTTGTCTATACAATAGCACATCATACACCCGTGAAGGACTTGGAAAAGTATCGATCACTGAATTAGAACCAGCGGTTGCTTTTTGTGATGTATTAGTTTATGGCTATGCGGGCATCGATCCAAACACGAATAAAGTGCATGCGTTGAATGCA---TCGATTGATTTGGATGGTGGTCATGGTTTATACCGTCAAGTAACCAATCTTAAGCAAAAATATCCAAAATTAAAGGTTCTTTTAGGTATCGGTGGCAATGCAGACCCCAATAAAGAA------------------------ATTTACCTGGAATTATTGGAAAATCCACATGCTTAT---GCTATTTTCATAAACAGTGCATACACTTT  

Ppap_Idgf   ------ATGTCCAGTCTGACCACTTGTCTCGCGATTTTT---------GCGGCTTTGGCCGCATTC------------GCGTTCGCCCCAATTGCCGCC------------------CAAGCCACCGCAAAGGTCATCTGTTACTACGACAGCCGGAGTTTTGTGCGTGAAGGCCTAGGCAAGACTAATATTAATGACATCGAACCCGCTCTTCCCTTCTGTACACACTTAGTTTACGGTAATGCTGGCATAAATGGTGCTACCAACAAACTTGTCTCCTTGAATGAG---AATCAAGATCTCGATCAAGGCAAAGGCCATTATAGAGCAATCACAGCGCTGAAACGCAAATACCCCGGCCTAAAAATTCTCCTAGGTGTTGGAGGTGGAGCTGACAGTGATAGTGAA------------------------AAATATCTAACCCTTCTGGAGTCTAGTGCAGGTCGC---ATTTCATTCATCAATTCTGCTTACACTCT  

Cfel_Idgf   ------------atgttaggaaagagcctgctgctggcg---------acggcctgcttcgctgca------------gtgcaacttgctgcagcc---------------------gatactccaaataaagtattctgctattacgatgccaggagttttgctagagaaggtctcggaaaaatgataccagctgatgttgacgcagcattatctttctgcacccatttggtttatggacatgcaggtattcacgcagaaaatttcaaactgatatcattaaatgaa---aatttggacttggataccggtcacaaaacattccgcgaaatgactacaatgaaaaaacgttaccctggtcttaaagttttgttatcagttggaactgatgctgattacggcgatgat------------------aaagaaaaatatttaaccatgttggaatctagtcaacatcgt---acaactttcattaactctgcatattcact  

Pcon_Idgf1  ---------------atggcgaagtttcttttctttttg---------gcaacaatttgcatggtacattgtttctctattccttcgaccaat------------------------gccagtggacgcgcagtgttttgctactatgacagccggagctaccttagagaaactcaagccaagatgctgccatctgatatggacccggccttgtctttctgcacgcatctagtatatggctatgctggtatagacgctacgacgaataaaatgatatcactgaacgaa---aacctagatctaagtaaaggacatggaaactttagagttgtcactcaactcaaaaaaaagtttcccaatttgaaggtcctattgtctgttggaggtggtgccgatttggaagattca---------------------ttcaaatacaatactttgttagaatcaccagaatctaga---gcttcttttataatttctgctagtgttct  

Pcon_Idgf2  ---------------atggagaagttgattttctttttg---------gctgcagtttatgcggtt------------catggtttcccttcggccaat------------------gtcagtggacataaagtattttgctactatgacagccaaagctacataagagaaactcaagcgaagatgctgccatctgacatggaaccggccttaccattctgcacccatctagtttatggctatgctggtctagacgctatgtcaaataaaatgatatcgctgaacgaa---aatcttgatctagcgaaagggcacgaaaactatagagtagttactaggctaaaactaaaatttcctcatctaaaagttctattgtccgttggaggtggtgccgatgctgaattggaa---------------gattcatacaaatacaacactttattggaaacacaagaatctaga---gctgcatttatagattctgttggtgttat  

Pcon_Idgf3  ---------------atggcgaagttttttttcattttg---------gctgctctttgtgcggtc------aatactttccatcttgcttcagccaac------------------gtcagtggaccagcagtattttgttactatgacagccgaagctatcttagagaaactcaagccaagatgctaccgtctgacatggatccagctttatccttttgcacgcatctcgtttatggttatgcaggtctagacgctgcaacgaataaaatggtatcgctaaaccca---aaactggatctggatcaaggacacgcaaactttagagttgtcactcagctcaaaaaaaaattccctactatgaaagtcctattgtccgttggaggcggtgctgatcttgaattggaa---------------gattcatataaatacaacaccgtgttggaaacaccagaatctaga---gcagtttttatcaattctgctagcgttat  

Hang_Idgf   ---------------atggccaggttcttgctggctttt------------gccctgttggcggtg------------gcggccacttcttgggccaat------------------gtcgaaacgccgaaagtcttctgctattacgatagcaggagctatgtcagagaaactcaagccaaaatgttgccccaagacatggatccagcgttgagttattgcacccatttgatatatggatatgcttcgatcgctcatgacacgcataaattggttgctttgaaccca---aatctggatttggatcaaggacatggaaattacagggttgttactcaaatgaagaggaaattccctcaattgaaagtattgctttcagtcggaggcggtgctgataatgaagagcca---------------------gaaaaatataacactttgctcgaatctcctgaagcaaga---accgctttcatcagttccgcttctgttct  

Ostr_Idgf   ---------------atggccaacttcctcttgtttttg---------gcagccgccatcgctgccttcttggtatcttcagccgcagccgac------------------------tcctcaacggcaaaggtcgtctgctattacgatagcaggagctatgtcagagagactcaagccaagatgctgccgtccgacttggacccagccctctccttctgcacccatttggtatatggatacgcaggagtcacggccgacagtcacaagctgacctccctgaacaca---aatctggatttggaccaaggtcatgccaactacaggattattacacagctgaagaggaaattcccagccctgaaggtcctgctttcagtcggtggggactccgataccgatgataag---------------------gaaaaatatcttactctggtggagacacccgaagcaaga---acagcgtttatcaactcagctgtggttat  

Robl_Idgf   ------atggcgaatttcctcgccttctggctggctctc---------agctcagcggccttcatc------------acaggctccttggccgacaat------------------atgatgccgcccaaggtcgtctgctattatgacagcaggagttatatcagagaaacccaggcaaagatgctgccgtcagatcttgatcctgctcttccatactgcacccatcttatctacggctacgctggcatcgatgccgcaactcacaaaatggtatcgctcaatacc---ggtctcgaccttgaccaaggtcacgccaactacagggttatcacgcagttgaagaggaagttcccagctctcaagattcttctgtccgtcggtggcgacgctgacaccgaaggcact---------------------gagaagtacctgacattgcttgaaacaccagaagctcga---gtggctttcatcaactctgcagtcgtcat  

Hhum_Idgf   ------------------atgtgggttctaagtttgata---------gctacattctgtctgctc------------ttcgtgtggacggaggcggac------------------acggcacacaacaaagtcgtatgctactatgacagcagaagttttgccagagaaaaacagggtaaaatgatcctggctgatctagagccagcgctcacattttgcacacacttggtgtacgggtacgcgggcattcagcccgacacctatcgcatggtgccgctcaacgag---aatctggacacggacaagggacacgcactctacaggaacgtggccgctttgaataagaagtaccccggtttgaaggtcctgctgtcggttggtggcggcgccgataaagaggagaag---------------------gaaaaatacaatttattgttggagtcacctgaagcccgc---accaaattcatcaactccgctgtgcaact  

Tbis_Idgf   ------------------atgaagatcttggttgcggtg---------gtcgccattctcgcggcg------------gctcgtgccgttcct------------------------acgaatactccaagattcgtctgttattatgatagtaatagctacaccagggaatcccaagcccgtatgcttccaaatgatttggagcctgcattgtcattctgcacccacctcgtctatggatatgccggagtccaccctgacacctataaaatggtgcccttgaacgag---aatttagacgtcgatcgctcacacgccaactaccggaccataaccaacttcaagagcaagtatcctaacttgaaagtactattgtccgttggtggcgatgccgataatgaggagatc---------------------caaaaatataatttattgttagaatccgcgcaagctcgc---acgtctttcgtaaactctggagttttact  

Prob_Idgf   ------------------atgaaggcactgttactcctc---------gcaaccgtctccgtggcg------------gtggcggccaacattggg---------------------ccctcgacaggcaaggtggtttgctactacgacagcaagagctatgtacgagaatctcaagctcgtatgttaccgtcggacctggagcccgcactatcgttctgcacccatctggtgtacggatatgctggaattcatccagagaccaacaaaatggttcctctcaacgag---aacctggacatagaccgcggccacgccaactaccgcactatcaccaatttcaagaccaagtatccaaacttgaaagtgcttctgtctgttggcggtgatgctgatgtcgaagatccg---------------------cagaagtataatttgctgttggagtcccctcaagctcgt---acagcgttggtgaactctggagtgctgct  

Ycag_Idgf   ------------------atgaagctcctccttacgttc---gcgaccctggccctcgccgccgtc------------gccgccgccaaccaggtg---------------------caggcacccgccaaagtcgtctgctactatgacagcaagagctatgtcagagaatcgcaagcccgcatgctgcctccggacctggagccagcgctcgcattctgcacccacctggtgtacgggtacgccggcgtgcagcctgacaccttcaagatggtctccctaaacgag---aacctcgacatcgacaccgcccacgccaactaccgcacggtcaccaacttcaaatccaaatatccgcagctgaaggtcctgctgtccgtcggcggcgatgccgatgtcgatgaggcg---------------------gccaaatacaatctgctgttggagtccccgcaggcgcgc---acggcgttcgtgaactccggcgttctgct  

Gpel_IDGF   ---------------atggcgaacttcctcgtgttcttg---------gcggcagtcgtggctgcc------ttcctggtatcgtcctcctcggccgac------------------cccaccgcggctaaggtcgtctgctattacgatagcaggagctatgtcagagaaacccaagcaaagatgctgccatctgacctggatcccgccctaactttctgctcccacttggtgtacggctacgccggtatcgcggctgacagccacaagctggtttcgctcaacgag---aacctggatctggacaagggccacgccaactacagaatcatcacccagctgaagagaaagttcccagccctaaaggttctgctgtctgtgggcggagacgccgatacaactgaaaag---------------------gagaagtacatgactttggtagagtctcctgaagccaga---acctccttcatcaattctgcagtggtgat  

Txia_IDGF   ---------------atgtgggttctaagtctgatagcg---------accttctgtctgctcttc------------gtgtggacggaggcggcggac------------------acagcacataacaaagtcgtatgcgtctatgacagcagaagttttgccagagaaagtcagggtaaaatgatcctggcagacctggagccagcgctcacattctgcacacatttagtgtacgggtacgcgggcattcaacccgacacctaccgcatggtgccgctcaacgag---aacctggacacggacaagggacacgcactttacaggcacgtggctgccttcaacaagaagtaccccggtttgaaggttctgctgtcggttggtggcggcgtcgatgccgaagacaag---------------------gataaatataatttacttctggagtcacccgaagcccgc---accaagttcatcaactccgctgtgctact  

Mcal_IDGF   ------------------atgcggtcactcgtgtgcttg---------gcggcactgtgcgccttc------------gccgtcgccggcgtt------------------------cgcgccaacggcaaagttttctgctactatgacagcaagagctacatcagggagacccaggctaaaatgttgccatccgacctggaaccagctctgccttcctgcacccatctcgtttatggatatgcaggagtcgcagctgacacctacaagatggttcccctaaacgag---aacttggaattggaccaaggtcgtggtaattatcgtcacatcaccagcctcaagaataagttccatggactaaaggttcttttgtcggttggcggcgacgtcgacgacaacagcgat---------------------ggaaaatacaacacattgcttgaagatatcacacatcgc---aaggctttcatcgaatcagcaatcctgat  

Epry_IDGF   ------------------atgaagttccttctgctccta------gccgcgggcctggtcctcgccaccgccgcccccggccaacaggttcct------------------------gccgccagtccacgagtcgtgtgctattacgacagcaagagttacacgagggaatcgcaagcgcgtatgctgcccctggacttggaaccagcgctatctttctgctcacatttggtctacggatatgcgggagttcagcccgacacgtacaaaatggtggcgctcaacgag---aacctcgatactgatagatcccataacaactaccgcaccatcaccaacttgagatctaaattcccaggcatgaaagttatgttgtccgtgggcggcgatgctgacactgaggaggtt---------------------gcgaagtacaataccatgttggaatcaccacaagcgaga---accgcgtttgttaactctggggttctgtt  

Ejap_Idgf   ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGCTGCCCCTGGACTTGGAACCAGCGCTATCTTTCTGCTCACATTTGGTCTACGGATATGCGGGAGTTCAGCCCGACACGTACAAAATGGTGGCGCTCAACGAG---AACCTCGATACTGATAGATCCCATAACAACTACCGCACCATCACCAACTTGAGATCTAAATTCCCAGGCATGAAAGTTATGTTGTCCGTGGGCGGCGATGCTGACACTGAGGAG------------------------------------------TTGGAATCACCACAAGCGAGA---ACCGCGTTTGTTAACTCTGGGGTTCTGTT  

Tpit_Idgf   ------------------atgaaagtcctggtcgtcctc---------gccgggctcctggccctg------------gccgcttccagcgtc------------------------aactctgtcggtaaagtggtctgttactacgacagcaagagttatgtcagagaatctcaagcccgcatgctgccattggacctcgatccagctctatccttctgctctcatctcgtctacggttacgctggcattcaacctgacacctacaagatggtgccactcaacgaa---aatttggatgttgacacagctcatgctaactaccgcgctatcaccaacttcaagtctaaatatcccagccttaaagttctgctgtctctgggcggtgatgttgatactgaggaccaa---------------------cagaagtataaccttttgctcgagtctccgcaagcacgt---actgcgtttgtgaactctgctgtgttgct  

Hkah_Idgf   ------------------atgaggtctctgattttcttc---------gctggcttcctggccatt------------gttgcggccaccccttca---------------------acaactcaggctaaagtcgtctgctactacgacagcaagagctttgtcagggaatctcaagcccgcatgctgcctacggatctggaccctgctgtttccttttgcactcacctcgtttacggctatgccggggtccaacctgacacctacaagatggtgcccctcaacgag---aacctggatatagaccgttcccatcagaactacaggaccatcaccaacttcaagaccaaatatcctggtctgaaggtattactctccgtcggaggcgatgctgacaccgaggaaccg---------------------cagaaatacaatcttctgctggaatctccgcaagcccgc---actgcatttgtcaattcggccgtcctgct  

Gmel_Idgf   ------------------atgaagtttctgctggccttc---------accggccttctagccgtg------------ggtttcgctactaaccca---------------------ccatccacgacgaaagtcgtctgttattatgacagcaagagttacgtcagagaagcacaagctcgtatgctgccaaatgacttggaccctgcgttatctttctgctcccatctggtgtatggatatgctggtatccagccggacacttacaagttggttccactcaatgaa---aacctggacatcgatcgctctcatgacaactaccgaaccatcactaatttggcacacaagtatccaaacctgaaagctcttctgtcggttggtggtgatgcagataatgacgacgct---------------------aataaatataaccttttgttggagtctgcccaagctcgt---acggcgtttgtaaactctggtgtattact  

Csup_Idgf   ------------------ATGCAGCTGCTCATAACGTTC---------GCCGGCCTGTTGGCCTTG------------GCATTAGCCAACACTCCT---------------------GGCTCCACCGGCAAAGTCGTCTGCTACTACGACAGCAAGAGCTATGTCAGAGAAGCTCAAGCCCGCATGCTACCGCTGGACCTGGACCCGGCCCTGTCATTCTGCACGCACCTGGTGTACGGCTATGCCGGCATTCAACCTGATACCTTCAAGATGATACCCCTGAATGAG---AACCTGGACGTAGACCGGTCGCATGCCAACTACCGAGCGATCACCAACTTCAAGTCCAAGTTTCCTGCAATGAAAGTCCTTCTGTCCATTGGAGGCGATGCCGACACCGAAGACCAG---------------------CAGAAATACAACCTTCTGCTGGAGTCGCCGCAAGCTCGT---ACTGCCTTCGTGAACTCTGGCGTCTTGCT  

Atra_EN03   ------------------ATGAAGGCTACCGTACTATTA---------GCCGGCCTCCTGGCCCTG------------GTCCACGCGGACACC------------------------CCAGCTAACTCCAAGGTGGTCTGCTACTACGACAGCAAGAGCTATGTTCGGGAATCTAACGCGCGTATGCTGCCCCTGGATCTGGATCCTGCCCTGTCGTTCTGCTCATATCTGGTCTACGGCTATGCTGGAATCCAACCCGACACCTACAAGATGGTGCCTCTCAACGAG---AACCTGGATACAGGGAAGTCGCATGACAACTACCGCGCCATAGTGAACTCCGCGCATAAACTCCCGAATTTAAAGGCGCTACTCTCTGTGGGAGGAGACGCTGATAAGGAAGACGCG---------------------GAGAAGTACAACACTTTGCTGGAGTCACCTCAAAGCCGT---ACAGCATTCGTGAACTCCGGAGTACTCCT  

Ofur_EN03A  ------------------ATGAAGCTGCTGTTTGCCTTC---------GCCGGGCTGCTAGCCTTG------------GCCGCCGCCAACCAA------------------------CCGGTCACCAGCAAAGTCGTCTGCTACTACGATAGCAAGAGCTATGTTAGAGAACAACAAGCTCGCATGCTGCCATTGGACCTGGATCCAGCTCTCTCCTTCTGCACTCACCTGGTCTACGGGTATGCCGGAGTCCAACCTGACACATACAAGATGGTACCCCTCAACGAA---AACCTGGACGTAGACCGAACTCACGCAAACTACCGGGCGATTACAAATTTCAAGACCAAGTACCCCGGTCTGAAAGTACTGCTCTCAGTAGGCGGTGACGTTGACCTTGAAGACGCC---------------------CAAAAATACAACCTTTTGCTGGAGTCACCGCAGGCACGT---ACAGCGTTCGTCAACTCTGGTGTTCTCCT  

Pint_Idgf   ------------------ATGAAGGCGGCCTTTCTTTTG---------GCCGGGCTTTTTGCGCTG------------GTCCACGCAGACACG------------------------CCGGCTAGCTCCAAAGTCGTCTGCTACTACGACAGCAAAAGTTATGTCCGAGAATCGAACGCGCGGATGCTGCCTCTGGACTTGGACCCCGCTCTATCCTACTGTTCCTATTTGGTGTATGGCTACGCTGGCATCCAGCCCGACACTTACAAAATGGTGCCCCTCAATGAA---AACCTTGACATCGGGAAATCGCACGACAATTACCGAGCCATCGTTAACTCTGCGCATAAGCTTCCGAACCTGAAGGCTCTTCTCTCCGTGGGAGGCGACGCCGATAAAGAAGATGAA---------------------CTTAAATATAACACTCTGTTGGAGTCACCTCAGAGTCGC---ACGGCTTTCGTAAACTCCGGAGTGTTGCT  

Harm_Idgf   ------------------atgaacgtgctcatcgtttta---------gccggtttcctggctatt------------ggggctgctgtcggc------------------------ccagccaccagcaaagtggtctgctactacaacagcaaaagctatgtcagggaatctcaagcgcgcatgctgcccttggacctggaccctgcactctcgttctgcacccacctcgtctatggctacgctggcattcaacccgacacctacaaaatggtgtctctcaacgag---aacctggatgtcgaccgttctcacgcgaactaccgtgccatcaccaacttcaagactaagtaccccggtctgaaagtcctcctgtccgtcggaggagatgccgatactgagtcacct---------------------gagaagtacaaccttctgttggagtctcctcaagcccgt---accgcgttcgtgaactctggagtgttatt  

Tni_Idgf    ------------------atgaagtttctgatcgctttg---------gccggtctcctggctgcg------------gcgcatgctgttgcc------------------------ccatcaaccagcaaggtcgtctgctactatgacagcaagagctatgtcagagaagctcaagcgcgcatgctgcctttggacttggaccctgcgttatccttctgcacccacctggtgtacggatatgctggcgtccagcccgacacctacaagatggtgcctctcaacgtg---aacctcgatgtggacagctcccacgccaactaccgcgccatcaccaacttcaagaccaagtaccctggcttgaaggtcctcctgtccgtcggtggggacgttgataccgaagaggca---------------------cagaagtacaaccttttgttggagtcaccacaagcccgt---actgcgtttgtgaactctggagtcctact  

Acaj_Idgf   ------------------atgaagacttttatcctcttg---------gcagcgttcctggcctgc------------gcggctgcaaccacc------------------------gccggtaccagcaaagtactctgttactacgacagcaagagctatgtcagggaatctcaagcccgcatgctgccaatggacttggacccagcgctatctttctgcacccacttgatctatggctacgccggcatccaacctgacaccttcaaaatggttcctttaaatgaa---aatttggatattgatcgttctcacgacaactacaggacaataacaaacttcaagtccaagtaccctggtttaaaggtactgctttccgttggtggtgatgcagatactgaagatgca---------------------aataaatataatctactcctcgagtccgcacaagcccgt---actgctttcgtaaactctggtgttctttt  

Bpra_Idgf   ------------------atgaagtctttaattttctta---------gccgggttcctggctata------------ggggccgccgtt---------------------------gttcctcccagcaaagtagtttgctactatgacagcaagagctacgtcagggaatctcaagcccgtatgctgccgttggacctggaacccgctctatcgttctgcacacatctcatctatggctatgcaggaattcagcccgacacctacaagatggtgtccctcaatgag---aacttggatattgatcggtctcatgccaactacctcgctatcaccggtatgaagcgcaagtaccctgccttgactgtgcttctttccgttggcggacatgccgatacggaaggactt---------------------gagaagtacaacttattgttggagtccccacaagcccgt---acagcattcatcaactctggaattctttt  

Ldis_Idgf   ------------------atgaagtcccttatcatcttg---------gctggactcctggcttgt------------gcggcagcctcaact------------------------gcttccaccagcaaagttgtttgttactacgacagcaagagctatgtcagggagtctcaagcccgcatgttgccgttggacctcgacccggcattatcattctgcactcacttggtctacggctacgctggcatccaaccggacacatctaagatcgtgtcattgaatgaa---aacttggatatagaccgggctcattcgaattttagagccatcacgagcatgaaggctaagtacccaggcctcaaagtcttcctatctgtcggcggcgacgttgatactgaagaggct---------------------cagaaatataacaatgtgctcgagtccgcacaagctcgt---actgctttggtcaattctggagtcgtctt  

Mneu_Idgf   ------------------atgaaggtcctgctagcattc---------gcagggcttctggctgtg------------gctgctgccaaccctccc---------------------gtgtccaccggcaaagtagtctgctactatgacagcaacagctatgttagagaatctcaagcccgcatgcttccaaatgatttggacccagccttgtccttctgcaactacgcagtttacggttatgccggtatccaagctgacacgtacaaaatggttcctttgaatgag---aaccttgatgtcgaccgcactcatgcaaattaccgcacgatcaccaattttaagacgaagtatcctggactgaaggtcctgctgtccgttggtggtgatgtagacattgaagattca---------------------caaaaatataaccttttgctggaatcaccaaccgccatt---acagcattcgtcaactctgcagttttgct  

Lque_Idgfp  ---------------------------------------------------------------------------------------aaccccccg---------------------gtaacccccagcaaagtcgtctgctactacgacagccgcagctatgttagagaatctcaagcccgtatgctgccaaacgacctggacccagcgttatctttctgcaacatcttggtctatgggtatgctgggatccaagccgatacgtacaaaatggtacctctgaacgag---aatctcgatgtggaccgaactcacgccaactaccgcaccattaccaacttcaagaccaaatatccttctatgaagttcctcttgtcagttggcggtgaggctgacattgaagcacca---------------------gaaaaatacaacattctgttggaatcaccacaaccaata---actgcattcgtcaactctgcagtattatt  

Aeur_Idgf   ------------------atgaagatcttggtcgccttc---------gccgggctctgcgccttg------------gcagcagctacccccacg---------------------acaaccgccagtaaagtcctctgctactacgacagcaagagctatgtcagggaatctcaagctcgcatgctgccagtcgaccttgacccggctctgtctttctgcacacatctggtctacggatatgcgggtatccagcctgacacttacaagatggtgcctcttaatgag---aacctggatgtagaccgtactcacgccaactatcgtaccatcacaaacttgaagaccaaataccctggacttaaggttttcttgtccgttggcggtgatgccgatactgaggatgtt---------------------caaaaatacaatcttttgttggagtctcctcaagcacgt---accgcgtttgtcaactcagctgttttgct  

Msex_Idgf   ------------------atgaagattttgatcgctttg---------gccggcgtcctcgccgtg------------gccgtggctactccagcc---------------------tcggttccgagaaaggtgctctgctactatgacagcaagagttacgtcagagaatctcaagctcgcatgctgccgatggacttggaccctgcgctgtcgttctgcacccatctcttgtacggatatgctggcatccagcccgatacgtacaagatggtgcctctcaacgag---aacctggatgtagaccgcgcccacgcaaactaccgcgccatcaccaacttcaagaccaagtatcctggactcaaagttcttctgtctgtcggaggtgacgccgacaccgaagaggcg---------------------cagaagtataaccttcttttggaatcgccgcaagctcgt---accgctttcgtgaactctggcgtcctcct  

Bmor_Idgf   ------------------ATGAAGCTATTTATCGCTCTA---------GTCGGGCTCTTGGCCCTC------------GCTAAGGCCCTACCTGCG---------------------GTAACCCACAGCAAAGTACTTTGTTACTACGACAGCAGGAGCTATGTCAGAGAAGCTCAAGCCCGCATGCTGCCGTTGGACCTCGATCCCGCTCTGTCGTTCTGCACCCACTTGCTGTACGGCTATGCCGGTATCCAGCCTGACACCTATAAGCTGGTGTCCTTAAACGAG---AACCTGGACATAGACCGAACACACGACAACTACCGTGCGATCACCAGCTTGAAAGCCAAGTACCCTGGTCTCACTGTATTATTATCTGTTGGTGGCGACGCTGATACCGAAGAACCA---------------------GAAAAATATAACCTTCTGCTGGAATCGCAGCAAGCCCGT---ACTGCTTTCATTAATTCCGGAGTGCTGTT  

Bman_EN03   ------------------ATGAAGCTATTTATCGCTCTA---------GTCGGGCTCTTGGCCCTC------------GCTAAGGCCCTACCTGCG---------------------GTAACCCACAGCAAAGTACTTTGTTACTACGACAGCAGGAGCTATGTCAGAGAATCTCAAGCCCGCATGCTGCCGTTGGACCTCGATCCCGCTCTGTCGTTCTGCACCCACTTGCTGTACGGCTATGCCGGTATCCAGCCTGACACCTATAAGCTGGTGTCCTTAAACGAG---AACCTGGACATAGACCGAACACACGACAACTACCGTGCGATCACCAGCTTGAAAGCCAAGTACCCTGGTCTCACTGTATTATTATCTGTTGGTGGCGACGCTGATACCGAAGAACCA---------------------GAAAAATATAACCTTCTGCTGGAATCGCAGCAAGCCCGT---ACTGCTTTCATTAATTCCGGAGTGCTGTT  

Dple_Idgf1  ------------------ATGAAAGTCCTGGTTGCTCTG---------GTTGCTCTGCTGGCAGTG------------GCGGTTGCCACGCCGGCC---------------------GTCCCGCCCAGCAAGGTTGTCTGCTATTACGACAGCAAGAGCTACGTACGAGAATCTCAAGCACGTATGCTGCCATTGGATCTGGATCCAGCTTTGTCGTTCTGCACTCACCTTGTATATGGATATGCAGGAATTCAACCTGACACCTATAAAATGGTCTCACTCAATGAG---AACTTGGACATTGACCGCAACCACGCCAATTATCGTGCTCTCACCAACTTTAAGACCAAATACCCAGGACTTAAGGTCTTGCTCTCAGTGGGTGGTGATGCCGACACCGAGGAAGAA---------------------CAGAAGTACAATTTACTGCTGGAGTCTCCACAAGCCCGT---ACAGCTTTCGTAAACTCTGGTGTACTCTT  

Pnap_EN03   ------------------ATGAAGATTTTACTAACGTTG---------GCCGGGGTCTTGGCCCTT------------GCTGTCTCCACGCCGACT---------------------CCTGCCCAATCCAAGGTGGTCTGCTACTATGACAGCAAGAGCTATGTACGAGAAGCTCAAGCACGTATGCTGCCATTGGACCTGGATCCAGCGCTGTCCTTCTGCACACACCTTGTGTATGGATATGCCGGAATCCAGCCTGACACTTACAAGATGGTGCCACTGAACGAA---AATCTGGATGTAGACCGCTCCCATGCGAACTATCGCGCTATCACGAACTTCAAAAGCAAATACCCCGGACTCAAAGTTCTCCTCTCGGTTGGAGGGGATGCTGATCTGGAAGAGGAG---------------------CAGAAATACAATCTTCTGTTGGAATCACCTCAAGCAAGA---ACTGCTTTTGTCAACTCGGGCATGTTGTT  

Psen_Idgf   ------------------ATGAAGTTCCTCCTCGCGTTC---------GTTGGAGCCCTGGCTCTG------------GCGGTGGCCAACCCACCA---------------------CCCAGCCAAAGCAAAGTCATCTGCTACTATGACAGCAAGAGCTATACGCGGGAATCTCAAGCCCGCATGCTGCCCTTGGACCTGGACCCAGCTCTGTCTTTCTGCACCCACTTGGTCTACGGATATGCCGGAGTCCAGCCTGATACCTACAAGATGGTGCCCCTCAATGAA---AACCTGGATGTAGACCGGTCTCATGCCAACTACAGGGCTATCACCAACTTCAAGTCGAAGTACCCTGGTCTGAAGGTCCTGCTGTCTGTTGGAGGTGATGCTGATGGTGAAGAGGCC---------------------CAGAAATACAACCTTTTGTTGGAATCCCCACAAGCAAGA---ACTGCATTTGTGAACTCCGGAGTACTCCT  

Pxyl_Idgf   ------------------ATGAAGCTGTGCATCTTGATA---------GCAGCGGCCCTGGTGGCT------------GTTGCTGCCGCCAACCAGGTC------------------GTCTCCACCAAGAAAGTCATTTGCTACTACGACAGCAAGAGCTATGTCAGGGAATCCAATGCCCGTCTCCTGCCGCCGGACCTGGAGCCCGCGCTCCCGTACTGCACCCACCTGGTGTACGGCTACGCCGGCGTGCAGCCCGACACCTACAAGATGATCTCCACCAACCAG---AACCTGGACATCGACAGCGCGCACGCCAACTACCGCACCATCACCAGCTTCAAGACCAAGTACCCGCAGCTCAAGGTGCTGCTGGCCGTCGGCGGAGACGCGGACCTTGAGGACCCG---------------------CAGAAATACAATGCCCTGCTGGAATCCCAACAAGCGCGC---ACGGCGTTCGTGAACTCCGGAGTGGTGCT  

Pmach_Idgf  ------------------ATGAAGGCTTTAATCGCCTTT---------GTCGCTGCCTTAGCGCTT------------GTCGCTGCCAACTCACCG---------------------ACTCCAGTTGGCAAAGTCGTCTGTTACTATGATAGCAGAAGCTATGTCAGAGAATCTCAAGCTCGTATGCTGCCGATGGACCTGGACCCGGCTTTGTCGTTCTGCACCCACTTGATGTACGGATATGCCGGCGTTCACCCCGACACATACAAGATGGTGCCCCTTAATGAG---AACCTCGATGTCGACCGTACACACGCCAACTACCGAGCTATCACCAACTTCAAAGGAAAATACCCCGCTTTGAAACCAATGCTGTCTGTCGGAGGTGACGTCGATACTGAAGATCCT---------------------CAAAAATACAACTTATTGCTGGAATCACCACAAGCTCGT---ACGACCTTTGTAAACTCCGCCGTGCTTTT  

Hmel_Idgf   ------------------ATGAAGGTACTCCTACCATTG---------CTGGGCCTCTTCGCCCTC------------TCTGCAGCAACTCCTGCC---------------------GTCTCTCAGAGCAAAGTGGTCTGCTACTACAACAGCAAGAGTTATGTCAGAGAATCTCAAGCCCGCATGCTGCCAATGGACCTGGATCCAGCTCTATCGTTCTGCACCCATTTAGTCTACGGATATGCTGGGATCCAGTCTGATACCTATAAAATGGTGTCCTTAAACCCC---AACCTGGATGTGGATCGCTCACACGCTAACTACAGAGCACTGACCAATTTCAAGACGAAATACCCTGGTCTGAAAGTTTTGCTGTCTGTCGGCGGTGATGTCGATATTGAAGAGAAA---------------------GAGAAGTACAATTTGCTGCTCGAATCACCACAAGCTCGT---GTTGCTTTCGTCAACTCTGGTGTGCTATT  

Bany_IdgfB  ---------------ATGATGAAGATCATACTCGCCTTG---------GTAGCGGTGCTCGCCGTC------GCCGCCTCCAGCCCATCGCTGCCG---------------------GCCTCCCAGAGCAAAGTGCTGTGCTACTACGACAGCAAGAGCTATGTCAGAGAATCTCAAGCCCGCATGCTGCCCCTGGACCTCGACCCAGCGCTGTCGTTCTGTACGCACTTGGTCTACGGCTACGCCGGTATTCAGCCGGACACTTACAAGGCAATATCCCTGAACGAG---AACCTCGACATAGACAGAAACCATGCCAACTATCGAGCGATAACTAACAACAAGAGCAAATACCCCGGTCTGAAGGTCCTTCTGTCCATTGGTGGAGACGCTGATAAAGAAGAAGAA---------------------CAGAAATACAATTCATTACTGGAGTCTCCGCAAGCGCGC---ACTGCTTTCGTCAACTCCGCAGTACTGTT  

Lacc_Idgf   ------------------ATGAGGGTTCTTCTAGCCTTC---------CTCGCAGTTCTGGCGGTT------------GCCACAGCCTCCACA------------------------GTTACTACCAGTAAAGTTATCTGCTACTACGACAGCAAGAGCTATGTCAGGGAATCTCAAGCCCGCATGCTTCCTCTGGACCTGGATCCGGCGCTTTCCTTCTGCACGCATTTGGTGTACGGATATGCAGGAATTCAACCGGACACCTACAAGATGGTCTCCCTCAACGAA---AACCTGGACGTAGACCGCAACCATGCTAATTACCGTGCCATCACCAACTTCAAGACTAAGTATCCAGCTCTGAAAGTCCTTCTCTCCGTGGGAGGTGATGCTGATACTGAAGAACCC---------------------CAGAAATACAACCTCCTGTTGGAGTCGCCACAAGCCCGT---ACAGCCTTCGTGAACTCCGGGGTACTGTT  

Ccec_Idgf   ------------------ATGAAGACCTTAATCGCTCTC---------GTCGGCTTTCTTGCCGTG------------GCTGCCGCCAAC---------------------------CAGCCTGCTGGCAAAGTACTCTGTTACTACGACAACAAGAGCTATATCAGAGAGTCTCAAGCCCGCATGCTGCCTCTTGACTTGGATCCAGCGCTGTCCTTCTGCACCCATGTGGTCTACGGATACGCCGGCATCCAGCCCGACACATACAAGATGGTGTCACTGAATGAG---AACCTGGATATAGACCGCTCGCATGCCAACTACCGCGCCATAACCAACTTCAAATCCAAGTACCCTGGTCTGAAGGTTCTGCTGTCAGTTGGAGGCGATGCTGATATTGAGGATGTT---------------------CAGAAGTACAACTTATTGTTGGAGTCACCACAGGCGCGC---ACGGCGTTCGTCAACTCCGGAGTACTTCT  

AplaIdgf4A  ---------------ATGGCGAGAAACGTTGTTATTTTAGTGGTCGTAACATTTATTGCTGTTGTC------------GTTCAATGTCAA---------------------------AAAACCGACAACAAGGTTGTGTGTTATTACAATTCAAAAGGATATTTTAGAGAAGGACAAGGAAGATTCGATCTTCCATTTATAGAGCCAGCTTTACAATACTGTACTCATTTAATTTACGGTTACGCCGGAGTTAACGCCGAAAATTTCAAATTAGTTCCACTCAATGAG---CAATTTGATGTCACGAGGGATCAT------TATAGACATATTACTAACTTAAAGAGGCAATATCCTGGATTAAGGGTTCTGCTATCTGTAGGAGGAGATGCTGATGATGTTGACACC---------------------ATTAAGTATTTAACACTTTTGGAATCCGTGGACCATAGA---CTATCATTTGTTAACTCTGCGTTTACAAT  

OtauEN03A   ------ATGCAATTTTATTTAGCAGCTCTTGCCTTTTTG---------GCAAGTGTTTTATATTCG---------------------------------------------------CAGGCAGAGCCTAAAGTTGTATGTTATTATGATAGTAGATCCAATACAAGAGAAAGTCAAGGCAAATTCGATATAGGCTTCATTGACCCTGCTCTGCAATTCTGCACACACTTAATTTACAAATCAGCCGTAATTAACGCCGATACTAACAAATTGATGCCATTGAATGAA---CGTTACGATGTCACACAAGATAAT------TACAGGAAAATTACCGAACTGAAAAGAAGATATCCTGGTTTAAGAATTCTTTTAGCGGTTGGACATGATTATGATGATGTTGAAACT------------------AAAGCGAAATATTTAACTTTGTTGGAATCGGTAGATACAAGA---TTGGCGTTCGTTAATTCTGCTCATACATT  

DponIdgf4A  ---ATGGAGTGCGTAAAAATCGGTCTCCTGGTTCTTCTGGCGCTGTTTGCTGGCCAAACCGAGTCA---------------------------------------------------GCTACTGATACCAAAGTGGTATGCTACTATGATAGTCAAGCGTACAATCGACCAGGAAATGGGAAATTCGACCTGAACTTCCTGGATCCAGCGCTGCAGTTCTGCACCCACTTGATCTACGGATATGCCGGTATCAAGGAGGAGAATTTCAACATTGCCCCGCTGGACGAG---TCGCTGGACATTAACAAGCAAAAC------TACAAGCACATTGTCGAGTTGAAGCGGAGGTTCCCTGGATTGAGAGTCCTTCTGTCCGTCGGTGGCAATCGGGACGTTTCAGGCGAA------GGAAGCGAGAAAAATTTGAAATACCGAACATTGTTGGAATCGGTGGAAACGCGG---CTGGCTTTTATAAACTCGGCCCATAACTT  

Tcas_Idgf4  ------ATGAAAATTCTTATTTTTGCCTTTTTGGCACTG---------GCAGCCTATGTGGCGGCT---------------------------------------------------------GACAATAAGGTCGTGTGCTATTACAACAGCAAGGCGTACTTCAGGGACGGTCAGGGAAAATTCGACGTGAACTTCATAGACCCCGCTCTACAATTCTGCACACACTTAATTTATGGTTACGCTGGCATTAATGCCGAAACTTTCAAAGCACAACCTTTGAATGAA---CTTTTCGATGTCACCAGAGACAAT------TATAGACACATCACCGAATTGAAGAGACGTTTTCCTGGATTGAGAGTCCTTTTATCGGTTGGCGGAGGTGAAGATATCGGAGATGAT---------------GGCAATATCAAATATAGGACAATTCTCGAATCAGTTGACCACCGC---TTGGCTTTCGTCAACTCGGCTCAAGCCCT  

Tcas_Idgf2  ---ATGGGCTCCTTCAAGCCCCTTCTATTTTTTGCTGTA---------GCTACTTTATTCGCAGCT------------TACTGT---------------------------------AAAGCCGAAAGCAAAGTTGTTTGTTACTACGATAGCAAGTCGCACTTCAGGCAGGGGCAAGCAAAATTCGAAATCACAGACCTAGAACCGGCCCTGCAATACTGCACCCACCTTATCTACGGCTACGCCGCCATAGACGAGGAAACTTACAAACTAACTCCACTCAATGAA---CAATTCGACGTAATTAAAGACAAC------TATCGAAAAGTCACAGACCTCAAAAAACGCTTCCCTAAACTTAAAGTCCTACTTTCGGTTGGAGGCAACGCCGATGTCAGCGGCCAA------GACGAAGAAAAAAATATCAAATACCGAAACTTATTGGAGACCACAACTCGACGA---CTCGCGTTCGTAAACTCTGCCTACACCCT  

Hheb_IDGF   ------------------ATGAGATTATTATCATTGAGT---------CTGATTGTTATTTTGAGT------ATCGATTTGTCTAGTGCAATTGATACT------------------CATGAACACAACAAGGTAGTTTGTTATTGGAATTCCACATCATTCAAGCGACCTGAGGCCGGAAAATTTCAAATTGAAGATTTGAGACCTGCACTTGGTTTTTGTACACATTTGATTTATGGTTTTGCGGGTATTGACTCAACATCATTTGAAACGATTCCATTGCATCCA---GAGCTTGACACTGGAGCAGGATATGGATTCTATAAACTTGTAACACAAATGAAGCGTAGTTTCCCGGATGTAAAGATATATTTGAGTATAGGCGGGAATGCAGATCCATATGAAGAA------------------ACACACAAATACTTGACCTTGACTGAGTCTACAGAGGGAAGG---AACAAATTCATAAATTCAGTTATTCGTTT  

BimpIdgf4A  ------------------ATGAAAGTGCTAATTTTCGCC---------GCTATTGCGGTATTCTGCGCTCAACCGGCGCTCAGTGTTGACACA------------------------CATGAGCACAACAAAGTTGTGTGCTATTGGAACAGCACGGCTTTCGACCGACAGGGGCCAGGAAAGTTCCAGTTGGATGATGTTCGATCAGCTCTATCCCTGTGCACACATTTGATCTATGGGTTTGCAGGAATTAATGCAGAGACATTAGAAGTTGTTCCTTTGAATCCA---ACTTTGGACACTGGAGTTGGATATTCTTACTACAAACTCGCCACACAATTGAAGAAAGGCTTCCCAGATCTGAAGGTCTACCTTAGCATTGGTGGTAATGCTGATCCTGAGGATGAC------------------ACTCACAAGTATCTTGTTGTTACTGAGACGGCAGAATCAAGG---TCCAAGTTCATTAACTCAATCAACCGTCT  

MroIdgf4A   ------------------ATGAAGGTGTTACTTTTCGCC---------GCCATCGCGGTATTCTGC------GTTCAGGCCGTTCTGAGCGTCGATCTT------------------CACGAGCACAACAAGGTTGTGTGCTACTGGAACAGCACAGCCTTTGAACGACAAGGGCCAGGCAAGTTCCAGCTGGATGATGTTCGCCCAGCGCTATCCCTCTGCACCCACCTGATCTACGGATTCGCTGGCATTAAATCCGAGACGTACGAGGTTGTTCCGCTGAATCCG---AACCTGGACACCGGAGCTGGGTACTCGTACTACAAGCTCGCTACTCAGTTGAAGAAATCGTTTCCAGAGCTGAAGGTGTACCTCAGTATTGGTGGAAATGCTGATCCTGATGATGAG------------------GTCCACAAGTATCTCGTTCTTACGGAGACATCAGAAGGCAGG---TCTAAATTCATCAACTCCGTGAACCGCCT  

OabiIdgf4   ------------------ATGAAGACCTTACCGTTTATC---------GCCGTCGTGCTGTTCCTGTGCGGGGAGCACGCGGTGTTGTCCGCGGATCCT------------------CACGAGCACAACAAGGTGGTCTGCTATTGGAATTCAACGTCCTTCGAGAGATCAGGTCCTGGCAAATTCCAAGTGGACGACCTTCGCCCAGCCTTGTCGCTGTGTACGCATCTGATTTACGGATTCGCCGGCATAAACGCTAACGACTTCGAGGTGGTGCCCCTAAATCCG---AGTTTGGACACCGGGGCAGGGTACGCCTTTTACAGACTGGTAACTCAGCTGAAGAGGTCCTTCCCCGACCTGAAGGTCTACCTTGGAATCGGAGGTAACGCGGACCCCTACGAGGAC------------------ACTCACAAGTACCTCACCGTGCTCGAGACCAGCGAGGCGCGA---ACGAAATTCATCAACTCGGTGAATCGCCT  

Mhir_Idgf   ------atggcgttaaaaatgcatctgttgtttttaatt---------tcttctttgtatgtgatt------agttatgta------------------------------------aatgcagttggaaaaatttcctgcttttatgatagcaaggcttataacagaaaaggaattgctcaagtcaccgctgaagaactgaaaccagcagctttactatgcaactacataatatactcgtttgttggaatggattccgacaaatacaagataaaatctctagacgaa---agtcttgataccgaaaaaggaaaaaataatttcagagcagttacgaacttgaaacttttaaatcctcaattaaaagttttagtatccgtgggtggtttctgggatgatgatgaacca---------------------gaaaaatatttgaaatcgctggagaagcaagaacaccgt---gcgaaatttattgaatctgctgtcaaatt  

Nlug_Idgf   ------------------atggaaggtctttccaccgcg---------------------------------------------------------------------------------------------------------------------------------caaggtgtagcgaaaataacagtggaagagatcaagccggcgctgacctactgcacgcatctgatctacggcttcgcggcaatcgacgacgatgactaccacatcgagccaatcgacaag---aagctggacactgacaagggccacaaccagtacaagcaggtcaccgacctcaagaggtcgcaccccggactcactgtgctgctctctgtcggaggaaacgccgacactgaggatcct---------------------gagaagtaccttactctgctggagtccaaagaccaccaa---accaagttcattaactcagtgaaaacatt  

Hhal_Idgf   ------------------atgcgtttcttgttcttattt---------ttcttagctgcggctcca---------------------------------------------------gcttttggagcgagggtcatctgctactggaatggaaagtccttctggagagatggtacagcaaaagtaaccgttgaagatatcaaagtaggagctagtctttgcactcacttgatttatggattcgccaccattgacaacgatgactatcatattgaaccaattgacaaa---aaattagacttagataaaggtaagggtcaatggagggctgtggcatctttgaagaattcccagccaggtctctcagtcttgttgtctgtaggcggttatgaagatcttaaaaatgag------------------------aagtactttgaagtgcttgaaaaaccagaaaggcgg---accaaattcatcaatacagttgtttctct  

Onig_Idgf   ------atgctgctacggttaactgcgtgtcttctactt------------tgctgtgtggcatct---------------------------------------------------ttaaatgcagccagagtggtatgctactggaatgggaaatctttctggagggaaggtactgctaaagtcagtacagaagagatgaaagctggcttatcttactgtactcacttgatctacggttacgccgcaatcgacgatgatgactatcatattgaaccagttgataag---aaattagatctagataaaggtaaaagtcagtatagagcagtggccgaattaaagagagcattcccaggactttcagtattactctcagtcggcggatatgaagacaaagaagatgag---------------------gagaagtactttgaagtgctggaaaaaccagaaagaagg---acaaaattcatcaactccgtttccacata  

Apis_Idgf   ---ATGTTAGGCGTAAAATTGTGCGGTGCGGTCGCACTA---------TGTGGCCTTCTAGCCATT------TTAGACGTT------------------------------------TCGCAAGCATTTAGAACAGTATGCTATTATGAAGGCAAAGCTATGTGGAGAAAAGATGTCGTTAAAGTAGGCGCCGAGGAGCTAAAACCCGCCTTAAGTTATTGTACGCATTTAGTGTACAGTTACGCTGGTATCGACGATGACAAGTTTAAAGCGAAATCGTTGGATCCA---AAATTGGACTTGCCCGAGGGAAAGGGAAACTTTAAGGCCATAACAGCTTTGAAGAAGATTTACCCCAGTCTTACAATACTGTTGTCAGTCGGTGGCAATGCCGATGTCGAAGATCCT---------------------GACAAATATCTCACCGCTTTGGAGACGCCGAAATCAAGA---ACACAGTTTGCATCCACCATTTCTGCGAT  

Focc_Idgf4  ------------------ATGAAGCTCGCCCTCGTCGTG---------GCCGCCCTGTGCGCGGCG------------GTGGCCCCCGCC---------------------------TGGGCCGCCAACAAGGTGGTCTGCTACTACGACTCCCGCGCCTACTGGAGAGAAGGCGCTGCTAAGATCGAGCCGGTGGACTTGGAGCCGTCCTTGTCGCTGTGCACGCATCTGATTTACGGCTATGCCGTGGTTGACGGCAACACCAACCGCCTCACGCCCATGGACGAC---TACGTCGACCTGGACACCAACAAGGGCTACTACCGCCTCATCACCTCGTTGAAGGCCCGCCACCCTGGCCTTCGCGTGTTGCTGTCCGTTGGCGGCGGCGCCGACTCGGCCGGCGAG------------------AAGGACAAGTACCTGACGCTGCTCGAGACCCCAGAGAAGCGC---CTCGAGTTCGTCAACTCGGCCAAGCAGCT  

Gsig_Idgf   ---------------ATGCTCAAACAAATCGTCGCTTTG---------GCGGCGGTTGCGGCAATC------AATTTT---------------------------------------GCCGCGGCCAACCGCGTGGTGTGCTATTATGACAGTCGCTCATTTCATCGAGAAGGTCCAGGAAAAATGATTCCTTCTGACATTGATCCTGTGTTATCTTATTGCACTCACTTAATTTATGGATATGCAAAAATTGATTCACATCAA---AAGATAGCTGCTTTAGATGAA---ACATTGGACTTAAACTCAGGTAAAGATAATTACCGTGCAATCACAGCTCTCAAGAAGAGGTTTCCACAAGTGAAAATCCTTTTATCTGTGGGAGGAGGAGCTGATTTGGATGACATT---------------------GATAAATACAATAAAATTCTGGAAGATTCAAGTAATCGA---GCCCAATTTGTTCATTCCGTAAAGGCCTT  

Znev_EN03   ------------ATGGAACTGCAGGTGGCACTGTGCGTT---------GCTGCTGTACTCGCAGCA------------ATACAATGGACAGACAGC---------------------GTCCAGGTTGACCGTGTTGTTTGTTACTATGATAGTCGCTCGAGATATAGAGAAGGTATAGGGAAAGCGGCCCCAGGGGACATCGAACCCGCCCTCTCCACCTGCACACACCTGGTGTATGGGTTTGCTGTTATTGATGGTGGAAACAACAAGTTGGTCCCTCTGGATGAG---TACCAGGAGCTCGACTCTGGGAAGGGTTACTACAGGGCCGTGACATCACTCAAGAAGCGTTACCCGGGCCTGAACATTCTCCTCTCTGTGGGGGGGTTGGCTGACCCTGACAAGCAA------------------------AAGTACCTCACTCTGTTGGAAAGTGAAGACAGCCGT---AAAGCCTTTGTTAGTTCAGCAAGGATTCT  

Csec_EN03   ------------ATGAAGCTAAGGTGGTTTGTCTGTCTG---------TCCGCAGCACTTGCAACA------------ATCCCCTGGACAGAAGGC---------------------GCCCAGCCGGACCGTGTCGTGTGCTATTATGATAGTCGCTCTAGGCACAGGGAAGGCGTTGGGAAAGCAGCTCCCGGGGACATAGAGCCCTCGCTGTCCACCTGCACGCACCTCGTGTATGGGTTTGCTGTTATCGACGGTGCCAACTATAAGTTGGTGCCCCTGGACGAA---TACCAGGAGCTTGACTCCGGGAAGGGTTACTACCGAGCTGTGACGTCACTAAAGAAGCGATACCCGGGGCTCAACATTCTGTTGTCCGTTGGGGGTCTGGCTGACCCCGAAAAAGAA------------------------AAGTACCTTACCCTGCTGGAAAGTGAGGATAATCGC---AAAAACTTTGTCAGTTCAGCACGAATTCT  
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Dmel_Idgf1  GCTTAAGCGAAATGGATTCGATGGCCTTGATCTCGCGTTCCAGTTACCCCGTAATAAGCCCAGAAAAGTCCATGGATCCCTTGGATCTTACTGGAAGTCGTTCAAGAAGCTTTTC---ACTGGTGACTTCGTTGTGGACCCGCAGGCG------------------------GAGGAGCACAAGTCACAATTCACCGATCTCGTTGGAAATATAAAGAATGCCTTTCGA---TCTGCT---AATCTGATGCTGTCTCTGACAGTCCTGCCCAATGTGAACTCCACTTGGTACTTCGATGTCCCCAAACTGCATCCCCAGTTCGACTATATAAACCTGGCGGCCTTCGACTTTCTCACCCCACTACGAAATCCCGAGGAGGCGGACTTCACAGCTCCGATTTTCTTCCAGGAC---GAACAGAAT------CGCTTGCCCCATTTGAATGTGGAG------------------TTCCAGATTAACTATTGGCTGCAGAATC  

Dsec_Idgf1  GCTGAAGCGAAATGGATTCGATGGCCTCGATCTCGCGTTCCAGTTGCCCCGCAATAAGCCCAGAAAAGTCCATGGATCCCTTGGAACGTACTGGAAGTCGTTTAAGAAGCTTTTC---ACTGGTGACTTTGTTGTGGATCCCCTGGCG------------------------GAGCAGCACAAGTCACAATTCACCGATCTCGTGGGAAATATAAAGAATGCCTTCCGA---TCTGCC---AATCTGATGCTGTCTCTGACAGTTCTGCCCAATGTGAACTCCACATGGTACTTTGATGTCCCCAAACTGCATCCCCAGTTCGACTATATAAACCTAGCGGCCTTCGACTTTCTCACTCCACTACGAAATCCCGAGGAGGCGGACTACACAGCTCCGATTTTCTTCCAGGAC---GAACAGAAT------CGCTTGCCCCATTTGAACGTGGAG------------------TTCCAGGTTAACTACTGGCTGCAGAATC  

Dsuz_Idgf1  GCTGAAAAGAAATGGTTTCGATGGCCTTGATCTGGCTTTTCAGTTGCCCCGCAATAAGCCCAGAAAAGTACATGGATCTATTGGAACCTATTGGAAGTCGTTCAAGAAACTGTTT---ACCGGTGACTTTATAGTAGATCCCCAGGCG------------------------GAAGAGCACAAGTCACAGTTCACCGATCTCGTGGGGAATCTGAAAAATGCTTTCCGA---TCTGCC---AGTCTAATGCTTACTTTAACTGTCTTGCCCAATGTGAATTCCACTTGGTACTTTGATGTCCCCAAACTTCATCCCCAGTTCGATTATATTAACCTGGCTGCCTTTGACTTCCTTACCCCCTTGAGAAATCCCGAAGAGGCCGACTATACAGCTCCGATATTCTTCCTGGAC---GAACAGAAC------CGCTTGCCTCATTTGAATGTTGAA------------------TTCCAGGTTAATTACTGGCTGCAAAATC  

Dvir_Idgf1  GCTACGTAGAAATGGCTTTGACGGATTGGACTTGGCGTTCCAGTTCCCTAAAAATAAGCCGAGGAAAGTGCATGGAACCATCGGCACTTACTGGAAACAGTTCAAGAAATTGTTT---ACTGGCGACTTTATTGTTGATCCTTCGTCG------------------------GCACAGCACAAGGAACAGTTTACTGAGCTTGCCAGAAATTTAAGAAACGCCTTTCAG---AGCGCC---AATCTTTTATTAACATTAACCGTGCTACCCAATGTGAACTCCACTTGGTATTTTGACGTTCCCAAGCTGCATCCATTAATGGACTTTATTAACCTGGCAGCATTCGATTTTCTCACACCCGTTCGTAATCCCGAAGAGGCAGACTACACTGCTCCAATCTTTCATTTTGAT---GCGCAACAG------CGTTTGCCCCACTATAATGTTGAG------------------TTTCAGCTGAACTACTGGCTGCAGAATC  

DgriIdgf1A  GCTGCGTAGAAATGGCTTCGATGGCCTGGACTTGGCCTTCCAGTTTCCCAAAAACAAGCCGAGAAAAGTGCATGGCGCCATTGGCAGTTACTGGAAACAGTTTAAGAAATTGTTC---ACCGGTGATTTCATTGTGGATCCTTCGGCC------------------------GATCAGCACAAGGAACAGTTCACAGATCTGGTGATGAACTTAAGAAATGCATATCAG---AGCGCC---AATCTGATGTTGACACTGACCGTGCTGCCCAATGTGAACTCAACTTGGTATTTTGACGTGCCCAAGCTGCATCCCAAACTGGACTTTATCAACGTGGCTGCATTTGACTTTCTCACACCCTTCCGCAATCCCGAGGAAGCAGACTTCACAGCCCCAATCCTCCATTTGGAT---GAGCAGCAG------CGTCAACCCCATCTCAATGTAGAT------------------TTTCAGTTAAACTACTGGCTGCAACACC  

Mdom_Idgf1  GTTGAAAAATAACGGTTTCGATGGTTTGGATTTGGCTTTTCAATTTCCACGCAATAAGCCACGAAAAGTCCATGGCACCTTGGGAACATATTGGAAGAAATTTAAGAAACTTTTT---ACTGGCAATTTTATTGTCGATCCCGATGCG------------------------GAAGTGCACAAGGAACAATTTGCGGAATTTGTGCAGAATCTCAGGGCGGCATATAGC---AATGCG---AATTTGTCGTTGGCTTTGACAGTGCTACCAAATGTTAATTCCACATGGTACTTTGATGTGGCGAAAATTCACAATCAATTCGATTACATCAATCTGTTTGCCTTTGATTTCCTAACACCCGATCGCAATCCCGAGGAAGCTGACTACACGGCCCCTATATTTTTCAAAGAC---GAACAAAAT------CGTTTGCCGCACTACAACATTGAG------------------TTCCAGGTGAATTATTGGCTAACAAATG  

ScalIdgf12  GGTAAAACGTCTGGGTTTCGATGGCCTGGACTTGGCCTTTCCCCTGCCCCGGAATAAGCCCAGCGAA---GAAACCAGTGTGGCCATGTTTTTCAAAGATCTGGCAAAGATTTGG------------------AGCGATAAGAAAATG------------------------GACAAATACAAGGAGAAATACACGAGTCTTGTAAATGAAATGAAAGAGGCTTTCGAT---AAGGCA---AAACTGTCCCTGGTAATGACAGTATTGCCCAATGTCAACTCCAGCTTGTATTTCGATGTGCCCAAAATTCAGCATAGTTTCGAATTTATCAATCTTTTTGCCTTTGACTTCAATACGCCGGAGCGTAATCCCTCGGAGGCAGATTACTCTGCTCCATTGTTTATGAATAGA---AAACAACAT------CGTTTGCCTTATGCCAACGTTGAC------------------TTCCAAGTCAGTCATTGGCTTAACAATG  

ScalIdgf11  GCTGAAAAATAATGGATTTGATGGTTTGGACTTGGCCTTTCAATTTCCCCGTAATAAACCTCGGAAAGTTCATGGCACCATTGGCACGGTGTGGAAAAAATTCAAGAAACTCTTC---ACGGGAAATTTCATTGTTGATGTTGATGCT------------------------GAGACGCATAAGCAACAGTTTACAGAATTTGCTAAAGATTTGAGAACAGCCTACGAC---AGATCG---AATTTGTCTTTGACCCTGACAGTGATGCCCAATGTAAATTCCACATGGTACTTCGACATTCCCAAGATCAAGGATAACTTCGATTTCATCAACCTCTTCGCCTTTGATTTCCTAACACCAGAACGCAATCCCGAGGAGGCTGACTACACAGCGCCGCTCTTCCTGAAAGAT---GAACAAGAA------CGTCTACCTCACTACAATGTTGAT------------------TTCCAAGTCACCCATTGGTTGCAAAACG  

LcupIdgf11  ACTAAAGACTAATGGTTTTGATGGTCTCGATTTGGCGTTCCAATTCCCCCGTAATAAGCCACGTAAAGTTCATTCACAAATTGGTATGGTTTGGAAAAAGTTTAAGAAATTGTTT---ACGGGTAATTTTATTGTGGATACAGACGCC------------------------GAGACCCATAAAGAACAGTTTACGGATTTTGTGGGTGATTTGAAAACTGCCTATACT---ATTGCT---AATTTATCATTGAGTTTGACAGTCTTGCCGAATGTTAATTCAACATGGTACTTTGATATTCCCAAAATCCACAATCAATTCGAGTATATCAACCTATTCGCCTTCGATTTCCTTACACCCGAACGTAATCCCGAAGAAGCCGACTATACAGCACCCATTTATCTCAAAGAT---GAACAGAAT------CGTTTGCCACACTATAACATCGAT------------------TTTCAAGTACAACATTGGATTACTAATG  

LcupIdgf12  CTTAAAACTTCATCATTTTGATGGTTTGGATTTGTCATTTCCATTTCCTCATAATAAACCACGAAAGGTGCATACGGGTTGGGGTAGATTAGTGAAAAATGTTAAGAAAATATTT---ACGGGTGATGAAATTATTGATGTCAGTGCG------------------------GTCAATCATAAGCGGCAATATACGAACTTTGTTAAGAGTTTAAAGAACGACTTGGCG---AAGGTG---AATTTACAGTTGTCGATGACGGTATTGCCAAATGTTAATTCGTCATGGTACTTTGACATCTTTAATATCCACAATGACTTTGAATTCATCAACCTTTTCGCATTTGATTTTCTAACACCCGAACGAAATCCCGAAGAGGCCGACTATACAGCGCCTATTTACTTTAAGGAC---GGTGCCGAT------CGTTTACCCCACTATAATATTGAA------------------TATCAAGTCGATCATTGGATAAACAATG  

Gmor_Idgf1  ATTGAAAATGAACGACTTCGATGGATTAGATCTGGCCTTTAAACTACCCACAAATAAGCCACGAAAAGTTCATTCAGAGTTTGGTCTGTTATGGAAGAAATTTAAGAAACTGTTT---ACCGGAGACTTTATTGTGGATCCCGATGCT------------------------GCCCTACACAAACAGCAGTATACAGAATTCGTTGGAAATCTTGCTAGAACCTTTCGC---AATGCC---AACTTATCGTTAACGATGACGGTGTTGCCAAATGTTAATTCTACGTGGTATTTTGACGTTTCGGAAATTTACAATAATTTCGAGTATATTAACCTGTTTTCGTTCGATTTTCTTACACCCTTACGTAATCCCGAAGAAGCCGATTATACGGCCCCTATATATCTAAGAGAC---GAAGAGAAT------CGTTTAGCACATTATAATATCGAT------------------TATCAAATGAATTATTGGGTGAACCATG  

SbulIdgf11  CTTGAAGACAAATGGCTTTGATGGCATCGATTTGGCTTTTCAGTTTCCACGTAATAAGCCACGTAAAGTGCATTCACAGATCGGTATGGTTTGGAAGAAATTTAAGAAAATTTTT---ACCGGCAATTTTATTGTGGATCCCGATGCG------------------------GAGACACATAAACAGCAATTTACCGAGTTTGTTGGCCTTATGGATCAGGCGTACAGT---ATTGCC---AATTTATCGATGACCTTGACCGTATTACCAAATGTCAATTCAACATGGTACTTTGATATTCCCGCAATTAAAGACAAGTTCGAGTATTGCAACATTGGATCG---------------------------------------------------------------------------------------------------GCAAATGTTGGC----------------------------------------------  

SbulIdgf12  CTTAAAAGTTTATCATTTTGATGGTTTGGATCTGGCTTTTCCATTTCCTCGTAATAAGCCACGTAAAGTCCAT------------------------------------------------------------------TCCGGTGCT------------------------GATAAACACAAACAACAATACACCGATTTGGTTACTGAGATTGGTGAAGAGTTTGCC---AAAGAC---AAATTGAATTTGTCCATGACCGTTCTACCGAATGTCAATTCTACTTGGTATTTCGATATTAAGCGCATCCAGAAACATTTTCAATTCATCAACTTATTTGCATTCGATTTTCTTACGCCCGTACGAAATCGTGAAGAGGCCGATTATACAGCCGCTTTACATTACAAGAGT---GGCACAAGA------CGTTTGGAGTATGCCAATGTCGAA------------------TATCAAGTGAGCCATTGGATACGTAATG  

Ccap_Idgf1  GTTGAAACGTAACGGTTTTGATGGTCTCGATTTGGCTTTCCAATTGCCACGAAATAAACCGCGAAAAGTGCACGGCACAGTCGGTTCCTATTGGAAGAAGTTCAAGAAGCTTTTC---ACTGGCGATTTTGTCGTCGATCCACTGGCT------------------------AGCGAGCATAAGGAGCAATATACAGAGCTGACTAAAAATTTGCGTACGGCACTGCAG---CGTTCA---AATCTATCGCTGTCGATGACTGTGTTGCCGAATGTCAACTCGACTTGGTATTTCGACGTGCCAAAGATCAAGAACAATTTCGAGTTTGTCAACTTGCTGGCCTTCGACTTCCTCACACCGGAGCGTAATCCCGATGAGGCCGATTACACTGCACCCATTTATCCGTTGCTC---GAGCAGGAT------CGCCTACCGCACTACAATGTCGAA------------------TATCAAGTTGACTATTGGCTGAAGAATC  

Bole_Idgf1  GCTGAAACGTAATGGTTTTGATGGCTTAGATTTGGCCATACAATTGCCACGCAACAAACCGCGCAAGGTGCATGGTGCTGTGGGTTCTTACTGGAAGAAATTTAAGAAACTCTTC---ACTGGCGACTTCGTGGTGGATCCTCTGGCT------------------------AGTGAGCATAAGGAACAGTTTACGGAATTTTCAAAAAATTTACGTGATGCCTTGCTG---CGTTCG---AATCTTTCGCTGGCCTTGACCGTTTTGCCAAATGTCAATTCGACCTGGTATTTCGATGTGCCAAAAATTAAAAACAATTTCGAGTTCATCAATCTACTAGCCTTCGATTTCCTCACACCGACTCGCAATCCTGACGAAGCCGATTATACCGCACCAATCTACCCGCTTACG---GAACAAAAT------CGTCTACCACACTACAATATCGAA------------------TATCAAGTAGACTACTGGTTGAATAATC  

DmelIdgf2A  GGTTAAGACCTACGGCTTTGATGGCTTGGATCTGGCCTATCAGTTCCCAAAGAATAAGCCAAGAAAGGTTCACGGTGATCTTGGACTGGCATGGAAGAGTATTAAGAAGCTGTTC---ACCGGCGATTTCATAGTGGATCCACACGCA------------------------GCCCTTCATAAGGAGCAGTTTACCGCTTTAGTAAGGGATGTAAAGGACTCCTTGAGA---GCTGAT---GGATTTCTGCTCAGTCTGACTGTGCTGCCCAATGTAAACTCAACATGGTACTTTGATATTCCCGCTCTGAATGGCCTGGTGGACTTTGTGAACCTGGCTACCTTCGATTTCCTGACACCAGCCCGTAATCCCGAGGAGGCGGACTACAGTGCTCCCATCTACCATCCCGATGGATCGAAGGAT------AGGTTGGCACACCTTAACGCTGAT------------------TTCCAGGTGGAGTACTGGCTATCTCAGG  

Dsec_Idgf2  GGTAAAGACCTACGGCTTTGATGGCTTGGATCTGGCCTATCAGTTCCCCAAGAATAAGCCCAGGAAGGTTCACGGTGATCTGGGACTGGCATGGAAGAGCATTAAGAAGCTGTTC---ACCGGCGATTTCATAGTGGATCCACACGCA------------------------GCCCTTCATAAGGAGCAGTTTACCGCCTTGGTAAGGGATGTAAAGGACTCCCTAAGA---GCTGAT---GGATTCCTGCTCAGTCTGACTGTGCTGCCCAATGTAAACTCAACTTGGTACTTTGATATTCCCGCTCTGAATGGCCTGGTGGACTTTGTGAACCTGGCTACCTTCGATTTCCTGACGCCAGCTCGTAATCCCGAGGAGGCGGACTACAGCGCTCCCATCTACCATCCCGATGGATCAAAGGAT------CGCTTGGCTCACCTTAACGCTGAT------------------TTCCAGGTGGAGTACTGGCTATCTCAGG  

Dsuz_Idgf2  GGTCAAGAACTACGGCTTTGATGGCTTGGATCTGTCCTATCAGTTCCCCAAGAACAAGCCCAGGAAGGTTCACGGAGACTTGGGGTTGGCCTGGAAGAGTATCAAGAAGTTATTC---ACTGGGGATTATATAGTGGATCCCAAGTCC------------------------GATCTGCACAAGGAACAGTTCACCGCTCTTGTTAGGGATGTCAAGGACTCCCTGCGA---AATGAT---GGATTCCTGCTCAGTCTCACTGTACTACCCAATGTTAACTCTACTTGGTACTTTGACATTCCCGCTCTGAATGGCTTGGTGGACTTTGTTAATCTGGCCACCTTTGACTTCCTGACTCCTGCTCGTAACCCCGAGGAGGCGGATTATAGCGCTCCCATCTACCATCCCGATGGATCGAAGGAT------CGCTTGGCGCATCTCAACACTGAG------------------TTCCAGGTTGCCTACTGGTTAAACCAGG  

Dvir_idgf2  GGTTAAGAACTACGGCTTTGATGGCTTGGATTTGGCATATCAGTTCCCCAGAAACAAGCCCAGAAAGGTGCACGGCGAGCTGGGCGCAGTCTGGAAGAGTTTCAAGAAGCTGTTC---ACTGGCGACTTTATAGTTGACAACAATGCG------------------------GCTCTGCACAAGGAACAGTTTACAGCGTTTGTTCGAGATGTGAAGGATTCGCTACGT---GCTGAT---GGATTTTTACTCAGTTTGACTGTGCTCCCGAATGTTAACTCCACCTGGTATTTTGACATACCAGCGCTGAACGGGCTCGTTGACTTTGTCAACTTGGCCGCATTTGACTTTCTAACGCCGGAACGCAATCCCGAAGAGGCCGATTATACGGCTCCACTGTACGAATTGGCA---GCCCAAAAC------CGTCTGCCGCACTACAATGTTGAT------------------TTTCAGGTGCAATATTGGCTTCAGCAAG  

Dgri_Idgf2  GGTGAAGAACTACGGCTTTGATGGCTTGGATCTGGCATATCAGCTACCCAAGAATAAGCCGAGGAAGGTGCATGGTGAAATTGGATCGGTTTGGAAGAGTTTCAAGAAGCTCTTC---ACTGGCGATTTCGTTGTCGATCCCAATGCA------------------------GCACTGCACAAGGAGCAGTTCACTGCCTTGGTTCGAGATGTGAAGGACTCGCTGCGC---GCCGAT---GGGTTTCTGCTCAGTTTGACGGTGCTTCCGAATGTTAACTCAACTTGGCACTTTGATATACCTGCACTCAATGGACTCGTTGACTTTGTCAATCTGGCCGCCTTTGACTTCGTAACGCCAGCTCGTAATCCTGAGGAAGCCGACTATTCGGCTCCGCTGTACGAACCGACT---GGCCAAAAT------CGTCTTTCTCACTACAATGCCGAC------------------TACCAGGTGCAATATTGGTTACAGCAGG  

Mdom_Idgf2  GGTTCGTTCCTATGGTTTCGATGGCATCGATTTGGCTTATCAGTTCCCCAAGAATAAGCCCCGCAAGGTGCACTCCGATGTTGGTTTGGTGTGGAAGAAATTCAAGAAACTCTTC---ACTGGCGATTTCGTTGTCGATCCCAAGGCG------------------------GATGAACACAAGGAACAATTTACTGCTTTGGTTAGAGATTTGAAAAATGCCCTGAGG---CCCGAT---GGTTATTTGTTGTCGCTGACAGTGTTGCCCAATGTCAACTCGTCCTGGTACTTTGATGTTCCAGCTGTATCCGGTTTTGCCGATTTTATTAACATTGCTGCCTTCGATTTCCTCACCCCAGAACGGAATCCGGAAGAGGCTGATTACACCGCCCCCTTGTATGAGTTGTAC---GATCAAAAT------CGTTTGTCCCACTATAATGCCGAT------------------TTCCAAGTTGCCTACTGGCTGCATAATC  

Scal_Idgf2  GGTGCGCTCCTATGGCTTCGATGGCATTGATTTGGCTTTCCAATTCCCCAAAAATAAGCCACGCAAGGTGCATTCGGATATTGGTATGGCCTGGAAGAAGTTTAAGAAAATATTC---ACCGGAGATTTCATTGTGGATCCCAAGGCT------------------------GGTGAGCATAAGGAACAATTTACCTCGTTGTTGAGGGATTTAAAGAATTCCCTAAGA---CCGGAT---GGCTACATGTTGACATTGACTGTGTTGCCCAATGTAAATTCGTCCTGGTACTTTGATGTCCCCGCCGTTTCTAGTTTTGTCGATTATATCAACATTGCCGCCTTTGACTTCCTAACCCCTGAACGCAATCCCGAGGAGGCGGATTTCACCGCCCCCTTATACGAGTTGTAC---GAACAGAAT------CGTTTGCCTCACTACAATGCTGAC------------------TTCCAAATCGCATATTGGCTGCAACAAA  

Lcup_Idgf2  GGTACGCTCTTATGGTTTTGATGGTATCGATTTGGCTTTCCAGTTTCCTAAAAATAAACCACGCAAAGTTCATTCCGATATTGGTTCTATCTGGAAAAAGTTTAAGAAAGTCTTT---ACGGGAGACTTTATTGTGGATCCCAATGCT------------------------GATATGCACAAGGAGCAGTTTACTACTTTGGTGCGTGATTTGAGAAATGCTTTGAAA---CCTGAT---GGTTTGATGTTGACCCTAACTGTGCTTCCTAATGTAAACTCGACTTGGTACTTTGACGTCCCTGCCGTCTCTAGTTTGGTTGATTACGTCAATTTGGCCGCTTTTGATTTCCTTACACCTGAACGCAATCCCCAAGAAGCCGATTACACTGCTCCCTTATATGAACTATAC---GATCAAAAT------CGTTTACCTCACTATAATGCCGAC------------------TTTCAAGTATCTTATTGGTTACAAAATC  

Gmor_Idgf2  GATACGTTCATATGGCTTTGATGGCTTGGATTTGGCCTATCAGTTCCCTAAGAATAAACCCCGCAAAGTGCACTCGGAAATTGGAACGTTGTGGAAGAAATTCAAGAAAGTTTTT---ACCGGTAATTTTATAGTAGATCCCAAATCT------------------------GATGAGCATAAGGAACAATTTACTACTATTGTCCGAGATTTACGCAATATTCTACAT---GCCGAT---GGGTATCAATTGATGCTTACGGTTCTACCCAATGTTAATTCGTCATGGTACTTTGACGTTCCGGCCATTGCTGGTTTTGTGGATTATGTGAATTTGGCAGCTTTTGATTTTCTAACACCTGAGCGCAATCCAGAAGAAGCCGACTACACTGCTCCGCTTTATGAATTGCAA---GAAGACAAT------CGTTTGCCTCACTACAATGCAGAT------------------TTTCAAATTAATTACTGGCTGCAACATC  

Ccap_Idgf2  GGTGCGTTCTTATGGCTTTGATGGTTTGGATTTATCCTTCCAATTTCCTAAAAATAAACCACGTAAAGTACACTCCGACATTGGCATGGTGTGGAAGAAGTTTAAGAAGCTCTTC---ACGGGCGATTTTATAGTCGATGAGAAGTCC------------------------GAACAGCATAAGGAAGAGTTTACCGCATTTGTACGTGATGTACGTAATGCTTTACGA---CCGGAT---AATATGATGCTCACGTTAACGGTATTGCCGAATGTTAATTCAAGCTGGTACTTCGATGTGCCAGCTTTGGTCGGTAATTTAGACTTTGTCACGCTTGCCGCTTTCGACTTCCTCACTCCCGAACGCAATCCCAAAGAAGCAGACTATACTGCGCCACTCTATGAACTTTAC---GACCAAAGT------CGTTTATCTCATTACAATGCCAAT------------------TACCAAATCGATTATTGGCTTGGCCAAC  

Bole_Idgf2  GGTGCGTTCGTATGGTTTTGATGGTTTGGATTTATCCTTCCAATTTCCGAAGAATAAGCCACGTAAAGTGCACTCCGATATCGGCATGGTGTGGAAGAAATTCAAAAAGCTCTTC---ACTGGCGATTTCATCGTAGATGAAAAATCC------------------------GAACAGCATAAGGAAGAGTTTACCGCATTTGTACGTGATGTGCGCAATGCTTTGCGT---CCCGAT---AATATGATGCTCACACTAACGGTATTGCCGAATGTCAATTCATCGTGGTACTTCGATGTGCCAGCACTCGTCGGCAATTTGGACTTTGTCACTTTGGCCGCATTCGATTTCCTTACACCCGAGCGTAATCCACGCGAGGCCGATTACACGGCGTCACTATACGAACTATAC---GATCAAGAT------CGTTTGCCACACTACAATGTTAAT------------------TACCAAGTAGATTATTGGTTGGCCCAAC  

Dmel_Idgf3  GGTGAGACGTTATAATTTCGATGGTCTGGACCTGGCTCTCCAGCTTCCCAGAAATAAGCCACGCAAAGTTCATGGGGATGTGGGCTCTGCGTGGAAGAGTTTCAAGAAGTTCTTC---ACCGGCGACTTTATTGTGGATACTGAATCG------------------------GAAACGCACAAAGGACAGGTGACTGCACTGATCAAGGATTTGAGTGCCGCTCTGAAA---CAAAAT---GATCTGCTGCTCAGTCTCACCGTTTTGCCAAATGTGAACTCCAGCTGGTACTATGATGCCCCGTCGATCGCCCCAAGCCTGGACTTTATCAACCTGGGAACTTTTGACTTCCTGACCCCGCAGCGCAATCCCGAGGAGGCGGACTTCTCGGCGCCAACATATGAGGCAGTT---GGACAAAAT------CGTTTGGGCCACTACAATCTAAAC------------------TTCCAAATGGAACACTGGTTGCTTCAGA  

Dsec_Idgf3  GGTGAGACGTTATAATTTCGATGGTCTGGACCTGGCTCTCCAGCTACCCAGAAATAAGCCACGCAAAGTCCATGGGGATGTTGGCTCTGCCTGGAAGAGTTTCAAGAAGTTCTTC---ACCGGCGACTATATTGTGGACACTGAATCG------------------------GAAACGCACAAAGGACAGGTTACTGCCCTGATCAAGGATTTGAGTGCCGCTCTGAAA---CAAAAT---GATCTGCTGCTCAGTCTCACCGTTTTGCCAAATGTTAACTCCAGCTGGTACTACGATGCTCCTTCGATTGCCCCAAGCCTGGACTTCATCAACCTGGGAACTTTTGACTTCCTGACCCCACAGCGCAATCCCGAGGAGGCGGACTTCTCGGCGCCAACATATGAGGCAGTT---GGACAAAAT------CGTTTGGGCCACTACAATCTGAAC------------------TTCCAAATGGAACACTGGCTGCTTCAAA  

Dsuz_Idgf3  AGTCAGGCGTTATAATTTCGATGGTCTGGACTTGGCCCTCCAACTACCCAGGAATAAGCCCCGTAAAGTTCACGGCGATGTTGGTTCTGCCTGGAAGAGTTTCAAGAAGTTCTTT---ACCGGCGATTATATCGTGGATACCGAATCG------------------------GAAACCCACAAAGGTCAGGTGACTGCCCTGATCAAGGACCTGAATGCCGCCCTGAAA---CAAAAT---AATCTGCTGCTCAGTCTCACCGTTTTGCCAAATGTTAACTCAAGCTGGTACTACGATGCTCCCTCGATTGCGCCCAGCTTGGACTTGATCAATCTGGGAACCTTTGACTTCGTCACCCCGCAACGCAATCCGGAGGAGGCGGACTTTTCGGCGCCGACTTACGGGGCCGTT---GGAGAGAAT------CGCTTGGGACACTACAATGTGGAC------------------TTCCAAATGGAACACTGGCTGCTCCAGA  

Dvir_Idgf3  CGTACGTCGCTTTAATTTCGATGGCCTGGATCTCGCTTTTCAGCTGCCGCGCAATAAGCCACGCAAGGTTCACTCTGATGTGGGCATGGCCTGGAAAAGCTTCAAAAAATTCTTC---ACAGGCGATTTCATTGTAGACCCTGACGCC------------------------GACACACATAAGACACAGATGACAAACTTTGTCAAGGATCTCAGTAGTGCGCTTAAA---GTCAAC---GATCTGCTGTTGAGTCTTACCATTTTACCCAATGTCAATTCAAGTTGGTACTTCGATGCGCCTGCCATCGCTGATAAAGTGGATTTTATAAACCTCGGCACGTTCGACTTTCTCACGCCCACTCGCAATCCCGAGGAAGCTGATTTCTCAGCTCCACTTTACGAGGCATTT---GGCCAGAAC------CGACTGGCACACTACAATGTCCAC------------------TTTCAAATGGAGCACTGGCTGCTGCAGC  

Dgri_Idgf3  CGTTCGTCGCTTTAACTTCGATGGTGTGGATCTGGCGTTCCAGCTGCCACGCAACAAGCCCCGCAAGGTGCACTCAGATGTGGGCATGGCCTGGAAAAGTTTCAAGAAATTTTTC---ACCGGCGATTTCGTTGTGGACACCGAGGCT------------------------GAGACGCACAAGGAACAGTTGACCGGTCTTGTCAGCAATCTGAACACTGCTCTGAAG---GCAAAT---GATCTACTGCTCAGTCTCACCGTTCTACCGAATGTGAACTCCACCTGGTATTTTGATGTACCTGCTATCGGTAGATCTGTGGACTTTGTCAATCTGGCCACCTTTGATTTTGTGACGCCCACTCGCAATCCCGAGGAGGCGGACTACTCATCTCCACTGTATGAGGTCCCC---GATCAGAGT------CGCCTGCCCCACTACAACGTCAAC------------------TTCCAAATGGAGCACTGGCTGCTGCAGC  

MdomIdgf3   ATTGCGTGCGTATAATTTTGATGGTTTAGATTTGGCATTCCAATTTCCCCGGAATAAACCTCAAAAGGTTCACACCGAGGTTGGTCAGGTGTGGAAAACGTTTAAGAAACTCTTT---ACCGGCGACCATATTGTCGATGAGAAGTCT------------------------GATGAGCATAAGGAACAGTTTACGGAGCTGGTGAAGGATTTGAAGGCAGCATTTAGG---CCGTAT---GATCTGATGTTGACAGTGACGGTACTGCCAAATGTTAATTCGTCATGGTATTTTAATGCTCCTGCCATTATTAACAACCTGAACTATGTCACCTTGGCCACATTTGATTTTACCACCCCTGAACGCAATCCCAAGGAGGCAGACTATACGGCACCAATTTTCCCACCACCCTTAGAGGGCACT------CGCCAAGGTCACTATAACATCGAC------------------TATCAAATCGATCATTGGATTTCGCAGC  

MdomIdgf3B  TTTACGCAACTATCAGTTTGATGGTTTGGATTTAGCCTATCAATTGCCCGAAGAAAAACCAATTTTAGACGAGTCTCTGTTGAAGAGGGTGTTCTCGGCCGCCAAAGAAAAGGTG---------TCCAACAATTTGGATAAAAACAAAGTTTCAACAAAGGTCGTATCCGTGGCGGAACGTCGAATGCAGTTTACACAATTGATTGGAGATTTGAAACAGGCCATGAAA---GGCAGT---AATTTGTTGTTGTCTTTGACCGTACTGCCCAATGTGAATTCAAGTCTTTATTTCAATGTTCCCGTGATTATGGGCAATTTGGATTTTGTAACTTTGGCGACATTTGATTACAGCACTCCACAACGTACGCCAAAACAAGCCGATTACTTGGCACCACTGCAAGCCTTGCCACCAAATAAACTA------CGCAATCCACAGGCAAATGTTGAT------------------GCCCAAATACGCTATTGGTTGGGACAGG  

ScalIdgf33  TGTTCGGCAACATCAATTTGATGGTCTGGATTTGGCTTATCAATTGCCTACGGAAGAGGCCATTAAGAAACGTTCGAAACTGAGCAATTTGAGCAAAAAGGTGAAAAGTAATCTGGGCTTAAGTGAGGATAGTAAAAAGCCGTCTGCA------------------------GAGAAAGCCAGAACTCAGATGTCCAGTTTGATACGCGAAGTGAGAAACACCTTTAGC---AGCAAT---AAATTAATGTTGACCTTGACGGTGTTGCCCAATGTCAATGCCAGTGGTTTCTACGATGTTCGCTCAATTATAGCCAACTTGGACTTGATCAATTTAGCTCCGTTCGATTTTAGAAATCCTCACAACAGTCGAAAAGTAGCTGACTATTTGTCCCCCTTAAAAGCTCCGCCAAAACACCAACTA------CGTAATCCAAATGCCAATGTGGAT------------------TCACAGATACAGTACTGGTTGTCGCAGG  

ScalIdgf3A  CTTAAGGGCGTACAATTTTGATGGCTTAGACTTGGCCTTTCAATTGCCACGCAATAAGCCATTGAAGGTGCACTCTGAAATTGGACAGGTGTGGAAGTCTTTTAAGAAATTCTTC---AGTGGTGATCAAATTGTCGATGAGAAGTCC------------------------GATGAGCACAAGGAGCAATTCACCGAATTGGTTAAGGATATAAGAACGGCTTTCAGG---ACCTAT---GATTTAATGCTGACACTGACGGTGCTGCCAAATGTTAACTCATCGTGGTACTTCAATGCTCCTGCCATTATTAATAATTTGGACTATGTTAATTTGGCTGCTTTTGACTTCACCACACCTGAGCGTAATCCCCACGAAGCGGATTATACAGCTCCCCTATTTCCTTTACCACAGGAAGGCAAT------CGTATGACTCATTATAGTGTGGAC------------------TATCAAGTCGATCATTGGATCTCCCAAC  

LcupIdgf31  ATTGCGTAGTTATAATTTTGATGGTTTGGACTTAGCCTTCCAATTGCCACGCAATAAACCTCGTAAAGTACACTCCAGTGCCGGTAGTGCTTGGAAATCCTTTAAGAAACTTTTC---ACTGGTGACTTTGTTGTTGACGAGAAGGCC------------------------GATGAGCATAAAGAACAATTTACCAATTTTGTAGGCACTTTAAAATCGATATTTAGT---CCAAAT---AATCTTATGATCTCCTTAACAGTTTTACCAAATGTTAATTCTACTTGGTACTTTAATGCTGCAGCTTTGGAAAGTCATTTGGACTTTGTTAATTTGGCTGCTTTTGATTTTACTACACCCACACGTAATCCCGAGGAGGCTGACTATACCGCTCCACTTTATCCCATACCTTTGGAAGGTAAT------CGCCAGCCTCATTACAATGTCGAT------------------TTCCAAGTTGACCATTGGATTTCTCAAC  

LcupIdgf33  CTTAATCAAGTATAAATTCGATGGCTTAAGTTTGGATTTCCCCTTACCCACCGTATTGCCTACTGAACCAGTTCGCATT------AAAATTTGGAAATATTTTATTAACTTATTTAAAATCCATCATTTTGATACAGATCCAAAATAT------------------------ATGGAACACAAAGATCAGCTAACGATTCTGATACAACTATTAAAAGCCCATTTTAAT---GAACGC---AACCTTATGCTGACATTAAACGTATTACCCAATGTTGATTCGAAAAAATATTTTGAAATTCCTGAGATTATTAACTATTTAGACTTTGTTATTCTATCGGCATTTGATTTTTTTACACCTCAACGTAATCCCCTAGAAGCTAATTTCATGTCACCTACAAAAGCTCTAAAA---TCCACAACACTTCAACGCAACAGTGATTTGAGTTTGGGA---------AATATTAAAGATTTTTATAAATTTTGGCATTCGCAAA  

SbulIdgf31  ATTGCGCATTTATAATTTTGATGGTTTGGATTTGGCATTCCAACTGCCGCGTAATAAGGCACGCAAAGTACACTCTGGTGCCGGCAGTGCTTGGAAATCATTTAAGAAACTATTT---AACGGCGACTTTATTGTCGACGAGAAGGCC------------------------GATGAACATAAAGAGCAATTTACTAACTTTGTTAGCACTTTGAAGTCTGTGTTCAAT---AACGAC---AATTTCATGATCACCTTAACAGTGTTGCCCAATGTAAACTCAACCTGGTACTTTAATGCATCTGCTTTGGCTGGCCATTTGGATTTCGTTAATTTGGCTGCTTTTGATTTCACCACACCCGCACGCAATCCCGAAGAAGCAGATTACACTGCCCCCCTCTACCCCGTGCCACTGGAAGGCAAT------CGCTTGCCGCATTACAATGCTGAC------------------TTTCAAGTTGATTATTGGATTTCGCAAC  

Gmor_Idgf3  TCTACGTAGTTATAATTTTGATGGCTTGGATTTAGCTTTTCAGTTGCCACGTAATAAACCTCGCAAAGTTCATTCAGATATTGGTATGGCTTGGAAGTCTTTTAAGAAACTTTTT---ACGGGTGATTTCATCGTGGACCCAAACTCA------------------------GATGAACATAAAGAGCAGTTTACTGATTTGGTAAACGATTTAAAAGCTGTTCTTCGG---CCGCAT---AACTTAATGCTTTCCCTAACCGTGTTACCCAATGTGAACTCAAGTTGGTATTTCAACGCCCCGGCTATAATAAACAATTTGGATTTCATTAACTTGGCGGCATTTGATTTCACTACACCTCAACGCAATCCAGAAGAAGCTGATTACACGGCCCCTTTATTTTCCCCGGTTGCGGAAGGCAAT------CGCTTGTCCCATTACAATATTGAT------------------TTTCAAGTGGATCACTGGATATCTCAGC  

Ccap_Idgf3  TCTGCGCAGCTATAACTTCGACGGTCTCGACTTGGCTTTCCAGCTGCCACGCAACAAACCAAGGAAGGTACACTCCGATGTCGGTGCGGCGTGGAAGAGTTTCAAAAAGTTCTTC---ACTGGTGATTTCATCGTTGATGAGAAGGCG------------------------GATGAGCACAAGGAGGAGTTCACTGATTTAGTTAGAGATCTGAAGAATACGCTGCGT---GTGGAT---AATTATTTGTTATCGCTCACTGTCTTGCCGAACGTCAACTCGAGTTGGTACTTCAATGCACCGGCTATCGCCGATAGCTTGGATCTCATAAATCTGGCCACCTTTGATTTCCTTACACCCGAACGTAATCCCGAAGAGGCTGACTTTAGTGCACCACTTTACGAACTGCAC---GATCAAAAT------CGTCTGCCACACTATAATATCAAT------------------TACCAAGTGGAGAACTGGTTGTTGCAAC  

Bole_Idgf3  TCTGCGCAGCTACAACTTCGATGGCATCGATTTGGCTTTCCAACTGCCACGCAATAAGCCAAGAAAGGTACACTCAGATGCCGGTTCCGTATGGAAGAGTTTCAAGAAGTTCTTC---ACTGGTGACTTTATTGTTGACGAGAAGGCG------------------------GATGAACATAAGGAAGAGCTCACCGATTTGATTAAGGACCTGAAGAATACGCTACGT---ACCGAC---AATTTACTGTTATCGTTGACAGTTCTACCGAATGTCAACTCCAGTTGGTACTTCGATGCACCGGCTATAGCCGATAGTTTAGACTTGATAAATTTGGCTGCCTTCGATTTCCTCACACCTGAACGTAATCCCGAGGAAGCCGATTACTCCGCACCACTTTATGAGCTCTAC---GATCAAAAT------CGTCTGTCACATTATAATGTTAAC------------------TTCCAAGTGGAAAATTGGTTGTTGCAAC  

Dmel_Idgf4  GGTGAAGACCTACGGTTTCGATGGCCTCGATCTCGGCTGGCAGTTCCCCAAGAATAAGCCAAAGAAGGTGCACGGCAGCATTGGCAAGTTCTGGAAGGGATTCAAGAAGATCTTC---AGCGGTGATCATGTCGTCGACGAGAAGGCC------------------------GAGGAGCACAAGGAGGCCTTCACCGCCCTGGTTCGCGAACTGAAGAACGCCTTCCGT---CCCGAT---GGCTACATCCTGGGTCTCAGTGTCCTGCCCAATGTGAACTCTTCGCTGTTCTTCGATGTGCCCGCTATTATCAATAACTTGGACTACGTGAACCTGCACACCTACGACTTCCAGACCCCCGAGCGCAACAACGAGGTGGCCGACTTCCCGGCACCGATCTACGAGCTGAAC---------GAG------CGCAATCCGGAGTTCAATGTCAAC------------------TACCAGGTGAAATACTGGACCGGAAACC  

Dsec_Idgf4  GGTGAAGACCTACGGCTTCGATGGCCTCGATCTCGGCTGGCAGTTCCCCAAGAACAAGCCGAAGAAGGTGCACGGCAGCATTGGCAAGTTCTGGAAGGGATTCAAGAAGATCTTC---AGCGGTGATCATGTCGTCGACGAGAAGGCC------------------------GAGGAGCACAAGGAGGCCTTCACCGCCCTGGTTCGCGAACTGAAGAACGCCTTCCGT---CCCGAT---GGCTACATCCTGGGTCTCAGTGTCCTGCCCAATGTGAACTCATCGCTGTTCTTCGATGTGCCCGCTATTATCAACAACTTGGACTACGTGAACCTGCACACCTACGACTTCCAGACCCCCGAGCGCAACAACGAGGTGGCCGACTTCCCGGCAGCGATCTACGAGCTGAAC---------GAG------CGCAATCCGGAGTTCAATGTCAAC------------------TACCAGGTGAAATACTGGACCGGAAACC  

Dsuz_Idgf4  GGTGAAGACCTACGGCTTCGACGGCCTCGACCTCGGCTGGCAGTTCCCCAAGAACAAGCCGAAGAAGGTGCACGGCAGCATCGGCAAGTTCTGGAAGGGATTCAAGAAGATCTTC---AGCGGCGACCACGTGGTGGACGAGAAGTCC------------------------GAGGAGCACAAGGAGGCCTTCACCGCCCTGGTGCGCGAGCTGAAGAACGCCTTCCGT---CCCGAC---GGCTACATCCTGGGCCTCAGCGTCCTGCCCAATGTCAACTCCTCGCTTTTCTTCGATGTTCCTGCGATCATCAACAACCTGGACTACGTGAACCTGCACACCTACGACTTCCAGACCCCCGAGCGCAACAACGAGGTGGCCGACTTCCCGGCGCCCATCTACGAGCTGAAC---------GAG------CGTAACCCCGAGCTCAACGTGAAC------------------TACCAGGTGAAGTTCTGGACGGGCAACC  

Dvir_Idgf4  GGTTAAGACCTATGGCTTTGACGGTCTTGATCTGGCCTGGCAGTTCCCCAAGAACAAACCCAAGAAGGTGCACAGCGGCATTGGCACATTCTGGAAGGGCTTCAAGAAGATCTTT---TCCGGCGATCATGTAGTCGATGAGAAGGCT------------------------GAGGAGCACAAGGAGGAATTTACGGCACTGGTGCGTGAGTTGAAAAACGCTTTCCGA---CCGGAT---GGATATCTGCTGGGCCTTAGCGTACTGCCCAATGTGAACTCATCACTGTTCTACGATGTGCCCGCCTTGATCAACAATCTGGATTATATCAATCTGCATGCCTATGATTTTCAGACCCCCGTGCGTAATCCAGAAGTAGCTGATTTCCCGGCGCCTATCTACGAGCTAAAC---------GAG------CGCAACCCCGAGCATAACATAAAC------------------TTCCAGGTGCAGTACTGGTTGAACAACC  

Dgri_Idgf4  GGTCAAGACCTACGGCTTTGATGGTCTCGATCTGGCCTGGCAGTTCCCCAAGAACAAGCCAAAGAAGGTGCACGGCGGCATTGGCTCGTTCTGGAAGGGCTTCAAGAAGATCTTC---ACCGGCAATCATATTGTTGATGAGAAATCC------------------------GAGGAGCACAAGGAGGAGTTCACTGCGTTGGTGCGCGAACTGAAGAACGCGTTCCGT---CCCGAT---GGCTATATCCTTGGCCTCAGCGTTCTGCCCAATGTCAACTCGTCCCTGTTCTATGATGTACCTGCTTTGATCAACAACGTGGACTATGTGAATTTGCATGCTTATGACTTCCAGACACCCGTCCGCAATCCGGAGGTAGCCGACTTCACAGCGCCTATCTATGAGTTGAAC---------GAA------CGCAATCCCGAATTCAACGTCAAC------------------TATCAGGTGCAATACTGGCTAAACAATC  

Mdom_Idgf4  GGTTAAAACCTATGGTTTCGATGGCCTCGATGTAGCCTGGCAATTCCCCAAGAATAAGCCCAAGAAGGTTCATGGCGGTTTCGGTAAATTCTGGAAGGGTATTAAGAAAGTCTTC---AGCGGTGATTTTGTTGTTGACGAAAAGGCT------------------------GAGGAACACAAGGAAGCTTTCACCGCTTTGGTGCGTGAATTGAAGAATGCTTTGCGT---CCCGAT---GGTTATCTGTTGGGTTTGACCGTGTTGCCCAATGTGAACTCTTCATTGTTCTATGATGTCCCCGCCTTGGTCAACAACTTGGACTATGTCAATTTGATGGCTTTTGATTTCCAAACCCCCGAACGTAACCCCGAAGTTGCTGATTTCCCTGCTCCCTTGTATGAACTTAAT---------GAA------CGCAACCCCGAATCGAATGTCAAC------------------TTCCAAGTCCAATACTGGTTGCAAAACC  

Scal_Idgf4  GGTCAAGACCTATGGCTTCGATGGTTTGGATGTGGCCTGGCAGTTCCCCAAGAATAAGCCAAAGAAGGTTCATGGATCTTTTGGTAAATTCTGGAAGGGTATTAAGAAAACGTTC---ACCGGAGACTTTGTGGTTGATGAGAAGGCT------------------------GAGGAACACAAGGAAGCGTTCACCACCTTGATAAGAGACTTGAAGAATGCTTTGCGT---CCCGAT---GGTTATTTGTTGGGTCTTACCGTGTTGCCCAATGTCAACTCTTCATTGTTCTTTGAAGTGCCTGCCATTGTCAACAATTTGGACTATGTCAATTTGATGGCTTTTGATTTCCAAACTGCTGCACGTAATCCCGAAGTTGCTGATTTCCCTGCTCCCATCTATGAGCTCAAT---------GAA------CGTAATCCCGAATCCAATGTCAAC------------------TTCCAAGTTCAGTATTGGTTGGACCACC  

Lcup_Idgf4  GGTTAAGACTTACGGTTTTGATGGTCTTGATATTGCCTGGCAATTCCCCAAAAACAAACCCAAGAAGGTTCACAACAGTGTGGGTAAATTCTGGAAGGGCTTTAAGAAAATCTTT---ACCGGCGATCATGTTGTTGATGAGAAGGCT------------------------GAGGAACATAAAGAACAGTTTACTGCAATGATCCGAGAATTGAAGAATGCTTTGCGT---CCCGAT---GGTTACTTGTTGGGTGTTTCCGTATTGCCTAATGTTAACTCTTCATTGTTCTATGATGTTCCCGCCATTGTCAACAATTTGGATTATGTCAACCTTATGGCCTATGATTTCCAAACTCCTGATCGCAACCCCGAGGTGGCCGATTACCCTGCTCCCATTTATGAATTGAAT---------GAA------CGTAATCCTGAATTTAATGTAAAC------------------TATCAGGTGCAATATTGGTTGAACAATC  

Gmor_Idgf4  GGTCAAGACGTACGGATTTGATGGCTTGGAATTAGGTTGGCAGTTCCCTAAAAATAAACCGAAAAAAGTTCACGGTTCAATTGGTAAATTATGGAAAGGTTTTAAGAAAATCTTT---ACCGGTGATTTTATAGTCGATGAAAAAGCT------------------------GAAGAACATAAAGAAGAATTTACGGCTTTGGTACGTGAATTGAAGAATGCTTTACGT---CCAGAT---GGTTACATATTGGGTTTAGCGGTGTTGCCGAATGTTAATTCGTCGCTTTTCTATGATGTGCCTGCTATTGTTAACAACTTAGATTATGTAAATCTTATGGCTTACGATTTCCAAACACCACAACGCAATCCTGAAATGGCCGATTTCCCAGCTCCTATTTACGAACTAAAT---------GAA------CGTAATCCTGAATCTAATGTCAAC------------------TACCAAGTACAATACTGGTTGCAAAATC  

Sbul_Idgf4  GGTTAAGACTTATGGTTTTGATGGTCTTGATATTGCCTGGCAATTCCCCAAAAACAAACCCAAGAAGGTTCACGGTAGTGTTGGTAAATTCTGGAAGGGCTTTAAGAAAATCTTT---ACTGGCGACTTTGTCATTGATGAGAAGGCT------------------------GAAGAACACAAGGAACAATTTACCGCTTTGATACGCGAACTCAAGAATGCTTTACGT---CCCGAT---GGTTATTTGTTGGGTGTTACCGTATTGCCGAATGTCAATTCATCATTGTTCTATGATGTTCCCGCTATTGTTAACAACTTGGATTATGTCAATCTCATGGCTTTTGATTTCCAAACACCCGAGCGCAACCCTGAAGTTGCTGATTTCCCCGCTCCCATCTATGAATTGAAT---------GAT------CGTAATCCCGAATTTAATGTCAAC------------------TATCAGGTGCAATACTGGTTGAATAATC  

Ccap_Idgf4  GGTAAAGACTTACGGTTTTGATGGTCTTGATTTGGCTTGGCAGTTCCCCAAAAACAAGCCCAAGAAGGTGCACAGCGGTATTGGTAAATTTTGGAAGGGTTTCAAGAAAATTTTC---TCCGGCGATTTTGTGGTCGATGAGAAAGCC------------------------GAGGAACATAAGGAGGAGTTCACTGCGCTGGTGCGTGAATTGAAAAATGCATTACGT---CCCGAT---GGCTATCTCTTGGGTCTCTCTGTTCTACCCAATGTGAACTCGTCATTATTTTATGATGTCCCCGCTATTGTGAACAATCTCGATTACGTCAATTTGCACGCTTATGATTTCCAAACACCTGAACGTAACCCTGAAGTTGCCGACTTCCCAGCACCAATCTATGAATTGAAT---------GAA------CGCAATCCCGAATCAAACATTAAC------------------TTCCAAGTGCAATATTGGTTGAACAACC  

Bole_Idgf4  GGTGAAGACTTACGGTTTCGATGGTCTCGATTTAGCTTGGCAATTCCCCAAGAACAAGGCCAAAAAGGTGCATAGCGGTATCGGTAAACTGTGGAAGGGTTTCAAGAAAATTTTC---TCTGGCGACTTCGTTGTCGATGAAAAGGCG------------------------GAAGAACATAAGGAAGAATTCACATCCTTAGTGCGCGAACTGAAGAACGCTCTCCGT---CCCGAT---GGCTACTTGTTGGGACTCTCTGTCTTGCCCAATGTGAATTCTTCACTATTTTACGATGTGCCTGCAATTGTAAACAATTTGGACTACGTCAACTTGCATGCTTATGATTTCCATACACCTGAACGCAACCCTGAAGTTGCTGACTACCCAGCACCCATCTACGAGCTAAAT---------GAA------CGTAACCCTGAAGCTAATATTAAT------------------TTTCAAACACAATATTGGTTAAACAATC  

Dmel_Idgf5  ACTGAACAACAACGGCTTCGATGGCATCGATCTCGCCTGGCAGTTTCCCAAAAATAGGCCCAAACTGCAGCAGGGCGTGTTTAAGAGGGTATGGGGATCGTTACGTGGCTGGTTT------AGTTCCTCATCGGTGGACGAGAAGTCC------------------------GAGGAGCATCGTGAGCAGTTTGCCACACTTCTCGAAGAGCTGCAATCCGATTTGCGA---CGCGGT---GGCCAACTGCTAACCGTCAGTATGTTGCCACATGTTTCAGCGGAACTCTTTATTGATGTTCCAAAGGTTCTAAGTAACGTGGACTTCGTCAACCTGGGCACCTATGACTTCCAAACGCCGGAACGCGATCCCAAAGTTGCAGATCTGCCCACGCCATTGTATGCCATGTAC---------GAT------CGGGATCCCAGTCACAATGTGCAG------------------TACCAGGTGCAGTATTGGATGAACCAGA  

Dsec_Idgf5  GCTGAACAACAACGGGTTCGATGGCATCGATCTCGCCTGGCAGTTCCCCAAAAATAGGCCCAAACTGCAGCAGGGCGTGCTTAAGAGGGTATGGGGATCGTTCCGTGGCTGGTTT------AGTTCCTCATCGGTGGACGAGAAGTCC------------------------GAGGAGCATCGGGAGCAGTTTGCCACCCTTCTCGCAGAGCTGCGATCCGATCTGCGA---CGTGGT---GGCCAACTCCTAACCGTCAGTATGCTGCCTCATGTTTCAGCGGAACTCTTTATTGATGTTCCGAAGGTTCTGAGTAACGTGGATTTCGTCAACCTGGCCACCTATGACTTCCACACGCCGGAACGCGATCCCAAAGTTGCAGATCTGCCCACACCACTGTATGCCATGTAC---------GAT------CGGGATCCCAGTCACAATGTGCAG------------------TACCAGGTGCAGTATTGGATGAACCAGA  

Dsuz_Idgf5  GCTTAAGAATAATGGCTTCGATGGACTCGATCTCGCCTGGCAGTTCCCCAAGAACAAGCCCAAAGTTCAGCAGGGTGTGTTTAAGAGGGTTTGGGGATCTGTTCGTGGCTGGTTT------AGTTCTCCATCGGTGGATGAGAAGGCC------------------------GAGGAGCATCGGGAGCAGTTCGCCACCCTTCTTGGAGAGCTGCAATCGGATTTGCGA---CGCAGT---GGACAACTCCTGACCGTGACCATGCTGCCCCATGTTTCAGCAGAACTCTTCATTGATGTTCCCAAGGCTCTTGGCCACGTGGACTTTGTCAACCTGGGCACCTATGACTTTCAGACCCCGGAACGAGATCCAAAGGTGGCAGATCTTCCCGCTCCACTATACGCCATGTAT---------GAT------CGGGATCCCAGCCATAATGTTCAG------------------TATCAGGTACAGTATTGGATGAACCAAA  

Dvir_Idgf5  GCTGAACAAATATGGCTTCGATGGCCTGGATCTGGCCTGGCAGTTTCCCCAGCTCAAGCCCAAGCAGCAGCAGGGCGCACTGAAGCGCGCCTGGAGCTCATTCAAGGGCTGGTTC------AGCAGCTCCTCCATCGATCCCAAGGCC------------------------GAGGAGCACAAGGAACAGTTCGCCACATTCGTGCGGGAGCTGCGCGTGGAGCTGCAA---CGCAAT---GGCAAACAACTGACCCTCAGCATGCTGCCACATGTGGATCCAGAACTTTTCATAGACATACCCGCCGTGCTCGCCTTTGTGGACTTTGTCAATTTGGGCACCTATGACTTCCAGACGCCGCAACGTGATCCCAAGCAGGCGGATCTGCCCGCCCCTCTGTACGCCATGTAC---------GAT------CGGGATGCCACACACAATGTGCAG------------------CATCAGCTGCAGTATTGGCTCAATCACA  

Dgri_Idgf5  ACTGGCCAAATATGGCTTCGATGGCCTCGATCTGGCATGGCAGTTTCCCCAGGTCCGGCCCAAGCAGCAGCAGGGCGCCTTGAAGCGTGCGTGGAATTCGTTCAAGGGCTGGTTC------AGCAGCTCCGCTATCGATCCCACGGCC------------------------GAGGAGCACAAAGCGCAATTTGCAACGCTTGTGCGAGAGCTGCGCTTGGAATTGCAG---CGCAAT---GGCAAACTGCTAACCCTTACCATGTTGCCACATGTGGATGCCGAACTTTACATAGATATTCCCTCGGTGATGAGCTTTTTGGACTTTGTCAACTTGGGCACCTATGACTTCCAGACGCCATACCGTGATCCGAAGCAAGCGGATCTGCCAACGCCATTGTGTGCCATGTCC---------GAT------CGGGATTCCACACTGAATGTCCAA------------------TATCAGGTGGATTACTGGCTGAATCACA  

Mdom_Idgf5  TGTCAGTACGTACGGGTTTGATGGCCTTGACTTGGCATGGCAATTTCCGAAAAATCACCCCAAAGAATTCCACTCGGGTATTCGCAGGGCTTGGCATAAAGTAAAGGGGTGGTTT---AAGAGCAAAAAGGTCGTTGATGAAAAGGCG------------------------GAGGAGCATAAGGAGCAATTTGTAACCTTCTTACGGGAGCTGCAGCAGAGTTTGTCA---TCGAAG---GGAGCAATGTTGACACTAACCATGCTGCCACATGTTAGTGCTGAGCTATTCATCGATATACCGCAAGTGATGCCATATTTGGACTTTGTCACCCTATCGACTTTTGATTTCCTCACACCGTTTAGAGATCCCAAGATTGCTGATTACACTGCTTCCATCTATCCGCTGTAC---------GAA------CGTGATCCTGCTCAAAGTGCCGAT------------------TATCAGATACAATATTGGCTCAATAACA  

Scal_Idgf5  TGTGAGCAATTATGGTTTCGATGGCTTGGATTTGGCATGGCAATTCCCCAAAAACTATCCCAAAGAATATCATAGTGGCCTTAAGAAAGCCTGGAATCGATTCAAGGGTTGGTTC---AAGAGCAAGAAGATTGTCGATGAAAAGGCC------------------------GAAGAGCATAAGGAACAGTTTGTTACCTTCGTAAGAGAATTGAAACAGGCCATGACT---TCCAAG---AGAGCCATGTTGACCATGACTGTATTGCCACATGTCAGTGCAGAATTATTCATCGACATTCCACAAGTGATGGCTTATTTGGATTTTGTTACCCTGTCGACATTTGATTTTCTCACTCCGGACAGAGACCCCAAGATGGCCGATTACACCTCCTCGATTTATGAACTCTAC---------GAA------CGTGATCCCGCTCAAAGTATTGAC------------------TATAACATACAATATTGGCTAAACAACA  

Lcup_Idgf5  TGTGAATACTTATGGTTTCGATGGCCTTGATTTGGCTTGGCAATTCCCTAAAAATCCCCCTAAAGAAGTTCATTCGGGTATTCGTAAGGCTTGGAATAAATTTAAGGGTTGGTTT---AAGGGCCGCAAAATTGTGGATGAAAAGGCT------------------------GAGGAACATCGTGAACAATTTGTGAGTTTCGTGAGAGAGTTGAGACAGAGTATGAGT---TCGTTG---CATGCCTTGCTGACGATGACGGTGTTGCCTCATGTTAGCGCGGAACTATTCTATGATATACCACAAATTGTACCACAAATGGATTTTGTCACCCTTGCCACCTTTGACTACGTCACACCGCTAAGAGATCCCAAGATTGCCGATTATACAGCCTCAATTTATGAACTCTTC---------GAA------CGTGATCCCGAACTTAATATTGAT------------------CATCAAATACAATATTGGTTAAATCATA  

Gmor_Idgf5  CATCAGAACTTATGGTTTTGATGGTTTGGATATGGCCTGGCAGTTCCCAAAAAATCCGCCAAAGCATGAACATAGCGGTTTCCGAAAGTATTTGGATAAATTGATGAACTTGTTT---AGAAGAAGTCCCGTCATCGATGAGAATTCT------------------------GCATTCCACAAAGAACAATTTGTCTCTTTACTAACTGAGTTAAGACAAAGCCTTAAT---CCGATG---GGAGCAATAATGACAATGACAGTCTTACCTCACGTCAGTGCGGAACTTTTCCTTGACGTAAAGCCAATTGTCAATCATGTGGATTTTATAATTTTGGCCACCTTCGATTATCTTACACCTTATCGTGATCCTACAATAGCCCATTACACTGCTCCCATTTATGCCGTAAGT---------GAA------CATGATCCATCTCATAATATCAAT------------------TACGACGTACAGTACTGGCTTAACCACA  

Sbul_Idgf5  TGTTAACACTTATGGCTTTGATGGTTTAGATTTAGCCTGGCAATTTCCTAAAAATCATCCCAAAGAAGTTTATACTGGCATACGTAAAGCCTGGCATAAGTTCAAGGGCTGGTTT---AAAAGTAAAAAACCAGTTGATGAAAAAGCA------------------------GAAGAGCATCGTGAGCAATTTGTGAGTTTTGTTGGTGAATTGAGACAAAGCATGAGT---TCGTTA---CATGCTCTGCTAACAATGACAGTATTGCCACATGTTAGTGAGGAAGCTTTCTTGGATATACCTAAACTGATGCCGAATTTTGATTTTATTACTTTGGCTACGTTTGATTATGTTACGCCACTAAGAGATCCTAAAGTGGCCGACTATACAGCCTCACTTTATGAATTATTC---------GAA------CGTGATCCTGAGCTCAATATCGAT------------------TATCAGATTCAGTACTGGTTGAATCATA  

Ccap_Idgf5  GTTGAAAACTTTCGACTTTGATGGGCTGGACTTGGCTTGGCAATTCCCAAAAAATCATCCCAAAGTGGTGGAGGGTAAAATCAAGAAGGCTTGGCATTATATCAAAAGTTTCTTT---ACGGGCACAAAAGTCGTCGATGAAAATGCT------------------------GAAGAGCACAAAACACAATTCGCAACTTTGACACGCGAGTTGAAGGACGCTTTCCGT---ACTGAT---GGCCTCATTTTGACATTAACAATGCTACCACATGTGGACGCAAGCCTTTTCATAGATATTCCTCGCGTAATACCAGCTGTGGATTTCGTCAATCTTGGTAGTTATGATTTTCAAACGCCCGAGCGTGATCCCAAAGTGGCAGACCATACTGCGCCCTTATACGAAATGCCC---------GAT------CGCGATCCTAGCCATAACATTGAC------------------TATCAAGTAACGTATTGGCTGAATAACA  

Bole_Idgf5  TTTGAAAACATACGATTTTGATGGCTTGGACTTGGCATGGCAGTTCCCTAAAAATAAGCCAAAAATAGTCGAACATATAATTAGACGATTCTGGAGAAAATTCAAAGGTTGGTTC---TCTTCACCGAAACTTGTCGATGAAAACGCT------------------------GCCGAGCACAAAGAACAGTTCACCACGTTGGTGCGAGAGTTGACAGACGCTTTAAAG---TTTGAT---GGACTTATCTTGACATTAACCATGCTGCCGCATGTGGACCCTAAACTTTTCATTGATGTCCCAGCGATTATCGGCAATGTGGATTTCGTCAATCTTGGTAGCTATGACTTCCAAACACCAGATCGCGATCCTAAAGTCGCTGATCATAGTGCGCCCATATATGAAATGTTT---------GAA------CGCGATCCCACCCACAATATTGAC------------------TACCAAGTACAGTATTGGCTCAATAACT  

Dmel_Idgf6  GGTAAAGACCTACGGATTCGATGGCTTGGATGTCGCCTGGCAGTTCCCCAAGAATAAGCCGAAGAAGGTGCACAGTGGAATTGGCAGCCTGTGGAAGGGCTTCAAGAAGGTCTTC---TCCGGCGACTCGATCGTCGATGAGAAGTCC------------------------GAGGAGCACAAGGAGCAGTTCACCGCTCTACTCCGTGATGTTAAGAACGCCTTCCGT---CCGGAC---AACCTGCTGCTCTCCACCACTGTTCTGCCCAATGTGAACTCATCCCTGTTCTACGACATTCCCGCTGTGGTCAACTATTTAGACTTTGTGAATCTGGGTACCTTCGATTTCTTTACACCCCAGCGTAATCCCGAAGTTGCCGACTATGCCGCACCCATTTATGAACTGAGC---------GAA------CGCAATCCCGAGTTCAATGTGGCT------------------GCTCAGGTGAAGTACTGGTTGCGCAACA  

Dsec_Idgf6  GGTGAAGACCTACGGATTCGATGGCTTGGATGTCGCCTGGCAGTTCCCCAAGAACAAGCCGAAGAAGGTGCACAGTGGAATTGGCAGCCTGTGGAAGGGCTTCAAGAAGGTCTTC---TCCGGCGACTCGATCGTCGATGAGAAGTCC------------------------GAGGAGCACAAGGAGCAGTTCACCGCTCTGCTCCGTGACGTTAAGAACGCCTTCCGT---CCGGAC---AACCTGCTGCTCTCCACCACTGTTCTGCCCAATGTGAAAACCACAGTGTTCTACGACATTCCCGCGGTGGTCAACTATTTGGACTTTGTGAATCTTGGTACCTTCGATTTCTTCACACCCCAGCGTAATCCCGAAGTTGCCGATTATGCCGCACCCATTTATGAACTGAGC---------GAA------CGCAATCCCGAGTTCAATGTGGCT------------------GCTCAGGTTAAGTACTGGTTGCGCAACA  

Dsuz_Idgf6  GGTGAAGACCTACGGATTCGATGGTCTGGACGTGGCCTGGCAGTTCCCCAAGAACAAGCCCAAGAAGGTGCACAGTGGCATTGGCAGCCTGTGGAAGGGATTCAAGAAGGTCTTC---TCTGGGGATTCCATTGTGGATGAGAAGTCC------------------------GAGGAGCACAAGGAGCAGTTCACCGCTCTCCTCCGAGATGTTAAGAATGCCTTCCGC---CCCGAC---AACCTGCTGCTCTCCACCACCGTTCTGCCCAATGTGAACTCATCTTTGTTCTACGACATCCCCGCTGTGGTCAACTACCTGGACTTTGTGAACCTGGGCGCCTTCGACTTCTTCACACCCCAGCGTAATCCCGAGGTGGCCGACTATATCGCCCCCATCTATGAGCTCAGC---------GAG------CGCAATCCCGAGTTCAATGTGGCC------------------TATCAGGTGAAATACTGGCTGCGAAACA  

Dvir_Idgf6  GGTGAAGACCTACGGCTTTGATGGCGTGGACATTGCCTGGCAGTTCCCCAAGAACAAGCCCAAGAAGGTGCACAGCGGTCTGGGCAGCCTGTGGAAGGGCTTCAAGAAGGTCTTT---AGCGGCGACTCCATTGTGGATGAGCGCTCC------------------------GAGGAGCACAAGGAACAGTTCACAGCGCTGCTGCGCGATGTGAAGAACGCCTTCCGG---CCAGAC---AATTTGTTGCTCTCCACAACGGTGCTACCCAATGTGAACTCGTCACTTTTCTTTGATGTGCCCGCCGTGATCAACTATTTGGACTTTGTCAACCTCGCCGCCTTTGATTTCTTCACCCCCCAGCGCAATCCCGAGGTGGCCGATTACACGGCGCCCATCTATGAGCTGAGT---------GAG------CGCAATCCCGAGTTCAATGTGGAC------------------GGCCAAGTCAAGTTTTGGCTGCGTCACA  

Dgri_Idgf6  GGTGAAGACTTACGGATTTGATGGCCTCGACATTGCCTGGCAGTTCCCCAAGAACAAGCCGAAGAAGGTGCACAGCGGTCTGGGCAGCTTCTGGAAGGGTTTCAAGAAGGTCTTC---ACCGGCGACGCCATTGTCGACGAACGCTCC------------------------GAGGAGCACAAGGAACAATATACCTCACTGTTGCGTGACATCAAGAATGCCCTGCGT---CCCGAT---AATCTACTGCTCTCCACAACGGTGCTGCCCAATGTGAATGCCTCACTTTTCTTTGATGTGCCCGCTGTGATCAACTATCTGGACTTTGTCAATCTGGCCGCCTTTGATTTCTTTACGCCGCAACGCAATCCGGAGTTGGCTGATTACGCGGCGCCCATCTATGCGCTGAGC---------GAA------CGCAATCCCGAGTTCAATGTGGAT------------------GCTCAGGTCACGTATTGGTTGCGCAACC  

MdomIdgf6A  GGTCAAGACCTATGGCTTTGATGGTGTCGATATGGCCTATCAATTCCCCAAGAACAAGCCCAAGAAGGTACACAGCGGTTTGGGTGGTTTCTGGAAGGGTATTAAAAAGACTTTC---ACCGGTGATTTTGATGTTGATCCCGATTCG------------------------GAAATGCACAAGGAACAGTTTACCGCCTTGATGCGTGAATTGAAAAATGAATTGCGT---CCGGAT---AACTATTTGGTCTCGGCCACAGTTTTGCCAAATGTCAATTCGTCGAAATTCTTTGATGTCCCGGCCTTGAACAGCTACGTGGACTTTGTCAATTTGGCTGCCTTTGACTTCTACACCCCTGAACGCAACCCCAAGGTGGCTGATATTGCCGCTCCTCTCTACCCCTTGGCT---------GAT------CGTGATCCCGCATTCAGTGTCGAT------------------TCCGTAGTCCAACATTGGTTGCGCAACG  

Scal_Idgf6  GGTTAAGACCTATGGCTTTGATGGTGTCGATATGGCCTATCAATTCCCCAAGAACAAACCCAAGAAGGTGCACAGTGGTTTGGGCAGCTTCTGGAAGGGCATTAAGAAATCTTTC---ACTGGCGACTTTGATGTGGATGAGAATTCG------------------------GAAAGACATAAGGAGCAATTTACCGCATTGATGCGTGAAATCAAAAATGAATTGAGG---CCCGAT---AACTATTTGTTGTCCGCTACAGTGTTGCCCAATGTGAATTCTACAAAATTCTTTGACATTTCGTCCTTGAACAGCTATGTAGACTTTGTCAATTTGGCTGCCTTCGATTTCTACACCCCAGAACGCAATCCCGAGTTGGCTGATATTGCTGCACCTCTCTATCCCATGGCT---------GAT------CGTAATTCCGAATTCAGTGTCGAT------------------TCGGTGGTGCAAACCTGGTTGCGCTATG  

Lcup_Idgf6  GGTTAAGACTTATGGTTTTGATGGTTTGGATATTGCTTGGCAATTCCCCAAGAACAAACCCAAAAAGGTGCACAGTGGTTTGGGCAGTTTCTGGAAGGGTTTCAAGAAAGTCTTT---ACCGGTGATCATATTGTCGATGAAAATTCC------------------------GAAATGCACAAGGAACAATTTACGGCACTTATGCGTGATTTGAAAAATGAATTGAGA---CCCGAT---AACTTCCTGTTGTCCACTACCGTTTTGCCCAATGTTAACTCTTCATTGTTCTACGATATTCCCGCCTTGGTCAACTATGTCGACTTTGTTAATTTGGCTGCTTTCGATTTCTATACACCCGAACGTAATCATGAATTGGCTGATATTGCCGCTCCCTTGTATCCCATGGCT---------GAT------CGTAATCCTGAATTCAATGCTGAT------------------TATCAGGTACAATTCTGGTTGCGCAATG  

Ccap_idgf6  GGTGAAATCTTACGGTTTCGATGGACTCGATATTGCCTGGCAATTCCCAAAGAACAAACCAAAGAAGGTGCACGGTGGCATTGGTAGCTTGTGGAAAGGTTTCAAGAAAGTCTTC---ACTGGCGATCACATAGTTGATGAAAAATCT------------------------GAGGAGCATAAGGAACAATTCACCGCTTTGTTGCGTGATGTGAAGAACGAGTTCAGA---CCAGAT---AATTTGTTATTGTCGGCTACTGTGTTGCCGAATGTCAACTCATCGTTGTTCTACGATGTGCCCGCTATTGTCAACTATCTGGACTTTGTCAACTTGGGCGTTTTCGATTTCTACACACCCGAACGCAATCCCGAAGTAGCCGATTTGCCCGCACCACTCTATGAACTGCCC---------GAA------CGCAATCCACAATTCAACGTGCAC------------------TATCAAGTGCAATATTGGCTGCGTAACA  

Bole_Idgf6  GGTGAAGACTTATGGTTTCGATGGACTCGATGTAGCCTGGCAGTTCCCGAAGAACAAACCAAAGAAGGTGCACAGCGGTTTGGGTAGCGTGTGGAAGGGTTTCAAGAAGGTCTTC---TCTGGCGATCACATTGTTGATGAAAAATCT------------------------GAGGAACATAAGGAACAGTTTACCGCTTTATTGCGAGATGTCAAAAATGAATTCCGT---CCAGAC---AGTCTATTGCTCTCGACCACTGTCTTGCCCAATGTGAACTCGACGCTGTTCTATGATGTGCCAGCTATTGTTAACTACTTGGACTTTGTAAACTTGGGTGCCTTTGATTTCTACACACCCGAACGTAATCCCGAAGTTGCCGATTTGCCTGCGCCACTGTTCGATCTACCC---------GAA------CGCAATCCACAATTCAATGTACAC------------------TTCCAAGCACAGTATTGGTTGCGTAACA  

Aaeg_Idgf4  CGTGAAGGCGTACGACTTCGATGGAATCGATCTGGCCTGGCAGTTCCCACAGAACAAACCCAAGAAGGTTCGCTCCTCTCCGGGTAAGTTGTGGCACGGATTCAAGAAAGTGTTC---ACCGGCGATAGCGTCCTCGATGAGAAGGCC------------------------GACGAACACCGTGAAGAGTTCACCGCCTTGTTGCGTGAAATGAAGAATGCTTTCCGT---TCGGAT---GGATACCAGCTGGGAATTACCGTCCTGCCCCATGTGAACGCTTCCATGTTCATGGACATTCCTGCGATTGTCAACTATCTGGACTTTGTCAACATTGCCGCCTACGACATGCAAACCCCAGAACGCAACAAGAAGGAAGCCGACTTCTACGCGCCTATCTATGAACTGTCT---------GAG------CGAATCCCCGGAAACAACGTCGAT------------------GGTCTGGTGAAGGTTTGGTTGAACAGCC  

AaegIdgf42  CCTGAAGACGTATGATTTCGATGGATTGGATTTGGCGTGGCAGTTCCCTCAGACCAAACCGAAGCGTATCCGTGGATGGACCGGAAAGGTGTGGCATGGATTCAAGAAACTCTTC---ACCGGAGATAGCGTTTTGGATCCGAAAGCT------------------------GACGAGCATCGGGAGGAGTTCACGGCTTTGGTGCGCGATTTGAAGAATGCACTGGTG---GCGGAT---AATTTCATTCTTGGATTGACGGTGCTGCCGCATGTGAATGAGAGCATTTTTATGGATGTGCCGCTGTTGAAGGATAACTTAGATTATGTTAACTTGGCTTCGTTCGATCAGCAGACCCCGGAACGGAATCCCAAGGAAGGGGATTATACCGCTCCGATTTATGAGCCAAGT---------GAG------CGCGTTGAAGGAAATAATGTTGAT------------------GCCGAGGCGAGTTATTGGTTGAAACAAG  

Agam_BRP_1  GCTGAAGACGTACGAGTTCGATGGGCTCGATCTGGCCTGGCAGTTCCCGCAGACGAAACCGAAACGCATTCGCGGCTGGACCGGTAAAGTGTGGCACGGATTCAAGAAGCTGTTC---ACCGGTGACAGCGTGCTCGATCCGAAGGCG------------------------GACGAGCATCGGGAAGAGTTTACGGCACTGGTGCGCGATCTGAAGAATGCGTTCGTG---CACGAT---AAGTTCCAGCTGGGGTACACGCAGCTGCCGCACGTCAATCAGACCATCTTCCTGGACATTCCCCTGCTGAAGGATAACATTGATTACGTGAATGTGGCCGCGTACGACCAGCAGACACCGGAGCGCAACCCGAAGGAGGGCGATTACACCGCCCCGATCTACGAACCGACG---------GAG------CGTGTCGTGGGCAACAATGTGGAC------------------GATAAGGTGAAGGCGTGGCACTCGCAGG  

Agam_BRP_2  GCTGAAGACGTACGGATTCGATGGTGTCGATCTGGAATGGCAGTTCCCGATGAACAAGCCGAAGAAGGTCCGCTCGACGCTGGGTGGTGTGTGGCACGGATTCAAGAAAGTGTTC---AGCGGCGACAGTGTGCTGGATGAGAAGGCT------------------------GAGGAGCATCGGGAGGAGTTTACGGCACTGCTGCGTGAGCTGAAGAATGCGTTCCGC---TCGGAT---GGATATCAGCTGGGTATTACCGTGCTTTCCCATGTGAACTCGTCGGTGTTTATGGACATTCCGGCCATCATTAACTATCTGGACTTTGTGAACATTGCCGCGTACGATCAGCAGACGCCGACGCGCAACAAGAAGGAAGCGGATCATGCTGCTCCACTGTACGAGCTGAGC---------GAT------CGTGTCCCTGGTAACAATGTCGAT------------------GGACAGGTTCGTCTATGGCTTACGAACA  

Llon_Idgf   TGTCAAGACATACGATTTTGACGGTCTGGACTTATCGTGGCAATTCCCCGTGGTTAAACCAAAGAAAATTCGCGGAACTTTCTCGTCATTCTTTCACAAGATCAAGAAACCCTTC---ACATCAGACGATGTAATTGATGAAAAGTCC------------------------GAGGAACACAAGGAGGAATTTACAGCCCTCGTGCGTGAGCTTAAGAACTCCTTCCGT---CACGAT---AACTACCAACTAGCTCTCACCGTTATGCCCAATGTCAATTCATCCCTCTACTTTGACGTGCCTGCCATCATTAACAACCTAGACTACGTTTCATTGGCTGCTTTTGACTTCCAAACCCCCGATCGGAATCCCAAAGAAGCCGACTACCCGGCTCCACTGTACGAGCTACCA---------GAG------CGTAATCCTGAATCCAATGTCAAC------------------TACCAGGTGCAATGGTGGTTGGGCCAAA  

Bant_Idgf1  AATTAAGACTTATGATTTCGACGGTCTCGACCTTGCCTACGAATTTCCTAAGATAAAGCCTAAGAAAATCCGATCTGGAATCGGTTCCGCTTGGTATTCTTTCAAGAAAGTCGTCGGTGCTGCTGGAAACCCAGTTGATGAGAAGTCC------------------------GACGAACACAAAGAAGAGTTCACAGCCTTGGTGCGTGAGCTGAAAAATTCGTTCCGT---GCTGAA---AATTATCAACTTTCCGTTACGGTCTTGCCTAACGTGAACTCATCGCTGTACCTTGATGTGCCGTCGATCTTAAACAACATTGATTTCATTAACTTGGGAGTCTACGATGTTCAGACACCAGCTCGCAATAGTAAGGAGGCCGATTTCTTCGCTCCACTGTACTCGCCAAGC---------GAC------AGAAACCCTGAATTGAGCATCGAC------------------TACCAAGTAAAGAGCTTAATGTCTCGTG  

Bant_Idgf2  TCTCAAGGAATTCAACTTTGATGGCTTGGACTTAGCGTTTCAATTCCCGAAAATGAAGCCGAAAGAAATCCGTTCTTCGGTTGGAAGTGTCTGGCATTCGTTCAAGGAAACAATCGGAGTTGCTGGCAATCCAGTCGATGAAAACTCG------------------------GAAACGCACAAAAATCAATTTAGTTCTTTGGTCATCGAGTTGAAAAATTCTTTCCGA---ATCGAC---CACTACCAATTATCGGTCACTGTTTTGCCAAACGTCAACGCAACTCTCTACTTGGACGTCTCAGCAATCAAGAACTATGTTGATTTCGTTAACATTGCTGCTTTCGACGTGGTAACGCCTATTCGCAATCCACAAGAAGCAGATTACACGTCCCCCATTCTCTCAGTTAGT---------GAC------CGAAACACAGAAGAGAATGTAGAT------------------GCATGGGCAAGCTTCTTGACCACAGGTG  

Mdes_Idgf   GGTCAAAACATATAATTTTGATGGTTTAGATTTGGCTTGGCAATTCAAACCAAATAAACCAAAGCGAATTCGTTCCGGTGTTGGTTCATTCTGGTATTCAACTAAAAAGACTCTCGGTTTAGCCGGTAAACCACTCGATGAAAATGCT------------------------GAAATCCATAAAAATGGATTCAAAAATCTTGTTCGATCAGTTAAAGATGCCATTCGA---CCCGAT---AATTATATATTATCGGTGACCGTTTTGCCAAACGTTAATACAACACTTTTTTACGATGTTCAGGGAATTATTCCGCATGTTGATTATGTTACATTGGCCGCATATGATTTTCAAACCTGGGAAAGAAATAACTACGAAGCCGATTATCCAGCACCAATATATCCGTTACAC---------GAT------CGCATTCCAGAAAGTAATGTTGAT------------------TCTCAGGTGCATTTGTGGCTTTCAAGCG  

Ppap_Idgf   TGTTAAGACATACGACTTTGATGGCCTGGACCTTTCATGGCAGTTCCCAGTCGTTAAGCCCAAAAAAATTCGCGGAACTGTGTCATCCTTCTTCCACAAACTAAAGAAACCCTTC---ACCTCAGACACCCCAGTTGATGAGAAATGG------------------------GAAGAACATAGAGAGGAATTTACGGCATTAGTCCGTGAACTTAAGAACTCTTTCCGA---CACGAC---AACTACCAATTGGCTCTAACTGTTCTTCCTAATGTCAATTCATCAATTTATTTTGACGTCCCAGCTATTATTAACAATTTAGATTATGTTGCTCTGGCTGCTTTTGACTTCCAAACACCTGAACGCAATCCCAAAGAGGCTGATTACCCTGCTCCACTTTACGAACTCCCA---------GAA------CGCAATCCTGAATCCAATGTCAAT------------------TACCAGGTTCAGACATGGATGGGAGGCA  

Cfel_Idgf   tgtaaagagctacgattttgatggtcttgttttgtcttggaatttccctccatctaagccaaagaagattcgctctggatttggctcattttggcacagtgtgaagaaaactttcggaggtggcagtaccgttgttgatgagaaagca------------------------gaagaacacaaacaagattttatatcacttgttcgtgatttgaaaaatgctttcaga---catgac---ggatatgcagtcgccgctgctgtcaatcccaatgttaatgccacagacttctttgacactcgaatgatcatcaacaacttggacttcgtcatcatgcactcatacgactttatgacccctcaaagaaacccaaaagaagccgactacactagtccaatctatgctttgcat---------gag------cgcaatcctcaaagcaacattgat------------------gcacaagtagcctactggattgaatctg  

Pcon_Idgf1  tcttaaaaacaacgaattcgacggcttggaccttgcttggcaattcccaaccatcaaaccaaagaagatccgcggaaaattgggttctttttggcacggtgtcaagaaaattttc------ggaagtacgccagtagatgagcacgct------------------------gaagaacatagatcgcaatttagtaattttgtactagaattgaagaacgcccttcgt---cacgac---aatatgattttgactgcctcagtactccccaatgtgaacagctccatctattttgatacacacggcataatgaatcacgtcgatttcgtgatacttcatggatatgactacatgacgccaaaacgtaatcctaaagaagcagacttcacatctcctttgtctgagctaatg---------aaa------agaaacccagaatcaaatattaag------------------ttccttattaattattggctaaataatg  

Pcon_Idgf2  tcttaaaaactatcaattcgacggcttggaccttgcatggcaattcccaactaacaagccaaagaagatccgcggaaagttaggttctttttggcatggatttaagaaaattttc------ggaagcacgccagtagatgagcacgct------------------------gaagagcatagatcgcaattcagcatttttgtgcaagaaatgaaaaacgtccttcgt---cgcgac---aatatgatattgacggcatcagtactccccaatgtcaacagctccatctattttgacacacacgctttaatgaatcacgttgattacgtcatacttcacgggtatgactacatgacgccaaaacgtaatcctaaagaagcagactacacatcgcctttatctgagctaatg---------aaa------agaaacccagaatcgaatattaac------------------ttcctcacgaactattggcttcagaatg  

Pcon_Idgf3  tcttaagaactatggatttgacggcttggacctcgcatggcaattcccaactctcaagccaaagaagattcgcggaaagattagctctttatggcatggtttcaagaaactattt------aaaaccagacctgtagatgagcatgct------------------------gaagaacataaagagcaatttggcaagttcgtccaagaaatgaagaacgctcttcgt---cacgac---aatatgatattgactgcttcagtgctccccaacattaacagttcactatattttgacatacacgccataatgagccacattgattatgcgattctccatggctatgattacatgacaccaaaacgtaatcccaaagaagcagattacacatcgcctttgtatgaactattg---------gaa------agaaacccagaatttaacatcaac------------------ttccttactagctattggctaaaaaatg  

Hang_Idgf   tttgagaaattacggattcgatgggttggatctcgcttggcaattccccgtgatcaagccaaagaaaatccgcggcacattcagttccatctggcacggcatcaagaagaccttc------agctccaaagtggtcgacgagaaatct------------------------gaagagcacagagatcaattcacaaaattggtccaagaaaccaagaatgctttgcgt---catgac---aatatgttattgaccgctactgttatcccgaacgtcaatagctcactgtactttgacactcatgctataatgaacaaccttgactacgtgatcttggatggttacgattacaataccccgatgcgcaatcctaaggaagctgattatacagcacctttatatgagttgctc---------gaa------cgtaatcctgaattgaacatcaac------------------tttttggttacgtggtggttgaaaaatg  

Ostr_Idgf   tttgaaaaactacggttttgatggattggacttagcttgggaattccccaagaataaaccaaagaagattcgcggaactttcggttccatatggcatggattcaagaaagtgttt---tctggagatagcattttagatgaaaaagcc------------------------gaggagcacaaagctggcttcgccaaacttgttcaggaaacaaagaacgccctccgg---cctgac---aacctcctgctctcggtctccgtccttcccaatgttaacagctcactgttcttcgatactcacgccattatgaacagcgtagactacgtagtgttggacggttttgattacttgaccccagaacgtaatcccaaggaggccgactatacaggaccactatatgaacttctc---------gaa------aggaatcccgagtacaacgtcaac------------------agcttggtgtcatggtggttgagaaacg  

Robl_Idgf   cttgaagaactatggattcgatggaatcgatcttgcttgggaattccccaaggtcaagccaaagaagatccgcggaagtctgggatcattctggcatggattcaagaaagtattt---actggtgacagcatcctcgatgagaaagct------------------------gaagagcacaaattaggatttacaaagcttgttcaagaattgaaaaacgccatccgt---ccagac---aatttcttgatgacagcctctgtgctaccaagtgtcaacagcactcattactttgatactcactccattatgaactatctggactttattatccttgatgcatatgattattacacacctgaacgcaatccaaaacaagccgattacccagctcctctttatgagctgcat---------gag------aggaatccagagttgaatgtcgac------------------agtattgttacatggtgggtaagaaacg  

Hhum_Idgf   gactaagcagtacggctttgacggactcgatatcgcgtgggaattcccagaaaataaacccaagaagatcaggggcgctattggcagcctctggcatggcttcaaaaaaatattc------aagaccacacccgtcgacgagaacgct------------------------gaacagcatcgcgaaggatataccgcattcatcagggaactcaagcaggcagtccgt---ccggag---aaacttatcctcaccgccaccgtcttaccaaatgtcaacagcaccatatactacgacgtctcagccatcatcaatcatttggacttcgtgaacctagaaggttttgacttttacacccccgaaagaaatccttccgaagctgactacaccgcgcccttgtatgaggcctac---------gaa------aggaacccaggaaataacatcaat------------------catttgacgcagtactggctgacgaacg  

Tbis_Idgf   tgctgaacagcatggttttgacggagttgatattgcttggcaattcgctaggattaagcccaaaaagatacgttcctcgtggggatcattctggcatggagttaagaaaacattc------ggaactacacccgtcgacgaaaaagaa------------------------tctgaacatcgtgaaggatttacagctctcgtgcgagaattcaagcaagcacttagt---ctgaaacccaatatgcaattgtctttgactgtattgcccaatgttaatgcttcaatttactacgatgtcccttcaatcatcaatttggtagacttcatcaacttaaacgcttttgacttctataacgctgaaaggaacccgaaagaagctgattatgctgcgcctatctatactcctcaa---------aac------agaaatccacttttaaacgttgac------------------gctgctgtctcttactggaaacaaaatc  

Prob_Idgf   ggcggaacaacacgggttcgacggtattgacctggcgtggcagttccccaaaatcaaaccgaagaagattcgctcctctttaggatcgttctggcacagcatcaagaagacgttc------ggcaccactcccgtggacgacaaggag------------------------gctgagcaccgtgaaggtttcaccgcgctggtccgcgagctgaaggcagccttgaac---ctcaagcccaacatgcagctcgctatcactgtactgcccaatgttaatgcatcgatctacatggacgtgccagcgatcataaacctggtggactacgtaaacatcgaagccttcgaccagcagacccctgaacgtaaccctaaggaaggagactacgcctcacccatctacaagccgcag---------agc------cgcaacgacctccttaatgttgac------------------gctgccacctcatactgggtgcaagctg  

Ycag_Idgf   ggccgagcagcacggcttcgacggcatcgacctcgcctggcagttcccacggatcaagcccaagaagctccgctctggatggggttcattctggcacggagtgaagaagaccttc------ggcaccacgcccgtggacgacaaggag------------------------gctgagcaccgcgaaggtttcaccgcgctcgtccgcgagatgaaggcggccctcaac---ttgaagccgcacatgcaacttgccgtcaccgtcctgcccaatgtgaacgcctccgtgtaccacgacgtgccgtccattatcaacctggtggacttcgtgaacatcaacgcgttcgactattatacgccggagcgaaacatcaaggaagctgactacaccgcgccaatctacacaccgcag---------aac------cgtaacccgctgttgaacgtcgac------------------gccgctgtcaactactggctgcactccg  

Gpel_IDGF   cctgaagaactacggttttgatggtcttgatctggcctgggaatggcccaagaacaagccaaagaagatccgtggagctctaggttcattctggcatgggttcaagaaagtgttc---tccggagacagcgttgtggatgagaaagcc------------------------gaagaacacaaagctggatttgccaagcttgtccaagagacaaagaatgcccttcgc---cccgac---aatttcctgctcactgcttcagtccttcccaatgttaacagctcgctgttcttcgatacccacgccatcatgaactccttggacttcgtgatcttggatgggttcgactaccagaccccagagcgaaatcccaaagaagccgattacacagctcccctgtacgacctcctc---------gaa------agaaactcccagcacaatgtcaac------------------tccttggtccagtggtggttaaagaatg  

Txia_IDGF   gacaaagcagtatggcttcgacggactcgatgtcgcgtgggagttcccagaaaataagcccaagaagatcaggggtacagttggcagtatctggcatggcttcaaaaaacttttc------aaaaccacacccgtggatgagaacgcc------------------------gaaatgcaccgcgaaggttataccgcattcatcagggaactcaagcaggcattccgt---ccggag---aagcttatccttaccgccaccgtcctaccaaatgtcaacagcaccatttactacgacgtcccggctatcatcaataatttggactacgtgcacctcgaaggtttcgactactacacccccgagaggaatccttccgaagctgactacacggcgcccttgtatgaggcctac---------gaa------agaactccaggaaacaacatcaat------------------catttgacgcagtattggctgacaaatg  

Mcal_IDGF   cgccaagaactacaacttcgacggtatcgatttagcttgggaattccccaaaacaaaaccgaagagagtccgtaatgctgttcaggaagcctggcatacattcaaaggatggttc------cgtaagacaccggtcgacgacaaagcc------------------------gtagaacaccgcgatggtttcacttctctcgtgagggaattcaaaaataccgtaaga---aacgatcccaatttcctcctcacgcatactgtgttgcccaacaccaatacaacagtttaccacgacgtacccgctctgatctataacttggactacgtaattctcgacggttttgacttcaccactccggataggaaccctgacgaagcagactactctgcacctctttacgaactgcgc---------gac------agaaatcctcagagcaatcttgac------------------ttcctcgtcaagtactggctgcgaaatg  

Epry_IDGF   ggccgagcagtatggtttcgacggcgtggatcttgcgtggcaattctataaaatcaagcctaaaaagatccgttccacttggggatccatctggcacggcatcaagaaaaccttc------ggcacgaccccggtggatgacaaggag------------------------tctgaacacagggagggttttacagcgctcgtccgtgaattcaaacaggcgctcagc---ctgaaa---ccgatgcagctctctctgactgtgttaccgaatgtcaactcttccatctactacgacattcccgccatcatcaacctcgtggactttgtcaacctgaacgcgttcgactacagcacccccgagaggaaccccaaggaagctgattacaccgccccgatttacacgccccag---------aac------cgcaatcctctgttgaatgctgat------------------gccgttgtcaaccactggttgcagaacg  

Ejap_Idgf   GGCCGAGCAGTATGGTTTCGACGGCGTGGATCTTGCGTGGCAATTCTATAAAATCAAGCCTAAAAAGATCCGTTCCACTTGGGGATCCATCTGGCACGGCATCAAGAAAACCTTC------GGCACGACCCCAGTGGATGACAAGGAG------------------------TCTGAACACAGGGAGGGTTTTACAGCGCTCGTCCGTGAATTCAAACAGGCGCTCAGC---CTGAAA---CCGATGCAGCTCTCTCTGACTGTGTTACCGAATGTCAACTCTTCCATCTACTACGACATTCCCGCCATCATCAACCTCGTGGACTTTGTCAACCTGAACGCGTTCGACTACAGCACCCCCGAGAGGAACCCCAAGGAAGCTGATTACACCGCCCCAATTTACACGCCCCAG---------AAC------CGCAATCCTCTGTTGAATGCTGAT------------------GCCGTTGTCAACCACTGGTTGCAGAACG  

Tpit_Idgf   ctcggatcagcacggattcgacggaatcgatttggcttggcagttcgccaagatcaagcctaagaagatccgctctacctggggttctatctggcacgatatcaagaagaccttc------ggcaccacacttgttgatgacaaggag------------------------actgagcaccgggaagggttcacagccctcatacgtgaattgaagcaggccctcagt---gtcaagccaaataaacaattggccatcacagttctacccaatgtaaacgcaagcatctactatgacgtgcccgccatcatcaatttggttgactttgtgaacatcggtgcctacgactattatactcctgaacgtaaccccaaggaggccgactatgccacgcccatctacacaccgcag---------aac------cgcaaccctctgcttaaccttgat------------------gctgctgttacctactggttgcaaggag  

Hkah_Idgf   tgctgaacagcacggtttcgacggaatcgacgtcgcctggcagttccccagagtcaagcctaagaaggtccgttctacttggggatccatttggcatggtatcaagaagacattc------ggcaccactcccgttgacgataaggaa------------------------gcagagcataaggagggatacaccgcactggtccgtgaattgaaacaagccctgaat---gtaaaacagaacatgcagctatctcttacagtattgcccaacgttaacgctagtatctactacgacgttccttccatcatcaacctggtggactttgttaacgtcgacgcttttgactactttacgccggagcgtaaccctaaagaggccgactacacagctccaatctacactcctcag---------aat------cgcaatcctcttcaaaatgtagac------------------gcggcagtctcttactggactcaagctg  

Gmel_Idgf   cgctcaacagtatggttttgatggtattgatttagcttggcaatttcctaggatcaagcctaagaaagtacgttcgaccctaggatctgtatggcacagttttaagaaagctttt------ggaactaccccggttgatgataaggaa------------------------accgaacatcgtgaaggctttacagcccttgtacgtgaattgaaacaagcattgaat---gtcagaccaaacatgcaattatcggtcacaatcttaccaaatgtgaactcttcagtgtacatcgatgtgccatccattatcaacctggttgatttcatcaacatagacgcctttgactattacacacctgctcgcaaccccaaagaagctgattacgcctcacctacttacacccctcag---------aac------cgcaaccctctattgaatgtcgat------------------gctgcagttacttactttttacagaaca  

Csup_Idgf   CGCGGATCAACATGGCTTTGATGGCATCGACTTGGCATGGCAATTACCCAGAGTTAAGCCTAAGAAGATTCGTTCCACTTGGGGGTCCCTCTGGCACGGTATCAAGAAGACTTTC------GGCACCACACCGGTCGACGATAAGGAG------------------------GCAGAGCACAGGGAGGGATTCACCGCACTGGTCCGCGAGCTGAAGCAAGCCCTCAGC---GTCAAGCCGAACAAGCAGCTGTCCGTCACTGTGCTTCCCAACGTTAATTCTTCCGTTTATTTCGACGTGCCATCGATCATCAATTTGGTGGACTTCGTAAACATTAACGCGTATGACTACTTCACGCCTGAGCGCAACCCCAAGGAGGCTGATTACACTAGCCCACTGTATACGCCACAG---------AAC------CGCAACCCCTTGCAAAACGCCGAC------------------GCCGAAATCGCCTATTGGAAACAGCACG  

Atra_EN03   GGTGCAGCAGTATGGTTTCGACGGCATCGACCTCGCGTGGCAGTTCCCCAGGATCAAGCCCAAGAAGATCCGCTCCACTTGGGGATCTATCTGGCACGGTGTGAAGAAGACCTTC------GGAACCACTCCTGTGGACGAGAAGGAG------------------------TCTGAGCATCGCGAGGGCTTCACTGCTCTGGTCCGTGAATTGAGATCTGCTCTGAAC---GTCAGACCGAACATGCAGCTTTCAGTCACTATCCTACCTAATGTTAATGCCTCAGTGTACATAGACGTGCCTTCGATGGTAAATCTCGTGGACTTCTTCAACATCGAATCTTTCGACTACTACACTCCAGAACGTAACCCTAAGGAGGCTGACTACGCTTCGCCGACCTACACGCCCCAG---------GGC------CGCAACCCTCTCTTGAATACAGAT------------------GCAGCTGTATCATATTTCCTGCAAAGCG  

Ofur_EN03A  GGCTGACCAGCACGGATTTGACGGCATTGACTTGGCATGGCAATTCCCTAAGTTCAAGCCAAAGAAAATTCGTTCCACATGGGGCTCCATTTGGCATGGTATCAAGAAGACCTTT------GGCACTACTCCTGTAGACGAGAAAGAG------------------------GCTGAGCATCGTGAGGGTTTCACCGCGCTGGTCCGCGAAATGAAACAAGCCCTCAGT---GTTAAGCCCAACATGCAGCTAGCTATCACTGTGCTACCCAACGTTAATGCTTCCGTATATTTCGATGTTCCCGCCATCGTTAACCTGGTGGACATAGTAAATATCGGTGCCTACGACTATTACACGCCTGAGAGGAACCCGAAAGAAGCCGATTACACGGCTCCCCTTTACACCCCCCAA---------AAC------CGCAACCCTGAACTCAACGCGGAC------------------GCTGCTGTTGCTTACTGGCTTCAACATG  

Pint_Idgf   CGTGCAGCAATATGGGTTCGACGGGCTTGACCTCGCCTGGCAGTTCCCGAGAATCAAGCCCAAGAAGATCCGCTCCACTTGGGGAAGTTTATGGCATGGCGTTAAAAAAACTTTT------GGTACGACTCCCGTGGACGACAAGGAA------------------------TCAGAGCATCGCGAGGGATTCACAGCTCTAGTGCGTGAGTTGAGGTCCGCCCTCAACGCCGTCCGGCCCAACATGCAGCTCTCCGTCACCATTCTACCGAACGTTAACTCTTCAGTGTACATCGACGTGCCTTCCATCATTAACCATGTAGACTACATCAACATAGAGTCTTTCGACTACTACACTCCGGAACGGAACCCGAAGGAGGCAGACTACGCGTCGCCGACCTACACGCCGCAG---------GGC------CGCAACAACCTACTCAATACTGAC------------------GCAGTAGTTTCCTATTTTTTACAAAGCG  

Harm_Idgf   ggctgaacagcacggtttcgatggcatcgacctggcttggcagttcgccaggatcaagcccaagaagatccgctccacttggggttccatctggcacggcatcaagaagaccttc------ggcaccacacctgtcgatgacaaggag------------------------tctgagcaccgtgaaggattcaccgccctcgtccgtgagatgaaacaggccttgagc---gtcaagcccaatatgcaactggccatcagtgttctacctaatgtcaactcctccatctactacgatgttcccgctatcatcaaccttgtggatatggtgaacctcggcgcgtacgacttccagactcctgaacgcaaccccaaggaggctgactacgccacccccctgtacacccctcag---------aac------cgcaaccctctgctcaacgctgat------------------gctgttgtcacttactggctccaaggag  

Tni_Idgf    ggctgaacagcacggttttgacggcattgacctcgcttggcagttcgccaaatacaaacccaagaagatccgctccacctggggatccatctggcacggtatcaagaagaccttc------gcaacgacccccgtcgatgataaggag------------------------gctgaacaccgcgaaggtttcaccgctctggtccgtgaaatgaaactcgccttggcc---gtcaagcccaacatgcagcttgccatcaccgtccttcccaacgtcaactcaagcatctactacgacgttcccgctatcatcaacctggtcgacattgtgaacttgggcgcctacgacttcgaaacccctgaacgtaaccccaaggaggctgactacgccacccccctccaccccccacag---------aac------cgcaaccctctgctcaacgccgaa------------------gctgttgtcaactactggctccaggctg  

Acaj_Idgf   ggctgagcgttataacttcgacggtattgatctgtcttggcagttcgctaaatacaagcccaagaagatccgctcgacatggggctctatctggcatggcatcaagaaaacattc------ggcacaactcctgttgacgataaggaa------------------------gctgaacaccgcgaaggttttactgcactggtccgtgaaatgaaacaagctcttagt---gtgaagccaaacatgcagttggcaatcacagttcttcccaatgtcaatgctactgtctactatgacgttcccgccatcatcaacttggttgacatcgtcaatatcaaagcatatgatttttacacacctgagcgtaaccccaaagaggctgactacgccactccgttgtacgctcctcag---------aac------cgcgaacctttgcataacgctgat------------------gctgccgtctcctactggctccaaaacc  

Bpra_Idgf   ggctgagcagcacggcttcgatggtattgacctagcatggcagttccccgagtttaagcctaagaagatccgctcgtcttggggatcgttctggcatggagttaagaagaccttc------ggttctactcccgtagatgagaaagag------------------------gccgagcaccgtgaaggattcacagccctggtacgcgaaatgagacaggccttgaac---gtcaaacccaacaagcagttatccatctccatccttcccaacgttaacgccaccgtttacttcgatgtacccgccatcatcaacttagtagacatcgtccacattggagcctatgattactacacccctgaacgcaaccccaaggaggccgactacagcactcccatctacaccccgcag---------aac------cgaaacccacttctcaatgctgac------------------gccgctgtcaactactggctccagggcg  

Ldis_Idgf   agctcagcaatatgatttcgatggcatcgatttggcatggcagttcccgaagtacaagccaaagaagatccgctctggatggggttcgttctggcatggtgtcaagaaaactttc------ggtactacgcccgtcgatgagaaggag------------------------actgagcatcgtgaaggatttaccgctttagttcgtgaaatgaaacaagcactcagc---cctaacaagcctatgcaactttccatcaccgtactccctaatgtcaacgccagtgtatactttgacgtacctgctatcattaatctggttgatttcgtgaatcttggcgcatacgattattacacccctgagagaaaccctaaggaggctgactatagcactccattgtatacccctcag---------aac------cgcaatcctctccacaatgccgac------------------gccttagttacttactggctccaggcac  

Mneu_Idgf   cgctgaacaacatggttttgatggtatcgatctagcttggcaattcgctaaaactaagccaaagaagattcgttctacatggggatcaatttggcacggcatcaagaagaccttt------ggcactactcccgtggatgagaaggag------------------------tcagagcatcgtgaagggttcaccgcacttgtccgccaactgaaacaagcactgagc---gtcaaacccaacaatttgttatcgattaccgtcctgcccaatgttaacgcttcaatatactacgacgtgccatccatcatcaatttggtggacatcgtaaacatcgccgcctacgactattacaccccagaacgcaatcctaaagaagccgattacacagctcccatatatgcaccccag---------aac------cgcaaccctcttctaaatgccgat------------------gctgctgttaattactggctacaaagcg  

Lque_Idgfp  agctgaacaacatgggttcgacggcatcgacctcgcttggcagttccccacaatcaagccaaagaagattcgttctacctggggatcaatctggcatggcatcaagaagaccttc------gctactacacctgtcgatgagaaggag------------------------tcagagcatcgtgaaggtttcaccgcacttgtccgtcaactgaaacaggcattgaac---gtcaagcccaacatgatgctgtctgtcactgttctacctaatgtcaacgcctctatatactatgacgttcctgcaataatcaatttggtggacttagtgaacattggcgcttacgactattacactcctgaacgtaaccccaaggaagctgactacacaagtcccatatacacgccacag---------aac------cgcaacccactgctcaacgctgac------------------gctgcagttaattactggcttcaatctg  

Aeur_Idgf   agccgatcagtatggctttgaaggcattgatttggcttggcagttcccaagggttaagcctaagaagatccgctcatcttggggatcattctggcatggtgtcaagaagactttc------ggctctactcccgttgacgacaaggag------------------------actgaacatcgtgaaggttttacagcgctcgtccgtgaattaaaacaggctctaagc---gttaag---aaccacatgctctctatcacagttctccccaacgttaatgctactgtctactgtgatgtgccgtctattatcaatttggtcgactttgtgaatctccaagcctttgattatttcactccggagcgtaacccaaaggaagccgactacacttctccactgtacacgccacag---------aac------cgcaaccctgaacaaaacgtggat------------------gctgcagtttcatactggcttcgcagta  

Msex_Idgf   cgccgaacaacatggatttgacggcatcgacctcgcttggcagttcccaaggattaagcccaagaaggtccgctccacttggggatctatctggcacggtatcaagaagaccttc------ggcacaacgcccgttgatgacaaggag------------------------gccgagcaccgtgaaggatttaccgctctcgtccgcgaattgaaacaagcgctcaat---gttaagcccaacatgcagttagctgttactgttctaccaaacgtgaatgcttctatctactacgacgtgccggccattatcaaccttgttgatattgtaaacatcgaggcttacgactacttcactcctgaacgtaaccccaaagaggcggactacgtgtcacccatctacactccgcag---------aat------cgcaacccgctgcagaatgttgat------------------gccgctatcaactactggttgcagagca  

Bmor_Idgf   GGCTGAACAATATGGTTTCGATGGAATTGACCTCGCCTGGCAGTTCCCAAGAGTTAAGCCTAAGAAGATCCGCTCGACCTGGGGATCGCTTTGGCATGGAATTAAGAAGACATTC------GGCACCACGCCAGTCGATGAGAAGGAA------------------------TCTGAGCACCGTGAAGGTTTCACTGCCCTTGTTCGTGAATTGAAACAGGCCCTTATC---CACAAGCCTAAGATGCAGCTCGGCGTGACTGTTTTGCCCTACGTTAATTCTACAATTTACCACGACGTGCCCGCCATCATTAACTTAGTTGACTATGTAAACGTTGGCGCTTACGATTATTACACTCGGACACGCAACAACAAAGAAGCTGATTACACAGCTCCTATTTACACCCCACAA---------AAT------CGCAACCCACTGCAGAACGCCGAC------------------GCCGCTGTCACATACTGGCTCACGAGCG  

Bman_EN03   GGCTGAACAATATGGTTTCGATGGAATTGACCTCGCCTGGCAGTTCCCAAGAGTTAAGCCTAAGAAGATCCGCTCGACCTGGGGATCGCTTTGGCATGGAATTAAGAAGACATTC------GGCACCACGCCAGTCGATGAGAAGGAA------------------------TCTGAGCACCGTGAAGGTTTCACTGCCCTTGTTCGTGAATTGAAACAGGCCCTTATC---CACAAGCCTAAGATGCAGCTCGGCGTGACTGTTTTGCCCAACGTTAATTCTACAATTTACCACGACGTGCCCGCCATCATTAACTTAGTTGACTATGTAAACGTTGGCGCTTACGATTATTACACTCCGACACGCAACAACAAAGAAGCTGATTACACAGCTCCTATTTACACCCCACAA---------AAT------CGCAACCCACTGCAGAACGCCGAC------------------GCCGCTGTCACATACTGGCTCACGAGCG  

Dple_Idgf1  GGCAGAGCAGCACGGCTTTGATGGTATTGATCTTGCTTGGCAGTTTGCTAGAATCAAACCCAAAAAGATCCGCTCAACTTGGGGATCAATCTGGCACGGAATAAAGAAAACGTTT------GGCACTACCCCCGTCGATGAGAAGGAA------------------------GCGGAGCACAGAGAAGGCTTTACTGCTCTTGTTCGTGAAATGAAGGCTGCTCTCAAC---CTAAAACCAAACATGCAATTGTCTGTCACTGTGCTTCCCAATGTCAACGCTACCATCTACTACGACGTACCTGCTATTATAAACTTAGTGGACATTGTGAATATCAATGCGTTTAACTACTACACTCCAGAAAGAAATCCAAAGGAGGCTGACTATACTGCACCTATTTACAAACCTCAA---------GGC------CGCAATGAACTTTTAAATGTTGAT------------------GCCGCTGTAAATTACTGGCTTCAAGCAG  

Pnap_EN03   AGCTGAACAACACGGTTTCGATGGTATCGATCTTGCCTGGCAATTTGCCCGTATCAAGCCGAAGAAAGTAAGATCTACATGGGGTTCCATTTGGCACGGCATCAAAAAAACCTTC------GGCACAACTCTCGTGGATGAGAAAGAG------------------------GCAGAACACCGCGAAGGTTTCACTGCTTTAGTAAGAGAAATGAAACAAGCTATGAGT---CTCAAG---CAAATGCAGCTATCTATCTCTGTGCTACCTAATGTCAATTCTACAATTTACTATGATGTCCCCGCCATCATTAACTTGGTAGATATTGTAAATCTACACGCTTATGATTACTACACAGCAGCTAGAAATCCTAAGGAAGCTGACTACACCGCGCCTACATACAAGCCTCAA---------AAC------CGTAATGACCTCCTCAATGTGGAC------------------GCTGCCATTTCTTACTGGTTAACAGCAG  

Psen_Idgf   CGCTGAGCAGCATGGCTTCGACGGTGTCGATCTGGCTTGGCAATTCCCAAAAATCAAGCCCAAGAAGATCCGTTCCACTTTCGGATCAATCTGGCACGGAATCAAGAAGACCTTC------GGCACCACCCCCGTGGATGACAAGGAG------------------------CCTGAGCACCGCGAAGGTTTCACTGCCCTGGTACGCGAGATGAAGCAAGCCCTGAGT---CTAAAACCCAACATGCAACTGTCTGTGTCCGTTCTTCCCAATGTAAACGCTTCAATCTACTTCGACGTGCCCGCCATCATCAACCTGGTGGACATTGTGAATCTGCAAGCGTACGACTACTACACACCCACCAGGAACCCCAAGGAGGCCGACTATGCCGCGCCCACATACAAGCCTCAG---------AAC------CGCAATGAACTCTTGAACGTTGAC------------------GCTGCTGTTTCCTACTGGCTTTCTGCTG  

Pxyl_Idgf   GGCGGAGCAGCACGGCTTCGACGGCATCGACCTCGCCTGGCAGTTCCCCAAGGTCAAGCCAAAGAAGATCCGCTCTGGATGGGGCAACTTCTGGCACGGCGTGAAGAAGACGTTC------AAGACGACGCCCGTGGACGAGAAGGAG------------------------TCGGAGCACCGCGAAGGGTTCACCGCTCTGGTGCGCGAGCTGAAGGCCGCCCTCAGC---CTCAAGCCGCATCTCGAGCTCGGCGTCACCATCCTGCCTAATGTCAACTCTACCATCTACTGCGACGTGCCCGCCATCATCAACTTCGTGGACTACGTGAACCTGCTGGCGTTCGACTACTTCACCCCCGAGAGGAACGAGAAGGAGGCCGACTACACGGCGCCGATCTACGCGCCCCAG---------AAC------CGACACCCCGAGCAGAACGTCGAC------------------GCCGCCGTCAAATACTGGCGCAACGCCG  

Pmach_Idgf  GGCTGAGCAACACGGCTTCGATGGCATTGACCTTGCTTGGCAGTTCCCCAAGACTAAGCCAAAGAAGATCCGCTCTACATGGGGATCAATCTGGCATGGTATCAAGAAAACTTTC------GCCACGACACCAGTTGATGACAAAGAA------------------------ACTGAACATCGCGAAGGTTTCACGGCTCTCGTGCGCGAAATGAAGCAAGCGCTTAGT---CTCAAACCCAACATGCAGCTGTCTGTTACTATCCTGCCTAACGTAAATGCTTCCATTTACATCGATGTGCCTGCTATCATTAATCACGTAGACTTCGTAAACTTGGAAACTTTCGACTACAGCACGCCGCAGAGGAACCCGAAAGAAGCCGATTACACCGCGCCAATATACACCCCACAA---------AAC------AGAAACGAATTGCTTAACTCCAAT------------------GCAGCTGTTAACTATTTCACACAGGCCG  

Hmel_Idgf   GGCTGAACAGCACGGCTTTGATGGTATCGACCTCGCTTGGCAATTCCCCAGAATCAAGCCCAAGAAGATTCGTTCCACTTTTGGATCCATCTGGCACGGTATTAAGAAGACGTTC------GGCACTACACCTGTCGATGACAAAGAA------------------------TCTGAACACCGTGAAGGATTTACCGCCCTCGTACGCGAAATGAAGTCCGCATTAAAC---CTGAAGCCCAATATGCAACTTTCTGTCACCGTACTACCTAATGTCAACGCTAGCATTTACTTCGACGTTCCTGCCATCATTAACTTAGTAGATATTGTCAATGTCAACGCCTATGACTACTATACTCCTGAAAGAAACCCTAAAGAAGCTGATTACACCGCCCCAATTTACAAGCCCCAG---------AAC------CGCAATGAGCTCTTGAACGTGGAT------------------TCCGCTGTATCTTACTGGCTAAGCGCTG  

Bany_IdgfB  GGCCGAGCAACATGGTTTCGACGGAATTGACCTCGCTTGGCAGTTCCCAAGGATCAAACCCAAGAAGATCCGCTCCAGTTTTGGCTCGTTCTGGCACGGGATCAAGAAGACCTTT------GGCACCACGCCCGTCGACGACAAGGAG------------------------TCGGAGCACCGCGAGGGCTACACCGCTCTCGTCCGCGAACTCAAGGCCGCTTTGAAC---CTTAAGCCTAACATGCAGCTTGCCATCACTGTTCTACCTAATGTTAATTCCACCATTTACTTCGACGTGCCGGCCATCATCAACCTCGTCGACATAGTGAACATCCACGCGTTCGACTACTACACGGCCGCCCGCAACCCTAAGGAAGCTGACTACTCGGCTCCCACCTACAAACCGCAA---------AAC------CGCAACGACCTTCTGAACGTTGAC------------------TCCGCCGTCAACTACTGGTTGACTTCTG  

Lacc_Idgf   AGCTGAACAACATGGTTTCGATGGTATTGATCTAGCGTGGCAGTTCGCTAGGATCAAGCCTAAGAAGATCCGCTCCACCTGGGGATCAATTTGGCACGGAATCAAGAAGACTTTC------GGAACAACACCAGTTGATGACAAAGAA------------------------GCAGAACACAGGGAAGGTTTCACTGCGCTCGTACGTGAAATGAAACAGGCTCTTAGT---TTGAAGCCTAACATGCAGCTCTCGGTTACTGTTCTTCCTAACGTTAACGCTTCGATCTACTATGATGTCCCAGCCATCATTAACCTGGTGGATATTGTGAACATTAACGCCTTCGACTACAATACTCCGGAGAGGAATCCCAAAGAAGCTGACTATACCAGCCCCATCTACACTCCACAA---------AAC------CGCAATCCTCTCCTTAACGCTGAC------------------GCAGCCGTTAATTACTGGGTCCAAGCTG  

Ccec_Idgf   GGCTGAGCAGCACGGGTTCGATGGCATCGACCTAGCTTGGCAATTCGCCAGGATCAAGCCGAAGAAGCTGCGCTCCACTTGGGGCTCCATCTGGCATGGCATCAAGAAGACCTTC------GGCACCACACCCGTGGACGACAAAGAG------------------------GCTGAGCACCGCGAAGGTTTCACCGCCCTCGTTCGCGAGTTGAAACAGGCCCTCAGT---CTCAAGCCCAACATGCAGCTCTCTATCTCACAGCTTCCCAACGTGAACGCTTCTATCTACTACGATGTGCCTTCTATTATCAACCTGGTAGACATCGTCAACATTATGGCCTACGACTTCGCCACACCCGAGCGCAACCCCAAAGAGGCGGACTACACCTCCCCCACATACAAGCCACAG---------AAC------AGGAACGACCTGCTTAACGTAGAC------------------GCCATTGTCAACTACTGGCTCCACTCCG  

AplaIdgf4A  CGTGAAATCTTTTGGTTTTGACGGTTTGGATATTGCCTGGGAATTCCCGAAAACAAAACCGAAGAAAATTAGGAGCGGTTGGGGCAGCTTTTGGCATGACGTAAAAACTACATTC---GTGGGTGACAGTGTACCAGATGAGAAGGAG------------------------GCAGAACATAAAGAACAGTTTACAGCTTTAGTACGTGAAGTTAAAAACGCTTTTAGA---CCAGAA---GGTTTTATTGTAACAATTACTGTAAATCCGAATGTAAACAGTAGCGTATATTACGACACAAGGGCTTTGATTCCAAACGTTGACTTTGTTAATTTACTGGCATTTGATTTTTACACGCCTGGAAGAAATCCTAAAGAAGCCGATTATCCATCGCCTTTGTACAGTTTGATT---------GAT------AGAAAACCAGATGAAAATGCTGAC------------------GCTTGGGTCAGACACTGGTTGGAAAACG  

OtauEN03A   GGTAAAGTCATACGGTTTTGATGGTTTGGATCTTGGTTGGGAATTCCCCAAAACTAAACCGAAGAAGATTCGCAGCTCTATTGGTTCATTCTTCCATTCTATAAAAAAGAAGATT---GTTGGTGATTCAAAAAAAGACGATAAAGAA------------------------GAAGAACATAAGGAGCAATTTACTGCTTTGGTTCGTGAAGTTAAAAATACATTCAGA---CATGAT---GGATTATTGGTTACTCTTTCTGTCCTTCCAAATGTTAACAGCACAGTTTATATGGACACAAGGAACCTAATTCAACATGTAGATTTGGTAAACATCCTGGCTTATGATTTCTACAATCCTACTCGTAATCCAAAAGAAGCTGATTATCCAGCACCTTTGTACGCTTTATAT---------GAT------CGTAAACCGGACGAAAATGCCGAT------------------ACAATTGTCAGACATTGGCTTGAAACCG  

DponIdgf4A  GGTGAAAACCTACGGATTCGATGGTCTGGATCTAGCATGGGAATTTCCTGAAACCAAGCCGAGGAAAATCCGGAATAAGATCTCCTCATGGTTTGTGAATTTGAAGCACAAAATT---GCCGGCGAATCGATCACGGACGAGAAGGCC------------------------GAAGAGCACAAGGAGCAATTCATCGCCCTGGTTCGAGAGTTCAAAAACGCCTTTAGG---CACGAC---GGGATTTTGCTGACTCTGTCTCAGTTGCCCAACGTGAACGGCACCGTCTACTACGACCCTCGTCAGATAGCTCCGAACGTGGACTTTGTAACGGTGCAAGCCTTCGACTACCGCAACCCAGCTCGCAACCCCAAAGAGCTCGACTATCCAGGCCCGCTCTATGAGCTTCCA---GTTGTTGACGAGGGCCGGAAATTTGATGAAAACGCCGAC------------------TACCAGATCAGATATTGGCTTAACCAAG  

Tcas_Idgf4  AGTCAAGAATTTCGGCTTCGACGGCTTGGACCTAGCTTGGGAATTCCCCGAAACCAAACCGAAGAAAATCAGAGGCAAAATCAGCTCGTTCTTCAGCAAACTCAAACACAAAATT---GTCGGCGAGTCTGTGATTGACGAGAAGGCC------------------------GAAGAACACAAAGAACAATTCACGGCACTCGTCCGTGAAATCAGAAACGCCTTCAGA---CACGAT---GGCCTCTTATTAACAATGAGTGTCCTACCCAACGTAAACAGCTCAGTTTATTACGACCCCCGTGCCTTGGCCCCCAACCTGGACTTCATCACCCTCGAAGCCTTCGACTTCTACACCCCCAAACGCAACCCCAAAGAGGCCGACTACCCCGCCCCCCTCTACGAACTAATC---------GAC------CGAAAATACGACGAAAATGTTGAC------------------TACCAAGTCAGATATTGGTTGCAAAAGG  

Tcas_Idgf2  TGTCAAAGCTTACGGTTTCGATGGCCTGGACTTGGCCTGGGAATTCCCCGAGAACAAGCCGAAGAAAATCCGATCCAAACTTGGAAGTATCTGGCATTCGGTGAAAAAAACGGTA---GCTGGAGACAAGGTATTGGACGAGAATGCG------------------------GCCGAACATCGGGAACAGTTTGTTAGTTTAGTGAGGGAGCTTCGAGGGGCTTTCAAA---GCCGAA---AATTTGTTGGTCACTTTAACCGTTTTGCCCAATGTTAACAGCACAGTCTATTATGACCCTCGAGCTTTATCACCAAACTTGGAATTTGTCGTGCTTGAAGCGTTCGATTTTTACACACCTGCAAGAAACCCGAAAGAAGCTGATTATCCTTCGCCCCTTTACGAATTGGTT---------GAT------CGGAGAAATGACGAAAATATCGAC------------------GCTCAAGTCAAGTATTGGATGAGTAACG  

Hheb_IDGF   CTTGAGTGAATATGATTTTGATGGAATTGATTTGGCGTGGCAGTTCCCACCAGTAAAAGTGAAGAAAAACCGCGGAACATTCAGTTCCATTTGGCACGGAATTAAGAAAACATTTGGCTATGGAAAGTTT---AAAGATGAAAAGGAG------------------------GAAGAGCACCGCAATGGTTTCACCAATTTAGTCCGTGATCTTAAAGCTCAATTGAGA---CCTAGA---AATAAAGCATTAACTCTGACAGTCTTACCGCACATTAATGCTAGTGTGTATTATGACGCGAGACTCTTGACACCGAATCTTGAAGCAATTCATTTGATGACGTTCGATCAAAAAACTTCAGAAAGAAATCCTAAAGAGGCTGATTATCCAGCCCCTATATACGAGAGCTAC---------GGA------CGTATACCTCAAGATAATATTGAC------------------GCAAGCGTTCGATACTGGTTAGAGCACG  

BimpIdgf4A  TCTCAATGATTATGACTTTGATGGAATTGACCTGGCTTGGCAATTCCCACCTGTGAAAGTCAAGAAAGAACGTGGTACATTTGGATCAATCTGGCATGGCTTGAAGAAGACCTTTGGTTATGGTAAATTCAAA---GATGACAAGGAG------------------------CAGGAGCATCGTGATGGCTTTACCATCTTGGTCCGTGACCTGAAAGCTCAACTCAGA---CCAAGA---ATGAAGGCCCTAACTATTGCTGTAATTCCTCATGTTAACAGTAGTATTTATTATGACGCGAGATTGCTGGCACCCAACATCGATGCCGTGCACCTGTTCACTTTCGACCAAAAAACGCCAGAACGTAATCCACAAGAAGGGGATTATCCAGCACCCATTTACGAGAGTTAT---------GGA------CGTGTCCCCCAAGACAACGTTGATGCCACAACCAGTATTGATTCTGTTTCAAGGTACTGGCTCGAAAACG  

MroIdgf4A   CTTCAACGACTACGACTTCGACGGAATCGACCTGGCATGGCAATTCCCGCCAGTCAAAGTAAAGAAGGAGAGAGGGACCTTTGGATCCATATGGCACAAAGTCAAGAAGACCTTCGGCTACGGTAAATTCAAG---GACGACAAGGAA------------------------CAAGAGCACCGTGACGGTTTCACCATCATGGTCCGCGACCTGAAGGCGCAGCTCCGG---CCAAGA---ATGAAGGCCCTGACCGTCACCGTCCTTCCCCACGTCAACAACAGCGTTTACTTCGATGCTAGATTGTTGGCGCCTAATATCGATGCTGTACATCTGTTCACTTTCGATCAGAAGACACCGGAACGCAATCCACAGGAGGCTGATTACCCTGCACCTATTTATGACAGCTAC---------GGT------CGCGTGCCGCAAGACAATGTTGATGTTCCTACCAGTATAAATTCTACTTCAAGGTACTGGCTGGAGAACG  

OabiIdgf4   CTTTAATGACTACGACTTCGACGGGGTGGACCTCGCCTGGCAATTCCCGGAGGTCAAGGTGAAGAAGAACCGCGGCACCTTCGGCTCCCTGTGGCACGGCATCAAGAAGACCTTCGGCTATGGGAAGTTTAAG---GACGACAAGGAG------------------------GAGGAGCACCGCGACGGGTTCACCATCCTGGTCCGAGACTTGAAGGCTCAGCTCCGG---CCCAAG---AACAAGGCCGTGACCCTGTCGATCCTGCCGCACGTGAACGCCAGTGTATATTACGACGCAAGACTGATCGCCCCGAACCTGGACGCCGTCCACATCCTGGCCTTCGACCAGAAGACCCCGGAGCGCAACCCCAAGGAAGCGGACTACCCTGCACCCATCTACGAGAGCTAC---------GGG------CGCGTCCCTCAGGACAACATCGAC------------------TCCAGTGTCAGGTACTGGCTGGAGCGCG  

Mhir_Idgf   ggccaaggactataattttgatggtatcgatttagcttggcagttcccaattgttaaagaaaagaaagacaggggtacattaggctccatttggcattcaattaaaaaagctgta------acatcgtctacgaaagatgataaagaa------------------------aaagaacataaagaacaatttactgcgttggttcgtgaactcggtgcagctttacga---ggaaat---aaacaaattttaacattgagcgttttacctcatgtgaacagcaaagcttacttcgacggaaataacttcaaagactggatcgaacatattcacttgatgacctatgactacagaactccaaaacgtaccccagaagaggccgatttcgctgcaccaactcaattcctcgtc---------ggt------agaaacgaatcatacaatattgag------------------gctactgttaaatggtggttggaacaaa  

Nlug_Idgf   cttgacgaagcatggatttgacggaattgatattgcatggcaattcccagttgtcaaggagaagaaggacaggggtattattggtggattcttccacaaggtgaagaaaacgtttggatccgga---------gtggatgacaaggct------------------------gaagaacacaaggaccagtttgtgacactcctcagagacatgaagagtgttctgcgc---actgat---aacaagatcatgactcttggagttctgcctcatgtcaacagcacagtgtactacgatgtgaaggacatcctgccatacttggagttcatcaatctgtggacagtggacttccgcactccgaagcgtacatctgaccaagccgactacgctgcacccctctactaccagtac---------gac------cgcaaacctcaccagaacattgac------------------agcactgtgcgctggtggaaggagcagg  

Hhal_Idgf   cctccgtgaatttaaatttgatggtattgatttagcttggcaattccctcctcaacatgagaaatatgaaacaacatcaatcaagtcaatgtggcataaggtattgaaaacatttggagctggt---------gttgattctttagct------------------------attgaacacagggatcagtttgtcgctttatgcagagaacttaaggctcaattaaga---cctgat---ggcaaactcctttcaattggtcttcttccacatgttaattctacaacttacatggatgtaaggtctttgatgccatatgttgacatggtaaacctgtgggccgtggacttcaggacaccagacagagctccacataaagctgactacgttcatcctttagttttcctttac---------cca------aggctgcctcatcagaatgttgaa------------------gctgttgttaggcattggttggaccatg  

Onig_Idgf   tctaaaattacatggcttcgatggtattgatttagcttggcaatttcctccacaacatgagaaatatgaaacaactagtctaagttcaatttggcataagattaagaagacatttggctctggt---------gtggacagtaaagct------------------------tcagagcataaagatcaatttgtagctttggttagagaaataaaagctgttctaaga---gctgat---ggaaagttattaacaattgcagtgttacctcatgtaaattcttcagtatacatggatgtaaggcaattaatgccctatgttgatatggtcaatttatggactgctgattatagaactcctgaaagatctccacagaaagctgattttgctacaccactgtactatgagtac---------cca------agattagagttccaaaatactgat------------------tatactgttaactactggttacaacacg  

Apis_Idgf   GGCTAAGGAGAACGGTTTCGACGGCGTAGATTTGGCCTGGCAATTCCCAGTAGTCACTGAAAAAAAGGAAAAAAACACATGGGGTTCTTTTATCCACAAAGTGGCTAAAACGGTG------GGTATCACTAGCAAGGACTCTAAGGAA------------------------GCTGAGCACAAGGAACAGTTCACCGCACTGGTCCGCGAAGTCAAAGGAGTATTGAAC---GCAAAC---AATCCTTATCTTTCGGTCAGCGTTCTCCCACACGTAAACTCTTCTGTATATTTCGATTTCCCGGGGCTGCAAAAGTATGTGGACCACTTCACGCTGTTGACATACGACTTCCGGACTCCGGACCGAGTGCCCAAACTGGCTGACCACGCGGCGCCCTTCAAGTTCGTGTAC------GCTGAC------CGCCTGGCCTGGCAGAACATCGAA------------------TCGCAGGTCAATAAAGCTATCGCCTTGA  

Focc_Idgf4  GCTCAAGCACCACAACTTTGACGGCCTGGATCTCGCATGGCAGTTCCCCGTCCTCAAGGAGAAGAAGGAACGCGGCACCCTCGGCAGCGTGTGGCACAAGATCAAGAAGACGTTCTCGAGCGGCTCCAAG------GACGAGAAGGAG------------------------GAGGAGCACCGCGACGGCTTCACCTCCCTGGTGCGCGAGCTCAAGGCTGCCCTGCGC---GGGGAC---GGGCTCATGCTCACCGCCGCCGTCATCCCCCACGTCAACAGCACCGTGTACTACGACTACCGCGTGCTGGCGCCCCTGCTCGACCAGATCCACCTCATGACCTACGACTTCCGCACCCCGGAGCGCTCCCCCCAGGAGGCTGACTACCCCGCGCCCCTGTACTACGTGCAC---------GAC------CGCAAGAGCTACCAGAACGTGGAC------------------GCCACCGTTCGGCGCTGGCTGGAGCACG  

Gsig_Idgf   CTTGAAACGCAGTGATTTTGATGGTTTAGATCTATCATGGCAGTTACCAGAAATTTATAAGAAGAAAGACAGAGGCACTTTTGGTTCTTTATGGCATGGCATCAAAAAAACTTTTGGCTATGCTCATAGTCATAAAGATGAAAAAGCT------------------------GATGAACATAGAGATGGATTCACAAAACTTGTACAAGATTTAAAAAAAGAACTTAAA---GATGAC---AACCTTATGTTAACAGCAACAGTCTTATCTAATGTAAATGCTTCGTTATATTTTGAAGCTGATAAATTAGCCAGAGAAATTGACCAGATCCACCTGAAGGCATTTGATTTCAAATTACCCCAAAAAGACCCTAATGAAGCTGACTATTCTGCTGCTCTCTTTCCTGCTGAA---------CAA------AGGGATCCTTTGCTTACTGCTGAT------------------GGTCAAGTAAGATCATTCATTGAAAGAG  

Znev_EN03   TCTGCGCCAGTATGCCTTTGATGGTCTGGACCTAGCTTGGGAATTTCCTGCGATTCCCATTCAAAAGGAGCGCAGCACTCTGAGATCTATCTGGCACAGCATCAGGAAGACAGTTGGTCTTGCGCATAGCCACAAAGACGAGAAGGCG------------------------GAGGAGCACCGAGACGGGTTCACAGCTCTCATTAAGGATCTGAAGAACTCGTTGAGA---CCAGAT---GGTCTCTTGCTTACGACAACCGTCCTGCCTAATGTGGATGCCTCGATTTACTACGATCTGAAGGATATTGTACCTAACCTGGATTATATCAGTGTTTTGGCATTTAACTATACAACTCCAGAAAGGAAGCCTGATGAGGCAGACTATCCTGCGGCCCTGTACCAGGCTGGA---------GAC------AGGGATACCAACCTCACTGTAGAC------------------GGCACAATCCGTTGGTGGCTCGAGAAGG  

Csec_EN03   ACTGCGGCAGTACGCCTTTGACGGTTTGGATCTTGCCTGGGAGTTCCCTGAGATCTATGTGAAGAAGGACCGTGGTACTCTGGGGTCTCTCTGGCATGGTTTCAAGAAGACATTTGGCTTTGCACATAGCCACAAAGACGAGAAGGCA------------------------GATGAGCACCGGGATGGATTCACAGCTCTTGTTAAGGAACTGAAGAATTCGTTGAGA---CCAGAT---GGTCTTCTGCTTACAGCAGCTGTTCTGCCCAATGTGGATACCTCAATTTACTACAACTTGAAAGATATCGTGCCCAATTTGGATTTCATCAGTGTTCTGGCATTTAACTACACAACTCCAGAAAAGAAACCTGAAGAGGCAGATTACCCTGCTGCCCTCTATCAGGCTGGA---------GGG------AGGGATATCAACCACACAGGAGAT------------------GGCACAATCCGATGGTGGCTTGAGAAAG  
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Dmel_Idgf1  ATTGT------CCTGGCCAAAAATTGAACCTGGGAATAGCCAGTTATGGCAGAGCATGGAAATTATCGAAGGGATCTGGACTCAGT---GGTGCTCCCATTGTT---CATGAGACATGTGGAGTTGCACCCGGCGGAATACAAATCCAGAGTGCTGAGGGCTTACTAAGTTGGCCAGAGATTTGCTCGAAGTTGTCGCAGAACGCATCCGCTCAATATAGAGGAGAATTGGCGCCGCTCCGCAAGGTCACGGATCTCACCCAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGAAATTACGCTCTCCGGCCA------GCAGAT---GATAATGGAGATTTTGGCGTATGGCTGAGCTTCGATGATCCGGATTTTGCTGGAATAAAGGCAGTATATGCC  

Dsec_Idgf1  ATTGT------CCCGGCCAAAAGTTGAACCTGGGAATAGCCAGTTATGGCAGGGCTTGGAAGTTATCGAAGGAATCTGGACTCAGT---GGAGCTCCCATTGTT---CATGAGACATGTGGAGCTGCACCCGGCGGAATACAAATCCAGAGTGCTGAGGGCTTACTCAGTTGGCCAGAGATTTGCTCAAAGTTGTCGCAGAACGCATCCGCTCAATATAGAGGAGAATTGGCGCCGCTCCGCAAGGTCACGGATCTCACCCAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGAAATTACGCCCTCCGGCCG------GCGGAT---GAGAATGGAGATTTTGGCGTATGGCTGAGCTTCGATGATCCGGATTTTGCTGGAATAAAGGCGGTCTATGCC  

Dsuz_Idgf1  ATTGT------CCCGCCCAGAAGTTAAACTTGGGTATAGCTAGTTATGGCAGGGCCTGGAAATTGACCAAGGATTCTGAACTGAGT---GGATATCCAGTAGTT---CACGAGACATTTGGAGCTGCTCCTGGAGGTCAGCAAATCAAGAGTTCCGAGGGTTTGCTAAGTTGGCCAGAGATTTGCGGCAAAATATCGCAGAATTCATCAGCCCTGTATCGAGGAGAACAGGCGCCCCTCCGCAAGGTCACTGATATCACCCAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGAAATTACGCCCTTCGTCCG------GCGGAT---GAGAATGGAGATTATGGTTTCTGGGTGAGCTTCGATGATCCGGATTTTGCTGGAATTAAGGCAGGATATGTC  

Dvir_Idgf1  ATTGT------CCACCGCAGAAGCTGAATTTGGGCATTGCCACCTATGGACGAGCCTGGAAGCTATCCAAAGACTCGGGGCTAAGC---GGCTTGCCAGTCGTA---CCAAGCACCCTTGGACCCGGCCAAGGCGGACTTCAAATTGGCAGCAGCGAAGGCCTGCTTAGCTGGCCAGAAATCTGTGCAAAGCTACCTCTGAATCAAACGGCAGTCTATCGTGGTGCAAATGCACCCTTACGCAAGGTCACGGACCTCACGCAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGAAACTATGCCTTACGGCCA------GCCGAT---GAAGAAGGCGAGCACGGTCTGTGGGTAAGCTACGATGATCCCGACTTTGCGGGCATCAAGGCTGCCTATGCC  

DgriIdgf1A  AGTGT------CCACCTCGGAAACTGCATTTGGGCATAGCCAGCTATGGACGTGCCTGGAAACTGACCACAGACTCGGGCCTAAGT---GGCTTGCCGGTGGTT---CCGTCTACCGATGGGGCTGGCCCAGGTGGACTTCAAGTAGCCAGCAACGAAGGCTTGCTAAGTTGGCCCGAGATATGCGCAATGCTGCCCTTCAATCAGACAGCTGTTTATCGGGGTGCCGCAGCACCGTTACGCAAGGTCACAGACCTGACACAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGCAACTATGCCATGCGTCCG------GCTGAT---GAGAACGGCGAGCACGGACTGTGGGTTAGCTTCGATGATCCCGACTTTGCGGGCATCAAAGCGTCCTATGCC  

Mdom_Idgf1  GCTGC------CCGGCCAGTAAACTTAATTTGGGTGTTGCCACCTATGGCCGTACATGGAAAATGACCACCGATTCTCAGGTGTCG---GGAATGCCAGTAGTA---CCGGCCACATATGGTCCAGCCGACGCTGGAGTTATG---TCTGGCAAAGCAGGTCTTCTGAGTTGGCCAGAAATATGTGGCCTCTTGAATAAGGCCAGCACAGTGGGTTCGTTCGGCGCCAACGCCCCGCTGCAGAAAGTCATCGATATTGAACATAAA---------------------------------------------------------------------------------------------------------------------------TATGGTAACTATGCCTTCCGTCCA------GCGGAC---GAGAATAATGAACACGGCATTTGGATAAGTTTTGATGATCCAGATTTTGCCGGTCACAAGGCCGGCTATGCT  

ScalIdgf12  GCTGT------CCTGCTAGTCAACTGAATTTGGGTGTAGCCACTTATGGCCGGGCTTGGAACATGACTTTGGAATCCGGTCTATCT---GGCGAGCCCATTGTC---GAGCATACACTTGCCAATGTGGGCTTTGGCAAACAT---TTTCTTAAGAATGGCTCCATAAGTTGGACCAACATTTGCTTTCATTTACCACCTCAGCAGCGTCATGGA---------------GTTTCTCTGAGCCAAATCACCGACGAA------------------------------------------------------------------------------------------------------------------------------------TATGGCAACTACGCATTTCGACCT------GCCAAC---AAGAACGGCACTCGGGGTTACTGGATAAGCTTCGATGATCCACAATTTGCTGCGAGGAAAGCAAAGTACGTT  

ScalIdgf11  GTTGT------CCATCTGACAAACTTAATTTGGGCATTGCCACCTTTGGGCGCACATGGATAATGACGTCAGATTCACAATTGTCG---GGAATGCCTGTGGTG---CCCGCCACCGAAGGCCCAGCTGCTGCTGGGGCCATA---TCAAAGGTAGCAGGTCTTCTAAGCTGGCCTGAGATATGTGCTTTGGTCAATAAACCAGCAACGTCGGGTACATATGGTTCCACAGCACCTGTCATCAAAGTATTCGATATTGATAAGAAA---------------------------------------------------------------------------------------------------------------------------TATGGCAATTATGCATTCCGTCCT------GCCGAT---CAAAACAATGAACATGGCATTTGGATGAGTTTTGATGATCCCGAGTTTGCTAGTCTTAAGGCGAATTATGCC  

LcupIdgf11  GCTGT------CCGGCAAATAAACTTAACTTGGGCATTGCTACTTATGCACGTACCTGGAAAATAACTACAGATTCTGGATTGACG---GGTATGCCAGTAGTG---CCAGCTACCCAAGGAGCAGCAGAAGCAGGTTTACAA---TCGAAAAAAGAAGGTCTCCTCAGTTGGCCTGAGGTATGTGCCAAAGTGATAACTCCGGCTGGCGAGTAT------GGTGCCAATGCTCCCGTACGCAAAGTGACGGATTTAGAGCGAAAA---------------------------------------------------------------------------------------------------------------------------TATGGTAATTATGCTTTTCGTCCA------GCCGAT---GAAAATGAAGAACATGGCATTTGGATAAGTTTTGATGATCCAGATTTTGCTGCCATTAAAACTGAGTATGCC  

LcupIdgf12  GCTGT------CCAGCGAATAAACTTAATCTCGGTATAGCAACATATGGACGTGCCTGGAAACTGACTACCGATTCCGGTTTAACT---GGTGTTCCAGTTGTT---GAAAGCACTGATGGTGCTGCTGATCAAGGAAAAATA---TCTCAAACGCCTGGCCTTCTTAATTGGTCCGAAATTTGCATTAAACTGCGCACGAAAGGCCTTTTACAA---------------------------AAGGTTATTGATCCAGAGCATAGG---------------------------------------------------------------------------------------------------------------------------TACGGCAATTATGCCTTCCGACCG------GCCGAT---AACAATGGCAACAGTGGCATTTGGATAAGTTTCGATGATCCCGAGTTTGCAGGATTTAAAGCCAAATACGCT  

Gmor_Idgf1  GGTGT------CCAGCCCATAAACTCAATTTGGGTATCGCCACTTACGGAAGAGCGTGGAAATTATCAGCCAAGTCTGGTATTTCG---TGCAAACCAGTTGTA---CGCGAAACTTTAGGACCTGCGGAGCCTGGCCTACAA---TCGAACATATCCGGATTACTAAGCTGGCCAGAAATTTGTTCTAAACTAGCGATCACAAATGGAGCTGGATACAAAGGAGCCGATGCACCGGTACGTAAAGTTCAGGATTTAGAGCGCCTT---------------------------------------------------------------------------------------------------------------------------TATGGTAACTACGCTTTCCGTCCG------GCTGAT---GATAATGACGAACATGGCATTTGGATAAGTTTCGATGATCCCGATTTTGCAGGAATTAAAACGAATTTCGTC  

SbulIdgf11  -----------CCGGCCAAACAAACTCAATTGGGCATTGGGACCTATTTGCCGACG---CACTTGGAAAATGACAACCGAATTCAA---GGCCTATCGGTTGCC------AGTAGTGCCCAGCCTACTCCGTTGGTCCCAGCA---CGAAAGCCGGTTTATCACATCGAATACAGAAGGGTCTGCTTAGCCTTGGCCCAGAAGCACAGGTATAAGATCTTGAACCATAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------TATGGCAACTATGCCTATCGGGCA------GCAGAT---GATGACAATGAACATGGCATATGGATTAGTTTTGATGATCCAGATTTTGCAGGCATTAAGGCTGAATATGCC  

SbulIdgf12  GCTGT------CCCAGTCATAAACTAAATCTTGGCATTGCCACTTATGGTCAAGCCTGGGCTATGACAGTAAAATCTGGTTTGTCT---GGTGTACCTGTAATA---CAGAACACACAGGGTCCAGCTAAATCATCAGAT---------CCAATACTTGGTATCATCAATTGGTCTGAAATATGTACCAAATTGAAATCGAAAAGTTTATTGCAA------------------------CACAAAGTTCTCGATGAACAACGAAAA---------------------------------------------------------------------------------------------------------------------------TATGCCACGTATGCCTTTAGTCCG------GCCAAA---GGAAAAGGACGACATGGCATCTGGATTAGTTTTGATGATCCCGAATTTGCCGGTATTAAGGCGGAATATGTT  

Ccap_Idgf1  AATGT------CCCGGACAAAAAATCAATCTCGGCATTGCCACTTATGGACGTGCATGGAAAATGACACCAGATTCAGGTTTCTCT---GGCGCACCCATTGTG---CCTGGCACAGATGGACCCGCGCCAGCTGGTCTACAA---TCCCAAATACCCGGCTTACTTAGTTGGCCGGAGATTTGTGCTAAAATGCCGAACAATGTGAATGCCGAGTACCGGGGTGAGAATGCGCCGCTGAGGAAAGTCACAGATTTGGAGCAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCAATTACGGTCTACGACCG------GCGGAT---GAGAATGGTGAACACGGCATGTGGGTGAGCTACGATGATCCCGACTTTGCGGCGATCAAGGCGAGCTATGTG  

Bole_Idgf1  AATGT------CCCGGAGCTAAGATCAATCTCGGCATTGCCACATATGGACGTGCATGGAAATTGACACCCGATTCGGGCTTGTCA---GGCGTTCCTGTTGTG---GTAGAAACCGATGGACCCGCACCAGCTGGCCTACAA---TCACTAATACCCGGCCTGCTGAGCTGGCCTGAGATTTGCGCCAAAATGCCGAATAACGTGAATGCCAACTATCGTGGTGAGAATGCGCCGTTACGCAAAGTAACCGATTTGGAACAGCGC---------------------------------------------------------------------------------------------------------------------------TATGGCAATTATGCCTTGCGGCCG------GCAGAC---GATAATGGTGAGCACGGCATGTGGGTGAGTTACGATGATCCGGACTTCGCAGCGATTAAGGCGAGCTATGTG  

DmelIdgf2A  GATTC------CCATCCAATAAGATCAATTTGGGAGTTGCCACCTATGGTAATGCATGGAAACTTACCAAGGACTCGGGTCTCGAA---GGAGTTCCTGTTGTG---CCGGAGACAAGTGGACCAGCACCCGAGGGCTTCCAG---TCCCAAAAGCCTGGATTACTAAGCTATGCTGAAATCTGCGGAAAGTTGTCCAATCCCCAAAATCAATTCCTCAAGGGCAACGAATCGCCACTGCGAAGAGTTTCTGATCCCACCAAGAGA---------------------------------------------------------------------------------------------------------------------------TTCGGAGGCATAGCTTATCGCCCA------GTGGAT---GGTCAGATAACCGAGGGCATTTGGGTGAGCTACGATGATCCCGACTCCGCCTCCAATAAGGCAGCCTATGCC  

Dsec_Idgf2  GATTC------CCATCTAATAAGATCAATTTGGGAGTTGCCACTTATGGTAATGCTTGGAAACTTACCAAGGACTCGGGTCTCGAA---GGCGTTCCTGTGGTG---CCGGAGACAAGTGGACCAGCTCCCGAGGGCTTCCAG---TCCCAGAAGCCCGGATTACTCAGCTATGCTGAAATCTGCGGAAAGTTGTCCAATCCCCAAAATCAATTCCTCAAGGGCAACGATTCGCCACTGCGAAGAGTTTCTGATCCCACCAAGAGA---------------------------------------------------------------------------------------------------------------------------TTCGGGGGCATAGCTTATCGCCCA------GTGGAT---GGTCAGATAACCGAGGGCATTTGGGTGAGCTACGATGATCCCGACTCCGCCTCCAATAAGGCAGCCTACGCC  

Dsuz_Idgf2  GATTC------CCAGCGAATAAGATCAACGTGGGTGTGGCTACCTATGGAAATGCCTGGAAACTAACCAAGGACTCGGGTCTCGAC---GGAGTTCCAGTGGTG---CCTGAGACCAAGGGACCAGCTCCCGAGGGTGGCCAG---AGCCAAAAGCCAGGTCTACTTAGCTATGCCGAGATCTGCGGAAAGTTGTCGAATCCCCAGAATCAATTCCTCAAGGGCAACGATTCGCCTCTGCGAAGAATTTCGGATCCCACCAAGAAA---------------------------------------------------------------------------------------------------------------------------TATGGTGGCATTGCCTATCGCCCC------GTAGAT---GGTGCAATAACCGATGGTATTTGGGTGAGCTATGATGATCCCGATTCGGCCTCCAATAAGGCATCCTACGTA  

Dvir_idgf2  GATTT------CCAGCCAGCAAGCTTAATTTGGGAGTAGCCAGCTATGGAAACGCATGGAAACTGTCTGCTGAATCAGGCCTTGAA---GGGACACCCGTTGTC---CCTAACACCGAAGGACCTGCTCCGGAAGGTCTGCAA---TCTCAAAAGGCTGGTCTGTTAAGCTATCCAGAGATCTGCGCCAAGCTGTCCAATCCGCAAAACCAATATCTCAAGGGAAATGACTCGCCATTAAGGCGTGTGAGCGATCCTTCTAAGCGT---------------------------------------------------------------------------------------------------------------------------TACGGAAACTACGCATATCGTGCG------GTCGAT---GGGGCCACAACTGAGGGTATTTGGATTAGCTATGATGATCCCGATGCCGCCTCGAACAAGGCAGCCTATGTA  

Dgri_Idgf2  GATTC------CCCGCCAGCAAGCTCAACTTGGGTGTTGCTACTTATGGCAACGCTTGGAAACTATCGCCCGAATCGGGGCTGGAA---GGTGTGCCGATTGTG---GCAAACACCGAAGGAAACTCTGCAGAAGGTCTGCAG---TCCCAGAAGGCTGGACTGCTTAGCTTCCCCGAGATCTGTTCCAAACTGTCGAATCCACAAAATCAGTATCTCAAGGGCAACGATTCGCCATTGAAGCGTGTTACCGATCCCTCCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGTAACTACGCATTTAGGCCG------GTAGAT---GGCGCCGTCACTGAAGGCATTTGGATTAGTTACGATGATGCCGATGCCGCATCCAACAAGGCAGCCTATGTA  

Mdom_Idgf2  ACTGT------CCACCCAAAAAACTTATCCTCGGTATGGCAACATATGGTCGCGCCTGGAAACTCTCATCGGATTCAAGTGAAAGTGGTGGTGCTCCCGTTGTG---CCAAAGACTGAAGGTCCTGCTGATGCTGGCTTGCAA---AGTCAAACACCTGGTTTGTTGAGCTGGCCTGAAGTTTGTGCAAAGTTGCCAAATCCCTCGAATACCTTCCTCAAGGGTGCCGATGCTCCTCTGACTCGTGTCAATGATCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCACCTATGCTTTCCGTCTA------GCCGAT---GCCGATGGCAACCATGGCATATGGGTGAGCTATGAAGATCCTGAAACTGCTGCCAATAAGGCTAGCTATGTC  

Scal_Idgf2  CTTGC------CCCGCTAACAAACTTGTCTTGGGCATGGCCACCTATGGTCGCACTTGGAAATTGACTTCTGACTCCAATGCTTCTGGTGGTGTACCCGTTGTT---CCTGCCACAGATGGCGCCGCTGATTCCGGTATGCAA---AGTCAAACTCCTGGACTTTTGAGTTGGCCCGAAATTTGTGGCAAATTACCCAATGCCAAGAATGCCTATCTGAAGGGTGCCGATGCTCCGCTCAATCGTGTGGGAGATCCCACTAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGTGCCTATGCCTATCGCCTG------GCCGAT---AGCAATGGTGAACATGGTATTTGGATTAGCTATGATGATCCAGAGGCGGCTGCCAACAAGGCCAGTTATGTG  

Lcup_Idgf2  AATGT------CCAGCTCACAAAATTATTTTGGGTATGACTACTTATGGTCGTGCTTGGAAGCTAACATCTGATTCCGGCTCTACT---GGTGTCCCCGTAGTT---CCCAAAACTGAAGGTCCCGCTGAGGCTGGTATGCAA---AGTCAAACACCTGGTCTTTTAAGTTGGCCAGAAATTTGTGCTAAACTACCCAATCCGGCTAATGCTTTCCTTAAGGGAGCCGATGCTCCTCTTAGACGTGTAAGTGATCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TACGGCACTTATGCCTACCGTCCA------GCTGAT---GATAATGGTGAAAATGGTATTTGGATCAGTTATGAAGATCCCGATTCTGCTTCGAATAAGGCCAGTTATGTT  

Gmor_Idgf2  AATTT------CCAGCCAGTAAGATTATCTTGGGTATGGCTACTTACGGACGAGCCTGGCGTTTAAGTTCAGATTCTGGTTTGACG---GGAACACCAGTGGTC---CCGAAAACCGAAGGCCCTGCCCCAGCCGGTTTGCAA---AGCCAAATGCCTGGCTTATTAAGTTGGCCGGAGATTTGTGCGAAACTTCCGAATGACGTTAATAGGTATTTAAAGGGAGCCGATGCTCCCTTGAATCGTATTGGGGATCCAACCAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGTGTTTATGCTTATCGCCCA------GCCAAC---AGTGATGGTGAACATGGCATCTGGATAAGTTACGATGATGCCGAGTCAGCTGCTAATAAAGCCAGTTACGTA  

Ccap_Idgf2  AATGT------CCGGCTAACAAGATCAATCTCGGTATTGCTGCGTATGGACGCGCATGGAAGCTGACTACCGACTCAGGCTTGACT---GGTGAGCCTGTGGTG---AAAGAAACTGATGGACCGGCGCCGGCTGGCATGCAA---AGTCAACAACCGGGTTTACTCTCATGGCCAGAGGTGTGCGCAAAATTGCCAAATCCTAGTAATGCCTACTTGAAGGGTGCTGATGCGCCGCTGCGTCGTGTAAGCGATCCCACTAAACGG---------------------------------------------------------------------------------------------------------------------------TATGGCGCTTATGCTTTCCGTCCG------GCAGAC---GGTAACGGCGAGCACGGCATGTGGGTGAGCTATGAGGACCCCGATAGCGCAGCCAATAAGGCGGCTTATGTG  

Bole_Idgf2  AATGT------CCAGCCAATAAGATTAATGTCGGTATTGCCGCCTATGGACGCGCCTGGAAGTTAACCAGCGATTCCGGCATGTCT---GGTGCGCCTATTGTG---AAGGATACCGATGGCCCGGCACCGGCTGGCATGCAA---AGTCAAAAGCCTGGTCTACTCTCTTGGCCGGAAGTGTGCGGCAAGTTACCGAATCCGGCAAATACATATCTGAAGGGCGCTGATGCGCCATTACGACGCGTTAGCGATCCTACTAAACGT---------------------------------------------------------------------------------------------------------------------------TACGGCCCGTATGCTTACCGTCCG------GCAGAT---GCTAATGGCGAACACGGCATGTGGGTTAGCTATGAGGATCCTGACAGCGCGGCCAATAAGGCGGCTTATGTG  

Dmel_Idgf3  GAGTG------CCGGCTAATAAGATAAACATTGGCATTGCCACCTATGGCAGGTCGTGGAAGATGAGCAAGGATTCGGGAGACTCT---GGTATGCCAGTGGTT---CCCTCCACCCAGGGACCTGCTCCAGCTGGACCTCAG---AGCAAACAGGAGGGTCTGCTCAACTGGGCTGAGATCTGCTCACTGATGCCCAACCCCAGTAACTCCAATGCCCGAGGTCCTAATGCTCCGGTGAAAAGGGTTGTGGATCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCAGCTACGCCTTCCGTGCC------GCCGAT---GAAAATGGTGACCATGGACTGTGGATCAGCTACGATGATCCGGACTCTGCCTCCAGCAAGGCTATGTACGCC  

Dsec_Idgf3  GAGTG------CCGGCTAATAAGATAAACATTGGCATTGCCACCTATGGCAGGACGTGGAAGATGAGCAAGGATTCGGGAGACTCT---GGTATGCCAGTGGTC---TCCTCCACCCAGGGACCTGCTCCAGCTGGACCTCAG---AGCAAGCAGGAGGGTCTGCTCAACTGGGCTGAGATCTGCTCGCTGATGCCAAACCCCAGTAACTCCAATGCCCGAGGTCCTAATGCTCCGGTGAAAAGGGTTGTGGATCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCAGCTACGCCTTCCGTGCC------GCCGAT---GAAAATGGAGACCATGGACTGTGGATCAGCTACGATGATCCGGACTCGGGCTCCAGCAAGGCTATGTACGCC  

Dsuz_Idgf3  GAGTG------CCTGCCAATAAGATCCATATAGGAATTGCCACCTATGGCAGGACCTGGAAGATGACCAAGGATTCGGGTGACTCT---GGAATGCCAGTGGTT---CATGACACCGAAGGACCTGCTCCAGCAGGACCTCAG---AGCAAAAAGGAGGGTCTCCTCAACTGGGCTGAGATTTGCCAGCTGATGCCGAACCCGGGTAATTCCAATGCCAGAGGACCGAGTGCCCCGGTTAAAAGGGTTATTGATCCCACAAAACGA---------------------------------------------------------------------------------------------------------------------------TATGGCAGCTACGCCTTCCGTGCC------GCCGAT---GAGAATGGAGATCACGGACTATGGATCAGCTACGATGATCCGGATTCGGCCTCTGGAAAGGCAAAATACGCC  

Dvir_Idgf3  GTGTG------CCAGCTAACAAGCTGAATATTGCTATTGCCACCTATGGACGGGCCTGGAAGCTAACCCCGGATTCCGGTACCACT---GGAGAGCCCGTAGTG------GCTGCTGACGGTCCAGCTGTTGCTGGTCCACAA---ACCAAGACAGAAGGACTTCTAAATTGGGCTGAGATCTGTCAACTACTGCCTAATCCTAGCAATACGAATGGCAAAGGCGCCGCCGCTCCCATACGACGAGTTCCCGATCCCACAAAGCGT---------------------------------------------------------------------------------------------------------------------------TATGGCAGCTATGCTTATCGCCTG------CCCGAC---GAGGACGGCCAGTATGGCTTGTGGGTTAGCTACGATGATCCGGATACAGCTGCCAGCAAGGCACAATATGCG  

Dgri_Idgf3  GCATG------CCGGCAAGCAAACTGAACATTGGCATTGCCAGTTATGGACGGGCATGGAAACTGACCACAGATTCGGGAACCACT---GGACAGCCCGTGGTG---GCAGAAACCAACGGACCAGCGCCAGCCGGTTCCCAG---TCCAAGACAGATGGTCTTTTGAACTGGGCTGAAATCTGTCAACTGCTGCCCAATCCCAGCAACGTGAATGCCAAAGGAAACGCCGCTCCGCTACGTCGGGTGTCCGATTCAACTAAACGC---------------------------------------------------------------------------------------------------------------------------CTGGGCAGCTATGCCTACCGCGCT------GCGAAT---GAGGACGGCGAGTATGGCATGTGGGTTAGCTACGATGATCCCGATACGGCTGCCAGCAAGGCGCAGTATGTG  

MdomIdgf3   GTGTG------CCACATAGTAAAATCAATGTCGGCATTGCTGCTTATGGTCGTGCCTGGAAAATGACACCCGAATCAAAAGCAGAT---GGTCTACCGGTAGTA---CAGCATACAGATGGCCCAGCCTCAGCGGGAGAGGAA---ATCAAGATTCCGGGTCTTTTGAAATATTCCGAAATATGC---CAACTAACAAGCCCATGGAAGGTAGATCGAAAGGGAGATGAGGCACCTTTAAAGAGAGTCATGGATAGAATTAGGAAA---------------------------------------------------------------------------------------------------------------------------TATAATGTCTATGCTTTTCGCTCG------GCCGAT---AGCCATGGCGAAAATGGTCTATGGGTTAGTTTCGATGACACCGATTCGGCTGGCACAAAGGCAACTTATGTG  

MdomIdgf3B  GTGCC------AGTTCGGCTCAGCTCAATATTGGTATCGCTGGTCATGGTCGCACATGGCAATTCAAAAAGTTACTGAAGAGTGAC---AAAATGCCCATTAGA---TCGTCCCTAGATGGTCCTGCTGCGGCAGATGCTAAT---GTCTGTAAAACAGGTATGATGGCATGGCCAGATGTCTGCACCAAAGTTAAGCAA------------------------------------ATGACAAAATATGAAGATAAAATCTCT---------------------------------------------------------------------------------------------------------------------------------GGCAACTATGCCTACAATGCG------CCACAA---GTAAAGGGTAGCACTGGGCTATTGATTACCTACGAGAATGTGGCCAGTATTGCTGAAAAAGCGACCTACGTA  

ScalIdgf33  GCGCC------AATTCGAAACAAATGATTCTGGGTGTTCCCGCCTATGGACGTACGTGGCAAATTAAGAAAGTTTTGAAAAACGAT---CGTCTACCAATTTCC---TCATCATTGGGCGGCCCAGCTGCAGGCGATGAGAAG---ACGCACAAGCGAGGTTTAATCGGTTGGTCCGAAGTCTGCAAGAATGTGAAGAGC------------------------------------ATGACTAAATTCGAAGATAAGACA---------------------------------------------------------------------------------------------------------------------------------TTTGGCAATTATGCCTATCGTGGC------ATGGAG---GTGAAGGGTGCCAATGGCTTACTTGTTACCTATGAGAATGTGGACAGTGTTACCGAAAAGGCTGCATATGCT  

ScalIdgf3A  GAGTA------CCCCACAGTAAAATCAATGTGGGTATAACCACCTATGGCAGAGCTTGGAAAATGACAACAGAGTCTAAAGCTGAT---GGTCTGCCCATTGTG---CAGCACACCGATGGCCCCGCTCCAGCGGGAGAGGAA---ACTAGGACCGAAGGCTTGTTAAAATATTCTGAAATATGC---CAATTGACTAGCCCTTGGAAAGTGGACCGCAAAGGCGACGAGTCCCCTATAAAGCGTATTGTGGATCGAACACACAAA---------------------------------------------------------------------------------------------------------------------------TACGGCGTGTACGCCTATCGCTCG------GCCGAC---AGCAAAGGCGAGAATGGCATGTGGGTTAGCTTTGAGGATACCGACACAGTTGCCACCAAAGCAACCTACGTC  

LcupIdgf31  GTTTC------CCTCATAATAAAATTAATGTCGGCGTTGCTAGTTATGGTCGTGCTTGGAAAATGACATCAGATTCCAATGCTAAC---GGTATCCCTATTGTA---TCGGACACCAATGGTGCTGCTGATCCCGGCCCACAA---ACACAACAAGGTGGCCTTTTGAACTGGGCTGAGGTTTGCTTGAAATTACCTAACCCCACTAATGTTGGTAAATCGGGCGCTGATGCTCCTTTGCGCCGCGTTGCTGATCCTACCAAGAAA---------------------------------------------------------------------------------------------------------------------------TACGGTACTTATGCCTTCCGTCCT------GCCGAT---GAGAATGGTGAACATGGCATGTGGGTCAGTTATGAAGATCCCGATACTGCTTCAACAAAGGCTGCCTATGTT  

LcupIdgf33  AAGTA------CCGCGACACAAAATCGTTGTTGGTGTTGCTGCTTATGGTCGTTCCTGGAAAATGACAAAAAATTCAAATAGTAAT---GGTATACCTCCAGTT---TACTATACCGATGGTCCTGCCACTGCTGGTCCTCAA---ACCTATACGCCTGGTTTTCTATCTTATCCTGAGATATGTGAAAAATTACGT------------------------------GATTTTCAGTTAAAAAGTGTTACCGATCCTAAAGCAAAA---------------------------------------------------------------------------------------------------------------------------TCTGGTGTTTATGCTTTTCGTCCA------GCCGAT---AGTAATGGTAATTTTGGTATTTGGATTAGTTATGAGAATTATATAACGGCTGGGGCAAAAGCTGATTATGTA  

SbulIdgf31  GTTTT------CCGCATAACAAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

Gmor_Idgf3  GTATA------CCGCACACGAAAATTAATGTCGGCGTAGCTAGTTATGGACGATCGTGGAAAATGACTAAAGACTCGAATGCTAAT---GGTTTTCCAATAGTA---ACCGGCACTGATGGCCCGGGTCCTGCTGGCCCGCAA---ACTAAAATCCCCGGCCTGCTTAATTGGGCGGAAGTATGCTTGAAACTTCCTAATCCATCTAATGTAGATAAAAGCGAAGAATTAGCCCCGTTGCGTCGGGTTTCAGATCCTACCCGCAAA---------------------------------------------------------------------------------------------------------------------------TATGGAACTTACGCTTATCGGGCT------CCAAAT---AGCGAAGGCGAACACGGTGAATGGGTTAGTTATGAAGATCCCGATACAGCCTCCACCAAGGCCACATATGCA  

Ccap_Idgf3  GTGTG------CCCGCCAGCAAACTGCACGTGGGTGTTGCCGCTTATGGACGTGCTTGGAAAATGACTAAAGATTCTGGTACAACA---GGCTTACCAATCGTA---CGCGATACAGATGGCGCTGCACCTGCTGGTCCACTA---ACCAAAACACCAGGTCTGCTTAACTGGTTGGAGGTGTGTCAACGTCTACCGAACCCTTCGAATGTCAATGCAAAGGGTGCTGATGCTCCACTGCGTCGCATTAGTGATCCCACTAAACGT---------------------------------------------------------------------------------------------------------------------------TACGGCACTTACGCTTTCCACACC------GCTGAC---GAGGATGGTTCCAATGGTGTGTGGGTGAGCTACGAAGATCCCGATACGGCTGCCAGTAAGGCTGGTTATGTG  

Bole_Idgf3  GTGTG------CCCGCCGGCAAGATCAACGTTGGTATTCCAACTTTTGGACGCGCTTGGAAAATTACTAAAGATTCCGGTAATACT---GGTTTGCCGGTAGTA---CCAGCTACAGAGGGTGCAGCACCTGCCGGACCGATA---ACCAAAACACCAGGTCTTCTCAACTGGCTGGAAATATGTCAACGCCTACCAAATCCTTCAAATATCAATGCGAAAGGTGCTGACGCGCCACTACGTCGTATTAGCGATCCCACTAAGCGT---------------------------------------------------------------------------------------------------------------------------TATGGCACTTACGCTTTCCACACC------GCCGAT---GAGGACGGCGCTAATGGTGTGTGGGTAAGCTACGAAGATCCCGATACGGCTGCCAGCAAGGCGGGTTATGTA  

Dmel_Idgf4  GTGCT------CCGGCCGCTAAGATTAACGTGGGCATTGCCACCTATGGACGTGCCTGGAAATTGACCAAGGATTCGGGACTGACT---GGACTTCCACCGGTT---GCCGAGGCTGATGGTGTGGCTCCTGCCGGAACCCAG---ACCCAGATACCCGGACTTCTTAGCTGGCCAGAGGTGTGCGCCAAGCTCCCAAATCCCGCCAATCAGCATCTGAAGGGCGCCGATGGTCCGCTGCGAAAGGTTGGTGATCCGACCAAGCGC---------------------------------------------------------------------------------------------------------------------------TTTGGAAGCTATGCCTACCGCTCC------GCCGAC---GACAGCGGTGAAAACGGAGTCTGGGTGGGCTACGAGGATCCCGATACGGCGGCCATCAAGGCGGAGTATGTT  

Dsec_Idgf4  GGGCT------CCGGCCGCCAAGATTAACGTGGGCATTGCCACCTACGGACGTGCCTGGAAATTGACCAAGGATTCGGGACTGACT---GGACTTCCACCAGTT---GCCGAGGCTGATGGTGTGGCTCCTGCCGGAACCCAG---ACCCAGATCCCCGGACTTCTTAGCTGGCCAGAGGTGTGCGCCAAGCTCCCCAATCCCGCCAATCAGCATCTGAAGGGCGCCGATGGTCCGCTGCGGAAGGTGGGCGATCCGACCAAGCGC---------------------------------------------------------------------------------------------------------------------------TTTGGAAGCTATGCCTACCGCTCC------GCCGAC---GACAGTGGTGAAAATGGAGTCTGGGTGGGCTACGAGGATCCCGATACGGCGGCCATCAAGGCGGAGTACGTT  

Dsuz_Idgf4  GTGCG------CCGGCTGCCAAGATCAACGTGGCCCTGGCCACCTACGGACGCGCCTGGAAGCTGACCAAGGACTCGGGCCTGACC---GGACTGCCCCCAGTG---GCGGAGGCGGACGGAGTGGCTCCGGCTGGCACACAG---ACCCAGATCCCCGGACTCCTCAGCTGGCCGGAGGTGTGCGCCAAGCTGCCCAACCCGGCCAACCAGCACCTGAAGGGCGCCGACGGACCGCTGCGCAAGGTGGGCGATCCCACCAAGCGG---------------------------------------------------------------------------------------------------------------------------TTCGGCAGCTACGCCTACCGCTCC------GCCGAC---GATAGCGGCGAGAACGGGGTGTGGGTGGGCTACGAGGACCCCGACACGGCGGCCATCAAGGCCGAGTACGTG  

Dvir_Idgf4  ATGCG------CCCGCCTCGAAAATCAACGTAGGCATCCCTACATACGGACGCGTTTGGAAGCTTACAAAAGATTCCGGCCTGACT---GGCCTACCGCCTGTA---TCCGATGCCGATAATGTCGGTCCCGCTGGTGTTCAA---ACCCAAACTCCTGGCTTTTACAGCTGGCCAGAGGTATGTGCCAAGCTACCCAACCAAGCCAACCAACATCTTAAGGGCGCTGATGGACCACTCCGTAAAGTGGGCGATCCCACTAAGCGA---------------------------------------------------------------------------------------------------------------------------TTTGGAAGCTACGCTTACCGCTCA------GCCGAC---GACAAGGATGAAAATGGGCTCTGGGTTGGATATGAGGATCCCGATACAGCAGCTATCAAGGCCGCCTACGTA  

Dgri_Idgf4  ATGCA------CCCGCCTCCAAGATCAACGTCGGCGTCGCCACCTACGGTCGTGCCTGGAAGATAACCAAGGATTCCGGCTTGACC---GGACTACCACCAGTT---GCCGAGACTGATAATGTTGGCCCTGCTGGTCTTCAG---ACACAAATCGCTGGCTTCTATAGCTGGCCCGAGGTGTGCGCCAAGCTGCCCAACCAGGCCAATCAGCATCTGAAGGGCGCTGATGGGCCACTCCGCAAGGTTGGCGATCCCACAAAGCGC---------------------------------------------------------------------------------------------------------------------------TTTGGCAGCTACGCCTATCGCTCC------GCCGAC---GATAAGGGTGAGAATGGTCTCTGGGTGAGCTACGAGGATCCAGACACGGCCGCTCTCAAGGCCGCCTACGTG  

Mdom_Idgf4  ATTGC------CCCGCCTCCAAGATCAATGTGGGTATTGCCTCCTATGGCCGCTCATGGAAAATGACCAAGGATTCCGGTCTGACC---GGTTTGCCTCCAGTA---TCTGATACCGATAAGGCTGGTCCCGCTGGCGTCCAA---ACCCAAATCGATGGTCTCTACAGCTGGCCTGAGGTTTGCAGCAAATTGCCCAACAATGCCAATCAACATTTGAAGGGTGCCGATCAACCCCTCCGCAAGGTTGGTGATCCAACCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGCAACTATGCCTACCGCTCC------GCTGAT---GATAAGGGTGAAAACGGTCTATGGGTTGGTTATGAAGATCCCGATACCGCTGCCAACAAGGCTGCCTATGTT  

Scal_Idgf4  ATTGC------CCTGCCTCCAAGATCAATGTGGGCATTGCTGCCTATGCTCGCTCCTGGAAGATGACTGAAGACTCTGGTCTCACC---GGTCTGCCCCCAGTG---TCGAAGACCGACAAAGCTGGCCCCGCCGGTTTGCAA---ACACAAACTGACGGCCTTTACAGTTGGCCTGAGGTTTGTGCCAAATTGCCCAACAATGCCAATGCCCATCTGAAGGGCGCCGATCAACCATTGCGCAAGGTTGGTGATCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGCAACTATGCCTACCGTGCC------GCCGAC---GATAAGGGTGAGAATGGTATCTGGGTTGGCTACGAAGATCCCGATACGGCTGCCAACAAAGCAGGCTATGCT  

Lcup_Idgf4  ATTGC------CCCGCCACCAAGATCAATGTTGGTATTGCCGCCTATGGCCGTGCCTGGAAAATGACTAAGGACTCCGGTCTTACT---GGTTTGCCACCAGTA---CCCGATACCGATAAGGCTGCTCCAGCTGGTATACAA---ACCCAAATTGAAGGCCTTTTAAGCTGGCCTGAGGTCTGTGCTAAATTGCCCAACCCCGCCAATCAACACTTGAAGGGAGCTGACGCTCCTCTACGTAAAGTTGGTGATCCAACTAAACGT---------------------------------------------------------------------------------------------------------------------------TTTGGAAACTATGCTTACCGTTCC------GCCGAT---GACAATAACGAAAATGGCATGTGGGTCGGCTATGAAGATCCCGATACTGCTGCCAACAAGGCTGCTTATGTT  

Gmor_Idgf4  ACTGT------CCTGCCTCGAAGATTAATGTCGGTATTCCAAGCTACGGTCGTGCTTGGAAAATGACTACAGATTCCGGTCTTACT---GGTCTGCCACCCGTA---TCCGATGCCGATGGACCTGCCGCTGGTGGCTTACAA---ACTCAAACCGAAGGCCTCTTGAGTTGGCCCGAAGTTTGCGCTAAACTACCTAATCCAGCCAATCAACATTTAAAAGGCGCTGATTCTCCTTTACGCAAGGTGGGCGACCCTACTAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGTAACTATGCTTATCGTTCA------ACCGAT---GATAAAGGTGAAAATGGCATTTGGGTTAGTTACGAAGATCCCGATACTGCTGCCAATAAAGCGGCTTACGTC  

Sbul_Idgf4  ATTGT------CCTGCCACCAAAATCAATGTGGGTATTGCCGCCTATGGACGTGCCTGGAAGATGACCAAAGATTCCGGCCTTACA---GGTTTGCCACCAGTA---TCCGATACCGATAAGGCAGCCCCTGCCGGCATTCAA---ACCCAAATTGAAGGTCTCTTGAGCTGGCCTGAGGTATGCGCCAAGTTGCCCAATCCCGCCAACCAACATTTGAAGGGTGCCGATTCGCCTTTACGCAAAGTTGGCGATCCCACCAAACGC---------------------------------------------------------------------------------------------------------------------------TTCGGTAGCTACGCCTATCGTTCG------GCTGAT---GATAACAACGAGCATGGCATGTGGGTGGGCTATGAAGATCCCGATACTGCTGCCAACAAGGCTGCTTATGTC  

Ccap_Idgf4  ATTGC------CCTGCCACTAAGATCAATGTTGGTATTGCCGCCTATGGACGTGCATGGAAAATGACGAAAGATTCCGGTCTCACT---GGTTTACCACCAGTG---GTTGAGACTGATGGTGTTGCACCAGCTGGTACTCAA---ACACAAAAACCTGGTTTGCTCAGCTGGCCCGAAGTGTGCGGCAAATTACCAAACCCTGCCAATCAGCATTTGAAGGGTGCCGATGGTCCACTACGTAAGGTTGGTGACCCCACCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGTAACTATGCTTACCGTTCG------GCTGAT---GACAGTGGTGAAAATGGCATTTGGGTGGGTTATGATGATCCCGACACTGCAGCCAACAAAGCAGCATTTGTT  

Bole_Idgf4  ACTGC------CCTGCTACTAAAATCAATGTCGCTATTGCCGCGTATGGACGTGCCTGGAAAATGACTAAGGATTCCGGTCTCACC---GGTGTGCCACCAGTT---CTTGAAACAGATGGTGTTGCACCAGCTGGTACGCAA---ACTCAAAAACCAGGTCTGCTCAGTTGGCCTGAGGTATGCGGCAAATTGCCAAATCCCGCCAATCAGCATTTGAAGGGCGCAGATGGTCCACTTCGTAAGGTTGGGGATCCTACCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGCAACTATGCTTACCGCTCG------GCTGAT---GACAACGGCGAGAACGGCATCTGGGTAGGCTATGATGATCCAGATACCGCAGCGAATAAAGCAGCGTTTGTA  

Dmel_Idgf5  CATCCGAAATCAGTGTCCACAAACTGCACGTGGGAGTGACCAGTTATGGTCGAGCTTGGAATATGACCCGAAACTCCGGCATCACC---GGCTATCCACCAATT---CCGGCGGCAAATGGAGCTGCACCGCCGGGAAGGCAA---ACTGTTACGCCAGGATTGCTTAGCTGGCCGGAGATTTGTGATTTGCTGCAGCAGCAACCACAGGATCGC---------GAGGTTCCCCATCTGCGCAAAGTGGGCGATCCCACCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGCATCTATGCGTACCGGGCA------GCGGAT---GATCAAGGGGAGAATGGCCTATGGGTGGGCTACGAGGATCCCTTGACGGCGGCCATTAAGGCCGGATTTGTG  

Dsec_Idgf5  CATCCGAAATCAGTGACCACAAACTACACGTGGGAGTGACCAGTTACGGGCGAGCTTGGAATATGACCCGAAACTCCGGCATCACC---GGCTATCCACCAATT---CCGGCGGCGAATGGAGCTGCACCGCCGGGAAGGCAA---ACTGTTACGCCAGGATTGCTCAGCTGGCCGGAGATCTGTGATTTGCTGCAGCAGCAACCACAGGACCGC---------GAGGTTCCCCATCTGCGCAAAGTGGGCGATCCCACCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGCATCTATGCGTACCGGGCG------GCGGAT---GATCAAGGGGAGAATGGCCTCTGGGTGGGCTACGAGGATCCCATGACGGTGGCCATCAAGGCGGGATTTGTG  

Dsuz_Idgf5  CTTCCGAAATCAGTGCCCACAAGCTGCACGTGGGTGTGGCCAGTTATGGACGTGCTTGGAATATGACTCGAAACTCTGGAATCACG---GGCTATCCACCGATT---CCAGCGGCAAATGGTGCTGCTCCGGCGGGAAGGCAA---ACTGTTACTCCTGGATTACTGAGTTGGCCGGAAACGTGTGACTTGCTCCAACAGCAGCCGCAGGATCGG---------GAGGTGCCCCATCTTCGCAAGGTGGGTGATCCCACCAAGCGA---------------------------------------------------------------------------------------------------------------------------TTCGGAATCTATGCCTATCGGGCG------GCCGAT---GACCAGGGGGAAAACGGCCTGTGGGTGGGCTACGAGGATCCTACAACGGCGGCCATCAAGGCTGGTTTTGTC  

Dvir_Idgf5  CGGCC------AACGCACAGCAGCTGAACATCGGCATCACCAGCTATGGACGCGCCTGGCAAATGAGCCCCAACTCCGGCATCACC---GGCTTCCCACCCATA---ACGGCCACGGAGGGCGCCGCCCCGGCTGGCAAGCAG---ACGGGCCAGCCCGGTTTGCTTAGCTGGCCCGAGATCTGCGATCTGTTGCAGCATCATCTGGGCCAGGGCAAGGACACGGACAACCAGCATCTGCGCAAGGTGGGCGATCCAACGAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCATCTATGCCTATCGTGCG------GCAGGC---GAGAACGGCGAGAACGGCCTCTGGGTAGGCTACGAGGATCCCACAACGGCGGCCATTAAGGCCGGCTTTGTG  

Dgri_Idgf5  CAGCC------AATGCACAGCAGCTGAACATTGGGATCACTAGCTATGGACGCGCCTGGCAAATGAGCCGCGACTCCGGCATCACA---GGCTTTCCACCCATT---GAGGCTACGGAGGGCGCTGCACCCGCTGGTAAACGC---ACGGGCATTCCCGGCTTGATGAGCTGGCCCGAGATCTGTGAACTGCTGCAGCATCATCTCGGCGGGGGCAAGGACACGAGCACAGATCATCTTCGCAAGGTAGGCGATCCAACGAAACGC---------------------------------------------------------------------------------------------------------------------------TATGGCATCTATGCATATCGGGCG------GTGGGT---GAAAATGGTGAGTCCGGTGTCTGGGTAGGTTACGAGGATCCTACAACGGCGGCTATTAAGGCCAGCTATGTT  

Mdom_Idgf5  CTTCG------CAAATGGGCAAACTTGTTATGGGTGTCCCAGCCTATGGCAGAGTTTGGGTTATGGATAAAGATTCGGGTATTACT---GGTTATCCACCCATA------CATGCTGCGGGTGCTGCACCGGCGGGTAATTTG---ACAGAGACTCCAGGATTTCTTAGCTATCCGGAAATATGTGTAAAATTGCATAAAAATCGTGATTTAAAG------GGTGATGCTGCTCCCGTTTTCAAGGTGGGAGATCCTACCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGCACCTATGCCTATCGGGAT------GCCGAT---GATAATGGTGAATATGGTCTGTGGATATCGTACGAGGAGCCGGCCACGGCGGCGAATAAGGCCAGTTATGCT  

Scal_Idgf5  CAATG------GCAGTGGATAAGATTGTAATGGGCATACCCGCCTACGGCAGAGCATGGGTTATGGACAAAGATTCTGGACTCACC---GGTTTCCCACCAATA------AAGGCAGCTGGACCTGCTCCGGCAGGCAATCAA---ACTAAAGTCGCCGGTTTGCTGAGTTGGCCTGAGATATGTTTGAGATTTCATAAAAATCGTGAATTGGAG------GGCGATGCAGCTCCTGTCTTCAAAGTTGGTGATCCTACAAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGCACCTATGCCTACCGAGAT------GCCAAT---GAAAATGGTGAATTTGGCCTATGGATTTCATTTGATGACCCAGCAACTGCTGCCAATAAGGCCAGCTATGCG  

Lcup_Idgf5  CAAGT------GAAACAACGAAACTAATTATGGGTGTACCAGCCTATGGACGTTCTTGGGTAATGACTAAAGAATCTGGTATAACC---GGTTATCCACCATTG------CCAGCAGGAGGAGCAGCACCAGGTGGTAATTTG---ACAAATACTCAAGGTTTATTAAGCTGGCCGGAGGTGTGTGTAAAATTACATAACAATAAAGAGCTGAAA------GGTGAAGAGGCTACCTTACACAAGGTGGGTGATCCTACCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGTACCTATTGCTACCGTGAT------GCTGAT---GAGAACGGTGATTATGGTTTGTGGATATCATATGAGGAACCAGCTACTGCTGCTAATAAAGCAAATTATGCC  

Gmor_Idgf5  CCACG------GCAACGAGTAAGTTGGTGTTGGGTGTACCGGCATATGGACGATCTTGGACTATGATTAAAAAATCTGGTATAACA---GGCCATCCGCCCATA------ACAGCTGGTGGCCCGGGAAGAGCTGGTCATCGT---ACCCTGACAGCAGGTCTGCTTAGTTGGCCAGAGATTTGTGTCAAAATCCATCAGAATAAAGAACTTGAA------GGTGACGCGGCCCGCTTTCGTAAGGTTAGTGATCCAACAAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACTTATGCTTATCGCTCG------GTTGAC---GAAAACAACGAGTACGGCATATGGGTATCGTACGAGGAACCCAAAACAGCGGCTAATAAAGCCGAATATGCT  

Sbul_Idgf5  CTAGT------GAATCTACAAAATTGGTTATGGGTGTGCCATCTTATGGTCGCGCTTGGGTTATGACCACAGAATCGGGCATAACT---GGTTATCCACCCTTG------CCTGCTGCAGGAGCAGCTCCGGCAGGTAATTTT---ACAAAAACAGAAGGCCTATTAAGCTGGCCTGAGATTTGTGTAAAATTACACAAAAATAAAGATTTAAAA------GGCTATGATGCCCCACTACACAAAGTTGGAGATCCTACTAAACGT---------------------------------------------------------------------------------------------------------------------------TATGGTACATATTGCTATCGGGCT------GCTGAT---GAGAATGACGAGTACGGTATGTGGGTATCTTACGAAGATCCAGCTACAGCAGCCAATAAGGCCGGTTATGCC  

Ccap_Idgf5  CTGCG------CCGAGCAATAAAATTAACATTGGTGTACCGGCCTATGGACGTTCGTGGGTAATGACGTGCGATTCCGGCATAACT---GGTTTCCCACCCGTA---ATAAACACACGCGGTCCGGGTGCAGCTGGTAACCAA---ATTCGGGTGCCCGGATTGATGAGTTGGCCAGAGATTTGTGAAAAAATTCAACGTGACAAGGAATTGGAA------GGCGAAGATGCTCCGCTACGAAAAGTTGGTGATCCTCGACAGCGT---------------------------------------------------------------------------------------------------------------------------TATGGTAGTTATGCGTATCGATCA------GCTGAT---GATAACGGACTTTATGGTTTATGGGTTGGTTACGAAGAGCCTAGTACGGCAGCCATTAAATCCAGCTACGTG  

Bole_Idgf5  CAGCA------CCCAGTAATAAAATAAATATTGGTGTACCAGCTTATGGTCTTACTTGGACTATGTCATGTAAGTCGGGTATTACC---GGTTATCCGCCGATT---GAAAAAACACTCGGTAGAGGTGCTGCCGGCAAACAG---TTACGCCAACCTGGTTTAATGAGTTGGCCCGAAATTTGTGAAAAACTACAGGCTGATAAAGAATTGGGC------GGCGAAGATGCGCTCTTACGCAAAGTTGGCGATCCAAGACAACGT---------------------------------------------------------------------------------------------------------------------------TATGGCAGCTATGCTTATCGTGCA------GCCGAC---AAGAATGCACACAATGGCCTGTGGATAAGCTATGAGGAACCCAGCACTGCAGCAACTAAGGCAAGCTATGTA  

Dmel_Idgf6  ACTGT------CCCGCCAGCAAGATCAATGTGGGCGTGGCCACCTACGGTCGCCCATGGAAACTGACCGATGACTCTGGCGACACT---GGTGTTCCGCCGGTG---AAGGACGTCAAGGACGAGGCTCCAGTGGGTGGTAAC---ACTCAGGTGCCTGGCATTTACAGCTGGCCGGAGGTCTGCGCCCTGCTGCCCAACCAGAACAACGCCTATTTGAAGGGCGCCAATGCTCCGCTGATCAAGGTTCAGGATCCTGCCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGCTCTTATGCCTACAGGGCA------GCCGAT---AAAAAGGGCGACAATGGCATCTGGGTGAGCTTCGAGGATCCCGATACTGCCGCCGATAAGGCCGGCTATGTG  

Dsec_Idgf6  GCTGT------CCCGCCAGCAAGATCAATGTGGGCGTGGCCACCTACGGTCGCCCCTGGAAACTGACCGATGACTCTGGCGACACT---GGTGTTCCCCCG---------GACGTCAAGGACGAGGCTCCAGTGGGTGGAAAC---ACTCAGGTGCCTGGCATTTACAGCTGGCCAGAGGTCTGCGCCCTGCTGCCCAACCAGAACAACGCCTATTCAAAGGGCGCCAATGCTCCGCTGATCAAGGTTCAGGATCCCGCCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGCTCTTATGCCTACAGGGCA------GCCGAT---AAGAAGGGCGACAATGGCATCTGGGTGAGCTTCGAGGATCCCGATACCGCCGCCGATAAGGCCGGCTATGTG  

Dsuz_Idgf6  ACTGC------CCTGGCAGCAAGATCAATGTGGGCGTGGCCACCTATGGTCGTCCCTGGAAACTGACTGATGACTCCGGCGAGACT---GGAGTTCCTCCCGTC---AAGGAGGTCAAGGATGAGGCCCCCGTGGGTGGCAAC---ACCCAGGTGGCAGGCATCTACAGCTGGCCAGAGGTTTGTGCCCTGCTGCCCAACCAGAACAACGCCTATCTTAAGGGAGCCAACGCCCCGTTGACCAAGGTTCAGGATCCCGCCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGATCGTATGCCTACAGGGCG------GCCGAT---AAGAAGGGCGAAAATGGTATATGGATAAGCTTCGAGGATCCCGATACCGCCGCCGATAAGGCCGGCTATGTG  

Dvir_Idgf6  GCTGT------CCGGCGAGCAAGATCAATGTGGGCGTGGCGACATATGGCCGCCCCTGGAAGCTGACTGATGATTCGGGCGACACA---GGTGTGCCCCCTGTT---CAGAATGTGGTGGATGAGGCGCCCGTGGGCACTAAC---ACACAACTACATGGCATCTACAGCTGGCCCGAGACCTGCGCCCTGCTACCCAACCAGAACAATATCTACTCAAAGGGGGCAAATGCGCCGCTTAACCGAGTCACCGATCCTGCTAAGAGA---------------------------------------------------------------------------------------------------------------------------TTCGGTTCGTATGCTTATCGTGCC------GCTGAT---AAGAAGGGCGAAAATGGCATCTGGGTGAGCTTTGAGGATCCGGACACCGCTGCCGACAAGGCTGGCTACGTC  

Dgri_Idgf6  GTTGC------CCGGCCAGCAAGATCAATGTGGGTGTGGCCTCCTATGGCCGCCCGTGGAAACTGTCGGACGATTCGGGTGAGACG---GGTCTGCCGCCCGTG---TCCCATGTGAAGGATGAGGCACCCGACGGCACCAAT---ACCCAGCAGCATGGCATCTACAGTTGGCCCGAGGTCTGCGCCCTGTTGCCCAATCAGAACAATGCCTACTCCAAGGGTGCCAATGCCCCGCTGACTCGGGTCGTCGATCCCGCCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGTTCGTATGCCTATCGTGCG------GCTGAT---AAGAGTGGCGACAATGGAATCTGGGTGAGCTTCGAGGATCCGGACACCGCCGCCGACAAGGCGGGCTATGTG  

MdomIdgf6A  GCTTC------CCCAGCACCAAGATTAATGTTGGCATCAGCACCTATGGCCGTCCCTGGAAAATGACTGATGACTCTGGGGACTCC---GGTGTACCACCAATT---TCCAAGGTAGAAAATGAAGCTCCCAAGGGTGAGAAC---ACCCAAATCCAAGGTCTGTACAGTTGGCAAGAGGTTTGCCAAATGTTGCCCAATGCCAACAACATGTATGCCAAGGGTGCCAATGCCCCATTGAAAAAGGTTCTTGATCCCAGCAAAAGA---------------------------------------------------------------------------------------------------------------------------AGTGGTGTCTATGCCTTCCGTGCT------GCCGAT---AAGAAGGGCGACCATGGTGTTTGGGTATCCTATGAAGATCCCGATACAGCTGCCGAAAAGACCGCCTATTCG  

Scal_Idgf6  GCTTC------CCTAGCAACAAAATCAATGTGGGCATCAGCACCTATGGTCGGCCTTGGAAAATGACAGACGATTCTGGAGACTCT---GGTGTACCACCTGTG---GCCAAGGTCGAGAATAATGCCCCCAAGGGTGAACAC---ACTCAAATTCAAGGCTTGTATAGCTGGCAAGAGACCTGCTCGATGTTGCCCAATCAAGACAACATGTATGCCAAGGGTGCTGCTGCACCCTTGAAAAAGATAATGGATCCCCAGAGAAGG---------------------------------------------------------------------------------------------------------------------------AGTGGAGTCTATGCTTATCGAGCA------GCCGAC---AAGAAGGGCGAACATGGTGTTTGGGTGTCCTATGAAGATCCTGATACCGCCGCCGAAAAGGCTATGTATTCT  

Lcup_Idgf6  GTTGC------CCTTCGAAGAAAATCAATTTGGGTGTTAGCACCTATGGCCGTCCCTGGAAAATGACTGAAGATTCGGGTGATACT---GGTGTACCACCTGTA---GCTAAAGTTGAAAATGATGCTCCTTTGGGTGTTAAC---ACTCAAACTTTGGGCTTGTATAGTTGGCAAGAGACCTGCTCCCTGTTGCCCAATGCCAATAACATGTATGCCAAGGGTGCTGATGCTCCTTTGAGAAAAGTTTCTGATCCTTCACGTCGC---------------------------------------------------------------------------------------------------------------------------AGTGGTGTTTATGCCTTCAGAGCT------GCCGAC---AAAAAGGGCAAGAATGGTGTTTGGGTTTCCTATGAAGATCCCGATACAGCTGCTGATAAGGCTGCCTATGCT  

Ccap_idgf6  ATTGC------CCCGCATCCAAGTTGAATGTCGGCGTGCCCGCTTATGGACGCGTTTGGAAGATGACGGATGATTCTGGTGAGACT---GGCGTGCCACCGGTG---GCTAAAGTGGAAAATGAAGCACCCGCGGGGCCGAAC---ACACAAATCAAAGGTCTCTACAGCTGGCCCGAAGTGTGCGCTCTATTGCCGAATACCAATAATGCTTATGGCAAAGGTGCCAATCTGGCACTTACAAAGGTCGGAGATCCCTCGAGGCGT---------------------------------------------------------------------------------------------------------------------------ACTGGCAATTATGCTTACCGTTCG------GATGAG---AAGAGCAGCGGCAATGGCTTGTGGATTGGCTATGATGATCCAGACACAGCCGCAGAGAAGGCCGGTTATGTG  

Bole_Idgf6  ATTGC------CCCGCCTCCAAATTGAATGTAGGCGTGCCTGCTTATGGACGCGTTTGGAAGTTGACCGATGATTCTGGCGAGTCT---GGCGTGCCACCTGTC---TCAAAGGTTGAGAATGAAGCACCTGCTGGACCAAAC---ACACAAATCAAAGGTCTCTACAGCTGGCCCGAAGTGTGCGCTATGCTGCCGAACACCAATAATGCTTATGGCAAAGGTGCCAATCTGGCATTGACCAAGGTCGGCGATCCAACTCGTCGC---------------------------------------------------------------------------------------------------------------------------ACGGGTAATTATGCCTATCGCTCG------GACGAG---AAGAGCAGCGGTCATGGCTTGTGGGTGGGCTATGAAGATCCCGACACCGCCGCTGAAAAGGCCGCCTATGTG  

Aaeg_Idgf4  ACGCT------CCCGCCTCAAAGCTGATCGTGAGCATCCCAACGCACGGCCGTGGATGGAAGATGACCGAAGATTCTGGCATAACT---GGAGTTCCTCCATTG------GTGGCGGATGGAGCTTCCCCAGCGGGAACTCAA---CTGCAGCAGGAAGGATTCTACTCGTGGGCTGAAACCTGTGCCAAGCTGCCGAACCCGAGCAACACGGCTCTGAAGGGTGCCGATGGTCCTCTGCGCAAGGTCGGAGATCCAACCAAGCGA---------------------------------------------------------------------------------------------------------------------------TTCGGTTCGTACGCGTTCCGTTTG------CCCGAT---AGCAATGGAGAGCACGGAATGTGGGTTACCTATGAGGATCCGGATAGTGCTGGCAACAAGGCAGCTTATGTC  

AaegIdgf42  GAACC------CCTGCCGGCAAGATCGTCATCGGCATCCCAACCTATGGCCGCGGCTGGAAGCTGGTGGAGAAATCCGGCATCACT---GGTGTCCCTCCAATC------CCTGCGGACGGACCTTCCATCCCTGGCCCGCAC---TCGGGTATCAACGGTTTCTACAGCTGGGCTGAAGTGTGCGCCAAACTGCCCAACCCGGGAAATGCCAACTTGCAGGGAGCCGACCAACCTTTGCGCAAGATTGGTGACCCAACACGTCGC---------------------------------------------------------------------------------------------------------------------------TTTGGGGCCTATGCTTTCCGCATT------CCGGAT---GAAAACGAGGAACATGGAATCTGGCTTTCGTACGAAGATCCGGACACGGCCGGAAACAAAGCTGCATACGTC  

Agam_BRP_1  GCACT------CCGCTGGACAAGATCGTGGTAGGCATTGCGACGTACGGTCGGGGCTGGCGGTTGGTGGGCGATTCCGGCATTACG---GGCGTTCCCCCGATT------CCGGCCGATGGTCCTTCGCCGGCCGGTCCGTAC---ACCAACGTTCCCGGATTCTACAGCTTCGGCGAGGTGTGCGCTAAGCTGCCCAACCCGGGCAATGCGAATCTGAAGGGAGCGGAGTATCCGCTGCGCAAGATCAACGATCCTACGAAGCGC---------------------------------------------------------------------------------------------------------------------------TTTGGGCCGTACGCGTTCCGCATT------CCGGAT---GAGAATGATGAGCATGGCATATGGTTGTCGTACGAGGATCCGGAAAGTGCGGGCAACAAGGCGGCGTACGTG  

Agam_BRP_2  ACGCT------CCTGCATCGAAGCTGATCGTGTCGATCCCCACGTTCGGACGTGGCTGGAAGATGAACGGCGATTCGGGCATTACC---GGTGTCCCACCACTG------CCAGCGGATGGTCCTTCCAATCCGGGTCCGCAA---ACGCAAACCGAGGGCTTCTACAGCTGGGCCGAAGTGTGCGCTATGCTGCCGAACCCGAGCAACACCGCCCTGAAGGGTGCCGACGCTCCGCTGCGCAAGGTTGGCGACCCAACGAAGCGC---------------------------------------------------------------------------------------------------------------------------TTCGGATCGTACGCGTTCCGTCTG------CCGGAC---AGTAACGGAGAGCACGGTGTGTGGGTGAGCTACGAGGATCCGGATACGGCCGGCAACAAGGCGGGCTACGTG  

Llon_Idgf   GGGGT------CCTGCATCGAAAATCATCGTTGGTATCCCAACCTTTGGGCATTGTTGGAAGTTGGGTGAAGATTCGGGCATCACT---GGGGTCCCACCCCTT---ACACCCAAAGAAGGT---CACCCTGAGGGTCCTCAA---CTCAAAGTTCCCGGTCTTGTGAGCTACCCCGAAGCCTGTTCTAAGCTAACAAACCCCTCAAATGCCCATCTTAAGGGTGAAGACGCACCCCTGCGCAAAGTCAATGACCCTACTAAACGT---------------------------------------------------------------------------------------------------------------------------TTTGGAAATTATGCCTTCCGCCTTGGGGATCCCGAT---CGGGACTACGAACACGGAATGTGGTGCAGCTTTGAGGATCCCGATACAGCTGGCAATAAAGCTGGGTATGTT  

Bant_Idgf1  GCTTC------CCCGCCAACAAGATCGTCATTGGAATCCCCACCTTCGGACGCGTCTGGTCGATAGAAGACGGCGCAACCAGCACT---GGAGTTCCACCTATT------GAAACCAAAGGTCCAGCCCCCGAGGGGATCCAA---TCTAAACAAGAAGGCTTCTTGAGCTACCCTGAAATCTGTACCAAACTGACCAACCCACAAAACAAGGACTTGAAGGGTGAAAACGGTCCAATTCGCAAAGTCGGCGACCCGAGCAAGCGA---------------------------------------------------------------------------------------------------------------------------TTTGGCACTTACGGATACCGTCTG------CCCGAC---AAGGACGGCCAGTACGGACTGTGGGTCAGCTATGAAGACACCGATACCGCTGGCAACAAGGCCAGCTATGCT  

Bant_Idgf2  GCCTT------ACAGCTAATCGCGTCGTTATTGGTCTGTCAACTTACGGACGCGCATGGAAAATCGAAAAAGACGCCACTTTAACT---GGTTCACCACCTGTT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

Mdes_Idgf   GAGCT------CCACCAAATAAAATCATTGTTGCGATTCCAACACATGGACGATCATGGCAATTAACACAAGATTCAACGAAAACG---GGTGTTCCGCCAATT---CTAGAGGTTAACAATCCAGGTGCACCGGGCATTGAA---AGCCAACAACCGGGATACTTAACTTATCCCGAAGTTTGCAGCAAATTACCAACCGAACGAAATATTAATCTTAAGGATGAAAATCAACCGTTACGCCGTGTCAATGATCCAACTCATCGT---------------------------------------------------------------------------------------------------------------------------TATGGCAATTATGCATATCGTTTA------CCAAAC---AGCAACGGTGATTATGGTTTTTGGGTTGGATTTGAAGATCCCGATTCAGCTCAATCAAAAGCAGCCTATGTT  

Ppap_Idgf   GAGCT------CCAGCATCTAAGATTGTTGTGGGTATTCCCACATATGGACGTTGCTGGAAATTAGGTGAAGATTCCGGAATTACA---GGAGTCCCACCTCTACGTACCCCTAAAGAGGGT---CATCCTGAGGGTCCTCAG---GTTAAAATTCCAGGTCTTGTGAGTTATCCTGAGGCCTGTGCTAAACTACCCAACCCTTCAAATGCCCACCTAAAGGGAGAAGATGCTCCACTGAGGAAAGTTGGTGATCCAACCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACCTACGGATACCGCCTAGGTGATCCCGAC---CGAGACTACGAACATGGTCTTTGGTGTAGTTTCGAGGATCCTGACACCGCTGGAAATAAGGCTGGATATGTG  

Cfel_Idgf   gagcc------cctgcctctaaattgatccttggcatcccaacattcggacgtacatggaaactcacatcagattccgccatatct---ggtgtccctccacta------accagtgatggcccaggagaagaaggaccacaa---tctaaactccccggacttctcagctatccagaagtttgtgctaaattgagcaatcctaataatcttaaa------ggtgcagacgctgctttgagaaaggttactgatccatccaaacgt---------------------------------------------------------------------------------------------------------------------------tatggaacatatgctttccgccta------cctgat---gacagtggtgagcatggaatgtgggtatcgtacgaagatcctgatactgctggaaacaaggctggttacgta  

Pcon_Idgf1  gattc------ccagctcataagctaattttagccatacctagttttggtcgggcatggaagttgaactctgatagcgctatttct---ggagtacctccaaca------cctgcagatggccctgcacctgaaggaccatat---acaaaacacgagggacttttaagttatccagaaatttgcacaaagctcaacaaccctgccaaccaaaaa------ggaatgcactcatacttaagaaaagttttagatccaagcaaaaga---------------------------------------------------------------------------------------------------------------------------tatggaacatatgcttttcgtaat------cctgat---gaaaatgaagctggcggtatatggatcagttatgaagatcctgaatcagcagccagcaaagttgaacattta  

Pcon_Idgf2  gattc------ccagctcataagttaattttagccattcccacttttggtcgagcttggaagttaaactctgatagcgtcatatct---ggagtacctccaaca------cctgcagaaggcgccgcacctgaaggaccttac---accaaacacgagggactcttgagctatccagaaatttgtacaaagctcaacaatcctgctaaccataga------ggaatgcacacgtacttgagaaaagtttcagatcccagcaaacga---------------------------------------------------------------------------------------------------------------------------tatggaacatatgcctttcgtgtt------cctgat---gataatggagctgatggtatgtgggtcagttatgaagatcctgattcagcagccaacaaagttgaacatata  

Pcon_Idgf3  gattc------ccaatccaaaagttgatcttagctatacccacttttggtcgcgcatggaagttggattctgatagcgccatttct---ggagtacctccactc------catacagatggaccagcacctgaaggaccttac---actaagcacgaaggtcttttgagttatccagaaatttgtacaaagcttaacaatccagccaatcaaaaa------ggattgcacacgtatttgaggaaagttacagatcctagcaaacga---------------------------------------------------------------------------------------------------------------------------tatggaacatatgccttccgtgct------cctgat---gataatggagataatggtttgtgggtcagttatgaagacagtgacacagcagctaacaaagttggatacata  

Hang_Idgf   gattc------cctaatagtaaattaatcttaagcatgccctcgtttggaagagcttggaagttggattcagattcagccatttcc---ggagtacctccattg------cacaccgacggagtagctccagaaggtccatac---acaaaacatgcaggtcttttgagttatccagaaatctgcaccaaacttcaaaatcctagcaacgccaaa------ggaatccacacccacttgagaaaagtcacagatcccagcaaacgc---------------------------------------------------------------------------------------------------------------------------tacggaacctacgctttccgtgta------cctgac---gacaacggagatggtggaatgtgggtatcttacgaagacccagacacggctggaaacaaggcaggatacgtg  

Ostr_Idgf   gtatc------tctggtagcaagatagtgttgggaatgcccacatacgccagggcatggaagatgacctctgatagtgctatttca---ggggtacctccacta------gtagtcgaaggaccagcgcctgaaggtccgtat---accaagcaagaaggtcttttgagctatgctgaagtttgcactaaattaagcaacccaaataatccgaaa------ggaattcacacgcatctcagaaaggtcacagatcccagcaaaaga---------------------------------------------------------------------------------------------------------------------------tacggaacttatgccttccgcatc------cccgat---gacaacggagataatggtatctgggttggatacgaggatcccgataccgcaggaaacaaagctggatacatt  

Robl_Idgf   ctgtt------ccgtcatataagcttgtgttgggaattccaacgtacgccagaacctggaagatgacttctgatagtgaaggtgcc---ggagttccaccgata------acagtcgatggcccagcaccagaaggaccttac---accaaacaggccggcttattgagcttccccgaagtgtgctccaaactgaccaaccctaataaccaaaaa------ggacttcatacccatttgagaaaggttaccgatcccagcaagaga---------------------------------------------------------------------------------------------------------------------------ttcggaacttatgccttccgcgta------gctgat---gacaacgatgaaggtggtatctgggttggatatgaagacgctgatactacaggaaacaaagctgcttacgtc  

Hhum_Idgf   gcgca------ccaggctccaagattgttgtaggtattgccacctttggccgcacatggaaaatgaccagctccagcaacattgcc---ggtgtaccgccacta---gaggaaatggacgggccaggtgaggaaggaccatac---tccaaaacgcccggtctattgagttatcctgaagtatgtgccaaactcatcaacccagataatcaaaag------ggcctcttacctcaccttcgtaaagtcccagatcccagcaagaga---------------------------------------------------------------------------------------------------------------------------ttcggaacttatgcattccgagtg------cctgat---gataacgacgaaggcggtctctgggtcggttacgaagatccggactctgctggcgacaaggccaattacgtc  

Tbis_Idgf   acgcc------ccgttgaataagatagtaattggaatttcaacaaaggctcgcacctggaagttagacgaagatagcgagatcgct---ggtgtccctccaata------cacactgatggtcccggagaagctggtccatac---accaagatggatggtatcttaagttatcctgaagtttgtgctaaactcattgaacctaaacatcaaaag------ggaatgcgccctaatctcagaaaggttaccgacccaagcaaacgt---------------------------------------------------------------------------------------------------------------------------ttcggaacatatgccttccgtcta------cctgat------aatggggaaggtggtatctgggtgtcatacgaagatagcgatacagctggagaaaaagctggatatgct  

Prob_Idgf   gtgcc------cctggcaacaagatcgtgctgggtgtctcgacctttggcagaacatggaagctcaacgcagacagcgaaccctcc---ggtgtacctccgatc------caagctgatggtcctggtgaagctgggccctac---acaaaaactgaaggaatactgagctaccctgaagtctgcggcaaactgctcaaccctaaccaccagaag------ggtatgcgccctcatctcaggaaggtcacagatcctagcaagcga---------------------------------------------------------------------------------------------------------------------------tttggaacatacgctttccgtctc------cctgac---gacagcggtgagggtggtctgtggatcagctacgaggaccccgagactgctggtcaaaaggctacttatgtc  

Ycag_Idgf   gagcg------ccttcgaacaagatcgtgttgggcatctcgaccaaggcccgcacctggaagctggatgccgacagcgagatcgct---ggagttcccccccta------cacgccgacggacctggcgaggctggaccttac---accaagaccgaaggcgtcctcagctaccccgaagtctgcatgaagctgatcaaccccaatcaccagaag------ggaatgcgcccttacctcaggaagttcactgaccccagcaagaga---------------------------------------------------------------------------------------------------------------------------ttcggtacctacgccttccgcctg------cccgac---gacggcggcgagccaggtctgtgggtcagctacgaggatccagacaccgctgcccagaaggccgtctatgcc  

Gpel_IDGF   gactg------cccggacacaagattgtcttgggaatgcccacatatgccaggacatggaagatgacctctgacagcgaaatttcc---ggcgttcctccacta------accgttgatggaccagcacctgaaggtccatat---accaaagaagctggcttattgagctacgccgaagtatgcaccaagctgagcaaccccaataaccagaag------ggaatccacacccatctgaggaaggttactgaccccagcaagaga---------------------------------------------------------------------------------------------------------------------------tacggaacttacgccttccgcgtg------cccgat---gataacgaggagggaggcatgtgggtttcgtacgaagaccccgataccgcaggaaacaaggccggatatata  

Txia_IDGF   gtgcg------ccgggctccaaaattgttctcggtgttgccacctttggccgtacatggaagatgaccagcggcagcaatattgcc---ggtgtgccgccacta---gaggaaatggacggagcaggtgaagaaggaccatac---tccaaaacgcccggtctattgagttaccctgaagtatgcgccaagctgatcaacccagataataaaaag------ggtctccaaccccacctccgtaaagttctagatcccagcaagaga---------------------------------------------------------------------------------------------------------------------------tttggaacttacgcataccgagtg------cctaat---gatgacggcgaaggcggtctctgggtttcctacgaggatccggactctgctggcgacaaggctaattacgtc  

Mcal_IDGF   gagct------ccgggcaccaagattattgttggaattcccacctacggacgtgcatgggccatgactagtgacagccagatatca---ggagtaccagctctt------actgtcgatggaaaagccgttgaaggaccctac---accaaagaagctggtctacttagctacccagagatctgcacgaaactcaacagcccagcaaacgtccga------ggaatacataattatttcagagaagtcactgatcctactaggcgt---------------------------------------------------------------------------------------------------------------------------tttggtacatatgctttcaggctt------gctgac---gacaatggc---aacggaatctgggtgagctacgaagatcctgatacagctggaaataagggcaattatgtc  

Epry_IDGF   gagcg------cctgctaacaagctggtccttggtgtagctacttatggccgtacctggaagctggactctgaaagcgagatcgct---ggcgtacctccgata------cacactgatggagcaggcgaagctgggccttac---accaaaacagaaggcattcttagctaccccgaaatatgcgctaaactgatcaaccctaatcaccaaaaa------gggatgcgtccttacctcaggaaggttactgaccccagcaagcgt---------------------------------------------------------------------------------------------------------------------------ttcggcacttacgctttccgtctt------cccgac---gacagcggtgaagctgggctttggatcagctacgaggaccctgatactgccggacagaaagcttcttatgtt  

Ejap_Idgf   GAGCG------CCTGCTAACAAGCTGGTCCTTGGTGTAGCTACTTATGGCCGTACCTGGAAGCTGGACTCTGAAAGCGAGATCGCT---GGCGTACCTCCGATA------CACACTGATGGAGCAGGCGAAGCTGGGCCTTAC---ACCAAAACAGAAGGCATTCTTAGCTACCCCGAAATATGCGCTAAACTGATCAACCCTAATCACCAAAAA------GGGATGCGTCCTTACCTCAGGAAGGTTACTGACCCCAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGCACTTACGCTTTCCGTCTT------CCCGAC---GACAGCGGTGAAGCTGGGCTTTGGATCAGCTACGAGGACCCTGATACTGCCGGACAGAAAGCTTCTTATGTT  

Tpit_Idgf   gagct------ccgagccagaaaatcatcgtggctattcccacatttgggcgtacttggaaactggattctgatagtgaaattgct---ggtgttccaccacta------cacgctagcggacccggtgaagctggtccttac---accaagatcgaaggcctcctcagctacccagaagtctgtgctaagctgatcaatcctaaccatcagaag------ggaatgcgtccccatctcaggaaagttactgacccaagcaaacgt---------------------------------------------------------------------------------------------------------------------------ttcggaacatatgctttccgcttg------cctgac---gagagtgaagagggtggtttgtgggtgagctacgaggatcctgacaccgcaggccaaagggcttcatacgcc  

Hkah_Idgf   gagcg------ccttcgaacaagatcgtgctgggtattgccacctttgcccgcacctggaaaatggactctgagagtgaaatatct---ggtgtcccaccaata------caagttgacggtcctggagaagctggtccttac---actcggactgaaggtctgttgagctaccctgaagtttgcgctaagctgatcaatccaaatcatcagagg------ggaatgaaacctcatctcaggaaggtcaccgatcccagccagcgc---------------------------------------------------------------------------------------------------------------------------ttcggaacctatgctttccgcaca------aatgat---gataagggtgagcccggactctgggtgagctacgaggacccggaaaccgctgggcagaaagctagtttcgtc  

Gmel_Idgf   gcgct------ccaactggaaagatagttgtgggtgtttccacaattggtcgtacatggaaattagactctgacagcgaaatcgct---ggggtaccacctcta------catgctgacgggcctggagaagcaggaccctac---accaagactgaaggcttgctgagttacccagaagtttgtgctaaactcatcaatcccaaccaccagaaa------ggcatgcgccctcatttgcgtaaagtgactgatccaagcgaaaga---------------------------------------------------------------------------------------------------------------------------tttggtacatatgctttccgtcta------cctgac---gatagtggcgaaggtggtctttgggttacctatgaggatccggacacagctggaaagaaggctaactacgtt  

Csup_Idgf   GAGCA------CCCACAACCAAACTGGTGTTGGGCATCGCGACATTCGCGCGAACATGGAAGTTGGACGGCGACAGCGAAATCTCG---GGAGTTCCCCCGATC------CACACCGACGGACCCGGAGAAGCAGGTCCTTAC---ACCAAGACTGAAGGTGTGCTTAGCTACCCAGAAGTGTGCGCTAAGCTTATCAACCCCAATCATCAAAAG------GGTATGCGCCCTCATCTGAGGAAGGTCACTGACCCCAGCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGCACATACGCATTCCGTCTT------CCCGAT---GACAATGGAGAGGGTGGTATTTGGGTGAGCTACGAGGACCCCGACACTGCTGCACAGAAAGCTGAATTCGCG  

Atra_EN03   GTGCT------CCTAGTGGTAAAATCATTGTTGGTATTTCCACCATCGGACGCACGTGGAAGTTGGACTCAGACAGTGAGATCGCT---GGAGTGCCCCCACTA------CACGCCGATGGCCCTGGAGAAGCAGGTCCTTAC---ACTAAGACTGAAGGTCTCCTCAGTTACCCAGAAGTCTGCGCCAAGCTCATCAACCCTAATCACCAGAAG------GGCATGAGGCCACATCTGAGAAAGGTCAACGACCCAAGTGAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACATACGCTTTCCGCCTC------CCTGAC---GACAGTGGAGAAGGCGGTCTCTGGGTGAGCTACGAAGATCCCGACACAGCTGGCAAGAAGGCCAACTACGTC  

Ofur_EN03A  GTACG------CCTAGCAGCAAAATAGTTTTGGGTGTCGCCACCTACGGACGCACTTGGAAGCTCGACGGTGATAGCGAAATTTCT---GGAGTTCCTCCGATC------CACACTGATGGCCCTGGCGAAGCAGGTCCTTAC---ACTAAGATTGAAGGTATATTGAGCTACCCAGAGATCTGTGCCAAGCTTATCAATCCTAACCACCAGAAG------GGCATGAAGCCTTACTTGAGGAAAGTGACTGATCCGAGCAAGCGA------------------------------------------------------------------------------------TTTGACGTGCTAACTAAGGAGGAAGATTTATCTCATTTGTTTGGTACTTACGCCTATCGCCTC------CCTGAC------GACGGTGAAGGTGGTCTCTGGGTTAGCTACGAAGATCCTGACACAGCTGGACAAAAGGCATCTTTCGTA  

Pint_Idgf   GGGCG------CCAAGCGGGAAGATCATCGTCGGTATTTCCACCATCGGCCGTACCTGGAAACTCGACTCTGACAGCGAGATCTCG---GGAGTGCCGCCCCTA------CACGCTGACGGCCCTGGTGAAGCAGGTCCTTAC---ACCAAAATCGAGGGTCTCCTGAGCTACCCCGAGGTCTGCGCCAAGCTGATTAACCCCAACCACCAGAAA------GGCATGCGTCCCCATTTGAGAAAGTTCACCGATCCAAGTGAACGTTTCGGATGGTTTAAATGGCAAGTCTACGTTGATTGCCAGAAATCAACGTCAAGTTTTTGCTTTTCAGAGAAAAAGGAAAATAAAGAAAGACCATTTACTAAGGATGCTGATTTGTCAAATTCATTTGGAACATATGCGTTCCGCCTC------CCCGAT---GACAGCGGCGAGGGAGGACTGTGGGTAACCTACGAGGATCCAGACACTGCTGGCAAGAAAGCCAATTATGTG  

Harm_Idgf   gtgcc------ccagctcagaagctcgtcctcgctatccccactgctgcccgcacatggaagctggactctgacagcgaaatcgct---ggagttcctccccta------cacgctgatggtcctggagaagctggtccatac---accaaaatcgagggtatcctgagctaccctgaagtgtgcggcaagctcatcaaccccaaccaccagaag------ggtatgctcccccacctcaggaaggtcactgaccccagcaagcgt---------------------------------------------------------------------------------------------------------------------------ttcggaacctacgccttccgtctt------cccgac---gacagcggtgagggtggtctgtgggtgacctatgaggaccctgacaccgccggacagagggctgcctacgtc  

Tni_Idgf    gtgct------ccttctcaaaagcttgtcctcggcatcccgaccttcgctcgcacatggaaactggactccgacagcgagatcgct---ggagttcctccccta------cacgctgacggacctggtgaagctggtccttac---actaaaaccgagggtatcttgagctaccccgaggtttgcgccaagctgatcaaccccaaccaccagaag------ggaatgcgtcctcatcttaggaaggtcactgaccccagcaaacgt---------------------------------------------------------------------------------------------------------------------------ttcggtacctacgccttccgtctg------cccgac---gacagcggtgagggtggtatgtgggtgtcttacgaagacccagacactgccggacagagagcaacctatgtc  

Acaj_Idgf   atgct------ccatcccaaaagatcatcctggctattcctactttcgctcgtacttggaagctggatgccgatagcgaaattgct---ggtgttccccctcta------catgctgatggcccaggcgaagctggtccttac---accaaaaccgatggtattctcagttaccctgaagtttgcgccaaactaatcaatcctaaccaccagaag------ggtatgcgaccccatcttaggaaggtcactgatcctagcaagcgc---------------------------------------------------------------------------------------------------------------------------ttcggaacatacgcattccgcatt------cctgac---gacagcggcgagggtggactctgggtctcttacgaggatcccgatactgctggtcaaagagcatcttatgta  

Bpra_Idgf   gtgct------cccgctcagaagctcatcttggccatccctaccttcggtcgtacttggaagttggactctgagagtgaaatagct---ggagtacctccccta------cacgccgatggccctggcgaagctggaccttac---actaaaattgaaggaatcctgagttaccctgaagtctgcgccaagttgatcaaccccaatcaccagaaa------ggaatgcttccccacctcaggaaggtcacagaccccagcaagaga---------------------------------------------------------------------------------------------------------------------------ttcggaacatacgccttccgccta------cccgaa------aacgatgagggtggtatttgggtgtcctacgaagatcccgacactgctggacagagggcagcatacgtc  

Ldis_Idgf   acgca------cctcctcagaagctgatcctagccattccaacatttggtcgcacctggaaacttgactccgatagtgagatcgct---ggtgttcctccccta------cacgctgatggtgctggagaagctggtccctac---actaaaaccgagagtctgttgagttacccagaagtgtgtgccaagctgatcaatcctaatcatcagaag------ggtatgcttcctcatctcagaaaagttactgatcccagcaagcgt---------------------------------------------------------------------------------------------------------------------------tttggtacctatgctttccgtctt------cccgat---gataatggagaaggtggtctttgggtcagttacgaggatcccgataccgctggccagagggcagcttacgtt  

Mneu_Idgf   gtgca------ccaagcaataaattggttcttgccatatcctctgttgctcgcacatggaaactcgatgcggagagtgaaatcgct---ggagttcccccccta------catgctgatggacctggtgaagctggtccttat---actaaagttgaagggaaactcagctatcctgaagtgtgcctgaaattgatcaaccccgctcatcaaaag------ggaatggccccccacttgagaaaggtcactgacccaagcaagcgt---------------------------------------------------------------------------------------------------------------------------ttcggtacctacgctttccgttta------cccgac---gacaacggagagggcggcttgtgggtatcgtacgaagaccccgatactgctggccagaaggctgcttatgtg  

Lque_Idgfp  gttca------ccaagccagaaattagtgattgccctctcaccagttgcccgtacatggaaacttgatgcagagagtgaaatcgct---ggagtaccaccactg------catgctgacggacctggtgaagctggtccttac---accaaaatagagggtaaactcagctatcctgaagtgtgccttaaactgatcaaccccactcaccaaaaa------ggaatgcgtcctcacctgagaaaggttactgacccaagcaagcgt---------------------------------------------------------------------------------------------------------------------------ttcggaacctatgctttccgttta------cctgac---gacggtggtgagggtggtttatgggtttcatacgaagatccagatactgctggtcagaaggcagcttatgtc  

Aeur_Idgf   atgct------cccagtcaaaagatagtcgtggctatcccaactttcggccgcacttggaaacttgactcagacagtgaaattgct---ggagtcccccctctc------catactgacggagccggtgaagctggtccttac---accaagattgaaggtcttctcagctacccagaggtttgcgccaagctaattaatcctaaccatcagaaa------ggaatgcgcccccacctcaggaaggtgacagatcccagcaagcgt---------------------------------------------------------------------------------------------------------------------------ttcggcacttatgctttccgtctg------cccgat---gacaacggtgaaggtggtctctgggtgtcctacgaagatcctgacactgctggtcagagagcttcatacgtc  

Msex_Idgf   atgcc------ccaagcaacaaactcgtccttggcattgcatcttacagtcgcacatggaagctagattctgagagtgaaatctca---ggagttcccccattg------cacaccgatggcgctggcgaagctggtccttac---acaaagatcgaaggtctcctgagctaccctgaagtctgcgcgaagcttatcaaccccaaccaccagaag------ggaatgcgtccccatcttaggaaggtcaccgaccccagcaaacga---------------------------------------------------------------------------------------------------------------------------tttggcacatacgccttcagactc------cccgac---gacagcggcgaaggcggtatgtgggtgtcttacgaagaccccgacaccgcgggacagaaagcatcatacgtc  

Bmor_Idgf   GTGCT------CCAAGCCAAAAGATAGTATTGTCTATCGCGACCTTCGGTCGTACCTGGAAACTGGACGCTGACAGCGAAATTGCG---GGAGTCCCTCCAATC------CACACTGATGGTCCCGGCGAAGCTGGACCATAC---GTTAAGACTGAAGGTTTGCTCAGTTACCCAGAAGTCTGCGGTAAGTTGATCAACCCCAACCAGCAGAAG------GGAATGCGTCCTCACCTCAGGAAGGTTACTGACCCCAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACATACGCCTTCCGTCTT------CCTGAT---GACAACGGTGAGGGTGGCATTTGGGTATCATACGAGGATCCTGATACTGCTGGCCAGAAAGCTGCTTACGTC  

Bman_EN03   GTGCT------CCAAGCCAAAAGATAGTATTGTCTATCGCGACCTTCGGTCGTACCTGGAAACTGGACGCTGACAGCGAAATTGCG---GGAGTCCCTCCAATC------CACACTGATGGTCCCGGCGAAGCTGGACCATAC---GTTAAGACTGAAGGTTTGCTCAGTTACCCAGAAGTCTGCGGTAAGTTGATCAACCCCAACCAGCAGAAG------GGAATGCGTCCTCACCTCAGGAAGGTTACTGACCCCAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACATACGCCTTCCGTCTT------CCTGAT---GACAACGGTGAGGGTGGCATTTGGGTATCATACGAGGATCCTGATACTGCTGGCCAGAAAGCTGCTTACGTC  

Dple_Idgf1  GTGCC------CCTAGTTATAAAATTGTTGTGGGTGTCGCCACCTACGGCCGCACATGGAAACTAAACTCCGACAGCGAAATTTCT---GGAGTCCCACCTATC------CATGCTGAAGGACCTGGGGAAGCCGGTCCCTAC---ACGAAAATTGAAGGATTGTTGAGCTATCCCGAAGTTTGTGCTAAACTCATTAATCCCAATCATCAAAAG------GGTATGCGTCCTCATTTAAGGAAGGTCTCTGATCCAAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGAACTTATGCTTTCCGTGTT------CCCGAC---GACAATGGTGAAGGTGGTTTTTGGGTAAGCTATGAAGATCCTGACACTGCAGGACAGAAGGCTGTGTATGCT  

Pnap_EN03   GTGCG------CCCAGTTCCAAGATCGTCATAGGAATCGCCACCTATGCCCGAACATGGAAACTCGACTCTGACAGTGAGATAAGT---GGCGTGCCACCGCTT------CACACAGACGGCCCCGGAGAAGCAGGACCTTAC---ACAAAAACTGAAGGTCTTCTCAGCTATCCAGAAGTGTGCGCTAAGTTGATAAATCCCAACCACCAAAAG------GGGATGAGACCACACTTGAGGAAGGTCACGGATCCAAGCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACTTACGCTTTCCGTCTT------CCTGAC---GACAACGGTGATCCCGGTTTGTGGGTGAGCTACGAAGACCCAGACACAGCTGGACAGAAGGCCAGCTACGTT  

Psen_Idgf   GAGCC------CCAAGCAGCAAGATCGTCGTTGGTATCGCCAGCTTCGGCCGCACCTGGAAGCTGGATTCCGACAGCGAGATTTCT---GGAGTCCCTCCAATC------CACACCGACGGACCTGGTGAAGCTGGACCTTAC---ACCAAGATCGAGGGTCTTCTAAGCTACCCAGAAGTGTGCGCTAAGCTCATCAACCCCAACCACCAGAAG------GGCATGCGACCTCACTTGAGGAAGGTGACCGACCCGAGCAAGCGA---------------------------------------------------------------------------------------------------------------------------TTCGGAACCTACGCCTTCCGCCTC------CCCGAC---GACAACGGTGACCCAGGTCTGTGGGTGAGCTACGAAGACCCTGACACTGCTGGGCAGAAAGCCAGCTACGTG  

Pxyl_Idgf   GCGCC------CCTCCCACTAAGATCGTGGTGGGCATCGCCACGTACGCCCGCACATGGAAGCTCGACTCCGACAGCGAGATCGCC---GGAGTGCCGCCCATC------CACACCGACGGAGCCGGCGAACCAGGTCCTTAC---ACAAAGACGGAGGGTCTGCTGAGCTACCCCGAGGTGTGCATGAAGCTGATCGCGCCCCCCGCC------------GGCCTGCGAGCCAACATCCGCAAGGTCACTGACCCCAGCAAACGC---------------------------------------------------------------------------------------------------------------------------TTCGGTACCTACGCGTTCCGTCTG------CCTGAC---TCCGATGGTAACGGAGGCATCTGGGTGAGCTACGAGGACGCCGACACCGCCGGACAGAAGGCCGACTACGTC  

Pmach_Idgf  GCGCT------CCTACATACAAGATCATTGTGGGCATCGCTACATTTGGTCGTACCTGGGCCCTTGACTCCGATAGTGAAATTGCC---GGAGTTCCTCCAATC------CATGCTAATGGCCCCGGTGAAGCAGGGCCATAC---ACAAAAACCGAAGGACTTCTCAGCTACCCTGAAGTGTGCGCTAAGCTGATCAACCCCAATCATCAAAAG------GGCATGCGTCCTCACCTGAGGAAGGTTACTGATCCCAGCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACTTACGCTTTCCGCGTG------CCTGAT---GACAACGGCGAAGGCGGACTTTGGGTGAGCTATGAAGATCCAGACACGGCTGGACAAAAGGCAGCTTTCGTT  

Hmel_Idgf   GAGCT------CCTAGCACCAAAATTGTAGTAGGCATCGCCGCCTACGCCCGCACGTGGAAAATGGACTCCGAGAGTGAAATATCC---GGGGTGCCTCCTCTC------CATGTCGACGGCCCCGGCGAGGCTGGTCCTTAC---ACAAAAACCGAAGGTATTTTGAGCTATCCTGAAGTTTGCGAGAAACTCCTGAATCCTAGAAATAACAAT------GGAAAACTCCAGCATGTAAGAAAAGTGACAGACCCGAGCAAACGT---------------------------------------------------------------------------------------------------------------------------TTCGGAACATACGCGTTCGCTCGT------CCCGAC---GACAACGGCGAAGGTGGTATTTGGGTGAGCTACGAAGATCCTGACACAGCTGGACAGAAGGCGACATATGCT  

Bany_IdgfB  GTGCA------CCTAGCAACAAGATCGTGGTCGGCATCGCCACGTACGGACGCACATGGAAACTGGATTCAGACTCTGAAATCTCT---GGAGTGCCACCTCTA------CACGCCAACGAGGCGGGCGAAGCTGGACCGTAC---ACTAAAACCGAGGGCATATTGAGTTATCCCGAAATATGCGCTAAGCTGATCAACCCTAACCACCAGAAA------GGCATGCGTCCTCATCTCAGGAAAGTCACCGATCCCAGCAAACGC---------------------------------------------------------------------------------------------------------------------------TTTGGTACATACGCGTTCCGTCTC------CCCGAC---GACAGCGGCGAGGGCGGTCTTTGGGTCAGCTACGAGGACCCCGACACAGCTGGACAGAAGGCCACGTACGCC  

Lacc_Idgf   GTGCA------CCGCCGGTGAAGATTGTCCTTGGTGTTGCCACATTCGCTCGTACTTGGAAGATGGATTCTGATAGTGAAATCGCT---GGAGTTCCTCCTGTT------CATGTTGATGGACCTGGTGAAGCTGGTCCATAC---ACCAAGACTGAAGGACTCCTCAGCTACCCTGAAGTATGTGCTAAGCTCATCAATCCCAATCACCAGAAG------GGCATGCGTCCTCACCTTAGGAAAGTAGCTGATCCTAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTTGGAACCTACGCGTTCCGTCTG------CCTGAT---GACAGTGGTGAAGGAGGCCTATGGGTGAGCTACGAAGACCCAGACACTGCCGGACAGAAGGCTACTTTCGCT  

Ccec_Idgf   GTGCC------CCAAGCCAGAAGCTGGTGGTTGGTATCGCCACCTACGCCCGCACGTGGAAGCTGGACGCAGACTCCGAGATCTCT---GGTGTGCCCCCACTA------CACGCCGACGGACCCGGTGAAGCTGGACCTTAC---ACCAAGATTGAGGGTATACTGAGTTACCCAGAGGTCTGCGCCAAGCTGATAAACCCCAACCACCAGAAG------GGTATGCGCCCACACCTTAGGAAGGTCACGGACCCAAGCAAGCGT---------------------------------------------------------------------------------------------------------------------------TTCGGTACATACGCCTTCCGTCTG------CCTGAG------AACGGCGAGGGCGGTCTGTGGGTGAGCTACGAAGACCCAGACACGGCCGCACAAAAAGCGGTATATGCC  

AplaIdgf4A  GAGCT------CCAAACAACAAACTCATTTTGGGTATTCCAACATATGGAAGAGCGTGGAAAATGACGGAAGATTCTGCGATCAGT---GGAGTTCCACCATTT------AAAGTAAAAGGGGCTGCTGAAGAAGGACCTTAT---ACCAAAGAACCTGGTCTTTTGAGTTATCCCGAAGTATGTGCTAAAATTTCTAATCCGTTAAACCTTAAA------GGCGCTGGATCACATTTGAGAAAAGTTGGAGACCCTACTAAAAGA------------------------TACGACGAA------AGATTCAACGTTTCT------------------------------------------------------GATGTTTCCAATAGATACGGTGTTTATGCATTCCGCTTA------CCTGAT---GAAAATGGTGAAAATGGTGTTTGGGTTGGTTATGAAGATCCGGATACTGCCGGAAACAAAGCGGCCTACGCA  

OtauEN03A   GTGCT------CCTAGCAACAAACTTATTTTGGGTATCCCAACATACGGTAGATCATGGAAAATGACTGAAGATTCAGCGATTAGC---GGAGTTCCACCTTTC------ACAGTTGATGGAGCTGGTGAAGAAGGACCTTAT---ACAAAAACCCCCGGTATTTTAAGTTACCCCGAGGTTTGTAGCAAAATTGCAAATCCTAACAACCTGAAA------GGAGCTGGAACTCATTTAAGAAAAGTTGGAGATCCAACTAAAAGA------------------------TAC---GAA------CGTTGGAATAGTACA------------------------------------------------------GATGTAGACAAGAGATATGGAATATATGCATTCCGTTTA------CCTGAC---AGCAATGAAGAAGGTGGTATTTGGGTAGGATACGAAGATCCAGATACAGCAGGAAATAAAGCTGCTTATGCA  

DponIdgf4A  GCTTG------CCAGCCAACAAACTGCTATTGGGTATTCCCACGTATGGAAGAGCGTGGAAACTGAATGAAGACTCCGGATTCACC---GGAGTGCCGCCGGTG------GCTGCCGACGGCGCAGCCGATCCAGGCCCATAC---TCGAACGAAGCAGGCCTGCTCAGCTATCCAGAGATTTGCAACAAAATCGCCAACCAAAAGGAGATCAAG---GCCGGATATCTGGGCAAGTTGAGGAAAGTCAACGACCCAACAAAGAGA------------------------TACGAGGAA------TATTGGAATGTTAGC------------------------------------------------------GATGTTACCAAGAGGTTTGGAACGTACGCCTATCGGCTT------CCGGAC---CAGAATGGCGAAAATGGTATCTGGGTTGGCTTTGAAGATCCCGACACGGTCGGCAACAAGGCCGCCTACGCC  

Tcas_Idgf4  GGGCC------CCCAACAACAAGCTCATCCTGGGAATCCCCGCGTACGGCCGCGCCTGGAAAATGGACGAGGACTCCTCGATCAGT---GGGGTTCCCCCGCTT------TCGATCGACGGTGCCCTCGAGGCGGGCCCTTAC---AGCAAAGAGGAGGGCCTTTTGAGCTACCCCGAAGTGTGCGTTAAACTTGCCAACCCCCAGAAACTGACC---ACAGCTGCTGGGAAACATTTGAGGAAAGTCGGAGATCCCTCCAAGAGG------------------------AAAGGTGAG---------TGGCATAAAAAT------------------------------------------------------GAAGTTACCAAGAGATATGGGACTTATGCGTTCCGCACC------CCTGAT---GAAAATGGAGAAGGTGGGGCTTGGGTCGGGTATGAGGACCCCGACACTGCAGGAAATAAAGCTTCGTATGCC  

Tcas_Idgf2  GGGCC------CCCAGCGCCAAAATCGTGTTGGGTCTCCCAACCTTTGGTCGCGCTTGGGCAATGGACGACGAATCCGACATCAAC---GGCACTCCGCCTCTG------CACATCTCGGGCCCTGCTGAAGCAGGCCCCCTC---ACAAAAGACGCCGGTCTTTTAAGCTACCCCGAAATTTGCACTTTACTCAACGACCCACAAAACGCCAAA---ACCCAGAAAGCTTTCCAAGTGAAAAGAGTCCCAGATCCCTCAAAACGC---------------------------------------------------------------------------------------------------------------------------AAAGGATCCTACATTTTTAGACTC------CCTGAT---GAAAATAACAACGGCGGTTTTTGGGTCGGTTATGAAGACACCGACACAGCCGGATATAAAGCCAGTTATGTG  

Hheb_IDGF   GTACG------CCTGGCAATAAAATCGTAGTTGGTATACCGACCTTTGCTCGCACGTGGAAACTAACAGCAGATAGTCAAATTTCT---GGTGTGCCTCCAATT------GTAACTGAGGGAGCTGGGCTTGAAGGACCACAT---ACTGCTATTCCAGGTCTCCTCTCATACGCAGAAGTTTGTGCACGTTTAACCGAAAGTTCAGTGGGTCGT---------------------CTTAGGCGCGTTAGTGATCCATCGAAGAAG---------------------------------------------------------------------------------------------------------------------------TATGGTAGCTATGCTTATCAGCCA------TACGAC---AACACTGGTAAGGAGGGCATTTGGATTGGCTACGAGGAACCAGATACAGCTGGCAATAAGGCAAGTTACGCT  

BimpIdgf4A  GTACT------CCAGGCTCGAAAATAGTCGTGGGAATCCCAACATACGCCAGGACATGGAAGCTCACGTCTGACAGTCAAATATCA---GGGGTACCACCCATA------GTCGCCGAGGGTCCGGGAGCCGAAGGACCACAC---ACAAACACGCCAGGACTTCTCTCGTACGCTGAGGTGTGCTCCAGGCTGACAGAATCCGCTGTGGGTCGT---------------------TTGAGACGTGTTGGTGATCCATCCAAGAAA---------------------------------------------------------------------------------------------------------------------------TATGGCGGCTATGCCTTCCAATCT------TACAATGAGAACACTGGAAATGACGGAATCTGGGTCGGTTATGAGGATCCTGACACAGCTGGCAATAAGGCTGCCTACGCC  

MroIdgf4A   GCACC------CCCGGCTCCAAGATCGTCGTGGGAATCCCAACGTACGCCCGGACCTGGAAACTGACGGCGGACAGTCAGATATCA---GGAGTGCCACCCCTG------GTGACCGACGGTCCCGGAGCGGAAGGGCCGCAC---ACCAACATCCCAGGACTTCTCTCCTACCCTGAGGTGTGCGCCAGACTTACCGAGAGCGCTGTGGGTCGT---------------------TTGCGACGCGTGGGTGATCCTTCGAAGAAG---------------------------------------------------------------------------------------------------------------------------TACGGCAGCTACGCTTATCAGCCC------TATGACGAAAGCACCGGTGCTGACGGCATCTGGGTGGGTTACGAAGATCCTGACACTGCTGGAAACAAGGCTGCTTACGTT  

OabiIdgf4   GAACT------CCAGGGACCAAGGTGATCATCGGCATCCCCGCGTTCGCTCGCACGTGGAAGTTGACATCCGATAGTCAGATCTCC---GGAGTACCCCCGATA------GAGACCGATGGACCAGGTGCCGAAGGACCCCAC---ACGGCGACTCCTGGCCTCCTTTCATATGCCGAAGTCTGCTCTCGCCTGACCGAGCACGCGGTTGGACGG---------------------CTGCGACGGGTCGGCGATCCCTCCAAAAAG---------------------------------------------------------------------------------------------------------------------------TACGGTTCCTACGCTTATCAGCCA------TACAACGAGGAGACCAGCGCAGATGGGATCTGGGTTGGCTACGAGGACCCCGACACCGCGGGCAACAAGGCGTCTTACGCC  

Mhir_Idgf   aaatg------cccgccaacaaattattaatcactattcccacctttggaagaacatggaaacttaccactgatagcggtaaaact---ggagttcctccggtg---aaaaaagccgacgaagaaggagaagaaggggcatat---ttgaaagaaaaaggacgcatggcttattacgaaatttgccctattttaagcacagacgcaaatccaccg------------tctactcttctcaaaaaagtaactgatagtacatatcgt---------------------------------------------------------------------------------------------------------------------------actggaagttatgctttcagacca------gctgac------tcgaaaaagaaaggaatatgggttagttatgaagaccctgatgtggctgctaagaaagcttactacgct  

Nlug_Idgf   gagca------gaaccacacaagctgatagtgggtctgccaacatacggtcgcacgtggaagacgacgctggacagcgccatttcg---ggcgtgccgcctctg------gtggccgacgggccaggtccggccggcacacac---accaagaccgagggcctgctcgcctactacgagatctgtccgcgcattgtgagtccgaccaacgccaag------gcaccgcgagacactctgcgtcgcgtcaccgaccccagcaagcga---------------------------------------------------------------------------------------------------------------------------ctcggcacctacggctaccacatg------cccaac---aagaacgaggaggagggcatctgggtgtccttcgaggagccggagaccgccgcgcagaaggcgcagtacgtc  

Hhal_Idgf   gagct------gaacctcaaaaattgaaccttggaattgcaacctggggaagatcatggaaactaaatgaagactcagtactatcatctggtactccaccagtt------atcgctagcggacctggtgagaaaggaccacac---actaagacagctggacttctagcatactacgaagtgtgtattaaactggtcagtccaacaaatccaaca------gctcctgctggtatgctgagaaaagttagtgatcctgaaaggaaa---------------------------------------------------------------------------------------------------------------------------atgggtgcctatgcattcagatta------ccagaccgtgcaggagaaagtgaaggtctgtgggtaggatttgaagagcctgatacagcagctgctaaagctctttatgct  

Onig_Idgf   gagct------gaaggccaaaaattgaatttgggtatcccaacttggggtcgatcatggaaactaacaacagactctggtttatct---ggtgttcctccatta------gttgctgatggacccggacctgctgggccacat---acaaagactgaaggtctgcttgcctattatgagacctgcgtaaaactggtatcaccaacaaatccaaaa------gctccagctggtatgatacgtcgtattgctgatccatcaaaaagg---------------------------------------------------------------------------------------------------------------------------cagggtacctacgcatttagatta------cccgataaagctggtgaaagtgaaggattatgggtaagctttgttgaaccagaaacctctggttactctgcatcatacgct  

Apis_Idgf   AAGCC------GACCGCGGTAAGTTGGTGTTGGGTATCTCTACGTACGGCCGGACCTGGAAGATGGACAAGGACAGTGGTAAGTCC---GGCGCGGCACCCGTC------ACTGCTGACGGTCCCGGAGAAGAGGGCACGTAT---ACTAAGACCGAAGGTCTACTGGCCTACTACGAGATTTGCCCTCACCTGGTCGAGAGCACTGCGGCCACC------ACATCTCTCACCCTTTACAGACGTGTACCGGACCCGAGCAAAAAT---------------------------------------------------------------------------------------------------------------------------CTCGGAACCTATGCTTTCCGTTTG------CCCAAA------GATGACGTAAAAGGAATTTGGATCAGTTTCGAGGAACCAGAAACGGCCAAACAAAAAGCTACGTATGTG  

Focc_Idgf4  GCACT------GACGCCGTCAAGATCATCGTCGGCATCCCCACCTTCGGCCGCAGCTGGAAGCTCAACGCCGAGAGCGGCATCTCC---GGGGTGCCCCCCGTC------GTCGCCGACGGCCCCGGTGACGCTGGCACCGTG---ACCAAGACCCCCGGTATCATGGCCTGGCAGGAGACCTGCCTGCTGCTGCACAACTCCAAGGTCGCCGACGTG---CCGAACGACCGCCTGCTGCGCAGGGTGGGCGACCCCAGCAAGCGC---------------------------------------------------------------------------------------------------------------------------CTGGGCTCCTACGCCTACCGCCTG------CCCAAG---AAGTCCGACGAGACCGGCATGTGGGTCGGCTACGAGGACGTCGAGTCTGCCGGCTACAAGGCAGCGTGGGTC  

Gsig_Idgf   GATTT------CCAAGCAACAAAATTATTCTGGGTATTCCCACATATGCTGTAACATGGAAACTAACATCTGAGAGCAAGATTTCA---GGTGTTCCACCCATT------CAGGCGGATGGGCCAGGTGAAGAGGGTCCTCAG---ACAAAATCACCAGGACTCCTTTCATATGCAGAAGTGTGCTCATTGATTGATAACCCTATTAATAAGGGA------AATAATAAGCATCTTTTACGTCGTGTCAATGATCCAGCAAAAAAA---------------------------------------------------------------------------------------------------------------------------TCTGGATCATATGGCTTCCGTCTT------CCAGAT---GGGGACTCGGTAGAAGGGCTCTGGGCATCATTTACTGACCCTGACACTGCAGGGGATAAAGCTGCTTATGCA  

Znev_EN03   GAGTG------CCAGCGAATAAGATCATCCTCGGAATTGGAGCTTTTGGCGTGACCTGGAAACTGACATCAGAAAGCAAGATCTCT---GGTGTGCCCCCAATT------GGGGCTGATGGTCCAGGTGAAGCAGGACCTCAG---ACCAAGACCCCTGGTCTGTTGTCATATCCAGAGGTGTGCAGTCTACTTCCTAAC---AGCAATGTGAAATCGCCATCAGCCCCCCATCAGCTGCGTCTTGTCACCGACCCTTCTCACAAA---------------------------------------------------------------------------------------------------------------------------CTTGGATCATATGCTTACCGCCTG------CCTGAT---TCCAGCTCTGATACTGGCCTGTGGGTGGCCTATGAAGACCCTGACACTGCTGGTTACAAAGGTGCATATGTT  

Csec_EN03   GTGTA------CCAGCTCACAAAGTCATCTTTGGTATTGGACCTTTTGGTGTAACCTGGAAACTGACATCAGAAAGCAAGATATCT---GGTGTGCCCCCCATT------GGGGCTGACGGTCCAGGAGAGGCAGGACCTCAG---ACCAAGACCCCAGGTCTGCTGTCATATCCTGAGGTGTGCAGTCTACTTCCCAACCCCAACTTCAAGTCA---GCATCAGCCCCTCATCTGCTGCGTCGTGTCACTGACCCATCCCACAAA---------------------------------------------------------------------------------------------------------------------------CTTGGCTCCTATGCTTTCCGCCTG------CCTGAT---TCTAGCTCTGATACTGGCCTGTGGGTGGCCTATGAGGACCCTGAAACTGCTGGCTACAAGGGTGCATATGTT  
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Dmel_Idgf1  AAGGGCAAAGGACTCGGCGGAATTGCCCTTTTCGATTTAAGTTACGATGACTTCCGTGGACTTTGCACTGGC---CAAAAGTACCCCATACTGCGGTCAATTAAGTACTTTATGGGA---  

Dsec_Idgf1  AAGAGTAAAGGACTCGGTGGAATTGCGCTTTTTGATTTAAGTTACGATGACTTCCGTGGACTTTGCACTGGC---CAAAAGTACCCCATTGTGCGGTCAATTAAGTACTTTATGGGA---  

Dsuz_Idgf1  AGGGGCAAAGGACTCGGCGGAGTTGCCGTATTCGATTTAAGTTACGATGACTTCCGGGGACTTTGCACTGGC---ATGAAGTTCCCCATTGTGCGATCCATAAAATACTTCATGGGC---  

Dvir_Idgf1  AAAAGCAAGGACCTTGGCGGAGTGGCACTCTTCGATCTAGGCTACGACGACTTTCGAGGTCTCTGCACAGGC---CAAAAGTTTCCCATTGTGCGCTCAGTAAAATACTTTCTGGGT---  

DgriIdgf1A  AAAAGCAAGAACCTTGGCGGGGTTGCTATCTTCGATCTGAGCTGTGACGACTTCCGTGGTCTTTGCACCGGC---CAAAAGTATCCCATAGTGCGTTCGGTTAAATATCTTCTGGGT---  

Mdom_Idgf1  CGTCTAAAGGGTCTGGGTGGCATGGCTGTGTACGATTTAAGCTATGATGATTTTCGAGGCTTGTGTACCGGG---GCAAAATTCCCCATATTACGTTCCGTACAAAATGTTATTGAA---  

ScalIdgf12  AATGAAAAGGCTTTGGGTGGTGTGGCGGTTTTCGATATAAATCGGGATGATTTTAAAAGCATATGCCGTGGCACTGAGGGATTTCCCATATTACAAGCCATCCGTCGTACACTAAATATT  

ScalIdgf11  AGACAAAAGGGCTTAGGAGGAATTGCGGTGTATGATCTGAGCTATGATGATTTTCGTGGCTTGTGTACGGGA---TTCAAGTTTCCCATTCTCAGATCAATACAGACTATATTGGAT---  

LcupIdgf11  GTTCAAAAGGGTATGGGTGGTGTGGCCCTGTACGATATAAGTTATGATGATTTTAGAGGTTTATGTACGGGA---GCCAAATATCCCATTTTACGTTCGGTTAAAAGTTATTTA------  

LcupIdgf12  AAACAGCGTGGCTTGGGTGGAGTGACTTTGTTTGATTTGCAACATGATGATTATCAAAGATTTTGCATTGGT---CCCCCATTTCCGATATTGACACGCATAAGTCAGGTTTTGGGAATA  

Gmor_Idgf1  AAGACTAAGTTTATTGGTGGAGTGGCTTTATATGATTTATCTTATGATGATTTTCGTGGTCTTTGCACCGGC---GTCAAATTTCCCATATTGCGTTCGGTGAGAGGACACTTG------  

SbulIdgf11  AAGCAAAAGGGTCTGGGCGGTATAGCCTTGTACGATATAAGTTATGATGATTTCAGAGGCTTGTGTACTGGT---GCCAGATACCCCATACTACGCATGGTTAAAAGTTCATTG------  

SbulIdgf12  AAGACCAACAATTTGGGTGGCGTAGCATTATACGATTTACAACATGATGATTTTGCTGCAGCATGTAGACAA---GGCTCATATCCAATATTGAAAAGTATAGGTAAAGTCTTGGGTATA  

Ccap_Idgf1  CGCACCAAGGGTTTGGGTGGTGTGGCGCTTTACGATTTGACCTATGACGATTTTCGTGGGCTGTGTACGGGT---TTGAAATTTCCCATCTTGCGCGCCATAAAGCATTTCTTA------  

Bole_Idgf1  CGCACGAAGGGACTGGGCGGTGTGGCGCTTTACGATTTGAGCTATGACGACTTTCGCGGCTTGTGCACGGGT---CTAAAGTTTCCCATTCTGCGTGCGATTAAGCATTTCTTA------  

DmelIdgf2A  CGTGTCAAGAACCTAGGGGGCGTGGCGCTGTTCGATCTGAGCTACGATGATTTCCGTGGACAGTGCTCAGGC---GATAAGTATCCCATTCTGCGAGCCATCAAATATCGTCTA------  

Dsec_Idgf2  CGTGTCAAGAACCTAGGGGGCGTGGCGCTGTTCGATCTGAGCTACGATGATTTCCGTGGACAGTGCTCAGGC---GATAAGTATCCTATTCTGCGAGCCATCAAATATCGTCTA------  

Dsuz_Idgf2  CGTGCCCATAACCTTGGAGGCGTGGCCCTGTTCGATCTGAGTTATGATGATTTCCGTGGTCAGTGCACGGGT---GAAAGGTATCCCATCCTGCGGGCAATCAAATATCGTCTG------  

Dvir_idgf2  CGTGCCAAAAATCTGGGCGGTGTGGCTTTGTTCGACCTGGGCTACGACGATTTCCGTGGACAGTGCACTAGT---GACAAATATCCAATCCTGCGTTCCATTAAATATCGACTT------  

Dgri_Idgf2  CGTGCCAAGAATCTGGGCGGCGTGGCCCTGTTCGATTTGAGCTACGATGATTTCCGTGGACTGTGCACCAAT---GACAAGTATCCCATATTGCGTTCCATTAAATATCGACTA------  

Mdom_Idgf2  CATGCCAAGGGTCTGGGTGGTCTGTCAATGTTCGATTTGAGCTACGATGATTTCCGTGGATTGTGTAATGGT---GACAAGTATCCCTTGTTGAGAGCGGCTAAATATCGTTTG------  

Scal_Idgf2  CACTCCAAAGGTTTAGGTGGCCTATCGCTATTCGATTTAAGTTATGATGACTTCCGTGGCCTTTGCAATGGT---GACAAATATCCCATATTGAGAGCTGCCAAATATCGTCTA------  

Lcup_Idgf2  AGATCGAAAGGACTTGGTGGCCTGTCTTTGTTTGATTTAAGTTATGATGACTTCCGTGGTCTATGCACCGGT---GATAAATATCCTTTGTTAAGAGCCGCCAAATATCGTTTAACGTGT  

Gmor_Idgf2  CATTCGAAAAATCTTGGCGGCTTATCGCTGTTCGATTTGAGTTATGATGATTTTCGCGGTTTATGCACGGGA---GATAAATACCCGTTATTACGAGCTGCTAAGTACCGTTTG------  

Ccap_Idgf2  CATTCGAAGAACTTGGGCGGCTTGGCGTTGTTCGACTTGAGTTACGATGATTTCCGTGGTCTCTGCACAGGC---GATAAATTCCCCATTTTACGCGCTGCCAAGTTCCGTTTG------  

Bole_Idgf2  CACTCGAAGAACCTGGGCGGTATTGGCTTGTTCGACTTGAGTTACGATGACTTCCGTGGTCTGTGCACTGGC---GATAAGTACCCCATTTTGCGTGCTGCCAAGTTTCGTTTG------  

Dmel_Idgf3  AGGGCAAGGAATCTCGGTGGAGTGGCTCTGTTTGATCTGACCCAAGACGATTTCCGTGGTCAGTGCACAAAC---GATCGCTTCCCCATGCTGCGCGCCATCAAGTATCGACTTCTC---  

Dsec_Idgf3  CGGGCAAGGAATCTCGGTGGAGTGGCTCTGTTTGATCTGACCCAAGACGATTTCCGTGGTCAGTGCACAGGC---GATCGCTTCCCCATGCTGCGCGCCATCAAGTATCGTCTTCTC---  

Dsuz_Idgf3  AGGGACAGGAATCTGGGAGGAGTGGCGCTGTTCGATTTAACCCAAGACGATTTCCGTGGTCAGTGCACCCAG---GATCGATTCCCCATGCTGCGTGCCATCAAGTACAGACTTCTC---  

Dvir_Idgf3  CGTGTCAAGAATCTCGGAGGCGTCGCTTTGTTCGACTTGACTCAGGATGACTTCCGAGGTCAATGCACCGGA---GACCGCTTCCCCATGCTGCGCGCCATCAAGTATCGATTGCTC---  

Dgri_Idgf3  CGTGCCAAGAATCTCGGCGGTGTCGCCCTGTTCGATCTGACGCAGGATGACTTCCGTGGCCAGTGCACCGGT---GATCGTTTCCCCATGCTGCGAGCCATCAAGTATCGACTACTC---  

MdomIdgf3   AAGAATCGTGGTCTGGGCGGTGTGGCCTTATTCGATTTAAGTCTCGATGATTTTCGCGGCAACTGTGATGGT---GATAAATTCCCGCTGCTTAGAACGATTAAAATTAAGCTGTTG---  

MdomIdgf3B  AAATCTCATAAGTTGGGTGGTATGGCCTTGTTTGATCTTAGCCTAGATGACGTTCATGGGGTTTGTAGCGGT---GAAAAATTCCCATTATTGAAAAGTATACGCAATAAATTAATC---  

ScalIdgf33  CAAAGTCGTGGTCTTGGGGGCATGGCTTTGTTCGATTTGAGTTTGGATGATTTCCGCGGCGAATGCAACGGT---GATAAATTCACTCTACTGAAAACCATTCGATATAAGTTATTG---  

ScalIdgf3A  AGGAATCGTGGCTTGGGCGGTGTGGCTTTGTTTGACTTGAGCATGGATGATTTTCGTGGCAATTGTGCTAAT---GAAAAGTTTCCTTTACTGAAAGCTATTAAGTACAAATTTTGTGAA  

LcupIdgf31  AAGACACGCAGCTTGGGCGGTGTGGCCTTGTTCGATTTGAGTCTGGATGATTTTAATGGTCAGTGTACGGGC---GATAAATTCCCCATGTTAAGAGCTATGAAATATCGATTGTTG---  

LcupIdgf33  CGAAATCATAATTTAGGTGGTGTCGCTTTAATCGATCTGAGTTTAGATGATATACACGGTGAGTGTAATTGT---GAAAAATTTCCCATATTGAAGTCAATTAGATTGAGATTGACTAAA  

SbulIdgf31  ------------------------------------------------------------------------------------------------------------------------  

Gmor_Idgf3  AAAAATCGCGGTTTAGGCGGAATTGCTTTATTCGATTTAACTCTAGATGATTTTCATGGCCAGTGTACAGGT---GATAAATTTCCCATGTTACGAGCCATTAAATATCGTTTACTA---  

Ccap_Idgf3  AAGGCAAAGAATTTGGGTGGTGTTGCCTTGTTCGATCTCACTTTGGACGACTTCCGTGGTCAGTGCACCGGT---GATAAGTTCCCCATGCTGAGAGCTATCAAATACAGGTTACTT---  

Bole_Idgf3  AAGGCGAAGAATTTGGGCGGTGTGGCACTGTTTGATATCACTTTGGATGATTTTCGTGGTCAATGCACCGGC---GACAAGTTCCCCATGTTGAGGGCTGTCAAATACAGATTGCTT---  

Dmel_Idgf4  AAGCGCGAGGGTCTCGGCGGCATTGCTGTTGTCGATCTGAGCTTCGATGACTTCCGCGGCGGCTGCACTGGCCACGACAAGTTCCCCATCCTGCGCCAGGTTAAGAGCAAGTTG------  

Dsec_Idgf4  AAGCGCGAAGGACTCGGCGGCATCGCCGTTGTCGATCTAAGCTTCGACGACTTCCGCGGCGGCTGCACTGGCCACGACAAGTTCCCCATCCTGCGCCAGGTCAAGAGCAAGTTG------  

Dsuz_Idgf4  AAGCGCGAGGGACTCGGCGGCATCGCCGTCGTTGACCTCAGCTTCGACGACTTCCGCGGCGGCTGCACCGGCCACGACAAGTTCCCCATCCTGCGCTCCGTCAAGAGCAAGTTG------  

Dvir_Idgf4  AAGAGCAAGGGACTGGGAGGCGTAGCCCTTGTTGACCTCAGTTTTGATGACTTCCGCGGCGGCTGCACTGGCAACGAAAAGTATCCTATTCTACGCGCCATCAAGTATAAGCTA------  

Dgri_Idgf4  AAGAGCAAGGGTCTTGGCGGCATCGCTCTCGTCGACCTCAGCTATGATGACTTCCGCGGCGGCTGCACAGGCAACGAAAAATATCCCATTCTGCGCGCCATCAAGTATAAGTTA------  

Mdom_Idgf4  AAGGCCAAGGGTTTGGGTGGTGTTGCCTTGGTCGATTTATCCTATGATGATTTCCGTGGCTCCTGCTCCGGT---GATAAGTATCCCATTCTGCGTGCCATCAAGTATAAATTG------  

Scal_Idgf4  AAGGCTAAGGGTTTGGGTGGTGTGGCTCTTGTTGATTTGTCCTACGATGATTTCCGTGGCGCCTGCTCTGGT---GACAAATATCCCATCTTGCGTGCCATCAAATACAAGTTG------  

Lcup_Idgf4  AAGACCAAGGGCTTGGGCGGTGTTGCTTTGGTCGATTTGTCTTTTGATGATTTCCGTGGTGCCTGCACTGGT---GATAAATATCCCATTCTACGTGCCATCAAATACAAATTGCAA---  

Gmor_Idgf4  AAGACTAAAGGTTTAGGTGGGGTTGCTTTAGTCGATTTATCATTCGATGATTTTCGCGGTGCTTGTACAGGG---GATAAATATCCCATTCTACGTGCCATTAAATTCAAATTTCAA---  

Sbul_Idgf4  AAGACCAAAGGTTTAGGTGGTGTTGCCCTGGTCGATTTGTCATTCGATGATTTCCGTGGTGCCTGCACCGGT---GACAAATACCCCATACTACGTGCTATCAAATATAAGTTGCAA---  

Ccap_Idgf4  AAGTCCAGAGGTTTGGGTGGCGTCGCTTTGGTTGACTTGTCATTCGATGATTTCCGTGGTGCTTGCACCGGC---GATAAGTATCCCATCTTGCGTGCCATCAAGTTTAAGTTG------  

Bole_Idgf4  AAGGCTAGAGGTTTGGGCGGTATAGCTTTGGTTGACTTGTCTTTCGATGACTTCCGCGGTGCTTGCACAGGT---GATAAGTATCCAATCTTACGTGCTATCAAGTACAAGTTG------  

Dmel_Idgf5  CATGCCCAAGGATTGGGCGGAGTGGCCTTCCACGACCTGTCCATGGATGATTTTCGTGGTCAGTGTGCTGGC---GAAAAATTTCCCATTCTGCGAAGCATCAAGTTTAAGCTA------  

Dsec_Idgf5  CATGCCCAAGGATTGGGCGGAGTGGCGTTTCACGACCTGTCCATGGATGATTTTCGTGGTCAGTGTGCTGGT---GAAAAATTTCCCATTCTGCGAAGCATTAAGTTTAAGCTA------  

Dsuz_Idgf5  CAAGCCCAAGGATTGGGCGGAGTGGCCTTCCACGACCTATCCCTGGATGATTTTCGAGGTCAGTGTGCCGGT---GAGAAGTTTCCCATTCTGCGAAGCATTAAATATAAGCTA------  

Dvir_Idgf5  CAGGCCCAGGGCTTGGGCGGTGTTGCCTTCCATGATCTGTCACTAGATGATTTTCGTGGTCAGTGCGCGGGC---GAAAAGTATCCAATTTTGCGTAGCATCAAATATAAATTG------  

Dgri_Idgf5  CAGGCTAAGAACTTGGGTGGCGTAGCCTTCCATGATCTGTCGCTGGATGATTTTCGTGGCCAGTGCGCAGGC---GAAAAGTATCCAATTCTGCGAAGCGTTAAGTATAAGTTA------  

Mdom_Idgf5  CATGTGAGAGATCTGGGTGGAGTGGCATTATTCGATTTGACCACCGATGATAAGTTGGGCGTTTGTGGTGAG---GGCAAATATCCCATTTTGAGAAGCATTAAATTTAAGTTG------  

Scal_Idgf5  CAAGTTAGAGACCTGGGAGGAGTGGCTCTCTTCGATTTGAGCATGGATGATAAGTTGGGTATTTGTGGTGAG---GGCAAGTTTCCGATATTGAGAAGCATTAAATTTAAATTG------  

Lcup_Idgf5  CGCGTCAGAAGTTTGGGTGGTGTGGCTCTATTCGATTTGACCACCGATGATGTCTTGGGTACTTGTGGTGAT---GGCAAGTATCCCATTTTGAGAAGCATTAAATATAAGTTG------  

Gmor_Idgf5  CATGCTAGAAATTTAAGCGGTGTAGCTTTATTCGATCTATCCATGGATGATGTAACGGGCGAATGTGGCGAT---GGAACTTATTCCATATTGAAAAGCATTCATAATGCTTTTAAGAAG  

Sbul_Idgf5  AGAGTAAGAAGCTTAGGCGGTGTGGCCCTTTTCGATTTGACCACCGATGATGTATTGGGTAGTTGCGGTGAG---GGTAAATATCCCATTTTAAGAAGCATTAAATTTAAGTTG------  

Ccap_Idgf5  TTCGCGAAGAGCTTAGGCGGCGTTGCTTTATTCGACTTGACACTCGACGATTTTCGTGGCCAATGTGCTGGC---GAGAAATATCCGATATTGAGGAGCATTAAATTTAAACTA------  

Bole_Idgf5  TTCGCAAAGGGTTTGGGTGGCGTTGCTTTGTTCGATTTGTCGCTGGACGATTTTCGCGGCCATTGTGCCGGT---GATAAATACCCGATACTGAGAAGCATTAAATTTAAATTG------  

Dmel_Idgf6  CGCACTGAAAATCTGGGTGGAGTCGCGCTATTCGACCTGTCCTACGATGATTTCCGAGGACTCTGCACCAAC---GAGAAGTACCCCATCCTGAGGGCCATTAAGTATCGTCTGACCAAC  

Dsec_Idgf6  CGCACCGAAAATCTGGGTGGAGTCGCGCTATTCGACCTGTCCTACGACGATTTCCGAGGACTCTGCACCAAC---GAGAAGTACCCCATCCTGAGGGCCGTTAAGTACCGTCTGACCAAC  

Dsuz_Idgf6  CGCACCGAAAACCTGGGTGGAGTGGCCCTGTTCGACTTGTCCTACGACGATTTCCGAGGACTCTGCACCAAC---GAGAAGTACCCTATCCTCAGGGCGGTCAAATACCGTCTGACCAAC  

Dvir_Idgf6  CGGAACAACAATTTGGGCGGCGTGGCCCTATACGATTTGTCCTATGATGACTTCCGAGGACTCTGCACCAAC---GACAAGTACCCCATACTGAGGGCCGTTAAATACCGTCTGTCCAAT  

Dgri_Idgf6  CGCAGCAACAATTTGGGCGGTGTGGCTCTGTACGACTTGTCCTACGACGATTTCCGAGGACTCTGCACCAAC---GATAAATATCCCATTCTGAGGGCTATCAAATATCGTCTGGCCAAC  

MdomIdgf6A  AAGAATTTGAATTTGGGTGGTGTTGCTTTGTTCGATTTGGAATACGATGATTTCCGTGGCTTGTGTGTCGGT---GAGAAATATCCCATTTTGAGAGCCATCAAATATCGTCTACTCAAC  

Scal_Idgf6  AAGAGCCATAACTTGGGTGGTGTTGCTTTGTTCGATTTGGAATATGATGATTTCCGTGGTCTATGTGTGGGT---GAGAAATATCCCATTTTGCGTGCCATCAAATATCGTCTACTTAAC  

Lcup_Idgf6  AAGAGTCATAACTTGGGTGGTATTGCTTTGTACGATTTGTCCTATGATGATTTCCGTGGCCTTTGCACTGGT---GACAAATATCCCATTTTGCGTGCCATTAAATATCGTTTGGTCAAT  

Ccap_idgf6  CGTCAATTCAATTTGGGTGGCGTAGCGCTGTTCGACTTGTCCTTTGACGACTTTCGTGGTTCCTGCACTGGC---GACAAATACCCCGTACTACGTGCCATTAAGTTCCGCCTTGTGAAC  

Bole_Idgf6  CGTCAGTTCAATTTGGGTGGCGTGGCTTTGTTCGATTTGTCTTTCGATGATTTCCGTGGTTCCTGCACTGGC---GATAAATACCCCATACTACGTGCCATTAAGTATCGCTTGGTGAAC  

Aaeg_Idgf4  AAGGCCAAGGGATTGGGTGGAATCGCTATCAATGATTTGGCTTTCGATGACTTCCGTGGTAGCTGTGCTGGA---GAGAAGTACCCGATCCTGCGGGCTGCCAAGTACAGGCTG------  

AaegIdgf42  AAGGCGAAGGGATTGGGCGGAATTTCCATCTTCGATCTGGGTAATGATGACGTTCGCGGGGCCTGTGCTGGA---GATAAGTTCCCCATTCTGAGGGCTGCTAAGTATAGGCTG------  

Agam_BRP_1  AAGGCGAAGGGGCTGGGCGGTATCTCGATTAACGACCTGGGGCTGGACGATTTCCGTGGCACGTGCTCGGGC---GATAAGTTCCCGATCCTGCGTGCGGCCAAGTACCGGCTG------  

Agam_BRP_2  AAGGCAAAGAATTTGGGCGGTATTGCGATCAACGATCTGTCGTACGACGACTTCCGTGGCAGTTGCGCCGGC---GAGAAATTCCCGATCCTGCGTGCCGCCAAGTACCGGCTG------  

Llon_Idgf   CGTGCCAAAGGCTTGGGCGGTATTGGTCTCTTTGACATCACCCTCGATGACTTCCGTGGCACCTGCTCTGGG---GATAAATTCCCCATTCTACGTGCTGCCAAATACCGTCTC------  

Bant_Idgf1  CGAACCAACAACTTGGCTGGAGTAGCTGTCTTCGATTTAACCCACGACGACTTCCGCGGTGCTTGTCAACAA---GACAAATTCCCAATTCTTAAGTCCGTACGTGCCCGTCTTATG---  

Bant_Idgf2  ---------ACGGTTGGTGGTTTTAAAGCATTT---------------------------------------------------------------------------------------  

Mdes_Idgf   GTTAATAAAAATTTGGGCGGAGTTGCCATTCATGATTTGAATTCGGATGATTTTCGTGGGGCATGTACAGGT---GATCGATACCCAATATTACGTGCAGCTAAACATCGTTTGGGTCAA  

Ppap_Idgf   AGAGCTAAAGGTCTGGGAGGTATTGGAATCTTTGACCTAACTTTGGATGACTTCCGTGGTTCCTGCTCAGGA---GACAAATTCCCTATTCTCAGAGCTGCCAAATACCGTTTG------  

Cfel_Idgf   cgcgccaaaggactcggtggtattgctattatcgatttaggattcgacgatttccgcggtgtctgctctggt---gataaattcccaattcttcgcgccgctaaataccgactactc---  

Pcon_Idgf1  aagaacaaggggcttgcaggtctagccatagtggatctttctttagatgacttcagaggattatgtactgga---aataaatttccaattttagtagcagctaaatatggattg------  

Pcon_Idgf2  aagggtaagaagctagcaggtatagccatcgtagatctttctttggatgattttagaggattatgcacgggt---gataaatatccaattttaatatcagctaaatatagatta------  

Pcon_Idgf3  aaggctaagggactagcaggtgtagcaattgtggatctttctctggatgacttcagaggattatgtagtgga---gataaatatcctattttaagatcagctaaatacagattg------  

Hang_Idgf   agggccaagggcttggcaggaattgccgtcaacgatctgtctttggatgacttcagaggcttgtgcactggt---gacaaattcccaatcttgagagcagccaaataccgattggaa---  

Ostr_Idgf   agggccaaaggtctcggcggaatcgccatccacgacttgtcgctggacgacttccgcgggctgtgcagcggg---gacaagtacccgctcctgagggctgctaagtacagattg------  

Robl_Idgf   aaggccaagggtctcggtggaatcgctatcaacgacttgtctcttgatgacttcagaggactctgttccggc---gataagttcccccttttgagagccgcaaagtacaggctt------  

Hhum_Idgf   agggcgaagggcttgggtggggtagccattgtggacctgtcactggacgacttcaggggcagttgcacagga---gacaagtatcccatactgcgagcggccaaataccgcctc------  

Tbis_Idgf   aaatctaaaaatctaggtggtgtctctatttctgatttatctatggatgacttccgtggcctatgcagtgga---gagaagtatcctattttacgcgccgccaaataccgcctt------  

Prob_Idgf   aaatctaagaacctgggaggtgtgtcgatcgttgatctctccatggacgacttccgaggtctctgcaccggc---gacaagtaccccatccttagggccaccaaatatcacatc------  

Ycag_Idgf   aagtcgaagaatctcggcggtgtctcgatctcagacctgtccatggacgacttccgcgagctgtgcacaaac---aacaagtaccccatcctgcgtgccgttaaataccgtctt------  

Gpel_IDGF   agggccaaggctctcggcggtatcgccatccacgatctgtccctcgatgacttccgtggcctttgctccggg---gacaagttccctctgttgcgcgccgccaagtacagattg------  

Txia_IDGF   agggcaaagggattaggcggtgtggccattgttgacctgtctttggacgacttcaggggcagctgcactgga---gacaagtaccccatactgcgagcggccaagtaccgcctg------  

Mcal_IDGF   aggagtaataatctcggcggcgtcgctatcgtcgatctgtccttagacgacttcagaggactttgcaagggt---gataaattcccgcttttacgcgccgctaggttccgcatt------  

Epry_IDGF   aaatccaagggcttgggaggagtttccatcgtagatctatctatggatgacttccgtggcctgtgcaccggt---gacaaatacccaatacttcgagccgctaaatataggctt------  

Ejap_Idgf   AAATCCAAGGGCTTGGGAGGAGTTTCCATCGTAGATCTATCTATGGATGACTTCCGTGGCCTGTGCACCGGT---GACAAATACCCAATACTTCGAGCCGCTAAATATAGGCTT------  

Tpit_Idgf   aaagctaagaacctgggcggcgtttccatcgtggatctttcactggacgatttccgcggtctttgcactgga---gacaagtaccccatcctaagggctgctaaatacaggctt------  

Hkah_Idgf   aaatccaagaaccttggtggaatttctatcgtggatctttccatggacgacttccgtggtctttgcactggt---gacaagtacccgattttgcgcgccgccaaataccgtctt------  

Gmel_Idgf   aaaactaagagactgggaggtatttcaattgtggatctgtcaatggatgatttccgcggtctttgcaatggc---gaaaagtatccaatacttcgtgctgctaaatatcgattacaa---  

Csup_Idgf   AAATCCAAGAGCCTTGGTGGCATTTCCATCGTCGACCTGTCCATGGATGACTTCCGTGGGTTGTGCACTGGC---GACAAGTATCCCATACTGCGCGCTGCCAAATACCATCTG------  

Atra_EN03   AAGACAAAGAAACTTGGAGGTGTATCTATAGTAGATTTATCAATGGACGACTTCCGGGGTCTCTGCAATGGA---GAGAAGTACCCCATACTCCGTGCTGCCAAATACAGGCTG------  

Ofur_EN03A  AAGTCCAAGAATCTTGGAGGCATTTCTATCGTGGACCTGTCGCTGGACGACTTCCGTGGTCTTTGCACTGGT---GACAAGTACCCGATTCTTCGGGCTGCCAAATACCGTCTT------  

Pint_Idgf   AAGACGAAGAAACTTGGAGGAGTGTCTATCGTAGATTTGTCCATGGATGACTTCCGTGGTCTTTGCAACGGG---GAGAAGTACCCTATTCTCAGAGCCGCTAAATATAGATTG------  

Harm_Idgf   aaggccaagaaccttggaggagtgtccatcgtcgacctgtccatggatgacttccgtggtctctgcactggt---gacaagtaccccatcctcagggccgctaaataccgtctt------  

Tni_Idgf    aaggccaagaacctcggtggagtttccatcgtggacctctcaatggatgacttccgcgggctttgcactggc---gacaagtaccctatcctcagagctgccaaataccgtctt------  

Acaj_Idgf   aaggccaagagtctcggtggggtatccattgtagacctgtccatggatgacttccgtggactatgcacagga---gacaaatatcccatccttagggccgctaaataccgcctt------  

Bpra_Idgf   aagtccaagtcgctcggaggtgtctccatcgtcgacctctcaatggatgacttccgtggtctttgcaccgga---gataaataccctatcctaagagccgccaaataccgacta------  

Ldis_Idgf   aaagccaagaaccttggaggcgtttccatcatggacctctctctggatgatttccgcggtctctgcactggc---gacaagtaccctatcctaagggctgccaaataccgcctt------  

Mneu_Idgf   aagtctaaaaacctcggcggtgtatcaatcatggacctctccatggacgacttccgcggaacctgcacagga---gataaatatccaatcctcagggctgcaaaataccgactt------  

Lque_Idgfp  aaatctaaaaatctgggtggtgtgtcgattatggacctctccatggacgacttccgtgggacatgcacaggg---gataaatatccaatcctgagagctgctaaataccgtctt------  

Aeur_Idgf   aagtctaagaacctcggtggagtatccctcgtagatctgtctttggacgacttccgtggcacctgtactggt---gacaagtaccccctccttagagctgccaaataccgtctt------  

Msex_Idgf   acatcaaagaacctcggcggtatttcaatcaatgacctctccatggacgatttccgtggtctctgcaccggt---gacaagtaccccatcctgagggctgccaaataccgtctc------  

Bmor_Idgf   AAGTCAAAGAATCTCGGTGGTGTCGCTATTGTGGACCTATCATTGGATGACTTCCGCGGTCTCTGTACCGGA---GACAAGTATCCAATCCTTAGGGCCGCTAAATACCGTCTC------  

Bman_EN03   AAGTCAAAGAATCTCGGTGGTGTCGCTATTGTGGACCTATCATTGGATGACTTCCGCGGTCTCTGTACCGGA---GACAAGTATCCAATCCTTAGGGCCGCTAAATACCGTCTC------  

Dple_Idgf1  AAATCAAAGAATCTTGGAGGTGTTTCAATTTCTGATCTCTCTATGGATGACTTCCGGGGTCTATGTACAGGT---GACAAGTATCCCATTCTTCGCGCTGTAAAATACCGTGTA------  

Pnap_EN03   AAATCAAAGAACTTGGGCGGTGTTTCCATTGTCGACCTCTCAATGGATGACTTCCGCGGCTTGTGCACCGGT---GACAAATACCCGATCCTTCGGGCTGCAAAATACCGACTG------  

Psen_Idgf   AAATCCAAGAACCTCGGTGGAGTATCCATCACTGATTTGTCCATGGACGACTTCCGTGGTCTTTGCACGGGA---GACAAGTATCCCATCCTCAGGGCTGCCAAATACCGCCTT------  

Pxyl_Idgf   AAGAAAAACAACCTCGGAGGCATTTCCATCGTGGACCTGTCCATGGACGACTTCCGTGAGCTGTGCACCGGC---AACAAGTACCCCATCCTGCGCGCGGCCAAGTACCGCCTG------  

Pmach_Idgf  AAGTCCAGAGGTTTGGGTGGAATCTCGATCGTCGATCTTTCCATGGACGACTTCCGCGGTCTTTGCACCAGC---GACAAATATCCAATACTCCGCGCTGCTAAATACCGCCTT------  

Hmel_Idgf   AAGTCTAAGAACCTCGGTGGGGTGTCCTTGTCTGATCTCTCAATGGACGACTTCCGCGGTCTCTGCTCTGGC---GACAAGTATCCTCTTCTACGCGCTATTAGATACAGAGTC------  

Bany_IdgfB  AAGTCAAAGGCGCTAGGTGGCGTATCTATAGTCGACCTCTCGATGGACGACTTCCGTGGTCTTTGCACAGGC---GACAAGTACCCGATCTTGCGCGCAGCCAAGTACCGCCTA------  

Lacc_Idgf   AAATCAAAGAACCTTGGTGGAGTGTCTATAGTTGACCTATCTATGGATGACTTCCGAGGTCTCTGCACTGGA---GATAAATACCCCATACTCCGTGCCGCCAAATACCGTCTT------  

Ccec_Idgf   AAATCAAAGAACCTCGGTGGTGTGTCCATATTGGACCTCTCCATGGACGATTTCCGTGGCCTGTGCACCGGT---GACAAATATCCCATCCTTCGCGCCGCCAAATACCGCCTT------  

AplaIdgf4A  AGAGCGAAAGGACTTGGCGGCGTTGCCATCTACGACATTACTCTCGATGACTTCCGGGGTCTTTGCAACGGA---GAAAAATTCCCCGTTCTCAAAGCGGCTAAATTCCGCCTG------  

OtauEN03A   CGTGCCAAAGGATTAGGCGGTGTTGCAATCGATGACATAACTTTGGATGATTTCAGAGGATTATGTACGGGT---GATAAATTCCCTATTGTTCGTACAGCTAAACATAGGTTG------  

DponIdgf4A  AAAGCCAAAGGTTTGGGAGGAATCGCAGTGCTCGACATCACTCTGGATGATTTTAGGGGCACTTGCGTCAGC---GATAACTTCCCTCTGTTGAGGGCTGCCAAGTACAGGCTG------  

Tcas_Idgf4  AGAGCAAAGGGATTGGGTGGTATTGCCATTGTGGATATCACCTTAGACGATTTTAGGGGGCTCTGTACCGGT---AATAAATACCCAATTTTGCGTGCCGCTAAGCTTGGATTG------  

Tcas_Idgf2  AAAGCCAAAGGACTGGGAGGGATTGCAATTGTTGACTTGTCGTTGGACGACTTTAAGGGAACTTGCGGGCGG---GATAAATACGATATTTTAAGAACCGCTAAAACGCATTTG------  

Hheb_IDGF   AAAGCCAAGGGTCTTGGTGGTGTTGCTATATGGGATTTGTCAACCGATGATTTTCGTGGCACTTGCACCGGA---GACAAATACCCAATCGTCAAAAGCCGCCAA------ATA------  

BimpIdgf4A  AAGGCGAAAGGTTTGGGTGGTGTTCTTATCTACGATTTGTCCTTGGACGACTTCCGTGGTGTCTGCACCGGA---GACAAGTACCCTATCGTCAGAGGCGCCAAATACAAGCTG------  

MroIdgf4A   AAGGCTAAGGGTCTGGGTGGTGTTGCCATCTATGATCTCTCCTTGGATGATTTCCGTGGTGTCTGCACCGGA---GACAAGTTCCCCATTGTCAGGGGAGCCAAATACAAACTG------  

OabiIdgf4   AAGGCCAAGGGTCTGGGTGGCGTGGCGATCTACGACATCTCCTTGGACGACTTCAGGGGCGTCTGTACCGGC---GACAAGTTCCCCATCACCAGGGCCGCCAAATACAAACTG------  

Mhir_Idgf   aaattgaaaggattgggcggtgttgcgattatggatcttagtttggacgatttcaaaggatcatgtaccgga---gtgaaattcccgataactactcaagctaaaattaatttg------  

Nlug_Idgf   aagcagaacggatacggcggggtggccctcatcgaactctcactcgacgaccctcgtggcatgtgcgacggc---accaagtaccccatcctcaagcaagccaaagtcagtctc------  

Hhal_Idgf   aagggaagaggtcttggaggtgttgccatccttgatttgggtctagatgactcaaggggtatctgtgacgga---aacagatacccgataacaagggcggcaaaacttagcctagataat  

Onig_Idgf   aagatgaaaggacttggtggtgtagcagtgttagatttaggattggatgattcaagaggaatctgcgatgga---tctaaatttccaatcaccagagctgctaaactcaatttg------  

Apis_Idgf   AAGCAAAATAATTTGGGAGGTATAGCGTTAATGGATCTGTCCCTGGACGATGCTAGAGGTCTGTGCGACGCT---AATAAGTACCCCATTCTAAAAGCCGTAAAGAACGTGTTG------  

Focc_Idgf4  AAGAACAGGGGTCTCGGTGGCATCGCCATCTACGACCTGTCCATGGACGACCCGCGCGGCGTCTGCGACGGA---AACAAATTCCCTATCCTGCGTGCGGCCAAGAACGGCCTG------  

Gsig_Idgf   AAAGCTAAATCTCTAGGAGGAATTGCATTTTGGGATATTTCTCTGGATGATTTTAGAGGAGTGTGTAGTGGA---GTCAAATATCCAATTATTCACTCAGCCAAGAACAGATTAGTG---  

Znev_EN03   AAAAACAAGGGCTTGGGGGGCATTGCCATATGGGATATCTCACTTGACGACTTCAGAGGCATTTGTACTGGA---GAAAGGTTCTCCATTCTTAAAGCAGCGAAGAATCACTTG------  

Csec_EN03   AAGAACAAGGGTTTGGGTGGTATTGCCATCTGGGACATCTCTCTTGATGACTTCAGGGGTGTCTGTAGTGGG---GAGAAGTTTCCCATTCTTAAAGCAGCTAAGAATCACTTG------  
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0.1A aBSREL did not detect any positively selected nodes
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0.1B aBSREL did not detect any positively selected nodes
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0.1C aBSREL detected 2 positively selected nodes
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Figure S3C and D
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0.1E aBSREL detected 2 positively selected nodes
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0.2
F aBSREL detected 8 positively selected nodes

Figure S3E and F
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0.2G aBSREL detected 12 positively selected nodes
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0.2H aBSREL detected 15 positively selected nodes

Figure S3G and H
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Dmel_Idgf1  ------MRFQLFY--ILGLLSV----TSLT---HAASNLICYYDSNSYLRQGLAKMHTNELDLALQFCTHLVYGYAGLKSGTLELFSLNVDLDMFY----YKDITALRQKFPQLKILLSVGGDRDVDEA-----HPNKYVELLEANRTAQQNFIDSSMILLKRNGFDGLDLAFQLPRNKPRKVHGSLGSYWKSFKKLFTGDFVVDPQAEEHKSQFTDLVGNIKNAFRSA-NLMLSLTVLPNVNSTWYFDVPKLHPQFDYINLAAFDFLTPLRNPEEADFTAPIFFQD-EQNRLPHLNVEFQINYWLQNHC--PGQKLNLGIASYGRAWKLSKGSGLSGAPIVHETCGVAPGGIQIQSAEGLLSWPEICSKLSQNASAQYRGELAPLRKVTDLTQKYGNYALRPADDNGDFGVWLSFDDPDFAGIKAVYAKGKGLGGIALFDLSYDDFRGLCTG-QKYPILRSIKYFMG  

DmelIdgf2A  ------MKAWIWF---TFVACL----FAAST--EAASNLVCYYDSSSYTREGLGKLLNPDLEIALQFCSHLVYGYAGLRGENLQAYSMNENLDIYKHQ--FSEVTSLKRKYPHLKVLLSVGGDHDIDPD-----HPNKYIDLLEGEKVRQIGFIRSAYDLVKTYGFDGLDLAYQFPKNKPRKVHGDLGLAWKSIKKLFTGDFIVDPHAALHKEQFTALVRDVKDSLRAD-GFLLSLTVLPNVNSTWYFDIPALNGLVDFVNLATFDFLTPARNPEEADYSAPIYHPDGSKDRLAHLNADFQVEYWLSQGF--PSNKINLGVATYGNAWKLTKDSGLEGVPVVPETSGPAPEGFQ-SQKPGLLSYAEICGKLSNPQNQFLKGNESPLRRVSDPTKRFGGIAYRPVDGQITEGIWVSYDDPDSASNKAAYARVKNLGGVALFDLSYDDFRGQCSG-DKYPILRAIKYRL-  

Dmel_Idgf3  ----MTGSLWLSL---ALSLAV----LAQFKV-SAAPNLVCFYDSQGSQRQGLAQFSMIDIELALQFCTHLVYGYAGVNADNYEMQSINKRLDLEQRH--LAQITSMKERYPHIKFLLSVGGDADTYEG-------NQYIKLLESGQQGHRRFIESARDLVRRYNFDGLDLALQLPRNKPRKVHGDVGSAWKSFKKFFTGDFIVDTESETHKGQVTALIKDLSAALKQN-DLLLSLTVLPNVNSSWYYDAPSIAPSLDFINLGTFDFLTPQRNPEEADFSAPTYEAV-GQNRLGHYNLNFQMEHWLLQRV--PANKINIGIATYGRSWKMSKDSGDSGMPVVPSTQGPAPAGPQ-SKQEGLLNWAEICSLMPNPSNSNARGPNAPVKRVVDPTKRYGSYAFRAADENGDHGLWISYDDPDSASSKAMYARARNLGGVALFDLTQDDFRGQCTN-DRFPMLRAIKYRLL  

Dmel_Idgf4  ------MKLYALFSLLVGSLAI----GQISA--AGSHHLLCYYDGNSFVREGLSKLILTDLEPALQYCTHLVYGYAGINPSSNKLVSNNEKLDLDLGSSLFRQVTGLKRKYPALKVLLSVGGDKDTVDP-----ENNKYLTLLESSNAR-IPFINSAHSLVKTYGFDGLDLGWQFPKNKPKKVHGSIGKFWKGFKKIFSGDHVVDEKAEEHKEAFTALVRELKNAFRPD-GYILGLSVLPNVNSSLFFDVPAIINNLDYVNLHTYDFQTPERNNEVADFPAPIYELN---ERNPEFNVNYQVKYWTGNRA--PAAKINVGIATYGRAWKLTKDSGLTGLPPVAEADGVAPAGTQ-TQIPGLLSWPEVCAKLPNPANQHLKGADGPLRKVGDPTKRFGSYAYRSADDSGENGVWVGYEDPDTAAIKAEYVKREGLGGIAVVDLSFDDFRGGCTGHDKFPILRQVKSKL-  

Dmel_Idgf5  ---IQKNP-FLGL-LLCSFLAF----FQSTY--AEVGKLVCFYDAQSFVREGPAQMSLAELEPALQFCNFLVYGYAGIDAVTYKIKSLDPSLTNDRQH--YRHITALRKKYPHVRFLLSVGGDRDVNSE--GVADSDKYLRLLEQSEHR-KSFQASVLAELNNNGFDGIDLAWQFPKNRPKLQQGVFKRVWGSLRGWF-SSSSVDEKSEEHREQFATLLEELQSDLRRG-GQLLTVSMLPHVSAELFIDVPKVLSNVDFVNLGTYDFQTPERDPKVADLPTPLYAMY---DRDPSHNVQYQVQYWMNQTSEISVHKLHVGVTSYGRAWNMTRNSGITGYPPIPAANGAAPPGRQ-TVTPGLLSWPEICDLLQQQPQDR---EVPHLRKVGDPTKRFGIYAYRAADDQGENGLWVGYEDPLTAAIKAGFVHAQGLGGVAFHDLSMDDFRGQCAG-EKFPILRSIKFKL-  

Dmel_Idgf6  ----MIIKALAIV---SLCLASIQASKVGAPQ-LPKKHLVCYYDSASFVKEGLGKLVIDELEPALQFCDYLVYGYAGIERDSHKAVSLNQQLDLDLGKGLYRTVTRLKRKYPNVKILLSVGGDKDIELDKDAKELPNKYLELLESPTGR-TRFVNTVYSLVKTYGFDGLDVAWQFPKNKPKKVHSGIGSLWKGFKKVFSGDSIVDEKSEEHKEQFTALLRDVKNAFRPD-NLLLSTTVLPNVNSSLFYDIPAVVNYLDFVNLGTFDFFTPQRNPEVADYAAPIYELS---ERNPEFNVAAQVKYWLRNNC--PASKINVGVATYGRPWKLTDDSGDTGVPPVKDVKDEAPVGGN-TQVPGIYSWPEVCALLPNQNNAYLKGANAPLIKVQDPAKRFGSYAYRAADKKGDNGIWVSFEDPDTAADKAGYVRTENLGGVALFDLSYDDFRGLCTN-EKYPILRAIKYRLT  

Agam_BRP_1  -WSVWRLGVLALV---LGMLEV--SSVQGQNA-TTGPKVLCYYDGSNALREGLGKVTVSDIELALPFCTHLMYGYAGVNAETYRLRSLNEDLDLDSGKSHFRAVTTLKRRYPGLKVFLSVGNYRDLGEE----KPFEKYLTLLESGGSR-TAFVNSAYSLLKTYEFDGLDLAWQFPQTKPKRIRGWTGKVWHGFKKLFTGDSVLDPKADEHREEFTALVRDLKNAFVHD-KFQLGYTQLPHVNQTIFLDIPLLKDNIDYVNVAAYDQQTPERNPKEGDYTAPIYEPT---ERVVGNNVDDKVKAWHSQGT--PLDKIVVGIATYGRGWRLVGDSGITGVPPI-PADGPSPAGPY-TNVPGFYSFGEVCAKLPNPGNANLKGAEYPLRKINDPTKRFGPYAFRIPDENDEHGIWLSYEDPESAGNKAAYVKAKGLGGISINDLGLDDFRGTCSG-DKFPILRAAKYRL-  

Agam_BRP_2  MWCKQFAGALLLLVATSQYVQS-----------QQPSKVLCYYDAANFLIEGLGKVSLADIDAALPFCTHLVYGYAGIDVETNKAVSRQPNLDLDTGKGNYRTVTQLKSKYPSLKVLLGLGGYKFSEPS-------IKYLTLLESGAAR-ITFINSVYSLLKTYGFDGVDLEWQFPMNKPKKVRSTLGGVWHGFKKVFSGDSVLDEKAEEHREEFTALLRELKNAFRSD-GYQLGITVLSHVNSSVFMDIPAIINYLDFVNIAAYDQQTPTRNKKEADHAAPLYELS---DRVPGNNVDGQVRLWLTNNA--PASKLIVSIPTFGRGWKMNGDSGITGVPPL-PADGPSNPGPQ-TQTEGFYSWAEVCAMLPNPSNTALKGADAPLRKVGDPTKRFGSYAFRLPDSNGEHGVWVSYEDPDTAGNKAGYVKAKNLGGIAINDLSYDDFRGSCAG-EKFPILRAAKYRL-  

Ostr_Idgf   -----MANFLLFL---AAAIAAFLVSSAAAD--SSTAKVVCYYDSRSYVRETQAKMLPSDLDPALSFCTHLVYGYAGVTADSHKLTSLNTNLDLDQGHANYRIITQLKRKFPALKVLLSVGGDSDTDDK-------EKYLTLVETPEAR-TAFINSAVVILKNYGFDGLDLAWEFPKNKPKKIRGTFGSIWHGFKKVFSGDSILDEKAEEHKAGFAKLVQETKNALRPD-NLLLSVSVLPNVNSSLFFDTHAIMNSVDYVVLDGFDYLTPERNPKEADYTGPLYELL---ERNPEYNVNSLVSWWLRNGI--SGSKIVLGMPTYARAWKMTSDSAISGVPPL-VVEGPAPEGPY-TKQEGLLSYAEVCTKLSNPNNPK--GIHTHLRKVTDPSKRYGTYAFRIPDDNGDNGIWVGYEDPDTAGNKAGYIRAKGLGGIAIHDLSLDDFRGLCSG-DKYPLLRAAKYRL-  

Hhum_Idgf   ------MWVLSLI---ATFCLL----FVWTEADTAHNKVVCYYDSRSFAREKQGKMILADLEPALTFCTHLVYGYAGIQPDTYRMVPLNENLDTDKGHALYRNVAALNKKYPGLKVLLSVGGGADKEEK-------EKYNLLLESPEAR-TKFINSAVQLTKQYGFDGLDIAWEFPENKPKKIRGAIGSLWHGFKKIF-KTTPVDENAEQHREGYTAFIRELKQAVRPE-KLILTATVLPNVNSTIYYDVSAIINHLDFVNLEGFDFYTPERNPSEADYTAPLYEAY---ERNPGNNINHLTQYWLTNGA--PGSKIVVGIATFGRTWKMTSSSNIAGVPPLEEMDGPGEEGPY-SKTPGLLSYPEVCAKLINPDNQK--GLLPHLRKVPDPSKRFGTYAFRVPDDNDEGGLWVGYEDPDSAGDKANYVRAKGLGGVAIVDLSLDDFRGSCTG-DKYPILRAAKYRL-  

Gmel_Idgf   ------MKFLLAF---TGLLAV----GFATNP-PSTTKVVCYYDSKSYVREAQARMLPNDLDPALSFCSHLVYGYAGIQPDTYKLVPLNENLDIDRSHDNYRTITNLAHKYPNLKALLSVGGDADNDDA-------NKYNLLLESAQAR-TAFVNSGVLLAQQYGFDGIDLAWQFPRIKPKKVRSTLGSVWHSFKKAF-GTTPVDDKETEHREGFTALVRELKQALNVRPNMQLSVTILPNVNSSVYIDVPSIINLVDFINIDAFDYYTPARNPKEADYASPTYTPQ---NRNPLLNVDAAVTYFLQNSA--PTGKIVVGVSTIGRTWKLDSDSEIAGVPPL-HADGPGEAGPY-TKTEGLLSYPEVCAKLINPNHQK--GMRPHLRKVTDPSERFGTYAFRLPDDSGEGGLWVTYEDPDTAGKKANYVKTKRLGGISIVDLSMDDFRGLCNG-EKYPILRAAKYRLQ  

Bmor_Idgf   ------MKLFIAL---VGLLAL----AKALPA-VTHSKVLCYYDSRSYVREAQARMLPLDLDPALSFCTHLLYGYAGIQPDTYKLVSLNENLDIDRTHDNYRAITSLKAKYPGLTVLLSVGGDADTEEP-------EKYNLLLESQQAR-TAFINSGVLLAEQYGFDGIDLAWQFPRVKPKKIRSTWGSLWHGIKKTF-GTTPVDEKESEHREGFTALVRELKQALIHKPKMQLGVTVLPYVNSTIYHDVPAIINLVDYVNVGAYDYYTRTRNNKEADYTAPIYTPQ---NRNPLQNADAAVTYWLTSGA--PSQKIVLSIATFGRTWKLDADSEIAGVPPI-HTDGPGEAGPY-VKTEGLLSYPEVCGKLINPNQQK--GMRPHLRKVTDPSKRFGTYAFRLPDDNGEGGIWVSYEDPDTAGQKAAYVKSKNLGGVAIVDLSLDDFRGLCTG-DKYPILRAAKYRL-  
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Figure S4



Order Family Abbreviation Species Sequence ID Database-source

Diptera Drosophilidae Dmel Drosophila melanogaster NM_057910, NM_057909, NM_165158, NM_001298139, NM_137477, NM_001299570 Genbank

Dsec Drosophila sechellia XM_002038782, XM_002038781, XM_002038780, XM_002041783, XM_002034130, XM_002034398 Genbank

Dsuz Drosophila suzukii XM_017090266, XM_017089326, XM_017089327, XM_017073697, XM_017081820, XM_017084939 Genbank

Dvir Drosophila virilis XM_002052219, XM_002052220, XM_002052221, XM_002055522, XM_002048975, XM_002055522, XM_002050955 Genbank

Dgri Drosophila grimshawi XM_001996410, XM_001996409, XM_001996408, XM_001997796, XM_001991865, XM_001995267, XM_001986951 Genbank

Muscidae Mdom Musca domestica XM_005179350, XM_005179351, XM_005179325, XM_005189010, XM_005188622, XM_005186242, XM_005181848 Genbank

Scal Stomoxys calcitrans XM_013243787, XM_013243805, XM_013243807, XM_013251754, XM_013243813, XM_013253991, XM_013252596, XM_013262691 Genbank

Sarcophagidae Sbul Sarcophaga bullata TMW40086, TMW40679, TMW44785, TMW48511, TMW54608 Genbank

Caliphoridae Lcup Lucilia cuprina XM_023445243, XM_023445045, XM_023447952, XM_023440331, XM_023440337, XM_023440336, XM_023444827, XM_023447952 Genbank

Glossinidae Gmor Glossina morsitans DQ307194, DQ307195, DQ307196, DQ307197, DQ307193 Genbank

Tephritidae Ccap Ceratitis capitata XM_004521576, XM_004520878, XM_004518515, XM_004517420, XM_004518514, XM_004518516 Genbank

Bole Bactrocera oleae XM_014247671, XM_014229710, XM_014243820, XM_014244863, XM_014247632 Genbank

Cecidomyiidae Mdes Mayetiola destructor Mdes001216 EnsemblMetazoa

Chironomidae Bant Belgica antarctica JU25_03746, JU25_04757 EnsemblMetazoa

Culicidae Aaeg Aedes aegyptii XM_001660695, XM_001660698 Genbank

Agam Anopheles gambiae AY496420, AY496421 Genbank

Psychodidae Llon Lutzomyia longipalpis KY274439 Genbank

Ppap Phlebotomus papatasi PPAI009732 Vector base

Siphonaptera Pulicidae Cfel Ctenocephalides felis XM_026609733 Genbank

Trichoptera Polycentropidae Pcon Plectrocnemia conspersa MN520319, MN520320, MN520321 this study

Hydropsychidae Hang Hydropsyche angustipennis MN520322 this study

Limnephilidae Gpel Glyphotaelius pellucidus MN520337 this study

Phryganeidae Ostr Oligotricha striata MN520323 this study

Rhyacophilidae Robl Rhyacophila obliterata MN520324 this study

Lepidoptera Micropterigidae Mcal Micropterix calthella MN520338 this study

Hepialidae Hhum Hepialus humuli MN520325 this study

Txia Thitarodes xiaojinensis MN520339 this study

Tineidae Tbis Tineola bisseliella MN520326 this study

Psychidae Ejap Eumeta japonica GBP97637 Genbank

Epry Eumata pryerii MN520329 this study

Yponomeutidae Ycag Yponomeuta cagnagella MN520328 this study

Plutellidae Pxyl Plutella xylostella pacbiov1_core_32_85_1__cds__g12542 Lepbase

Gracillariidae Prob Phyllonoricter roboris MN520327 this study

Pyralidae Gmel Galleria mellonella MG846880 Genbank

Pint Plodia interpunctella v1_core_32_85_1__cds__maker-scaffold10-augustus-gene-6.74-mRNA-1 Lepbase

Atra Amyelois transitella XM_013333909 Genbank

Crambidae Ofur Ostrinia furnacalis XM_028300489 Genbank

Csup Chilo suppressalis CSUOGS101503 Lepbase

Nymphalidae Dple Danaus plexippus v3_core_32_85_1_Idgf1 Lepbase

Bany Bicyclus anynana v1x2_core_32_85_1__cds__BANY.1.2.t14035 Lepbase

Hmel Heliconius melpomene hmel2_core_32_85_1__cds__HMEL012202g1 Lepbase

Pieridae Psen Phoebis sennae v1x1_core_32_85_1__cds__pse1789 Lepbase

Pnap Pieris napi PIENAPT00000007661 Lepbase

Papilionidae Pmach Papilio machaon papma1_core_32_85_1__cds__KPJ09136 Lepbase

Hesperiidae Lacc Lerema accius v1x1_core_32_85_1__cds__lac161866 Lepbase

Lycaenidae Ccec Calycopis cecrops v1x1_core_32_85_1__cds__cce19999 Lepbase

Lasiocampidae Mneu Malacosoma neustria MN520334 this study

Cosmopterigidae Hkah Hyposmocoma kahamanoa XM_026463826 Genbank

Bombycidae Bmor Bombyx mori XM_021350318 Genbank

Bman Bombyx mandarina XM_028176361 Genbank

Sphingidae Msex Manduca sexta GQ843826 Genbank

Brahmaeidae Aeur Acanthobrahmaea europaea MN520336 this study

Lasiocampidae Lque Lasiocampa quercus MN520335 this study

Thaumetopoeidae Tpit Thaumatopoea pityocampa MN520330 this study

Lymantriidae Ldis Lymantria dispar MN520333 this study

Arctiidae Acaj Arctia caja MN520331 this study

Nolidae Bpra Bena prasinana MN520332 this study

Noctuidae Tni Trichoplusia ni trichoplusia_ni_hi5v02_core_32_85_1__cds__evm Lepbase

Harm Helicoverpa armigera XM_021340699 Genbank

Coleoptera Tenebrionidae Tcas Tribolium castaneum NM_001044626 Genbank

Scarabaeidae Otau Onthophagus taurus XM_023052363 Genbank

Buprestidae Apla Agrilus planipennis XM_018473779 Genbank

Curculionidae Dpon Dendroctonus ponderosae XM_019911548 Genbank

Hymenoptera Orussidae Oabi Orussus abietinus XM_012432960 Genbank

Braconidae Hheb Habrobracon hebetor MG733033 Genbank

Apidae Bimp Bombus impatiens XM_003489324 Genbank

Megachilidae Mrot Megachile rotundata XM_012283507 Genbank

Thysanoptera Tripidae Focc Frankliniella occidentalis XM_026420798, XM_026436107 Genbank

Hemiptera Pseudococcidae Mhir Maconellicoccus hirsutus EF070598 Genbank

Aphididae Apis Acyrthosiphon pisum NM_001168671 Genbank

Delphacidae Nlug Nilaparvata lugens KM217119 Genbank

Pentatomidae Hhal Halyomorpha halys XM_024363492 Genbank

Cicadellidae Onig Oncometopia nigricans AY725777 Genbank

Orthoptera Gryllidae Gsig Gryllodes sigillatus KT355866 Genbank

Isoptera Termopsidae Znev Zootermopsis nevadensis XM_022084000 Genbank

Kalotermitidae Csec Cryptotermes secundus XM_023870763 Genbank

Table S1



Name B LRT Test p-value Uncorrected p-value ω distribution over sites 

Node117 0.1379 29.9228 0 0 ω1 = 0.770 (84%) 

     ω2 = 226 (16%) 

Node140 0.0375 45.4859 0 0 ω1 = 1.00 (91%) 

     ω2 = 208 (9.0%) 

Node163 0.0696 76.0228 0 0 ω1 = 0.00 (79%) 

     ω2 = 30.0 (21%) 

Node175 0.0382 43.5013 0 0 ω1 = 1.00 (94%) 

     

ω2 = 95700000000 
(6.4%) 

Node183 0.074 73.8305 0 0 ω1 = 1.00 (88%) 

     ω2 = 1830 (12%) 

Node225 0.0779 43.9947 0 0 
ω1 = 0.0000000000577 
(75%) 

     ω2 = 394 (25%) 

Node25 0.0501 61.2561 0 0 ω1 = 1.00 (83%) 

     ω2 = 159 (17%) 

Node35 0.0222 30.9761 0 0 ω1 = 0.809 (90%) 

     ω2 = 368 (9.5%) 

Node40 0.0616 54.5886 0 0 ω1 = 1.00 (90%) 

     ω2 = 820 (9.6%) 

Node186 0.0597 28.4148 0.0001 0 ω1 = 1.00 (7.3%) 

     ω2 = 1.00 (83%) 

     ω3 = 236 (9.5%) 

Node38 0.0514 25.2506 0.0003 0 ω1 = 1.00 (89%) 

     ω2 = 663 (11%) 

Node89 0.0551 24.129 0.0005 0 ω1 = 1.00 (92%) 

     ω2 = 613 (8.3%) 

Node108 0.0786 23.1098 0.0009 0 ω1 = 0.00 (83%) 

     ω2 = 611 (17%) 

Node151 0.0133 21.8992 0.0016 0 ω1 = 0.00 (97%) 

     ω2 = 2180 (3.2%) 

Node32 0.0071 21.7488 0.0017 0 ω1 = 0.335 (97%) 

     ω2 = 273 (2.7%) 

Node31 0.0113 21.504 0.0019 0 ω1 = 0.00 (91%) 

     ω2 = 400 (8.9%) 

Node284 0.0324 20.3779 0.0034 0 ω1 = 0.975 (97%) 

     ω2 = 1160 (2.8%) 

Node152 0.0493 17.8957 0.0118 0 ω1 = 0.210 (94%) 

     ω2 = 44.8 (6.1%) 

Node37 0.0052 17.5 0.0143 0.0001 ω1 = 1.00 (95%) 

     ω2 = 1180 (5.1%) 

DMEL_IDGF1 0.0282 17.0203 0.0182 0.0001 ω1 = 0.140 (98%) 

     ω2 = 5000 (1.5%) 

Node64 0.0866 15.226 0.0447 0.0002 ω1 = 0.431 (87%) 

     ω2 = 116 (13%) 

Table S2



B – optimized branch length, LRT – likelihood-ratio test, ω > 1 – positive selection, ω < 1 – negative 

selection, ω = 1 – neutral evolution 

Table S2



Tree Codon# Position Branch Amount Properties… (magnitude value, probability)

Fig.S3D 7 Signal peptide Idgf4 1 (6, .05) Polarity

Fig.S3D 9 Signal peptide Idgf4 3 (6, .001) Beta-structure tendencies (7, .001) Polarity (8, .01) Solvent accessible reduction ratio

Fig.S3D 14 Signal peptide Idgf4 1 (6, .001) Beta-structure tendencies

Fig.S3D 18 Signal peptide Idgf4 1 (6, .001) Beta-structure tendencies

Fig.S3D 22 Signal peptide Idgf4 1 (6, .001) Solvent accessible reduction ratio

Fig.S3D 31 Signal peptide Idgf4 1 (6, .001) Alpha-helical tendencies

Fig.S3D 41 α helix 1 Idgf4 1 (6, .001) Alpha-helical tendencies

Fig.S3D 103 α helix 2 Idgf4 1 (6, .001) Beta-structure tendencies

Fig.S3D 110 α helix 2 Idgf4 1 (6, .001) Alpha-helical tendencies

Fig.S3D 131 between β3-α3 Idgf4 1 (6, .01) Buriedness

Fig.S3D 134 between β3-α3 Idgf4 4 (6, .001) Beta-structure tendencies (8, .001) Bulkiness (6, .001) Solvent accessible reduction ratio (8, .001) Turn tendencies

Fig.S3D 153 α helix 3 Idgf4 1 (6, .01) Buriedness

Fig.S3D 205 α helix 4 Idgf4 1 (7, .001) Polarity

Fig.S3D 254 α helix 5 Idgf4 1 (6, .001) Beta-structure tendencies

Fig.S3D 278 β sheet 6 Idgf4 4 (8, .05) Beta-structure tendencies (7, .001) Buriedness (8, .001) Polarity (6, .001) Solvent accessible reduction ratio

Fig.S3D 299 α helix 6 Idgf4 1 (6, .001) Solvent accessible reduction ratio

Fig.S3D 315 β sheet 7 Idgf4 4 (7, .001) Buriedness (8, .001) Polarity (8, .01) Solvent accessible reduction ratio (8, .001) Turn tendencies

Fig.S3D 345 α7β7 DI* Idgf4 2 (8, .001) Alpha-helical tendencies (7, .001) Turn tendencies

Fig.S3D 371 α7β7 DI* Idgf4 2 (8, .001) Alpha-helical tendencies (7, .001) Turn tendencies

Fig.S3D 399 α7β7 DI* Idgf4 2 (6, .001) Bulkiness (7, .001) Turn tendencies

Fig.S3D 400 α7β7 DI* Idgf4 2 (8, .001) Alpha-helical tendencies (7, .001) Turn tendencies

Fig.S3D 459 α helix 8 Idgf4 1 (6, .001) Solvent accessible reduction ratio

*α7β7 domain insertion
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Tree Codon# Position Branch Amount Properties… (magnitude value, probability)

Fig.S3G 106 α helix 2 Lepidoptera 2 (6, .001) Polarity (6, .001) Turn tendencies

Fig.S3G 156 α helix 3 Lepidoptera 1 (8, .01) Alpha-helical tendencies

Fig.S3G 196 loop between β4-α4** Lepidoptera 1 (6, .001) Buriedness

Fig.S3G 206 loop between β4-α4** Lepidoptera 1 (6, .001) Turn tendencies

Fig.S3G 228 between α4-β5 Lepidoptera 1 (7, .001) Polarity

Fig.S3G 237 β sheet 5 Lepidoptera 2 (7, .001) Buriedness (7, .001) Polarity

Fig.S3G 240 β sheet 5 Lepidoptera 1 (6, .001) Beta-structure tendencies

Fig.S3G 248 α helix 5 Lepidoptera 1 (6, .001) Alpha-helical tendencies

Fig.S3G 260 between α5-β6 Lepidoptera 4 (6, .001) Buriedness (8, .001) Polarity (6, .001) Solvent accessible reduction ratio (8, .001) Turn tendencies

Fig.S3G 289 between β6-α6 Lepidoptera 1 (6, .001) Alpha-helical tendencies

Fig.S3G 292 between β6-α6 Lepidoptera 1 (8, .01) Alpha-helical tendencies

Fig.S3G 296 between β6-α6 Lepidoptera 2 (7, .001) Buriedness (7, .001) Polarity

Fig.S3G 299 between β6-α6 Lepidoptera 4 (6, .001) Buriedness (8, .001) Polarity (6, .001) Solvent accessible reduction ratio (8, .001) Turn tendencies

Fig.S3G 303 α helix 6 Lepidoptera 2 (6, .001) Alpha-helical tendencies (6, .001) Turn tendencies

Fig.S3G 472 between α7-β8 Lepidoptera 2 (6, .001) Alpha-helical tendencies (6, .001) Turn tendencies

Fig.S3G 479 β sheet 8 Lepidoptera 2 (6, .001) Alpha-helical tendencies (6, .001) Turn tendencies

**characteristic fo Idgfs
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Tree Codon# Position Branch Amount Properties… (magnitude value, probability)

Fig.S3G 13 Signal peptide Yponomutoidea 1 (6, .001) Solvent accessible reduction ratio

Fig.S3G 29 before β1 Yponomutoidea 1 (6, .001) Beta-structure tendencies

Fig.S3G 185 loop between β4-α4** Yponomutoidea 1 (6, .01) Bulkiness

Fig.S3G 295 between β6-α6 Yponomutoidea 1 (6, .001) Polarity

Fig.S3G 326 β sheet 7 Yponomutoidea 1 (8, .01) Alpha-helical tendencies

Fig.S3G 338 β sheet 7 Yponomutoidea 2 (6, .001) Alpha-helical tendencies (6, .001) Turn tendencies

Fig.S3G 490 between β8-α8 Yponomutoidea 1 (8, .01) Alpha-helical tendencies

**characteristic fo Idgfs
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Purifying selection was confirmed by SELECTON, FEL and FUBAR analysis in the following proportion 

of positions: 

 

 Number of negatively selected positions/length of alignment ratio 

Schizophora 
Idgf1 

353/470 0,75 

Schizophora  
Idgf2 

355/469 0,75 

Schizophora  
Idgf3 

347/469 0,74 

Schizophora  
Idgf4 

365/466 0,78 

Schizophora  
Idgf5 

321/478 0,67 

Schizophora  
Idgf6 

314/497 0,63 

Lepidoptera 413/508 0,81 
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Selecton FEL FUBAR

Alignment  

Position

Refseq 

Hhum Ka/Ks

Refseq 

Position Ka/Ks

ω>1      

ω<1 p-value

neg/purif 

P[α>β]

pos/div 

P[α<β]

1 M 0.0055 1 0.0055 NaN 1 0.97 0.018

2 W 0.11 2 0.11 0.225 0.242 0.938 0.049

3 V 0.04 3 0.04 0.115 0.004 1 0

5 S 0.4 5 0.4 0.175 0.005 0.983 0

6 L 0.14 6 0.14 0.007 0 1 0

7 I 0.25 7 0.25 0.183 0.001 1 0

9 - 0.2 0.05 0.145 0.929 0.057

10 - 0.03 0 0.147 0.93 0.056

11 - 0.022 0 0.009 0.995 0.004

12 A 0.32 8 0.32 0.234 0.012 0.982 0

13 T 0.27 9 0.27 0.146 0.001 0.999 0

14 F 0.2 10 0.2 0.687 0.404 0.96 0.012

15 C 0.13 11 0.13 0.199 0 1 0

16 L 0.38 12 0.38 0.571 0.2 0.981 0.005

17 L 0.25 13 0.25 0.301 0.006 0.999 0

18 F 0.07 14 0.07 0.164 0 1 0

19 V 0.39 15 0.39 0.561 0.26 0.991 0.001

20 W 0.15 16 0.15 0.111 0 1 0

21 T 0.2 17 0.2 0.222 0.002 0.996 0

22 E 0.088 18 0.088 0.374 0.036 0.964 0.016

24 - 0.38 0.246 0.006 0.998 0

29 D 0.35 20 0.35 0.114 0 1 0

30 T 0.4 21 0.4 0.357 0.083 0.947 0

32 H 0.36 23 0.36 0.492 0.313 0.926 0.014

33 N 0.23 24 0.23 0.409 0.075 0.931 0.007

34 K 0.043 25 0.043 0.061 0 1 0

35 V 0.017 26 0.017 0.011 0 1 0

37 C 0.0036 28 0.0036 0 0 1 0

38 Y 0.027 29 0.027 0.068 0 0.997 0.001

39 Y 0.0033 30 0.0033 0 0 1 0

40 D 0.019 31 0.019 0.035 0 1 0

42 R 0.075 33 0.075 0.226 0.024 0.986 0.009

43 S 0.0098 34 0.0098 0.017 0 1 0

44 F 0.078 35 0.078 0.136 0.001 0.983 0.009

46 R 0.0021 37 0.0021 0 0 1 0

47 E 0.01 38 0.01 0.029 0 1 0

48 - 0.035 0 0.003 0.997 0.002

49 - 0.023 0 0.001 0.999 0.001

51 - 0.032 0 0.044 0.98 0.015

56 Q 0.029 40 0.029 0.174 0.016 0.992 0.005

57 G 0.022 41 0.022 0.046 0 1 0

58 K 0.023 42 0.023 0.029 0 1 0

59 M 0.026 43 0.026 0 0.009 0.998 0.001

60 I 0.064 44 0.064 0.237 0.014 0.974 0.014

61 L 0.052 45 0.052 0.031 0 1 0

62 A 0.23 46 0.23 0.604 0.292 0.968 0.011

63 D 0.0023 47 0.0023 0 0 1 0
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64 L 0.039 48 0.039 0.061 0 1 0

65 E 0.08 49 0.08 0.022 0 1 0

66 P 0.034 50 0.034 0.034 0 1 0

67 A 0.0018 51 0.0018 0 0 1 0

68 L 0.016 52 0.016 0.01 0 1 0

69 T 0.081 53 0.081 0.08 0 1 0

70 F 0.063 54 0.063 0.229 0.077 0.909 0.048

71 C 0.0035 55 0.0035 0 0.001 0.998 0

72 T 0.03 56 0.03 0.072 0 1 0

73 H 0.017 57 0.017 0.001 0 1 0

74 L 0.028 58 0.028 0.034 0 1 0

75 V 0.075 59 0.075 0.085 0 1 0

76 Y 0.0033 60 0.0033 0 0 1 0

77 G 0.0036 61 0.0036 0 0 1 0

78 Y 0.016 62 0.016 0.029 0 0.999 0

79 A 0.0017 63 0.0017 0 0 1 0

80 G 0.027 64 0.027 0.017 0 1 0

81 I 0.08 65 0.08 0.161 0 0.999 0.001

82 Q 0.093 66 0.093 0.009 0 1 0

83 P 0.038 67 0.038 0.079 0 1 0

84 D 0.047 68 0.047 0.11 0.003 0.968 0.02

85 T 0.018 69 0.018 0.035 0 1 0

86 Y 0.09 70 0.09 0.144 0.002 0.972 0.016

87 R 0.032 71 0.032 0.014 0 1 0

89 V 0.086 73 0.086 0.195 0 1 0

90 P 0.11 74 0.11 0.101 0 1 0

91 L 0.027 75 0.027 0.02 0 1 0

92 N 0.0016 76 0.0016 0 0 1 0

93 E 0.074 77 0.074 0.07 0 1 0

94 N 0.024 78 0.024 0.05 0 1 0

95 L 0.0036 79 0.0036 0 0 1 0

96 D 0.011 80 0.011 0.007 0 1 0

97 T 0.16 81 0.16 0.2 0 1 0

98 D 0.03 82 0.03 0.046 0 1 0

99 K 0.16 83 0.16 0.041 0 1 0

100 G 0.18 84 0.18 0.244 0.002 0.999 0

101 H 0.019 85 0.019 0.009 0 1 0

102 A 0.09 86 0.09 0.361 0.034 0.983 0.007

103 L 0.024 87 0.024 0.042 0 1 0

104 Y 0.051 88 0.051 0.07 0 0.999 0

105 R 0.023 89 0.023 0.013 0 1 0

106 N 0.18 90 0.18 0.268 0.005 0.998 0

107 V 0.038 91 0.038 0.092 0 1 0

108 A 0.012 92 0.012 0.047 0 1 0

109 A 0.068 93 0.068 0.121 0.001 0.987 0.007

111 N 0.029 95 0.029 0.053 0 1 0

112 K 0.18 96 0.18 0.459 0.077 0.988 0.002

113 K 0.012 97 0.012 0.002 0 1 0

114 Y 0.067 98 0.067 0.037 0 1 0

115 P 0.014 99 0.014 0.012 0 1 0
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116 G 0.16 100 0.16 0.179 0 1 0

117 L 0.041 101 0.041 0.036 0 1 0

118 K 0.022 102 0.022 0.001 0 1 0

119 V 0.032 103 0.032 0.014 0 1 0

120 L 0.071 104 0.071 0.047 0 1 0

121 L 0.0036 105 0.0036 0 0 1 0

122 S 0.026 106 0.026 0.03 0 1 0

123 V 0.023 107 0.023 0.041 0 1 0

124 G 0.0036 108 0.0036 0 0 1 0

125 G 0.033 109 0.033 0.046 0 1 0

126 G 0.043 110 0.043 0.043 0 1 0

127 A 0.084 111 0.084 0.165 0 1 0

128 D 0.0025 112 0.0025 0 0 1 0

130 K 0.22 113 0.22 0.392 0.039 0.952 0.011

131 E 0.082 114 0.082 0.005 0 1 0

132 E 0.23 115 0.23 0.045 0 1 0

133 K 0.49 116 0.49 0.336 0.02 0.991 0

134 E 0.18 117 0.18 0.17 0.001 1 0

137 K 0.012 118 0.012 0.005 0 1 0

138 Y 0.0033 119 0.0033 0 0 1 0

139 N 0.032 120 0.032 0.024 0 1 0

140 L 0.089 121 0.089 0.123 0 1 0

141 L 0.038 122 0.038 0.046 0 1 0

142 L 0.015 123 0.015 0.011 0 1 0

143 E 0.0023 124 0.0023 0 0 1 0

144 S 0.023 125 0.023 0.03 0 1 0

145 P 0.13 126 0.13 0.112 0 1 0

147 E 0.054 127 0.054 0.2 0.014 0.991 0.006

148 A 0.061 128 0.061 0.091 0 1 0

149 R 0.033 129 0.033 0.064 0 1 0

150 T 0.037 130 0.037 0.06 0 1 0

151 K 0.062 131 0.062 0.009 0 1 0

152 F 0.027 132 0.027 0.007 0 1 0

153 I 0.029 133 0.029 0.032 0 1 0

154 N 0.031 134 0.031 0.108 0.002 0.97 0.017

155 S 0.013 135 0.013 0.052 0 1 0

156 A 0.075 136 0.075 0.126 0 1 0

157 V 0.083 137 0.083 0.062 0 1 0

158 Q 0.088 138 0.088 0.01 0 1 0

159 L 0.026 139 0.026 0.017 0 1 0

160 T 0.057 140 0.057 0.091 0 1 0

161 K 0.083 141 0.083 0.042 0 1 0

162 Q 0.038 142 0.038 0.011 0 1 0

163 Y 0.077 143 0.077 0.007 0 1 0

164 G 0.088 144 0.088 0.094 0 1 0

165 F 0.0034 145 0.0034 0 0 1 0

166 D 0.011 146 0.011 0.003 0 1 0

167 G 0.0032 147 0.0032 0 0 1 0

168 L 0.063 148 0.063 0.039 0 1 0

169 D 0.011 149 0.011 0.006 0 1 0
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170 I 0.054 150 0.054 0.022 0 1 0

171 A 0.014 151 0.014 0.034 0 1 0

172 W 0.035 152 0.035 0 0.001 1 0

173 E 0.034 153 0.034 0.031 0 1 0

174 F 0.038 154 0.038 0.141 0.013 0.978 0.009

175 P 0.12 155 0.12 0.096 0 1 0

176 E 0.18 156 0.18 0.153 0 1 0

177 N 0.17 157 0.17 0.34 0.016 0.98 0.006

178 K 0.0025 158 0.0025 0 0 1 0

179 P 0.0031 159 0.0031 0 0 1 0

180 K 0.011 160 0.011 0.022 0 1 0

181 K 0.021 161 0.021 0.03 0 1 0

182 I 0.046 162 0.046 0.168 0.002 0.987 0.007

183 R 0.012 163 0.012 0.023 0 1 0

184 G 0.038 164 0.038 0.082 0 1 0

185 A 0.17 165 0.17 0.383 0.03 0.974 0.009

186 I 0.38 166 0.38 0.016 0 1 0

187 G 0.032 167 0.032 0.076 0 1 0

188 S 0.07 168 0.07 0.017 0 1 0

189 L 0.2 169 0.2 0.37 0.066 0.925 0.04

190 W 0.0073 170 0.0073 NaN 1 0.984 0.003

191 H 0.01 171 0.01 0.008 0 1 0

192 G 0.075 172 0.075 0.058 0 1 0

193 F 0.084 173 0.084 0.258 0.026 0.913 0.056

194 K 0.0025 174 0.0025 0 0 1 0

195 K 0.013 175 0.013 0.016 0 1 0

196 I 0.078 176 0.078 0.101 0 1 0

197 F 0.0033 177 0.0033 0 0 1 0

200 K 0.076 178 0.076 0.192 0.001 0.995 0.002

201 T 0.073 179 0.073 0.07 0 1 0

202 T 0.033 180 0.033 0.033 0 1 0

203 P 0.076 181 0.076 0.122 0 1 0

204 V 0.026 182 0.026 0.019 0 1 0

205 D 0.0024 183 0.0024 0 0 1 0

206 E 0.17 184 0.17 0.25 0.042 0.904 0.063

207 N 0.032 185 0.032 0.032 0 1 0

208 A 0.024 186 0.024 0.018 0 1 0

209 E 0.17 187 0.17 0.338 0.017 0.983 0.006

210 Q 0.03 188 0.03 0.027 0 1 0

211 H 0.002 189 0.002 0 0 1 0

212 R 0.042 190 0.042 0.035 0 1 0

213 E 0.075 191 0.075 0.153 0.003 0.998 0.001

214 G 0.054 192 0.054 0.052 0 1 0

215 Y 0.059 193 0.059 0.03 0 1 0

216 T 0.019 194 0.019 0.033 0 1 0

217 A 0.031 195 0.031 0.025 0 1 0

218 F 0.027 196 0.027 0.018 0 1 0

219 I 0.021 197 0.021 0.03 0 1 0

220 R 0.033 198 0.033 0.044 0 1 0

221 E 0.02 199 0.02 0.024 0 1 0
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222 L 0.15 200 0.15 0.306 0.049 0.966 0.019

223 K 0.034 201 0.034 0.023 0 1 0

224 Q 0.074 202 0.074 0.014 0 1 0

225 A 0.0072 203 0.0072 0.011 0 1 0

226 V 0.091 204 0.091 0.034 0 1 0

227 R 0.11 205 0.11 0.083 0 1 0

228 P 0.086 206 0.086 0.093 0 1 0

233 E 0.038 207 0.038 0.03 0 1 0

234 - 0.024 0.015 0 1 0

235 K 0.067 208 0.067 0.09 0 0.998 0.001

236 L 0.14 209 0.14 0 0.001 0.999 0.001

237 I 0.09 210 0.09 0.069 0 1 0

238 L 0.028 211 0.028 0.004 0 1 0

239 T 0.11 212 0.11 0.207 0 1 0

241 T 0.046 214 0.046 0.091 0 1 0

242 V 0.053 215 0.053 0.056 0 1 0

243 L 0.033 216 0.033 0.019 0 1 0

244 P 0.0028 217 0.0028 0 0 1 0

245 N 0.021 218 0.021 0.018 0 1 0

246 V 0.0086 219 0.0086 0.024 0 1 0

247 N 0.0017 220 0.0017 0 0 1 0

249 T 0.13 222 0.13 0.262 0.007 1 0

250 I 0.15 223 0.15 0.127 0 1 0

251 Y 0.037 224 0.037 0.184 0.057 0.916 0.045

253 D 0.0024 226 0.0024 0 0 1 0

254 V 0.034 227 0.034 0.078 0 1 0

255 S 0.033 228 0.033 0.02 0 1 0

256 A 0.083 229 0.083 0.255 0.004 0.996 0.001

257 I 0.02 230 0.02 0.042 0 1 0

258 I 0.037 231 0.037 0.057 0 1 0

259 N 0.025 232 0.025 0.028 0 1 0

260 H 0.14 233 0.14 0.1 0 1 0

261 L 0.045 234 0.045 0.05 0 1 0

262 D 0.0023 235 0.0023 0 0 1 0

263 F 0.2 236 0.2 0.132 0 0.999 0

264 V 0.033 237 0.033 0.052 0 1 0

265 N 0.036 238 0.036 0.081 0 0.997 0.001

266 L 0.16 239 0.16 0.014 0 1 0

267 E 0.39 240 0.39 0.317 0.08 0.938 0.009

268 G 0.059 241 0.059 0.057 0 1 0

269 F 0.14 242 0.14 0.01 0 1 0

270 D 0.01 243 0.01 0.011 0 1 0

271 F 0.15 244 0.15 0.098 0 0.993 0.004

273 T 0.0072 246 0.0072 0.007 0 1 0

274 P 0.05 247 0.05 0.037 0 1 0

275 E 0.11 248 0.11 0.008 0 1 0

276 R 0.0025 249 0.0025 0 0 1 0

277 N 0.0016 250 0.0016 0 0 1 0

278 P 0.039 251 0.039 0.055 0 1 0

279 S 0.036 252 0.036 0.015 0 1 0
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280 E 0.01 253 0.01 0.003 0 1 0

281 A 0.014 254 0.014 0.032 0 1 0

282 D 0.0023 255 0.0023 0 0 1 0

283 Y 0.026 256 0.026 0.023 0 1 0

284 T 0.085 257 0.085 0.208 0 1 0

285 A 0.13 258 0.13 0.197 0.001 1 0

286 P 0.003 259 0.003 0 0 1 0

287 L 0.14 260 0.14 0.048 0 1 0

288 Y 0.026 261 0.026 0.041 0 1 0

289 E 0.093 262 0.093 0.045 0 1 0

290 A 0.063 263 0.063 0.02 0 1 0

291 Y 0.083 264 0.083 0.09 0 1 0

292 E 0.062 265 0.062 0.235 0.019 0.896 0.068

293 R 0.011 266 0.011 0.01 0 1 0

294 N 0.03 267 0.03 0.037 0 1 0

295 P 0.17 268 0.17 0.266 0.005 0.998 0.001

296 G 0.16 269 0.16 0.171 0 1 0

299 N 0.28 270 0.28 0.042 0 1 0

300 N 0.0017 271 0.0017 0 0 1 0

301 I 0.11 272 0.11 0.17 0 1 0

302 N 0.067 273 0.067 0.025 0 1 0

303 H 0.12 274 0.12 0.263 0.002 0.997 0.001

304 L 0.1 275 0.1 0.208 0.001 1 0

305 T 0.056 276 0.056 0.143 0 1 0

306 Q 0.38 277 0.38 0.287 0.007 0.936 0

307 Y 0.072 278 0.072 0.204 0.027 0.912 0.059

308 W 0.057 279 0.057 0.005 0.015 0.991 0.007

309 L 0.18 280 0.18 0.058 0 1 0

310 T 0.19 281 0.19 0.063 0 1 0

311 N 0.19 282 0.19 0.184 0.001 0.982 0

312 G 0.11 283 0.11 0.158 0 0.999 0

313 A 0.054 284 0.054 0.011 0 1 0

314 P 0.015 285 0.015 0.002 0 1 0

315 G 0.31 286 0.31 0.161 0.001 0.983 0

316 S 0.31 287 0.31 0.233 0.015 0.964 0

317 K 0.0025 288 0.0025 0 0 1 0

318 I 0.092 289 0.092 0.004 0 1 0

319 V 0.074 290 0.074 0.114 0 1 0

320 V 0.19 291 0.19 0.12 0 1 0

321 G 0.07 292 0.07 0.117 0 0.999 0

322 I 0.068 293 0.068 0.152 0.002 0.987 0.007

323 A 0.079 294 0.079 0.119 0 1 0

324 T 0.035 295 0.035 0.061 0 1 0

325 F 0.2 296 0.2 0.055 0 1 0

326 G 0.14 297 0.14 0.171 0 1 0

327 R 0.0027 298 0.0027 0 0 1 0

328 T 0.042 299 0.042 0.065 0 1 0

329 W 0.0073 300 0.0073 NaN 1 0.984 0.003

330 K 0.032 301 0.032 0.002 0 1 0

331 M 0.076 302 0.076 0.088 0 1 0
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332 T 0.061 303 0.061 0.067 0 1 0

333 S 0.17 304 0.17 0.322 0.008 0.999 0

334 S 0.082 305 0.082 0.126 0.003 0.959 0.026

335 S 0.038 306 0.038 0.018 0 1 0

336 N 0.068 307 0.068 0.041 0 1 0

337 I 0.027 308 0.027 0.069 0 1 0

338 A 0.076 309 0.076 0.25 0.002 0.99 0.004

339 G 0.004 310 0.004 0 0 1 0

340 V 0.0091 311 0.0091 0.009 0 1 0

341 P 0.0032 312 0.0032 0 0 1 0

342 P 0.034 313 0.034 0.035 0 1 0

343 L 0.23 314 0.23 0.507 0.113 0.96 0.013

344 E 0.083 315 0.083 0.075 0 1 0

346 M 0.21 317 0.21 0 0.399 0.916 0.071

347 D 0.068 318 0.068 0.038 0 1 0

348 G 0.017 319 0.017 0.011 0 1 0

349 P 0.13 320 0.13 0.212 0 0.999 0

350 G 0.031 321 0.031 0.027 0 1 0

351 E 0.037 322 0.037 0.148 0.003 0.999 0.001

352 E 0.029 323 0.029 0.092 0 0.999 0

353 G 0.0036 324 0.0036 0 0 1 0

354 P 0.0033 325 0.0033 0 0 1 0

355 Y 0.035 326 0.035 0.191 0.055 0.9 0.059

356 S 0.025 327 0.025 0.044 0 1 0

357 K 0.021 328 0.021 0.003 0 1 0

358 T 0.19 329 0.19 0.298 0.004 0.999 0

359 P 0.086 330 0.086 0.08 0 1 0

360 G 0.015 331 0.015 0.019 0 1 0

361 L 0.19 332 0.19 0.065 0 1 0

362 L 0.017 333 0.017 0.02 0 1 0

363 S 0.0055 334 0.0055 0.007 0 1 0

364 Y 0.041 335 0.041 0.044 0 1 0

365 P 0.042 336 0.042 0.032 0 1 0

366 E 0.0024 337 0.0024 0 0 1 0

367 V 0.043 338 0.043 0.03 0 1 0

368 C 0.0036 339 0.0036 0 0 1 0

369 A 0.078 340 0.078 0.188 0 1 0

370 K 0.013 341 0.013 0.012 0 1 0

371 L 0.015 342 0.015 0.013 0 1 0

373 N 0.02 344 0.02 0.02 0 1 0

374 P 0.0029 345 0.0029 0 0 1 0

375 D 0.083 346 0.083 0.088 0 0.998 0.001

376 N 0.029 347 0.029 0.029 0 1 0

377 Q 0.084 348 0.084 0.1 0 1 0

378 K 0.046 349 0.046 0.032 0 1 0

381 G 0.0038 350 0.0038 0 0 1 0

382 L 0.076 351 0.076 0.04 0 1 0

383 L 0.17 352 0.17 0.071 0 1 0

384 P 0.087 353 0.087 0.125 0 1 0

385 H 0.082 354 0.082 0.054 0 1 0
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386 L 0.052 355 0.052 0.024 0 1 0

387 R 0.0088 356 0.0088 0.013 0 1 0

388 K 0.02 357 0.02 0.015 0 1 0

389 V 0.021 358 0.021 0.045 0 1 0

390 P 0.07 359 0.07 0.155 0 1 0

391 D 0.0024 360 0.0024 0 0 1 0

392 P 0.0029 361 0.0029 0 0 1 0

393 S 0.014 362 0.014 0.173 0.049 0.928 0.034

394 K 0.029 363 0.029 0.01 0 1 0

395 R 0.0031 364 0.0031 0 0 1 0

396 F 0.044 365 0.044 0.014 0 1 0

433 - 0.067 0 0.115 0.959 0.033

434 - 0.052 0 0.084 0.972 0.023

438 G 0.0041 366 0.0041 0 0 1 0

439 T 0.015 367 0.015 0.03 0 1 0

440 Y 0.0033 368 0.0033 0 0 1 0

441 A 0.0017 369 0.0017 0 0 1 0

442 F 0.026 370 0.026 0.15 0.082 0.921 0.026

443 R 0.013 371 0.013 0.034 0 1 0

444 V 0.18 372 0.18 0.108 0 1 0

445 P 0.048 373 0.048 0.096 0 1 0

446 D 0.011 374 0.011 0.008 0 1 0

447 D 0.064 375 0.064 0.121 0.002 0.961 0.024

448 N 0.092 376 0.092 0.101 0 0.998 0.001

449 D 0.096 377 0.096 0.091 0 1 0

450 E 0.075 378 0.075 0.029 0 1 0

451 G 0.082 379 0.082 0.252 0.003 0.972 0.011

452 G 0.0034 380 0.0034 0 0 1 0

453 L 0.19 381 0.19 0.085 0 1 0

454 W 0.0073 382 0.0073 NaN 1 0.984 0.003

455 V 0.041 383 0.041 0.08 0 1 0

456 G 0.19 384 0.19 0.411 0.091 0.956 0.013

457 Y 0.0032 385 0.0032 0 0 1 0

458 E 0.01 386 0.01 0.001 0 1 0

459 D 0.0024 387 0.0024 0 0 1 0

460 P 0.048 388 0.048 0.027 0 1 0

461 D 0.036 389 0.036 0.051 0 1 0

462 S 0.028 390 0.028 0.044 0 1 0

463 A 0.0079 391 0.0079 0.031 0 1 0

464 G 0.086 392 0.086 0.188 0.001 0.999 0

465 D 0.04 393 0.04 0.062 0 1 0

466 K 0.02 394 0.02 0.007 0 1 0

467 A 0.014 395 0.014 0.027 0 1 0

469 Y 0.038 397 0.038 0.011 0 1 0

470 V 0.083 398 0.083 0.151 0 1 0

471 R 0.043 399 0.043 0.045 0 1 0

472 A 0.064 400 0.064 0.162 0 1 0

473 K 0.036 401 0.036 0.087 0.001 1 0

474 G 0.15 402 0.15 0.154 0 1 0

475 L 0.0032 403 0.0032 0 0 1 0
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476 G 0.014 404 0.014 0.011 0 1 0

477 G 0.0036 405 0.0036 0 0 1 0

478 V 0.072 406 0.072 0.018 0 1 0

479 A 0.019 407 0.019 0.041 0 1 0

480 I 0.028 408 0.028 0.036 0 1 0

481 V 0.2 409 0.2 0.018 0.001 1 0

482 D 0.0024 410 0.0024 0 0 1 0

483 L 0.0035 411 0.0035 0 0 1 0

484 S 0.025 412 0.025 0.006 0 1 0

485 L 0.078 413 0.078 0.064 0 1 0

486 D 0.0024 414 0.0024 0 0 1 0

487 D 0.0023 415 0.0023 0 0 1 0

489 R 0.0029 417 0.0029 0 0 1 0

490 G 0.015 418 0.015 0.015 0 1 0

491 S 0.11 419 0.11 0.063 0 1 0

492 C 0.0035 420 0.0035 0 0 1 0

493 T 0.068 421 0.068 0.095 0 1 0

494 G 0.046 422 0.046 0.038 0 1 0

495 D 0.028 423 0.028 0.039 0 1 0

496 K 0.011 424 0.011 0.007 0 1 0

497 Y 0.028 425 0.028 0.002 0 1 0

498 P 0.0029 426 0.0029 0 0 1 0

499 I 0.033 427 0.033 0.063 0 1 0

500 L 0.0035 428 0.0035 0 0 1 0

501 R 0.013 429 0.013 0.009 0 1 0

502 A 0.0017 430 0.0017 0 0 1 0

503 A 0.034 431 0.034 0.069 0 1 0

504 K 0.021 432 0.021 0.038 0 1 0

505 Y 0.014 433 0.014 0.027 0 0.999 0

506 R 0.035 434 0.035 0.019 0 1 0

507 L 0.041 435 0.041 0.033 0 1 0

value for positions under purifying selection highlighted by purple

significant p value of FEL test in red
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