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Fig. S1. Analysis of contig read depth using the 454 data. Normalization of reads 
(see Methods) provides a correction for WGA bias, in particular for abundant contigs that 
have lower genome coverage.
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Fig. S2. Analysis of P. ovalis-like SAGs. Taxonomic distribution of the number of 
non-normalized and normalized (see Fig. S1) BLASTx hits (e-value ≤10-10) using the contigs 
from the six P. ovalis-like single cells for which we have 454 data.
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Fig. S3. Total megabases of DNA that encode proteins with BLASTx hits in 
the P. ovalis-like cell 1 and 2 joint assemblies. To estimate the amount of coding 
DNA in the joint assemblies, we determined the number of nucleotides encoded on 
all contigs that had significant BLASTx hits. 



Fig. S4. Contig7191 from the P. ovalis-like cell 1 assembly of the 454+Illumina data that 
encodes proteins of α-cyanobacterial origin. The MAKER 2 web annotation server 
(http://derringer.genetics.utah.edu/cgi-bin/MWAS/maker.cgi) revealed 8 putative proteins 
that are shown below the contig sequence. 

>Cell 1 Contig7191, Average coverage: 7,576.65 

TATGCAATGTTTGATCGTGCGGTAAATGAAGAAAAAAGATGGGCAGATTATTTGTTTAAAGAT
GGTTCTATGATTGGACTGAATGATAAACTTCTTCAGCAGTATATTGAGTGGATTGCAAATCGT
CGTATGAAAGCAATTGGACTTAAACCAGTATATGATATTCGTGCAAATAGCAACCCTCTTCCC
TGGACAGAGCATTGGATTTCTTCTAAAGGACTTCAAGTTGCTCCTCAAGAAACAGAAGTTGAA
TCTTATGTAGTTGGGGGTATCAAGCAAGATGTTAAAAAAGATACATTTGCTGGATTTAAACTT
TAACTTTTATAACGCCCATTAGGGCGTTTTTTATTAAATAATTAATTATCCATTAAAAATATGC
TTGAAGTAAAAATTTTAGGAGACAAAGTTCTTAAGAAAAAATCAAAGAGGGTTGATAAAATT
GATGATAGCATTAAAAATATTTGTGCTTCTATGATTACTACTATGCTATCAAAAAATGCTGTTG
GTTTAGCAGCAAATCAAGTGGGAATTTTAAAGAGAATTATAATTGTTTTAGATGAAGACTCTC
CTAAAGTAATGATTAATCCAGAAATAATTGAATATTCTAGTGAAACTTGTAACTATGAAGAGG
GATGCTTAAGCATCCCCAATACACTTATGGATATTGAAAGACCAAAAACTATTAAAATTAAGT
ATAGAAACTTAAAAGGTAAGCCTTGTTACGAGACATATGACGGACTTACTGCTAGAATCATTC
AGCATGAGGTTGACCACTTAGATGGAATAACAATGGATGTTAGAAAAGAGGTAAAATGATTC
CAAAAATTATTTTCCAAGATTCAAATTATGATGAATGGTGTGAAGAACAAATACAGAATGCAT
ATAGATTAGCTGCTGAATATGATGAATTTATATTTGGTGACTATGATTATATTACTGACTGGAA
GCAAACTTTCTCTAATGACATAAATTAGTATCTCTAAATATACCAATAAGAATGTTGGTATATT
GATGAGTTGCGACTATCCCAATCCATGGTATTATTGTGATAATCCCTTTACCTCTGATGATATT
GGGGATTATTATGGGTTTGTTTACCTTATTGAAAATACCAATAACAATCGTAAATATATTGGT
AGAAAATATTTTTGGTCCTTTAGAAAACCTAAGGGAAAAACAAGAAAAGTAAAAACGGAATC
TGATTGGAAAAACTATTATGGGTCTTGTCCAGAACTTAAAGAAGATATTAAAATATATGGAAG
AGGGATTTTTAGAAGGACTATCATCTCCCTCCACAAAACAAAAGGAAGAACAAATTTTGAAG
AAACAAGACAACTCTTCCTTAACAACGTCCTCACAGAAGGACTTGACGATGGAACCCCAAGA
TACTACAATTCAAACATCCTCAGTAGATACTTCAGAAAAGATTATTATAGAAAATGTGATTGA
ACCTCTTCCTTATATCAGGGAATGGTCTATTGATAGAATTAATTTTTTGTTAAGTGATATTGAA
GACAATAAGGAAAATTATTCTGATGCTATTTCTATTGCTGAAGAATTTGATGAGTGGATCAAT
ATTACTGATGATGAGATAGAATGTCTTTTTATCAATAATTCTGATTGGGTTGAAAATGAAACC
GAGTGAATCATTTGACAAATCCTAAATAATCACTTATTATGTAAAATCCCTATTATGAGTAGG
GTAATCGTTATAAGTCTTTGACGTGACATTTAGAGCCGTGGGTACTGCCCCTGAGAAGGGGAA
ATTCTCCTTTACCTATACGGATGTAGAGTTCTATTAAAAATTAATGCTAAGAAACCTTTCAACT
GTAGCCGTATCTCTTTTAGGTGCGGTTGCGACATCAGCGGCAACATTGCCAACACCGGGTTAT
GCTACTTCAAGTTCTACTCCACAAATCGCAATTTTAACGGAAGAAAGCAAAACCCAGGAGAC
AACGACCAAAGAGGTTGCTCCCGAAAAGCCAAAAGAAAAAAGGCTAGTTTGTAAAGGATGTA
ATTCAAATGAAGCACGTACTCTAGAATTTCTTCAGAGTCGTGGAATTACTGATAGAAATGCCC
TCGCAACCATTATGGGAAATATTCGTCAGGAATCAACATTTTTCCCTAATATCTGCGAAGGTG
GTGCTAGAGTTTCCTACAACTCTTGTAGAAGTGGTGGGTATGGTCTAATTCAATGGACTAATG
CTCCAAGGTTCTATGGGTTAGGGAAACACGCAGCACGTATCGGTGCTAATCCTTCCTCACTAG
ATGCTCAACTTGATTATATGCTTCATGAGGGTGACTGGAAGATGATTGAACCTTATATGAAGA
CACCAGGCAAGACCATTAATCAATATATGCGTCTTGCTCAAAGGTGGATACGTTGGGGTCATC
ACGGAGCCAGAACCGATTATGCGTATAATTATGCGAATAAGTTAGTTCTAACTGAAGTGGGTT
CATAAAAACTAAATACAACTCTAAGGAGTGCTTCGGCACTCCTTTTTTTATAAATAACTAAAA
AGTATTTTTAAAATGGAAAATAAAGAAATTCTGGGTCTTTATAATGCTTATGTTCAAATTCATA
CTGAACAACTTGATGAGAATAGAGCAGCTGCAAGAAATCCTGAAGAGTATGAGCATAACAAA
GCAAAGAAAACGGATCGTAGAACTGCAGCAATGAATGATCCTCATACAGGAATCAATTCTCC
TGCTTTTCGTAGATTTATGGCACAGCAAACTGGTAGAAAACTAAAGGAAGATTATGATGTTTA
TGATCTCATCCTTTCATACCTTCTTTATGAAGGTTATGCTGAAACACCAGAAGCAGCAGAATC
CATTATGGTGAATATGAGTGAAGATTGGAGAGAGAGTATTGTTGAGGAACTTGAGCAACTTG
ATGAGATTATGAAACATCAACAAGAAAGAGATAGAATTGAAGGAATGAAAAAGAAATCTTCT
AGGGCAAAAACATGGTCTTATGAACCACCAACAAAAGGAAAGCACGGTGAGATTGAGCGTCG



TCAGGCACAAAGACCACCTTCAAGATTGAGAAGTGGTAAACTTCCAAAGGAAAGAGAGGAGG
GTTGAGTTCACTTTCTAACCCATTCATAAGGTGCCTTATGGGCACCTTTTTTAATGACTTGACT
TAAGTATCTAAAATCAATATAATTACCTTTGTTAAGGTTGAAGGGTTATATAAGATCAAAGCT
TATAGATATATAAGAAGATAAAGTCTTATGTATCAGTATAGTCTTAAAGATATTAGAGTAATT
GATGGTGATACGATTGAAGCATCAATTGACTTAGGATTTAATATCTTTCTAAAACAATCTATTC
GTCTAACAAATATTGATGCTCCTTCAATAAGAACACTAAATGAAGAAGTAAAACAATATGGA
TTTAGAGCAAAAAATAAGCTACAAGAGTATATTAACTCTGGAACCGAAGTAATTGTAGCAAC
TCAAAATCCAAATAAGACTGAAAAGTTTGGAAGAGTATTAGGTGAGGTTTATGTTCAAGGAC
ATAATCTAACCGCAAGTGAATACTTATTCGCAAATCAGTATGCTTGGGCATATGACCCATCAA
AAGACAAAGACCTATCAGAACTCGCACCGTTAAATGAGTAATCTACCAGAAGACCCAGAAGA
GATTATTGATTTAGTTGCTAAATCTCAGTATTTAAAAGTCAATACTGAGTTAGGTGAGATTAA
ATTAGAAGCACATAATGAAATTAATCTTCAACCAAAAGGAACTCCTTTGGGAATGAAACTTAA
GTTGGAAGAAACTGGAGATATTACACCTACCATTACATTTGATACAAAAAAACTAAGAGAAC
CTTGTAAAAATATTGACCCTTGTGAAATAGTAGATAATGCTATCGAAGAGTATTTAAATGACT
AAGAAATCTAAGTTTAATATTTTTAAATTTCAATTTGGAGAAGTCAAAAGAACTATCTTTCATT
ATGTAAGACTTGGATTTCTTCTCAAAGGAACTGTAGATGTTGTATCACTACTTCCATTTGTAGA
CCGTAAGTTTCTCTTTAACTTAGTTGATGAAATACAACTTAAGTTTGGTGTTGATATTCTAAAC
GATTATATTATCAAAGATGACGAATTACTCCGTTTTCGTATAGATAGAACAATAGAGAAAGCA
CTTAGGGATTATGAGGATACCTGAATTTCTGGTGAGTTTCAGACTGTCTCCTAAAAGGTCTCTG
ATTGCTGCTCTAATTGCTTCTGGGATTGCCTTTCTCACTGTAAGGTGTGGTATCAGTCAGGAAG
ACCTTCTGAAGTTCTATAATGAACTCAGAAAGGAGATTAAGTTTAACTTACCTAATGAGAATA
ATGTTATCAATGAGATTGATAGACAACTCAACGAAAGAATTAATAATGACCCAAAGTTACTTG
AATTCAAAGTTCGTGGAGAAGTTGATGACGCAATCAGTCGTTATGAAAGAGAAGAATACCAA
AACCGTCAAATCAATATGAAAAACAAGAATATTTTGGAAGAGATTAATAAACCCAAGTACGA
TAATTTACAGAAACTGATTGTGGAAAACGCAGTTTATTATGAGTTTGAGGATGGAACTATGGG
TATTCGTGGTGCTTGGGTTTCTCCAGACCCACGGGAAATAGATTTAGAGCAATAAAAGTGTTA
TATATAAACATATCTTATTTTTATTGGAGATTATAATGTCTGAATCAGTAACTAAGCTTGTAGA
AGCATTTGAAACTTGGAAATCCGAAGATGAAAAGTTTGTAGGTGGTAATGGTGCTGCAGGAA
CCCGTGCTCGCAAGGCACTACAGGAAATCGCTAAACTTGTTAAAGAAAGGAGAGCAGAAATT
TCCGAAGAAAAGAACGCAAGAAAGGAGACCAAGGGGGCTTGACGGACCCGTGCCCCTGTGGT
ATTCTATGAGGGTGGTTGAGAGACCACCAACTAAATCCTAAGTTTCTTAGGTCAAGGGAATGG
CCTCCCTTGTCAGATAAGGTAAGGAAAGTAAAAGGAGAATGGGAACGCCTGTGGGATGATAC
CTCACCTGCCTTATCTACCGATAGAGGTTATGCCTCTGTTATATTCTTGAGATATAACACGCAT
AATCCATCAATACCCTCTATGCCTATCCTTCAAAAAATAATACTCGACAATTCTAGATGCGTC
GAGTATTATGAAGTGAAGCACAACCCAGAGGGTCTCTTGTCTCAGTAGCTCAGTTGGATAGAG
CATCTGCCTTCTAAGCAGTTGGTCGGGGGTTCAAGTCCCTCCTGAGACGCCAGGGGAATTAGC
TCAGTTGGTAGAGCAGGGTCTTTGCAAGGCCAAGGTCAGGAGTTCAAGTCTCCTATTCTCCAC
TTGACAATCTAAGGTCTATGCCTTATGATTGTCTCATACCACAAGGGGGTATAGCTTAATGGTT
AGAGCGGCCTGCTTATAACGGGTTAGTCTGGGTTCAACTCCCAGTATCCCTATTCCCAACTTAT
GTTGGGTTTCTGCCCGTGTATCCCAATCGGCAGAGGAAGCGGACTTAAAATCCGTTCAGTGTC
GGTTCAAATCCGACCACGGGTATTGACAATCTTTCCTATATAAGATAAGATTGTCTCAAATGC
GGGGTTAGTTCAGCGGTAGAACGCTATCCTTCCAAGTTAGATGTCGTCGGTTCGATTCCGATA
CCCCGCTCTTGACTTTTTTCAAAAAAAGTCTTATAAATAAACACATAACTGATTAGAACAATG
ACCTACCCAATGCCCACAAAACAGTTTAGTCTCCTTGATTGCCGCTATTGGCATATTGAGGGT
ACTCCCCTGTTTGCGTGTATGGTAGGTCAAATGTAAGACCGACCATAAAAGCAAAACACACA
GGGGAGAGAAACTCAAAGTTTCCTCCCCTTTTTCTTTGCCTTGTGACGGTTTCACAAGTGTCCA
CCACCTACTCCCCAAGAGACCAAACGGTGGTATTCTAATCAAGTGGTCGAGAGAGGACCACA
CGAACCTTGAAAATTTAAACCTTAATGGGTCTGTAACTCAACGGTAGAGTAACGGGCTTTTAA
TCTGGAAGTTGTGGGTTCAAATCCCACCAGACCCATTCCCGTTTTCGGGTATCCAGTATCCTGT
CTGGTGAAACAATAACACAGGTGGGGATTTTTAGGTTATCCTCGTCGGGGTGATTTGCGTCTC
ACCCTAAACCTAATAACGAAGTTAAAGTTTCTGCGTTAAAGTCGTGAAACCTAGCAAGAGATA
ATTTCAAATGCGATTGGTGGGTTATGTCCCACCTATTTGGGAGAGTGGCTACTGTTGGCAATA
CGTGTGGCAGCGGTCTGTAAAACCGTTACATAGGAACCATCGGGGGTTCAATTCCCTCCTCTC
TCACCTTGACCCTATAGTGAAGTGGTCATCACGATACCCTGTCACGGTATTATCACGGGTTCA
AATCCCGTTAGGGTCGTCGTCCCTACACTTATTCAGTTTTGTGTGTGGGCTGTAATTATAAACT
GGCATTCAGTATATTATATAATAATGATAAACTGAATGGGCTCTGTAACTCAGTTGGTAGAGT



GACCCTATTATGAGGGGTAAGTCGCTGGTTCAAGTCCAGTCGGAGCAATTGGGAGAAATCCC
ACGCATGGTCCTATCGTCTAGAGGCCAAGGACGCTGCTCTTTCACAGCAGAAACATGGGTTCA
AATCCCGTTAGGACTATATCCAGATGTAGCGCAGTTTGGCTAGCGCACCTGTTTTGGGAACAG
GGGGTCGGGGGTTCAAATCCCTCCATCTGGACCTTGGGAACATAGCTCCAATTGGTAGAGCAC
TTGATTGAAGATCAAGGTGTTATCGGTTCAAATCCGATTGTTCCCACTTGACCTTTATGGTCAC
GGAGATTCACTTCCTCCGTTATGAAACTTCGGTTGGTTAGTGATAGGTTTTTCAGTCCGAAAAC
TGAAACTGGTAGGTTGTTGATATCGACTCCTACCTTGATGGAATCGTAGCTCAGTGGTAGAGC
ACTCGGCTGATAACCGAGCGGTCACAAGTTCAAATCTTGTCGGTTCCACTTGGGAGAGCACCT
TGGACGGTGGGTACGACGGTATCAGAGACGGTTCGATTCCGTCCCTTGGCAATGGTGGTTCGA
TTCCACCTTCTCCCTACTTGGAAGATTGGCAGAGTGGTTAATGCAGCGGTTTGCTAAACCGTG
AGGGTAAAACCTCCGTTGGTTCGATCCCAACATCTTCCGCCAGGTTGTGTAGTTCAGTGGTAG
AACACTTCTCTCATAAGGAAGTCGTCGGTGGTTCAAATCCACCCACAGCCACTGTGACGTTAT
CCTAGTGGTTAAGGAACCAGTTTGTGAAACTGGGTAGATGGGTTCAATTCCCATACGTCACCC
CGCCCTTATAGCTCAGTGGTAGAGCAACTCACTAGTAATGAGTAGGTCGTTGGTTCAAATCCG
ATTGAGGGCTCTTGTTTCAGTAGCCAAGTGGTAAGGCGGAAGTCTGCAAAACTTCTAATCGTC
GGTTCGATTCCGACCTGAAACTCCAATGGGGAATCGTCTAAAGGCAGGACACCACGCTTTGAC
CGTGTTTATCTAGGTTCGACTCCTAGTTCCCCAGCCAGTCCGTGTAGCCCAATTGGAAGAGGC
ACTACCTTGAGGGGGTAGGTGTTGGAGGTTCAAATCCTCTCACGGACACCTTGTTGGGTTGGT
GCAACTGGTAGCATCTTGGTCTCCAAAACCAAAGATCAGAGTTCAAATCTCTGGCCCTTCGCC
TATGCCCGTGTACTCCAATTGGTAGAGAGGGTGGACTTAGAATCCATACAGTGTAGGTTCGAC
TCCTATCACGGGCATGTGCTCTCTTAACTCAGTTTGGATAGAGTGCTTGGCTACGAACCAAGA
AGTCGCAGGTTCAAATCCTGCAGAGAGTACCATTTTCATTATAAATCTAAATAGTAGGTGTAA
CAGGACAATGGAATTAGTAGAACCACATTCAACAATTCTGGTTCTGAACAGTTCTTATGAACC
ACTACATTTCACAAATTGGAAAAGAGCAGTTGTTCTTCTCTTTAAGGAGAAAGCAAGACTCAT
ATCTAAACGTGTTATACGTTTAGTCAATTATGTGAAAATTCCCTTCAAACATGGAAAGGATGC
TTATCCTACAAGATCCTTGATTTACAAGAGGGATGATCATGAGTGTCAATACTGTGGGACTAC
AAAAGACCTAACACTTGACCATGTGATTCCTCGTTCAAAAGGTGGACAGGACACATGGGAAA
ACCTTGTTACCTGTTGCATCAAATGTAATTTAAAGAAAGGGGATAAACTTCTTTCAGAAACTA
ATATGACTTTGAAGAAAACTCCAGAAGCACCATTTAATCGGGTGTATCTAGACCTTCAAAAGA
GTAGAGTTTCCGAATGGGTTGATTATGTAATTGGTTAAGGATGGTTTGGGGCTTGACGAATTC
AATCCTATAGAATATTATAAAACGGTGGTTGAGAGACCACCTATCGGGAGATTAACTCAGCG
GTAGAGTTCTTGCCTTACAAGCAAGCAGTCACTGGTTCGATTCCAGTATCTCCCACTTGACAAT
CGGGTATATATTATACCCTATGATTGTCTCATTGTGGGGAAGTGTAACGGTTGCACAGAAGTC
TCATAAGCTTCAGGTAGGTGGTTCAATTCCACCCCCCGCTCCCAAATAACACACAAACACACA
GGAGAAAACAAATGACGCCTTACGAACTACGCTTTGAAATTTTCAAGCAAGCATATGCTCATG
CTAATGATGAATATCTTGCATCATATAACATAGTTGATAATCATAATCAAAATAATGAAAAGA
AATGGGATTATCCTACATTTCCTTCTTATGAGAAAATTGAAGCACTTGCTGAAAAAATCAACA
ACTTTGTAAGTTCTAAATGATACAGTGGGGCGGAAACGCCCCCGTTAGTATTCCCTTATAGCT
CAATTGGCAGAGCACGGAGCTGTTAACTCTGGGGTTCCTGGTTCGAGTCCAGGTGGGGGAGTT
GCGGAAAGTATCTTCCGCGAGTGGTGGGTACTCACTACTCATTTGCCTCTCTAGCTCAGTGGT
AGAGCACTCGCCTTGTAAGCGAGCGGTCATCGGTTCAAATCCGATGGGGGGCTTGACGAATA
CTTTACATTCGTCTATACTGTGACTGCAATTTAAACATTGCTAAATAAACTTCGTAGTTATAAT
TCTTAACAAACTATATGAAACTATTTCAACAACTGATGCTCGCACCTGTTGCTGTTGGTCTGAT
TGCTCCCGCTGCGACTGCCGCAGAACTCAATATGGAAGGAGTAAATCAGTATTCAACTTCAGA
GCAGGTTACAAGTATCAACCAATTCTCTGATGTTCAACCTACCGATTGGGCATACCAAGCACT
CAGTAATCTTGTTGAGCGTTACGGTTGTGTAGCAGGTTATCCTAACGGCACCTATGGTGGTGG
TAAGGCAATGACCCGTTATGAGGCAGCAGCACTCTTCAATGCTTGTCTTGACCGTGTAACTGA
AGTCACCGATGAAATTCGTAAACTTCAGGAAGAATTCAAGGCAGAACTGATTGTTCTCCGTGC
TCGTGTAGAAGGTCTAGAAGTGAAGACTGCTGTTCTTGAAGCACAGCAATTCTCCACTACTAC
CAAACTGAATGGTGAGGTAAACTTTGTTCTTGGTGGTGTTCCTGGTTACGAAAGTCGTGGTAC
TAAGGCAGATGGAACCGCATTCAACTATGATGTTCGTCTGAACTTTGATACCTCATTTACTGGT
CGTGACCTACTCCGCACCCGTCTTCGTGCTGGTAACTTCAGTGAACTTCCTTTTGGTTCAAGTT
CTTCCCTGTTCAAACTGGATAAGGCAGAAACCACTGGTGATACTGTAGAACTTGACCGTATCT
ACTATCAGTTCCCTGTAGGTAACGATTTCACCGTAACCGTTGGTCCAAAGGTTCGTAACACCG
AAATGGCTTGGGTTCCTTCTGCTTATAAGTCTGAAATCCTTGACTTCTTCTCTACTGCTGGTGC
TCCAGGTGTTTATAACAAGGCAACTGGTGCTGGTGTAGGTGTTCAGTATGAAAGCAATGGTTT



CGTTGCTGGTCTGAACTATGTTGCTCAGGATGGTGATAGCACCGAAACTGGTGTATTCTCTTCT
GATGGTGCCCTGAACCTGATGGCTCAACTTGGTTATCGTCAAGATAATTGGGGTGTCGGTGTC
GGTTATCGTTATGGTTCTGAAGGCACACGTCCTCGTACCTACAACGGTTTCCAAGGTGCTAAT
GGTACTCTGCTAGGCAATCAGGATTCCAATAGTGTTTCCGTAAATGCTTATTGGCGTCCTACCG
AAACTGGTATCATTCCTTCAGTCAGTGCTGGTTATGGTTATAATGCCGTAAGTGGTCGTGCTGG
TGATACTGACGCAACCGATTCACAATCTTGGTTCGTTGGTCTTCAGTGGGATGACGCATTCGTT
GCTGGTAATGCTGCTGGTGTTGCTGTGGGTCAGCCCGCAAATGCCGAAGGTCTTGCTAACGAT
GCCCTGATGCTTGAGTTCTTCTACAAGTATCAAGTTACCGACAATATCAGCATCACTCCTGCTA
TCTTCTATGTAAGCAATGATGCTGACCAACGTGGTAATGCCTCTGAGTGGGGTGGTGTAATCC
AAACCAAGTTCAAGTTCTGATTCCATCAGATATAAAATTGACCCACCGAAAGGTGGGTCTTTT
TAATGGTTAACCAAATCCTTAACCGTTTCTTAGTGGACTTAATTTAGGGTTTCTAGTAAACTTC
TTATGAAGTCGTTATTTTTTACTTCATTTTTTATGAAATTTAAACATCTTATTGCTATTGGACTT
GCTGCTGTTGCTCCTGCTGCCGCATTTGCAAGTTCTACTATTAATGGTGCTGGTGCTTCTTTCCC
TGCCCCAATTTATCAACGATGGTTCCAGGATTATGCACGAACTTCTGGGAATAGGGTTAATTA
TCAGTCCGTTGGTTCTGGTGCTGGTGTTCGTCAATTTATTGCGGGCACGGTTAACTTTGGAGCA
ACAGACGAACCAATCAAACCCTCAGAAGCAGCAAGAGTAAAGCGTGGTGTTGTTCAAATTCC
TATGGTAGGTGGAACAATTGCTATTGCTTATAACAAGCCAGGATGCTCCCTGAAACTTACTCA
GAAGCAAACTGTAGATATTTTCTCAGGTCGTATTCGTGACTGGAAGCAGGTTGGATGTGCTGC
TGGTCCTATGCGAGTTGTATATCGTTCTGATGGTTCTGGAACTACCTTTGCATTTACAAATTCT
CTTGATGCCTTTGGTGGTTGGAGTCCTGGTGTAGGCAAGTCAGTTAAGTGGCCTGTTGGTATTG
GTGGAAAAGGAAATGAGGGTGTTTCTGGAACAATCAGAACAACTCCTGGTGCAATTGGATAT
GTAAATACTGGATTTGTGAGAGCAAATAAACTTCAGGTAGCAGCACTTCAAAATAAGGCAGG
TAAGTTTATTCTTCCTACTGCTGCTGCTGGTTCTGCTGCTCTGAATGGTATTAAACTGGATGCA
AACCTTGCTGGTGAAAATCCCAATC 

MAKER 2 Protein Predictions 

>snap_masked-Contig7191-abinit-gene-0.0-mRNA-1 protein AED:1.00 eAED:1.00 
MELVEPHSTILVLNSSYEPLHFTNWKRAVVLLFKEKARLISKRVIRLVNYVKIPFKHGKDAYPTRSL
IYKRDDHECQYCGTTKDLTLDHVIPRSKGGQDTWENLVTCCIKCNLKKGDKLLSETNMTLKKTPE
APFNRVYLDLQKSRVSEWVDYVIG 

>snap_masked-Contig7191-abinit-gene-0.1-mRNA-1 protein AED:1.00 eAED:1.00 
MRIPEFLVSFRLSPKRSLIAALIASGIAFLTVRCGISQEDLLKFYNELRKEIKFNLPNENNVINEIDRQL
NERINNDPKLLEFKVRGEVDDAISRYEREEYQNRQINMKNKNILEEINKPKYDNLQKLIVENAVYY
EFEDGTMGIRGAWVSPDPREIDLEQ 

>snap_masked-Contig7191-abinit-gene-0.2-mRNA-1 protein AED:1.00 eAED:1.00 
MSESVTKLVEAFETWKSEDEKFVGGNGAAGTRARKALQEIAKLVKERRAEISEEKNARKETKGA 

>snap_masked-Contig7191-abinit-gene-0.3-mRNA-1 protein AED:1.00 eAED:1.00 
MLRNLSTVAVSLLGAVATSAATLPTPGYATSSSTPQIAILTEESKTQETTTKEVAPEKPKEKRLVCK
GCNSNEARTLEFLQSRGITDRNALATIMGNIRQESTFFPNICEGGARVSYNSCRSGGYGLIQWTNAP
RFYGLGKHAARIGANPSSLDAQLDYMLHEGDWKMIEPYMKTPGKTINQYMRLAQRWIRWGHHG
ARTDYAYNYANKLVLTEVGS 

>snap_masked-Contig7191-abinit-gene-0.4-mRNA-1 protein AED:1.00 eAED:1.00 
MKFKHLIAIGLAAVAPAAAFASSTINGAGASFPAPIYQRWFQDYARTSGNRVNYQSVGSGAGVRQ
FIAGTVNFGATDEPIKPSEAARVKRGVVQIPMVGGTIAIAYNKPGCSLKLTQKQTVDIFSGRIRDWK
QVGCAAGPMRVVYRSDGSGTTFAFTNSLDAFGGWSPGVGKSVKWPVGIGGKGNEGVSGTIRTTP
GKFILPTAAAGSAALNGIKLDANLA 

>snap_masked-Contig7191-abinit-gene-0.5-mRNA-1 protein AED:1.00 eAED:1.00 
MKLFQQLMLAPVAVGLIAPAATAAELNMEGVNQYSTSEQVTSINQFSDVQPTDWAYQALSNLVE
RYGCVAGYPNGTYGGGKAMTRYEAAALFNACLDRVTEVTDEIRKLQEEFKAELIVLRARVEGLE
VKTAVLEAQQFSTTTKLNGEVNFVLGGVPGYESRGTKADGTAFNYDVRLNFDTSFTGRDLLRTRL
RAGNFSELPFGSSSSLFKLDKAETTGDTVELDRIYYQFPVGNDFTVTVGPKVRNTEMAWVPSAYK



SEILDFFSTAGAPGVYNKATGAGVGVQYESNGFVAGLNYVAQDGDSTETGVFSSDGALNLMAQL
GYRQDNWGVGVGYRYGSEGTRPRTYNGFQGANGTLLGNQDSNSVSVNAYWRPTETGIIPSVSAG
YGYNAVSGRAGDTDATDSQSWFVGLQWDDAFVAGNAAGVAVGQPANAEGLANDALMLEFFYK
YQVTDNISITPAIFYVSNDADQRGNASEWGGVIQTKFKF 

>snap_masked-Contig7191-abinit-gene-0.6-mRNA-1 protein AED:1.00 eAED:1.00 
MIGLNDKLLQQYIEWIANRRMKAIGLKPVYDIRANSNPLPWTEHWISSKGLQVAPQETEVESYVV
GGIKQDVKKDTFAGFKL 

>snap_masked-Contig7191-abinit-gene-0.7-mRNA-1 protein AED:1.00 eAED:1.00 
MENKEILGLYNAYVQIHTEQLDENRAAARNPEEYEHNKAKKTDRRTAAMNDPHTGINSPAFRRF
MAQQTGRKLKEDYDVYDLILSYLLYEGYAETPEAAESIMVNMSEDWRESIVEELEQLDEIMKHQQ
ERDRIEGMKKKSSRAKTWSYEPPTKGKHGEIERRQAQRPPSRLRSGKLPKEREEG 

 



Fig. S5. Contig13737 from the P. ovalis-like cell 1 assembly of the 454+Illumina data 
that encodes proteins of cyanophage origin. The MAKER 2 web annotation server 
(http://derringer.genetics.utah.edu/cgi-bin/MWAS/maker.cgi) revealed 13 putative 
proteins that are shown below the contig sequence. 

>Contig13737 Average coverage: 4,537.08 

AGGTGGAACTGGAAGTGGTGCAGGAAGTTCCGTAGCAAGTTATGATACATATCTAGCATCCTT
AGAGATGCTTTTTAAATCTTCTGCTTCAGATTCTGGTTCAGTTAGATTTTATGAAGATACTGAT
AATGGAACAAATTACGTTGCAATTGCAGCATCTGCTACTTTAGGATCTTCATACACATTAAGA
CTTCCTGATGGAACTGGAACTTTAGGACAAGTTCTTCAAACTGATGGAAGTGGTAATTTATCT
TGGGTAACATCCAACTTTATTATTAGTGATGGAACAAACACATCACAAATTAATACAGATAAT
ACAATAACCTTTGTTTCTGGCGAGGGTATTGATGCTGTTGTTTCTCAAGATTTAGATACTATTA
CTATATCTGCAGAAGCAGGATCACCAACTAATGCAGGTATTGCTTCATATCAATCATCACAAT
TTTATTTTGTAAATACATATCAGGTTGGCGTTGTAACTGCTACTGATACTGTTAAAGGTCTAGC
ATCATTTGATAATGGAGATTTTGTAGTTACAAATGGAAACGTTACCTTAGCGGATAGTGCTAA
CGGTGCTGTTTTAGCAATTTCTGGAACAGAAAATGAAGTAGAGGTTTCTAGAACAAATGGAAC
CGTTACTGTTGGACTTCCAAATAATGTAACTATTGGAAATGACCTAACAGTTAATGGTAACTT
AAGAGTTGTTGGAAGTGCAGTTACTTTTGAAACTGAAACTATAAGAGTAGAAGATAGACTAA
TTGAACTTGGTCTTGTTGCTGGTGCTACTGACGCAAACACCACTTGGGATTTGGGTATTGCTTT
TAACTATGGTGATGGAACTGCTAAGAAAGCTGGTGTTTTCTGGTTAGATAATCAGTATATTGG
TATTGCATCTGCTGTTAGCATATCAAATGATACTGGAACATCTGATGCTGATCCACAGATCAC
AATTTCCACTTTTGCTCCAATCGTTGCTGATGGATTATATCTTGGTGGATTTAATGCTTCTGATT
TGGCAATAAATAGTTCAAATGAAGCAGTAAATCTTGTATTTGATGGAGGATCTTATTGATAAT
GAGTACTGAAATTAATCTTGAATATGGTGATGTTTTAAAAGCATACCAGTCAAAATCTGGAGA
ACTCTTAACTCAATTAATAACTGCAGAGGCAAGACTAAATGCCTCTGCATCTCTTATTATGGA
GTTGAATAGACGAATAGAGGAATTAGAATCCGAAAAAGAAAAGCTTCAAAAATCTGTAAGTA
GATCAAAAAAATCATCAACTGATAATGTTGTTGATTACAATCAGTAATATTTGAGTTTTAATA
ATGGCAAATATATTTAAACCTAAGCGATCTAATGTACCATCTTCTATCCCAACAACAAGTAAT
CTTGTAGATGGTGAATTGGCAGTAAATTCTGCTGATAAAAAAATATTTCTTCGTGATGGTGAA
GATATTATAGAAATATCCAATGCATCTAACATTATATCTTATGCTTCAACAGCAGGTATAGCA
ACTTATGCTACTTCTAGTGGTATAGCAACTTCTGTTATAGGCGGCCTTGGTTCTATATCACAAC
TACAAGTTTCTGGTATTTCTACATTTACTGACGGTCCAGTTTTAATTGGGACTGCAACATCAAC
AGGAACTACATCACAATCACTTCAAGTTAATAGCGGTGCTTATGTTTCTGGAAATCTTGGAGT
TGGAACCACAAATCCAACTTATAAAGTTCAGATTGATGATACTGCTGCAACTGGTGCTGGTCT
TTTAGTTAGAGGAGGGGGTGCTGGATCCCAACTTGCTAGATTTGAAAGAAATGTTGGTTCAAC
AGGATCATTGATTGATATTCTTGCGTCCAGTTCAAATCCACAAATTTCTTTTGTTGGATCTACA
ATAAACACTTTTACTGTTGGTGTAAATATTAGTTCATATTCTGGTTCATTTGAAATTGCTGATA
GTAATAATATAGGTACAAATACAAGGTTCCTTATAAATCCAATTGGTGATGTTGGTATCGGAA
CCACAAATCCAACAGCAAAACTTGATGTTTTGGGTGATGTTAAAATAAGTGGAATAACAACTT
CTAGTGTTTTTGTATCTCCTGGGGGGACTTATTCTGCACTTATTGACACAAAATCAGATGCTTC
CTTTGTAATGGGGCAAAATGATGCAATTTACACATTAGAAAACAATGATGATTTTTTAAGAGT
TCTTATTGAAAAACAAAGTGGTATAATTAATATTGGACAATTAAATACTGCGTATATAAGTGG
AATTGAATTAAGACCAGGGACTACTGGTTCTGTTAAACTACATCATGGTGGATCTGGAGATAA
TGTAAAGATACAAACCACTGGTGTTGGTGCAACAGTATTTGGAGATTTAGAAGTTTCTGGAAT
TATAACTGCTTCTAATCTAACCGAGTATAAAATACTTGATGATATTTCTTCACAGTTTAATGGT
TCTACAACTCAATTTACAATTTCAAGTAGTTCTACAAACTTTCTAAATAGTGAGATAACAAGT
GCTGCTAGATTATTAATTTCCGTTGGTGGTGTTGTTCAAGCACCAGACCCAACTCAGACAAAT
GGTTACTATATAAGTGGTGGAACTGATTTATCAACAGACCCAATAAAAATTAATTTTGTAGAA
GCACCAAAATCTGGTCAATCATTTTTTGGAGTTGCTTATGGACTAACAATAAGTCCATCACAA
TCCTTTGTAACACCAGAACAATCAATCGCATATAGTATAGTATTTGGAGTCTAATTTAAAATG
GCAAGAAGAAGAGAAGAAAGATACCGATTTGATGCCTCAGAAAAGAAAATTTTTATTTCAGA
TAGACATACTCAGAATGACATTCTATTAATTGTAAATTCTGTTGATGGTATTATCATTGCCAAT
CAATTAGATCCTGGTAAAGGATTTTCAACAACTTATTTCCCACTACCAGTTGATAATGTCGATT
GGGAATATTCTACAGATGGATATACAGAGGTATTATTAGATTATGACACCACTGGAATGTCTG



ATACGGATGAACTTACAATCTTTATTGAAGAAGGACAAAAAGGATTAAAAGTTCGTCCATATG
ATTTTGGAACGGATGCAATTGAAAGGCAACGTGTTGCAAATCCACAATCACTAATTGACGCTG
ACTTTGAATATGGTCTCCAGAATACAAAGTGGCAATCACTGGGTTTGAATAGAAATATTCCAT
CGTTCTTTGAGCTTCCTGGTCCTGCGCTATCTGTAGATGACATTGCATCTCAAGGTGCTGCAAC
ATATTCTACTATTAGAGTTACAGTTGCTACAGGAACTGCACTTGATGTTGGGTCTCCAGTATCA
ATTACAGGAACCACCAACCCACTTGCGGAAGGTTTATTTGTTGTAATTGCAAATAACTCACCA
ACACTCTCTACCTTTGATATTCTAGCAAAAGGTAGTGTTCCTACTGGTTCTATTTTCACAACTT
ATTCTGTTGTGAAAGAAGGTGGAACATATGGAGGAACTCCTATGGATGTTTCTTCTATGAGTG
GTGATGGTGCGGGAGGAAACGTAACTATTAACTTTGGAAGTCCTCATGGTTTGATTCCAGGTT
CTCCTATTGCTGTTGTTGATACTACTGCTGGCACACAATCCCACGAAGGTAGATTCTTCGTTAC
TGAAGTTGTTGATGGAGATACTGTCATTTATGATGCAGGACAGACCGTAACAAGTGGTGCCAT
TACGACCACCAATATTTCTGTTTATGCAATCAATGATAGTTTTTATACACATAGACCATTTGAT
GGTGGTGTGTTGATGGGTCCACAACTCCCTATTCACGGATTAGAAGCAAAGAGGCAAACAAA
AAGATATTTCCGTTATCAATCTGGTAAAGGTATTTTGTTCTCGACGGGAACATTATTCAATCCA
GTTTTTGATATTCAAACAGCAACATACTCTTCACCAGATATTAGTGTAACAACTCAAATTCCTC
ACGGAGTTCAAGAAGGTGCAACTGTAAAACTTTATGGTATTACTTCAACTGGATATAATGGAA
CTTATACAGTAAAAGCAATTACAAATGAATTTACATTTACTGTTGCTGCTGGAGGAACTGCTC
CCACTGATGCTACTGCTGTCTTAGAAGCACAACCTAGAATTGCTGTTACTGGATGGTCTGGTG
CTTCAATTCGTTGTGGAATTTTTGATGATTCAAACGGAATGTTCTGGGAGTATGACGGAAGAG
AACTTGCAGTTGTAAGAAGATCTTCTACATTTCAGTTAGCTGGCGTTTGTTCTTTATCAAATGG
ATCTCAGGCAGTTACTGGAACAAACACAAGATTTACGGAACAACTTAGAGTCGGTGATAAAA
TTGTAATTCGTGGTCAAACTTATATCGTTTCTACGATTACAAGTGATACAGCACTCTCAGTATC
TCCAGAAAATCGTGGTGTTACAGTTACAAATGTAAAACCAACAATTATAAGAGAACTTAGAG
TTCCACAAAGTAAATTCAATATGGATCGTATTGATGGAACTGATACTCCATCAGGATATACTA
TTGATTTGGCAAAAATGCAGATGCTTGGAATTCAGTATTCCTGGTATGGTGCTGGATTTATTGA
CTTCATGCTTCGTGGTCCTGCTGGTGAATTCATCACGGTTCATCGTATGAAGAACAACAACATT
AACGATGAAGCATATATGAGAAGTGGAAACCTTCCAGCACGTTATGAAGTCTCTAATTATGCT
GCTTTGGATAAACTGGCATCAGCATCTGGAACATCTGGAGATCTTACACTTGCTGATGCTTCT
AGATTTCCAACTGCATCCGCATCTTATCCAGAGTATGTGATGGTGACAAGTAATCAGTCTGGA
ACAATTTATCATGAAGTTATTGAATATACTGGAAAATCTGGTAATACATTAACTGGAACTACA
AGAGCAACTTCTTATACGCAATATCTTGCTGGTGCTTCTAGAACATTTAGTGGCGCATCCTCAG
CACAAAATCATCCTGCAGGTTCAAGTGTCATTCTATTGAATACAACTTGTGCTCCAACAATTTC
ACACTGGGGTTCTGCTATAATTATGGATGGTGGATTTGATGAAGATAGTGGATACTTGTTTAA
TCTTTCCAGAACAAATGTGACTATAAGCGGTAATAGTTCCGTTGCGGTTTTATTCCGTCCAGCA
CCATCGGTTTCTGATACAATTCCAGGAGATTTGGGTGATAGAGAGGTTATTAATCGTTCTCAA
ATCACTCTTAAAGAACTTAGTATAAACAATAACTCCTCAAGAAACCTTGAAATTTCTGCGATT
ATTAATCCAAGTAATGTAGGTGCGGCAACTTGGCAGAACGCAAATACTACAACTGTAGGTCCT
GCGAATGTATTCCAACCATCGTTCGCACAATATGCAACTACAGGTGGAACAATTCTTGGAGGA
ACAGCTCCTGCTGATGGTGAAATTCTGTTTAGATACTTATCATCTTCGGGAACAAATATTTATG
ACTTGGGTGCAATTAAAGAAGTTCAAAACTCTATTTTGGGAGGAGACAACACATATCCCGATG
GGCCTGAAGTTATTGTTTTCTACGTTACGAATAACAACGCACAATCAGCGTCAATTGACTTAC
TTCTTAGATGGACGGAGGCACAGGCATAATGGCAGAATTATCAAGAGGTCAGATACTTAAAA
ATCCAGAAGTTCTTGGTATAGGAAATACTGGAGCAATAATTAGATTATTAGATGCTGATGAAA
ACTCACATATTGATATTAAGGTTCCCGATACTGTAGGGACTGCTTATACATTTACATTCCCTGA
TAGTGGTGGTACTACTGATTATTATTTAAAAACTGATGGAAGTGGAACTACAAGTTGGGCAAC
AGTATCTGCAAGCCCTGGTGGTTCTGATACTCAACTTCAATATAATAGTTCTGGTAGTTTTGCT
GGTGCTACAAATCTAACAACTGATGGAAATAACTTAACCATCGGAGCACAAGGAGATATTAG
ATTAGCAGATTCTGATAGTAGTAACTATGTTGCTTTCCAGGCACCTGCAACTGTTGCTGCTGAT
AGACTTTATACACTCCCAGATACAATTGGAACGGCAGGTCAAGTATTAAAGATTTCCACAAGA
ACTGATACTACAGCAACACTTGCTTGGCAGGATGATAACACTGGTGGTGCGGGTAGCTCCCCA
GGTGGTGCTGATACTTATGTTCAGTTTAATGATGGAGGAACTACTTTTGGTGGTGATGCTGGA
TTCACATACAACAAAACAACTGATTCTGCAACACTTGTAGGTTCTCTTACTGTTGGTGGAGTTA
ATGCAACAACGGGAACCGACTATCAAATCAACAGCACATCAGTTCTAAATGCAACCACATTA
GGTTCTGGTGTTTTAAACTCCTCACTCACTTCTGTCGGAACTCTTGGTGCTCTGCAAGTTGATA
ATGTTAATGTGAATGGAAACGTAATATCTTCTACTAATACAAATGGTAATATTGATTTAGACC
CTAATGGAACTGGTGTTGTAAGAAGTCTTGGTGCGGCAGCACTAAGATTTATGGATAGTGATA



ATTCAAACTATGCCGCAATTGTTGCTCCATCATCAGTTACATCAGATTACACAATCACACTTCC
TGCTGCTGGTGGTGCTGCGAATGAAATTCTCCAGTATGATGGTTCTCAAAATGCCTCATTTGTT
TCCAATACAAGAACTCTTAATTTTGTAATTGATGGTGGTGGTTCTGCGGTTACAACTGGAGTA
AAGGGACATATTGTTCTTGATGGGGATTACACAGTTACGGGTTGGACAGTTATTGCCGACCAA
TCAGGAAGTATTGTAGTTGACGTAAACCGTGCTACTTATACAAACTTCCCAACAACTGCTTCT
ATTGCTGGAACAGAACTTCCAACACTATCTGCGGCACAAAAAGCAGAAGACCTCACACTATCT
TCTTGGACAACTACACTTTCTGCTAGAGATGTATTGGAGTTTGAAGTTGATAGTGCTTCTACAG
TTGAAAGAGTTACAGTCGCACTCCGTTTAGTACCAAGATAATATTATGGCTATAACATATCAA
GCAATATCTACAGTTTCAATAAAGACAACTACATCTAATGGCTCTCTAACACTCAACGCTCCT
GCTGGAGTAACGACTGATGACCTTTTAGTTGCTTGTATCTCATTTCGTGGTGCAACAACTCCTT
CAATTCCTGCTGATTGGAATTTGATAGAAAGGACCACAGTAACTGGAAACATCAGCGGAAAC
AATACTAATGCAATTGCTTCTGGTCTGATGGCTTGGATTAAAAGAGGTGCAACAAACCCAAGT
TTTGTATTTGGTGCAGTAGCAGGAGAACAATTTCCAAACCTTGCTTTAGGTTATGTTGTAAGA
ATAGATGGTCAAGACCTTACAGACCCATTAGCAGGATCAAGTGTTAATACTTTAGCGAGTACT
AATACTACTGTAACAACTGGTGGATATACTAGAAGTTTTTTAACTGCTACTGCAGATGATTAT
ATAGAAATTATGTTATGTATGGGTGCTCAAGAAGTTACTTGGAGCACACAACAATATGAAACT
GGTCCAACTGCGATGACTGAAATTGCTCAGCAAACATCTACAGCAGGTAGGGATGGTTCTATT
GCTGTTGCTAGAACTAATGTATTGGGAGACACTACTGGTGGTTTTAGTGCTGTTTCTTCTGCTG
CCCGTCGCAATGCCCTTATGGTCGCATCTTTTGGTGGTCCGAGACCCGTTGCTGCTGGGTACTC
GTTCTCCACTTTCTTCTAGGGGGGGGGCTTGACGGGTCTTGTGTCCTGTGCTACTATAAATAAG
TGTTAAGGAATGGAAACAAACTGTAGCCTTCCTTAATACTTACCTAGAAAACTTAAACGGAGT
AATTAACCTATGACCGCTTCAATCGCACAAAAGCGGCAGGTTGGTTCTTGGGAACAGTTCTGT
GAGTGGGTTACTTCCACCAACAACCGTCTTTATGTCGGTTGGTTCGGAACTCTTATGATTCCTT
GCCTTCTTGCTGCTGCTATTTGCTTTATCGTTGCCTTCGTTGCTGCACCTCCTGTAGACATTGAT
GGCATTCGTGAACCTGTTGCTGGTTCACTTCTCTACGGTAACAACATCATCTCTGGTGCTGTTG
TTCCAAGTTCCAATGCTATTGGACTTCACTTCTATCCCATCTGGGAAGCTGCTTCTCTGGATGA
ATGGCTCTACAACGGTGGTCCTTACCAACTCGTTGTGTTCCACTTCCTGATTGGTGTGTTTGCC
TATATGGGTCGTGAGTGGGAACTTTCATACCGTCTAGGTATGCGTCCTTGGATTTGTGTAGCAT
ATTCAGCACCTGTTGCTGCTGCTACTGCTGTGTTCCTTGTCTATCCTTTCGGTCAAGGTTCTTTC
TCTGATGGTATGCCTCTGGGTATCAGTGGCACCTTCAACTATATGCTTGTATTCCAAGCAGAGC
ACAACATCCTGATGCATCCATTCCATATGCTTGGTGTAGCAGGTGTGTTCGGTGGTTCACTGTT
TAGTGCGATGCACGGTTCTCTGGTAACTTCTTCACTGGTTCGTGAAACCACTGAAACTGAGTC
CCAGAACTATGGTTACAAGTTCGGTCAAGAAGAAGAGACTTATAACATTGTTGCTGCTCACGG
GTATTTTGGTCGTCTTATCTTCCAATATGCCTCATTCAACAACTCTCGTTCACTTCACTTCTTCC
TTGCTGCCTGGCCAGTTGTAGGCATCTGGTTCACTGCTCTTGGTGTTTCTACGATGGCCTTCAA
TCTCAACGGTCTGAATTTTAACCAGAGCATTATTGACTCACAAGGTCGTGTAATCAACTCTTG
GGCTGATGTTCTGAACCGTGCTGGTCTGGGTATGGAAGTGATGCATGAGCGCAATGCTCACAA
CTTCCCTCTTGACCTTGCTGCTGCTGAGAACACTCCTGTTGCTCTCACTGCACCTGCAATCGGT
TGATAAAAACTGAATAACTGATATAATTAAGAGGGTATAACAACCCTCTTTTTTATGTCTTAT
AATACTCAACACGAACCTATGCCCAATTGGGTTATTTGGATGGGAATAGTTCTTATGATATTT
ACTATTTTATGTTTTGTTTTAATGACTTTAGGGATGATTTATTCATAAGATTTATAGTATAATTT
CTAAATAATTTTTTACAATACTTAACGATGCTTCTAGACTTAGCACACACGATTGCTGACTATA
CTATCTGTGGTGAAGGTAATGTATCAGAAAGAAAAACAGAGGATACTCTTTTAATCAAAGCA
AGTGGTACAAGTCTTCATACACTATCAGAAGATGATTTAGTTCTGGTGAATACTGATGCTGAA
CAACTAAAACCAGAACAAAAAAAACCAAGTATTGAAGTGCTTTTTCATGCATGGATTATGAA
GCACTTCCCAGAAATTAATTATATTGCTCATACACATCCACCAAAGACTACACAGATACTTTG
CTCTCCTGCAGTCAATGACTTTGCCTGTCAGAGATGGTTCCCAGACCAGATTGTGAGAAACGG
TGTAGTGTCCTGCCTTGTCCCTTATGCTCCTCCTGGTGCTCGTTTATTGAAGAATGTGGATAAG
TATGTGGGTGAGTTTGTAGACCATTATAGATACTTTCCTAAGTTGATCCTTTTGGAGAATCACG
GTATTATCACAGCATCACCTTACCAAAAGGATTGTGCTGCTGCTACTTTGATGTGTGAAAAAT
CTGCAGAAATCTTTATTGGTGCTAAACTTCTTGGTGGTGTTCAATTTCTTCCAGATGAAGAAAT
TGAGCATCTAGAAAACTGTCCTGGTGAGCAGTATCGTCGCCGTATGTATTTCGTCAAATAACC
TAGAGTATAATTACTGATTGACTTCTATGTTACGTTATGTTAAGATAAATATGAGAAATACAT
AGGAGGTTATGACTTCTTCAACACTTTCACAACCAATTCAACAGAGAGGATGGTTCGATGTCT
TGGATGACTGGCTTAAACGAGATCGCTTTGTATTTGTGGGTTGGTCTGGACTATTACTTTTTCC
CACTGCTTATTTGGCCCTTGGTGGCTGGCTTACTGGCACAACGTTTGTTACGAGCTGGTACACC



CACGGGTTGGCGTCTAGTTATCTTGAGGGTGCTAATTTCCTCACAGCAGCTGTTTCGACGCCTG
CAGATTCTATGGGTCATTCTCTTCTTCTACTTTGGGGTCCAGAGTCTCAGGGCGATATCGTCCG
CTGGTTCCAACTTGGGGGACTCTGGCCTTTTGTGGCGCTCCACGGAAGCTTTGCCCTTATAGGG
TTCATGCTCCGCCAGTTTGAGATTGCTCGACTGGTAGGTATTAGACCTTATAATGCTATTGCGT
TCTCTGGTCCTATCGCAGTATTCGTTTCTGTATTCCTGATGTATCCTCTGGGACAATCCAGTTG
GTTCTTTGCTCCGTCCTTCGGGGTAGCAGCAATCTTCAGGTTCCTTCTGTTTCTTCAGGGTTTCC
ACAACTGGACTCTCAACCCCTTCCATATGATGGGAGTTGCTGGTATACTAGGAGGTGCTCTAC
TCTGTGCTATTCATGGTGCAACGGTTGAAAACACCCTCTACGAAGATGGAGAAAAGGCAAAT
ACCTTCAAAGCCTTTGAACCTACCCAAGAAGAGGAAACCTATTCAATGGTTACTGCGAATCGT
TACTGGTCTCAAATTTTTGGTATCGCTTTTAGTAATAAGCGTTGGCTCCATTTCTTTATGTTGTT
TGTACCTGTTATGGGTCTTTGGACATCTAGTATTGGGATTATTGGACTGGCTCTTAACCTTAGA
GCATACGATTTCGTATCACAGGAGATTCATGCGGCAGAAGATCCGGAGTTTGAAACTTTCTAC
ACGAAGAACATTCTGCTAAATGAAGGACTTCGTGCTTGGATGGCTCCAGTTGATCAACCTCAT
GAGAACTTTGTGTTCCCTGAGGAAGTTCTCCCGAGAGGGAACGCACTCTAAAATAAATAAGG
GAGTTCTTATGAACTCCTTTTTTTATGTTCGCAACAATAGCACTGTTTATTTTTATCGGTCTTTT
TATGTTCACACTTTCACTATTTTGATTATGAAACTTGACCCACTTAAAACTGGATTCTATTGCG
TTGACTATGTTTATAACGACACAAAGAAGTCGGCAGTTTATTTTCAACTTGAATCCGCACAAG
AAGCACTTGTGAAGATGATGAGGAACGGTGTAGAATGTACTGGTATGAGGGAATGGAAACCA
AAACCCGAAATTATATCTATTAAAAATAAATAAAGTGAATCAATACAATTCTATAATGAGAA
ATAGATGTTGGGATTTTGTAATGTCTTCATTTGCTAGAAGTTACGGTGTTGATAAAGCAATTAC
TAATGTTAAATTTCACGAAATAGCACTACAGTGGTGCGATGATAATAACTATACTTGTGATGT
TCATCTAGATAATTTAGTTAAAGTCGATTCTTATTTTAGACAAATATACGAAAATTGGGAAGA
GTAAGTTATGCGAGTTGGAATGATTGGATTGGGACGAATGGGAGAAGGAATGTCCCGTCGTA
TGATGAAAGCAGGTATTGAAGTATGGGGTTACAGGAGAAATCTTGATAAGGCAAATGAATCA
TTTGAAAGGGGTTATATTTTTGGATATGCTGCCGATATTGAAACTCTTGTTAGGGTAGTTAAAC
GAAATAAAAATGGAGAACAACCAGGAATCTTCCAGATGGTAGTTCCTGCTGAAACAGTAGAG
GAGACGATTGATGAGTTACTACGATATTGTGGTGAAGGGGATATTATTATTGATCATGGCAAT
AGCAATTTTAAAGACAGTCGGAAGAGAGCAGAACGTCTTGCAAAATTGGGCATCCAATATAT
TGATTGTGGTACTAGTGGTGGTGTCTACGGTGTGGGTCGTGGATACTGTCTTATGGTTGGGGG
TGGAGATACTGCAGTCACCACTTGTAAGAGTATTTTTGATGCCCTTGCCCCAGGGGTCGATGC
TGCCCCTAGAACTGCCCCTGACGACCACCTGACCCCCGCAGAGAGGGGTTGGTTGCACTGTGG
GGGTCCAGGTGCTGGGCACTTCGTTAAGATGGTACATAATGGTATTGAATATGGTATGATGCA
GGCATACGCAGAAGGATTTAACATTCTGAAAAATGCAAACGCAGGTGCTAAGTATGTCCGTG
AAGGAGACGCAGAAGTTGCCCCTATGGCAGACCCAGAATCTTATTGTTATGATATTAACGTTT
CTGAAGTTGCTGAGTTATGGCGTCGTGGTAGTGTTGTTGGGTCTTGGTTACTTGACCTTACTGC
TAATGTGTTACGCAGCGACAGTGAGCTTGAACGATTCTCTGGAGGGGTATCCGACAGTGGTGA
GGGTCGCTGGACAGTTACTGCCGCTGTGGATTTGGGGGTTCCCGCTCCTGTCATCACCACTGC
GCTCTATGAAAGATTTAATTCTCGCGGTCTTGGTGCTTTCGCGTCCAAAATTCTAAATGGTATG
AGGTTTATGTTTGGTGGTCATCACGTTCGTTAGCAACTCATTTACTCAAGGGTCTTCTGTCTTG
ACTACCTGACAAAACCCTCTTGACTTCACTTGATTTTCTGCTAAACTGAATCAGTCATCAACGA
CACTTATGGACATTCCGGATTTTAAAAATCAAGAGCATAAAGGTGAGTATTATGAACTCTATG
AACAAAAGGTTGCTACCTACTGGGGGATCTTTAACAAAACTCTACAACAGTTTCTCCCAGGAT
ATGGTATGGACCATTTGGACGGAAGGATTCTAAAGTTTCTTTCTGATATTACAAATACTGTAA
TGTATGAGACAACTGAAACATTTGAGAATCTTCATTCAGAATATAAGAAAGATAATGTTTTTG
TTTCTAAAACCCAAATCAAAGACTCTGTAAAAGAGGCACTGGAAGAATACAATTATTCTACAT
CACTAAAAGATTTTTCTCTTGGTGATTCATAATATTAGTATTTCTTAACATAATCACTTAAAAC
ATAAGAAACTCCCATAGATAAGTTAAGTTTCAATAACTATTATGAAGTTTCTTATCGTTTTATT
TGCGTCCTTATTTTTTGCACTTCCTTCTTGGGCATTAGACATTACTATGGGAAGTAATGGTAAC
TTGGTCTTTGAACCAGCAGATACTACAATTGCTGTTGGAGAAACAGTTCATTTTGTAAATGGT
ATGCTACCACCACATAATGTGATTGTTGAAGACCATCCAGAACTTTCTCACGATGGACTTTTGT
TCTCCCCTGGAGAAAGTTTTGATATTACATTCACAGAACCTGGAGATTACACTTATTGGTGCG
GTCCTCACAAAGGTGCTGGAATGGTTGCTACTATTCACGTCTCATAATGAATCACAATCACAA
CGACTATATTCATATGTTTGTATGCTGTCTCGCAATCGTTGGGGGAGTTGCCTCAATGATTTAT
GCCTATACTGTAACTAAAAACAACAAAAATCATACTAACTGAACTATGACTTATTCTATTACT
CTTCGTTCTCCCGATGGAACTGAACAAGTTATTCAATGTCCTGAAGACCAATATATTCTTGAA
GCAGCAGACGAAGCTGGAGTTGACCTCCCTTATTCTTGTCGTGCTGGTGCTTGTTCTTCTTGTG



CGGGCAAGGTAATTAGTGGTGAAGTTGATAATGAGGAACAATCGTTCCTTGACGATGACCAA
CTTGCTGCTGGATTCACAATGCTCTGTGTTGCTTATCCAAAATCTGATTGTGTAATTGAAACTG
AACAGGAGGAAAATCTTTGAAAATCTTTAAAAAGCATCTCAAATCAAAAAACTCAAATCAAC
TTTGAGAACTCACGACCCTGTTGATAGTAGATTTAGGGAACTTGAAAATAGAGATAGAGGTG
AAAAGAAATAATTTTAGAGACCCGAAAGGGTCTTTTCTGTCTCTTGACTTCTAACCCCCTTCCT
GCTATAATAAGAACTCCTCCGCAGACTTCAAAGATGGTTGGAAAACTTGACCCAGAAGAACG
AGTGCTTCCCGAAACATTCGCACAAACCTCTGATGAACCTTATGTTCGTCACGATTATAAACT
CCATTACACAACGAAGAAACCAGAAGTGTTTGATAACTTTGAAGACACTCAAAGGACTTGGTT
TCAAACTCCAAAACAATTTCTAGATTATGTTGAAGTGCTAGATAAGAAACAACCAAAGAAAA
AAGCAAAAGGGTTCTGAAATGCAAATTGATTGGATTAACTCTCTGATGGGCATTTATTTGATT
TAGTTGGGTCTTAATTACGGAAAACCAAAACAGACGGATGATTAGTTCAGAAACACCTTATAA
ACTTGCCGAAATTCTCCGTGAAACTTGGCCTGGAATATATAAGAAACCACACTCTCACAAAAA
TGAAACTGAAATATCTTCTGGTATTACTACCACTACTTCTAACAGCATCTTGTACTCAAGAAAC
TGAGCCCTATGAGGTTCATAAGATTACCAAAAGTAATACTAGAATTGATTGTAAGGGTAAGG
AATTTAACAACGGAAAGACCACAGAAATTCGTGTGATTTCTGATATAGAAAATATCACAATCA
AAAACTGTAAGTTAAAAGGTTCCATTCGGGTTTATGGTCTTGGAATGAATGGTGAAAATGAGG
AAGTAAAGAAATCTTCCCATAAGGCAGGGCACACAGAAAGAGCACAGGCAGCAGCACCTTCT
AATGTTCTTATTTCCAATATGAAGATTGAGAGTGTGAATAGAATTCCAGTTTATCTTGCTCCTG
GTGTTACAAGAGTGACTGTGGAAAACTCTGAGTTTATTGGGACAACTGATTCAACGGTCATCT
ATCTGGATGCCGAGAGTGCTTATAATACCATTTACAACAATACCTTTGATGTGAGTGGAAACT
TTACCCTTCGTCAGTTTAGAATTCGTGAAGTGATTGCCGTAGATGGTTCCGCATATAATACAAT
TTCTGGAAACAAATTTAAGACCGCAGTAGGTGGTGGAGTATATCTCTATCGCAACTGTGGAGA
AGGTGGAACCGTCAGACACCAATCTCCTCAGCATAATCTAATTGAAAATAATGACTTTAATCT
ATCAGGATTACACATTAACAATTATGGTATCTGGTTAGGTGCTCGTAATGGAAATCGTTTCTA
CTGTAATGCCGATGAAGGTCATAAGTTCGGCAGTAGTGTAAATGACCGTGATTTCGCAAACAG
CAACATCATTAGAGACAATAAGTTCTCAGGTTCTGACCGAACCATAAAGAATGATGGTGAAA
ATAATGTGATAAAATAAATAACTAATGTCCCTGTTTTGGAGTATTTGGTAATGGAAGAAAACC
TATTTCTTGAAGAAACTCAAAAGAATATTATACAAACACAAGATGCCGTAGAGCACGACCCA
AAAGCAGCACTACGAAATCCTGAGGGATACACACCAGTTGATGATGTAAGTATCACTACACC
AGTAGAAAAATCACCAAGATTTGATGTTGGTGAAGTTTCCGCAACTTCTTCAGTTCCTACTCG
ACAAGTTTTGGATTTACCTCTTGAAGTTTATGGTGGAGCTGGGGACTTTTTAATTGCTCCTGAT
GAAGAAGGAGTAGAAAATAATCCTCGGGGACTAGAATTAATTCCATTAGCAGAAACACCAAA
TGTTAGGGTTCAAACTATATCTAATCTTGGTGCTGGTTCTAATAATACTAACGATAATTCTGTG
GATAGTGAGACACCGGATGAAGTTATAGATGAAGTTCCTGTAGAACCAGCACCAAACCCCCC
TGCTCCACCAGTTGAGCCTCCTGTGGACCCCCCCGTTCCACCTGTTGAACCACCAGTGGACCC
ACCTGAGCCTCCAGTAGATCCTCCTGTGGACCCACCAGTTGATCCTCCTGTGGACCCACCAGT
TGATCCTCCTGTGGACCCACCAGTTGATCCTCCTGTGGACCCACCAGTTGATCCTCCTGAACCT
CCTGTTG  

MAKER 2 Protein Predictions 

>snap_masked-Contig13737-abinit-gene-0.0-mRNA-1 protein AED:1.00 eAED:1.00 
MLLDLAHTIADYTICGEGNVSERKTEDTLLIKASGTSLHTLSEDDLVLVNTDAEQLKPEQKKPSIEV
LFHAWIMKHFPEINYIAHTHPPKTTQILCSPAVNDFACQRWFPDQIVRNGVVSCLVPYAPPGARLL
KNVDKYVGEFVDHYRYFPKLILLENHGIITASPYQKDCAAATLMCEKSAEIFIGAKLLGGVQFLPD
EEIEHLENCPGEQYRRRMYFVK 

>snap_masked-Contig13737-abinit-gene-0.1-mRNA-1 protein AED:1.00 eAED:1.00 
MANIFKPKRSNVPSSIPTTSNLVDGELAVNSADKKIFLRDGEDIIEISNASNIISYASTAGIATYATSS
GIATSVIGGLGSISQLQVSGISTFTDGPVLIGTATSTGTTSQSLQVNSGAYVSGNLGVGTTNPTYKV
QIDDTAATGAGLLVRGGGAGSQLARFERNVGSTGSLIDILASSSNPQISFVGSTINTFTVGVNISSYS
GSFEIADSNNIGTNTRFLINPIGDVGIGTTNPTAKLDVLGDVKISGITTSSVFVSPGGTYSALIDTKSD
ASFVMGQNDAIYTLENNDDFLRVLIEKQSGIINIGQLNTAYISGIELRPGTTGSVKLHHGGSGDNVK
IQTTGVGATVFGDLEVSGIITASNLTEYKILDDISSQFNGSTTQFTISSSSTNFLNSEITSAARLLISVG
GVVQAPDPTQTNGYYISGGTDLSTDPIKINFVEAPKSGQSFFGVAYGLTISPSQSFVTPEQSIAYSIVF
GV 



>snap_masked-Contig13737-abinit-gene-0.2-mRNA-1 protein AED:1.00 eAED:1.00 
MIGLGRMGEGMSRRMMKAGIEVWGYRRNLDKANESFERGYIFGYAADIETLVRVVKRNKNGEQ
PGIFQMVVPAETVEETIDELLRYCGEGDIIIDHGNSNFKDSRKRAERLAKLGIQYIDCGTSGGVYGV
GRGYCLMVGGGDTAVTTCKSIFDALAPGVDAAPRTAPDDHLTPAERGWLHCGGPGAGHFVKMV
HNGIEYGMMQAYAEGFNILKNANAGAKYVREGDAEVAPMADPESYCYDINVSEVAELWRRGSV
VGSWLLDLTANVLRSDSELERFSGGVSDSGEGRWTVTAAVDLGVPAPVITTALYERFNSRGLGAF
ASKILNGMRFMFGGHHVR 

>snap_masked-Contig13737-abinit-gene-0.3-mRNA-1 protein AED:1.00 eAED:1.00 
MTASIAQKRQVGSWEQFCEWVTSTNNRLYVGWFGTLMIPCLLAAAICFIVAFVAAPPVDIDGIREP
VAGSLLYGNNIISGAVVPSSNAIGLHFYPIWEAASLDEWLYNGGPYQLVVFHFLIGVFAYMGREW
ELSYRLGMRPWICVAYSAPVAAATAVFLVYPFGQGSFSDGMPLGISGTFNYMLVFQAEHNILMHP
FHMLGVAGVFGGSLFSAMHGSLVTSSLVRETTETESQNYGYKFGQEEETYNIVAAHGYFGRLIFQ
YASFNNSRSLHFFLAAWPVVGIWFTALGVSTMAFNLNGLNFNQSIIDSQGRVINSWADVLNRAGL
GMEVMHERNAHNFPLDLAAAENTPVALTAPAIG 

>snap_masked-Contig13737-abinit-gene-0.4-mRNA-1 protein AED:1.00 eAED:1.00 
MTYSITLRSPDGTEQVIQCPEDQYILEAADEAGVDLPYSCRAGACSSCAGKVISGEVDNEEQSFLD
DDQLAAGFTMLCVAYPKSDCVIETEQEENL 

>snap_masked-Contig13737-abinit-gene-0.5-mRNA-1 protein AED:1.00 eAED:1.00 
MARRREERYRFDASEKKIFISDRHTQNDILLIVNSVDGIIIANQLDPGKGFSTTYFPLPVDNVDWEY
STDGYTEVLLDYDTTGMSDTDELTIFIEEGQKGLKVRPYDFGTDAIERQRVANPQSLIDADFEYGL
QNTKWQSLGLNRNIPSFFELPGPALSVDDIASQGAATYSTIRVTVATGTALDVGSPVSITGTTNPLA
EGLFVVIANNSPTLSTFDILAKGSVPTGSIFTTYSVVKEGGTYGGTPMDVSSMSGDGAGGNVTINF
GSPHGLIPGSPIAVVDTTAGTQSHEGRFFVTEVVDGDTVIYDAGQTVTSGAITTTNISVYAINDSFYT
HRPFDGGVLMGPQLPIHGLEAKRQTKRYFRYQSGKGILFSTGTLFNPVFDIQTATYSSPDISVTTQIP
HGVQEGATVKLYGITSTGYNGTYTVKAITNEFTFTVAAGGTAPTDATAVLEAQPRIAVTGWSGAS
IRCGIFDDSNGMFWEYDGRELAVVRRSSTFQLAGVCSLSNGSQAVTGTNTRFTEQLRVGDKIVIRG
QTYIVSTITSDTALSVSPENRGVTVTNVKPTIIRELRVPQSKFNMDRIDGTDTPSGYTIDLAKMQML
GIQYSWYGAGFIDFMLRGPAGEFITVHRMKNNNINDEAYMRSGNLPARYEVSNYAALDKLASAS
GTSGDLTLADASRFPTASASYPEYVMVTSNQSGTIYHEVIEYTGKSGNTLTGTTRATSYTQYLAGA
SRTFSGASSAQNHPAGSSVILLNTTCAPTISHWGSAIIMDGGFDEDSGYLFNLSRTNVTISGNSSVAV
LFRPAPSVSDTIPGDLGDREVINRSQITLKELSINNNSSRNLEISAIINPSNVGAATWQNANTTTVGP
ANVFQPSFAQYATTGGTILGGTAPADGEILFRYLSSSGTNIYDLGAIKEVQNSILGGDNTYPDGPEVI
VFYVTNNNAQSASIDLLLRWTEAQA 

>snap_masked-Contig13737-abinit-gene-0.6-mRNA-1 protein AED:1.00 eAED:1.00 
MGSNGNLVFEPADTTIAVGETVHFVNGMLPPHNVIVEDHPELSHDGLLFSPGESFDITFTEPGDYTY
WCGPHKGAGMVATIHVS 

>snap_masked-Contig13737-abinit-gene-0.7-mRNA-1 protein AED:1.00 eAED:1.00 
MTSSTLSQPIQQRGWFDVLDDWLKRDRFVFVGWSGLLLFPTAYLALGGWLTGTTFVTSWYTHGL
ASSYLEGANFLTAAVSTPADSMGHSLLLLWGPESQGDIVRWFQLGGLWPFVALHGSFALIGFMLR
QFEIARLVGIRPYNAIAFSGPIAVFVSVFLMYPLGQSSWFFAPSFGVAAIFRFLLFLQGFHNWTLNPF
HMMGVAGILGGALLCAIHGATVENTLYEDGEKANTFKAFEPTQEEETYSMVTANRYWSQIFGIAF
SNKRWLHFFMLFVPVMGLWTSSIGIIGLALNLRAYDFVSQEIHAAEDPEFETFYTKNILLNEGLRA
WMAPVDQPHENFVFPEEVLPRGNAL 

>snap_masked-Contig13737-abinit-gene-0.8-mRNA-1 protein AED:1.00 eAED:1.00 
MEENLFLEETQKNIIQTQDAVEHDPKAALRNPEGYTPVDDVSITTPVEKSPRFDVGEVSATSSVPTR
QVLDLPLEVYGGAGDFLIAPDEEGVENNPRGLELIPLAETPNVRVQTISNLGAGSNNTNDNSVDSE
TPDEVIDEVPVEPAPNPPAPPVEPPVDPPVPPVEPPVDPPEPPVDPPVDPPVDPPVDPPVDPPVDPPV
DPPVDPPVDPPEPP 

>snap_masked-Contig13737-abinit-gene-0.9-mRNA-1 protein AED:1.00 eAED:1.00 
MAITYQAISTVSIKTTTSNGSLTLNAPAGVTTDDLLVACISFRGATTPSIPADWNLIERTTVTGNISG



NNTNAIASGLMAWIKRGATNPSFVFGAVAGEQFPNLALGYVVRIDGQDLTDPLAGSSVNTLASTN
TTVTTGGYTRSFLTATADDYIEIMLCMGAQEVTWSTQQYETGPTAMTEIAQQTSTAGRDGSIAVA
RTNVLGDTTGGFSAVSSAARRNALMVASFGGPRPVAAGYSFSTFF 

>snap_masked-Contig13737-abinit-gene-0.10-mRNA-1 protein AED:1.00 eAED:1.00 
MKLKYLLVLLPLLLTASCTQETEPYEVHKITKSNTRIDCKGKEFNNGKTTEIRVISDIENITIKNCKL
KGSIRVYGLGMNGENEEVKKSSHKAGHTERAQAAAPSNVLISNMKIESVNRIPVYLAPGVTRVTV
ENSEFIGTTDSTVIYLDAESAYNTIYNNTFDVSGNFTLRQFRIREVIAVDGSAYNTISGNKFKTAVG
GGVYLYRNCGEGGTVRHQSPQHNLIENNDFNLSGLHINNYGIWLGARNGNRFYCNADEGHKFGS
SVNDRDFANSNIIRDNKFSGSDRTIKNDGENNVIK 

>snap_masked-Contig13737-abinit-gene-0.11-mRNA-1 protein AED:1.00 eAED:1.00 
SGSVRFYEDTDNGTNYVAIAASATLGSSYTLRLPDGTGTLGQVLQTDGSDNTITFVSGEGIDAVVS
QDLDTITISAEAGSPTNAGLASFDNGDFVVTNGNVTLADSANGAVLAISGTENEVEVSRTNGTVTV
GLPNNVTIGNDLTVNGNLRVVGSAVTFETETIRVEDRLIELGLVAGATDANTTWDLGIAFNYGDG
TAKKAGVFWLDNQYIGIASAVSISNDTGTSDADPQITISTFAPIVADGLYLGGFNASDLAINSSNEA
VNLVFDGGSY 

>snap_masked-Contig13737-abinit-gene-0.12-mRNA-1 protein AED:1.00 eAED:1.00 
MVGKLDPEERVLPETFAQTSDEPYVRHDYKLHYTTKKPEVFDNFEDTQRTWFQTPKQFLDYVEV
LDKKQPKKKAKGF 



Fig. S6. Partial view of paired-end Illumina reads that span contig 
ConsensusPlus1618. The complete set of reads was too numerous to include in this 
figure. Note that many paired-end reads span the region of zero coverage upstream 
of and in the intron encoded by the gene DAP epimerase. 



Fig. S7. Contig ConsensusPlus1618 from P. ovalislike cells that encodes proteins of 
eukaryotic and cyanobacterial origins. The putative protein predictions are shown below 
the contig. 

>ConsensusPlus11618 

GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTCGTCGTGTGTGT
GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTTGTTTGTGTTTTGGG
GTGTGGTAGGGGGAGGAAAGGAGAATGTGCCATGTTTTGGTTACTAACATAATTAGGGAATA
GGAGTTAAATATGACGCGATAGAGGGAAAATAATATGACGGTTGACTAAATTTAATTAATTG
ATTTTAAGATCAATAATTATCTTAAATAGAACGATTCGTAGATATTGTGAGCATTCCCAATAG
AATTTCAAACCAGACCCCAATGGACGTACAATAACCAGAATAAACAGGAGTAACAGTATGTA
CAGAACACTGTTAAGGACTTTTTTATTGAAAATTATTTAATCCAAAACTGCTGAGATTTCTTAC
AAGTTTGTAGTATACATACTTCAAAACTTTTCACTGCACAATAAATATTCAGAAATCTTGATAC
GCTACACTAAGAATCAAGCATGCAACAGACACCTTAGAAATCTTGATACGCTACACTAAGAA
TCAAACATGCAACAGACTTCTTAGAAAGTCTTAAAGATAAATACTGAAATAATAAGTTCTCTA
ATCTGGAGCTTTAAGTTTCCTTCCTTTGCGAACTCGGCACCGCATCAACGGCGTGAGCGGGTA
GAGCTTCTTCTGTGTTCATGGAAGGCTTATGCAGATGATCTAAGATATATGCAAGCCAAAATA
TTACTTCTGTGCCACAAGAAAATCCATGAACTTACCAGAGTCCGATTCGTGTCGAATGAGAGA
CACGTCGCATTCACAGTGAGAAATGATATAATTTGAGAAAGAACCTATTAGGAAATGGGGCG
AGTTGTGCTAAAACCCAACAGAAATCCTAGACTGCGGGAAAAAAGGGCAAACATATCGAGAA
GCGTAACAAACCGAGAAAAAATCTGGATACAGCCCCGAGACCACGTGTTCCAACAAAGATCA
TGTCTACTTTCTGCAAGATGAACAGAGTTAGCCATAGTTGACCAAAGGAACTCTCCAAATCAC
ACAATTCTCTTAGAAATTACCTTGTCTTGGGCATATTGTACAACTGCCACTTTGGGGTTGCCGG
TGGTCAAGACGACGGCCATTACATGGTCCATTCCCTTCTTGGCACATTTATCACCAAGTCTTGC
CATGAGCTTCTGTGCTTCTTTCTTAAGCGCCTCGTTTGTAGCTGTATATTCGGACACAGGAAGC
ATGATTGGTCCTGGTCCACCGACTAATGGCACAGGTTTGACCTAGTGAGCAATCAGAAATTCA
TCTGTACTAAACTAATTATGCAGAGGGCGTCGTCTTCGAGGGAAAAGCAAGGGAAAGTCAAG
GGAGCGATCGATCGTAGATCATACCGTCTCAACCGCGTGAACGACAAATAATGTATCATTTGG
ACGTTTCCAGTAGCATGCTGAATCGAATGCCTTCATCGAATGCGGTGATCCGTCGACACAGAC
CATTAAAATCTTGTTGCTCTTTGAATCCGACATATTGAAGTTGCTTCTTGCGATCGTGGGGGGG
GTTGGGGGGGGGGGGGGTTGGGTTTTGGGGGTTAAGGCAGGGGAAACAAATGGAAGTATTCA
GAAAGAGAAATTTGTTAAATGATGTCTCAATACTTCGATATCGCTTTTCAAGAAAGCTTTGTA
TTCTTCCCTAATTTTTACGAAGCAATGATTCTATACAGTCAGATCTCATGCATAAACTTCCACA
ACAAGAAGGTATTATTTGGAATTTTGACAGCAGCAGTTCCCAAAGACTCCAAGACCTGACGCT
CCAGCACGTGCGACACACACGTGCGACACGTGTCAGAGGGTCAGCCCTACTGTCTCAGTGAG
GGAGGTCAAAGGAGAACGGATTATTAATCGGTCTCCAAAGTTTTGGACAAAATGTCGAACTTC
AAGAAGAAGCGCTCCTTCCAATCTCGCTCATTGTTGGCGCCATACAAGTCAATACAGCCGGAG
ATCATATTCCAAAAATACGAAGGCTGTGGGAACGACTTTATTATCTGTGATTTTGTAGACCTA
CCTCCCAAGTCCTTGCGCGAGATCCAACAGGTTAAGGATATCCGAAAGCGAGCCAGCTTCTTA
TGCGATCGAAACCGAGGGATAGGAGCCGATGGCATCATCCTCGCTCTTTCTCCTCTTGACACC
AGAAGTGATGCGCGTATGCATATTCTGAACTCCGATGGAAGCTCTCCTGAAATGTGCGGAAAC
GGACTTCGCTGTCTGGTAAAGTTTTTGATGTCTACGAGAGGACCGATATCAAAGAGGCACTGG
ACGATTGACACTCCAGCCGGGATTATATCCGCTTGGCCGCAGGATAATGGTCTCATTAGCGTG
GACATGGGTTCACCCAGACTTTGCATGGAGGATGTTCCGTGCAGACCAACCACGTCGATCCCA
GATTGCTGCAGCCAAGATGAGAGCTGGAAGTCGAGGGTAATGTTGCATTTCCCTTTGGAGATC
GATATTCGACCTGTACTAGAAACATCTTCTGCATTTACTTCTTCCTTTTATCCTTCGTCTTGCTG
TAATACTACAACACATGCTCCTACTCTTCGGGCTACTACTACTATTACTACTACTACTACTACT
ACTACTACTACTACTACTACTACTACTACTCCTACTACTACGACCAGTACTGCTACTACTGTTA
TGGGCACTAGCAATGGCCTTAAGACCTCTAGCACTAAAGGCTTAGAATCACCTTCATCCTCAC
ATGGTGCAGTTTCTGCACGGACAGACAGATCCTTGGAGTCAGTTTCTTTTCCACCTTGCCATAC
TGGTTTCTCCTTTCGAGCGACAGCGATCGGCATGGGTAATCCTCATGTGATTATCCCAACTGA
AAGCCGCATTTCTCTTGAAGATTTAAGAAAGATAGGCCCATTGCTTGAAAACCATTCTGCCTT
TCCTCAGAAAACGAATGTCCACTTTTTGCAAGTCACAAAAACTAGTAGGAGCAACAAGACAA
ACGTTGCATCAACTGTAAAAATTGATGATAGATATTGGGCTGAAATGTTTGGCTTGAAAAATG



TAAAGAAAGTTCTACAGACAATGAGCACAAGGAAATTTTCTACTGCTTTTTACGAACTTAATG
TGCAGACTTGGGAACGCGGGGCTGGTCTTACACAAGCGTGCGGCACAGGTGCATGTGCTTCAT
TTGTTGCTGCATGCTTGCTGGGCCTGTGCCCTCGAGAAACCATTGAAACGAAGACTGAGATAC
AAGTCTCAAGTATTCAAAATTCCTCAGACGGGACAATGGGTACAGCAGTGCATGTTCTTGGGG
GCACGTTGTTTATCAGGTGGACAGAGGCAGACAAACTGTTGATGACTGGACCAGCAAATTTTG
TCTTTAAAGGAATACTACCATAGCTTTCGAAGGATGAGGCAAGCCAAATAGCCCAACATCAA
CTTACAGAAATCAACCAATAAACAAACCAAAAAGTCGTCAGCCGTGCTAGAACTAAACATCG
CTTTGACTTATATTGAAAAAAAAAAAGATGATTTTCACCAATAAAGGTCAAGCGTCCTTTTTA
AAATAATACAAAACTCTTTTTGTAAATGCAAAGGTATTGGTACCTTACTACCATTTCATTTCAC
ATGCAATAACTTCTTCTTCCAAACATTGTATCAGATGACGGAGAGGATAGGCCTAGTGGCGGC
CTTAAGCGCAAGATCATGCTGCGGGTATGCAACAATCCGTCTCCATTGGGAAGCTGACACCTT
TCAACTCTACTACTGTGTACTGAAAATTGAAAATAGTTGACAATATAATACAGATAAAGTTTA
TTTTGATGAAGAGAACGAGCCCCTATAACAAGTTCTCTTCAAGCTTCCGCAGCCGGGCGAGCG
GAGAGGGCCCCGTCATTGATAGTGTGATCAAATCTGGGCTCGGTCCATCCAGATTACGATTCT
CAAGGAGCTGTTCTTGCTCCTCTTCGCTGAGTTTCAGAGCGAAATGCAATTTAGACGACTTCCC
TTGTAAAGTGACTCTTTCTTCCAGTTTACGAGGCTTTGTGAATGAGCGTTCACACTGTGAGGTT
GTTTGAGCCTGACAGGGGCTCCTGGAGGAAGAAAGCAAAGTTCGCATAGCTTTAGAAGAGTC
TTCGTTACTACCATTTGAAACAGCAACGGAATTATCATCTAAGGACAGTTGAATTGGACTTGA
GGTTCCACCAGGTATTGTGGAACGTATAGCGGAGGTAAATTTTACTGTAACTGACTTATCTAT
ATCAGAGTGAAGATGTGACGAATCTGCTTCTCGCACATACGAGTAGTCTCGGAAATTCGATTC
GACTCGAAGCCAACGAACACATTCCGCATGATTGTCGCGACCTCTGCGACGTCGAGCTCCCTG
ATTATGCGGCTTCCGACAATCGGAATTGGAAACACCAGATGCTTCTTCTACTTGATCGCCAAA
CTGTTGAGCAACCTGGGCGGAACTTTCAATAGCTGGCAGAGCTCCAGTGCTAGATAGTACAAT
TGGTTTCGGGAGATAGGGAGGAGATCCCTGTTTTTGCAGCACTTGATCCCAGTCTAAGCCGGT
AAAGAAGCGGTGTGCCTTTATTTCCGAAGCACCGCCTTTTGCCCCAAGGCGACTGGATGGATC
GCGTACAAGAATACACTAAAAGACATATATTTGAATGTAAAACAAACTGACCAAAAATACAT
TACAACAAACAGAATCAATTGAAGCTAGCTATAATATTGTCGGATCACAATTCTTATTCTGAA
GAATCCAGACCTGCAGGATATCTTTTGCCGGCTGTGAAAGGTCTCGGGGAAGATCTAGAGGA
GCCTTCACATTTTGGACAAAGGAAAATGAAAATATTTTGACGGACGAAGTATGATATCAAAG
CGTAACTGACCGAAGTTATTTTATGGAAAAGTTCTGTTCGCGTACGTGAGTACCAAGGAGGAA
GGCCGCACAACATCTCGTAGAGCAAGGCCCCAAAGCTCCACCAGTCACTTCCAAGCCCGTACC
CCTGTCGCCGGATCACTTCAGGAGCCAGGTACTCCGGAGTACCACAGAAACTGAAAGCTTTGG
AGTCAGAGTGCTCCAAACTTTTCGAAAGACCAAAATCTGTGAGCCGAATATGTCCAGTTTCAT
CAAGAAGAATGTTCTCCGGTTTTAGATCTCTGTACATGATTCGGCGGTCATGCAAGTACTCGA
GCGCCAATAATATTTCCGCTGCGTAAAAGCGGGCGGCATCTTCAGAGAACCGGCGTTGCTTGG
AGAGATGGCGGAACAATTCGCCTCCACAGCAATACTCAAGAACTAAGCAAAGGTTATCCCGT
GTTTGGAACGCAAAATGCAGTTTGACAATAAAGGGGTGGTCAAAGGTAGCGAGTAACCACCT
CTCTGTCTTTGCGTATAAGACTTGCTTCTTGCTTACAATGCTGTCTTTGGAAATAATTTTCATGG
CAAAAAGGCGACCGCAGCTGTTCTCTCGCACTAACATTACTTTTCCCGTGCTTCCGGTTCCGAG
GACGGTCAAAGGTACAAATTTTCGAGAGTACATCACAGGCTGCTCTTTTCTTAATTCTTTTACG
CGAGTCACATCAGACAACAAAGGATCCTTCTCTGCCCCAGAAGCACAATCACTTTGCTCACAC
CCCAGAGCAATTTTAGAATAAACTACAATACCACCGCCTATCAAAAGTACGCCTGCAGCGATG
AAAATACCAATCACCATGATGCTCTGGACTGGCTGACTGACTGGATACCCTAGGGGTAAACAC
TGAAAGTGGACAATTGTCTTCGCGTGAAAAGAAAAATATGGCGGAGGACGAAGGTGACAAAA
GTGTGGTCAGTTACAAAAGCAGTCACGTGTTATGAAAGTGGTAGAGATGTGAGATAGTCCTCC
TTCTCTACCACATCCTCTTCCTTCTCACCCTCCTCCTCCTCCTCCT 

AUGUSTUS and Manually Validated Protein Predictions 

>Putative universal stress protein 

MVCVDGSPHSMKAFDSACYWKRPNDTLFVVHAVETVKPVPLVGGPGPIMLPVSEYTATNEALKK
EAQKLMARLGDKCAKKGMDHVMAVVLTTGNPKVAVVQYAQDKKVDMIFVGTRGLGAVLSQIIS
FLTVNATCLSFDTNRTLKKLYPLTPLMRCRVRKGRKLKAPD 

>DAP epimerase 



MILYSQISCINFHNKKVLFGILTAAVPKDSKTRSSTCDTHVRHVSEGQPYCLSEGGQRRTDYSVSK
VLDKMSNFKKKRSFQSRSLLAPYKSIQPEIIFQKYEGCGNDFIICDFVDLPPKSLREIQQVKDIRKRA
SFLCDRNRGIGADGIILALSPLDTRSDARMHILNSDGSSPEMCGNGLRCLVKFLMSTRGPISKRHWT
IDTPAGIISAWPQDNGLISVDMGSPRLCMEDVPCRPTTSIPDCCSQDESWKSRVMLHFPLEIDIRPVL
ETSSAFTSSFYPSSCCNTTTHAPTLRATTTITTTTTTTTTTTTTTTTPTTTTSTATTVMGTSNGLKTSS
TKGLESPSSSHGAVSARTDRSLESVSFPPCHTGFFRATAIGMGNPHVIIPTESRISLEDLRKIGPLLEN
HSAFPQKTNVHFLQVTKTSRSNKTNVASTVKIDDRYWAEMFGLKNVKKVLQTMSTRKFSTAFYE
LNVQTWERGAGLTQACGTGACASFVAACLLGLCPRETIETKTEIQVSSI 

>Putative protein kinase 

FVPLTVLGTGSTGKVMLVRENSCGRLFAMKIISKDSIVSKKQVLYAKTERWLLATFDHPFIVKLHF
AFQTRDNLCLVLEYCCGGELFRHLSKQRRFSEDAARFYAAEILLALEYLHDRRIMYRDLKPENILL
DETGHIRLTDFGLSKSLEHSDSKAFSFCGTPEYLAPEVIRRQGYGLGSDWWSFGALLYEMLCGLPP
WYSRTRTELFHKIILVRDPSSRLGAKGGASEIKAHRFFTGLDWDQVLQKQGSPPYLP 
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Fig. S8. Mapping of 454 reads from the P. ovalis-like SAG data. Each SAG dataset of 454 reads
was used to map against the P. ovalis-like ConsensusPlus1618 that encodes a DAP epimerase gene 
of α-cyanobacterial origin. The other two genes on this contig are of amoebal (eukaryotic) provenance.
The coverage across the contig is shown for SAG  datasets from which we recovered matches.



Fig. S9. Contig11624 from P. ovalis-like cell 2 that encodes proteins of eukaryotic 
and cyanobacterial origins. The putative protein predictions are shown below the contig. 

>Rhizaria-Paulinella_ovalis-like_Cell2_Contig11624 Average coverage: 298.96 

AGTTAATATTGATTTGCCACGAACGCACAAAAGCAAAGACATTAAGGTACTGATTGACTTCCT
TTATAAATCGAAAAGATGTTTCTCTTGTAGGTGAACTTCCAAGAACGTTCGCTTGAAGTGGTTT
CTCAAATCATACATCTTATTATGTCAGAATGGATTTCTGCACCTGATAGCTTTTTAGAAAAGAT
GGTGACTGGGTTAGACACATCAAGGTCAATCTTGTGGAATCATTGCAAAAAGGCATATGTTGT
CATGCGTTTTTATTTTTCTTGAAGGGCGATCTCCACCGATTAATTATTCAAGCTTCGGCGACTT
GGACACTCGGTACAAAATGTCGATTCATTTTCCTTATCGCACAATATTTGTACTTCAGACACTG
AAAGTAAGAAAAAAGTTCTGTCTATTTTCATGGAGAAACGAAATCAAATGGAGTGGTGGCCT
AGGGTTCTTGAGGTAAATGTGATAGGACGAATTCGATATTCCGCACTTCATATGATTCTTAGG
GAGACCCTATGATCAACATCAAGAAAATACAACCCGAAAATTCACGGTATACCGTAAAGGTG
ATTGATACCCAGATATATCATTCAATATTGTAGGATTGATGATCTGGATTCTGATACGCAGCG
AACCGTGAAGAAAATGATGGTAATTGTTTTGGAAGTGGGTGGGATGAGAGTGTCCATTCACA
CTATCGATTTCTCACAGTTTGATCAAAGACAAAAGGAGCTGGGCCTTCCAACCTCAGATGAGG
TCGCTCTATCGCTTTGCCATGCTCATGCAGATAATATCTGAATCAGTTTTCTGACAGAGTACTG
AAAGACTGTTTGTTTGTTTTTTGTCGTCTCTATCATATGTTTTGTGATATCTTATTTTTCGTCCTT
CTTCCAAGAAAGATCAAGCTCACTTGTGTGTGATAGCAACAAAAGCATGAGATTCTAAAGCG
ATTTATGGAGCAGGTCAAGTAAATACTGATGTTCTGAGATCGTTCTTCATTATTCTGCTGTCTT
TATCTTCATAGCATCCCGAGATGGACTTTTCAAATGCTAAAATTGGCTGAGAGACGAAAGAAT
ATTTCAGTTTTCATGTCCAAGTTCCTTGTTAGCAGATACAAATATCGCGTTGTGGTATCCCGGG
AGAGGTCAGTCGGTATGCATTTCGGTCCAGAGTAAGGGGATCCTGGTCGTCATTTTAGAGATT
CGGACTTCGCAAGTGGGCCTGTGTATAACAAGTATCTATATCTTTTTGTTGGAGCGATATGCAT
AGACATAATGTTGTACCCTTGAATTTGCTCTCAATCCATACAAAGCAGGTTGACAAACTGGCA
TCTAAAATCATGTTCGTGTAGTTTTTGAGTGATTCTACACTGGGAATTGAATAATTTTGCACAT
TTGTTCGAAAGCTTTTGACTTTCTAGTAAAAAGGAAACAATGGTAGTCTTTCAATGTATGTGA
ACTTTTTTCCAAATTTCGCTGTAAGTCAATATACTTCGAGGGATTCTCTTCAAACTCATCAAAA
AAATCCTTTTTCGACATTGGGAATATGATACGTCGATTGATTCAGCATTTTCTTGTACTTACCT
TTTAAGAAGAAACGTTATTACTTTAATATGAAGCGACTCTGTTTTTGTCTACTTTACGAATATA
CAGTAGTATTTGTACTCAGTACACTAAATTTAGCAGACAGAACTCTCGTCCTCCTTTAGGCGG
GACTACAATGACCCGTTTGGGTTGGTCGAGCTTATGAGAAATCCCTAACTCGGATTCCAATAC
TACTCGAGTCAACTCCCTCTCCTGACCTAACTTATCTTTAGAAATTATAAGGGAACCAAGCTTT
TTGCCCTTGACCTGAACGACCACCAAAGTCTTAACGGATTTCTCAAGATGGAGTTCTTTCTCTG
CTGTGGATACACGGGGCCAAAGTTGCTCATGCACAGATTGACTATGCGTCTCGCAGATACCAG
CGCCCTGTCTTTTGAAGTTGTAGATAACAGAGAGATGCTCAAAAAGTTCAGCAGAAATATGAG
GAGCAAAGGGAGCTAACATAACAAGAAGCGATCGAAGGGCCTCAACGAAGACAACTGAAGA
ATGTAACCTGCAAAGCAAAAGACCAAGTGTGAATTTACTTTGAAAGGGTAGGATACCTAGGA
TCTTGCTGAATTGAGTCCTTTAGGACATTCGAATATTTCATCAAAAGCGCGATTGCTACGTTGA
AATTTTTCATTTCAATTTGTTCTGACACCTGCTTTACTGCATCCATCCTTGCCAAGGCAACCTC
GGAGTCGGTTTCAGAGAGATCAGTTGGACTGCAAGCAGAGTAGATTGCTTCAACAGACTTCTT
ATCCTTTGACAAAAATGGATTTTTCTGTTCACTTGCAAGATGTTCAAAAGCGAGGAGCCACAG
CCTCTGAAGCCAACGACGTGGACCTTGAAGACCTAAGTCATCCCTAAAAATCGAGGATTTGAC
AATCAACGAGGGGTGTGCGGTGGAAAGAGGGGGTTTGGGGGGACCATTCCAGAGATTTTTCT
GGGGGAGCCTTGAATAAGATGGCCAGTCGACAAACATCTGCTCCATAAGCATTTACAGCATCT
TCTGGATTCACGCCATTATACTTTGACTTAGACATTTTTTCGAAAACTTTGACCACTTTCCCTTC
ATATTGTGCAAGCTCTGATCTCTTAACGATCCGGTTGGAAGTTGCGTCTCGAAAGGTTTCTCCA
AGGACAAGTCCTTGACTAAGAAGGCAATGGAACGGTTCCGGTTGAGCAAGATGTCCTTTTGA
AAACAAGAAACGTGAAATGAATCTCGAATATAGCAGATGGAGAATGGCATGTTCAACTCCGC
CAATATAGACGTCAACTGGCATCCAGTGATCGAGGCTACAGTAGAGGCAAACGAGCATTACA
CACATGAAAATGGGACTTCCACAGACGTACGTTACCTTTTCTTTTCATAAGACATTTGTCCTCG
GCATAGGGGCGGACAGAGATAACGCAAAAAGTACCATGAAGAATCCACAAACGTGTCTAAG
GTATCAGTATCTCTTTCGGCCATACCGCCACAACTTGGGCACTTGACTTCTCTCCACGGACGAG
CTTCTTCAGATAGCAATCCCTGCTTTCCTAACTAAGAGAACGAAACTCCTTGAATTGAATGAA
ACGAGTATGGTCTGGGTACCTGAAGATCTGGCAGCAGGACAGGCAGCTCTTCTCTTGGTACAG



GGACCACGCCACACGAGTCACAATGTATCATAGGAATCGGTGCACCCCAATATCTCTGTCGAG
AAACAAGCCAATCCTGCAAACGAAAATCAATTTTTGTCTTGCCAATCTTGGCAAGATAGAGAT
TTTCCGAAATGATATCCCGTGCGGATGCAGTGCTAAGTCCTGTTAAATCTGCGCTATTGATCAT
CCATCCCTCTCCAGAATAACACTGCTTCTCATTTTCTTTTGGTTTCTTTGGAGTGCTCTGACTAA
GATCTTGTTCAGGTATCACAACTTCAAGAACTGAAAGATCGAAATGTTGGGCGAAAATATGGT
CTCGAGTATCATGTGCAGGAACTCCCATGACCGCACCAGTCCCATATTGAGGTAAGACATAGT
CTGCGACGAAAATAGGCAGATCACGCTCTAGCCATGGATGCGTTGCAGTGACTCCCAAATTAA
CTCCACTTTTCTCAGTACTACTTACGCGCTGAATATCTGTTTGAGAGTCAACTTTCTTTTTGTAT
CGATCAAGATCACGAAGGCAGGCTTTTGAAAGCCGCCCAAGAAACGCAGGATTTGATAGAAT
TGGATGCTCTGGAGCCAAAGCCTTGACACGTATGTTGGCAAAGAAAATATATATTTATATAAG
AAAATATCACAGAAGAACTCACCAAAAAGGATACCCCATACAGAGTCTCAGGTCGTGATGTA
AAAACTTCAAGCGGCTATAATATAAAAAATTAAGATGTCTGCTGACTGATATTCCAAATTAGA
GACCATGTCAAAGCCAGGTATTTGAAACGACAAAATTGCACCCTGCAAAAAATCGATAACTTT
ATATACCTAACAATGCAACTAGGAAACCTTTGATAGACCAATCCAATTTCGTTGCAAGCATTT
CACTTCCTCGGGCCACTCTTTCAATTCATCTAAGCCATGGAGAAGATTGCTTGCCATCGATCGA
ACATCAAAAAACCATTGCTTAAGGATTCTCTTCTCGACCAAAGCACCTATGTCAGGACTGTGG
CAGTCTTCGTGATTTCATAACTAGTCTCACCTGATCGCCAGGAGCGGCCTTCGGCGTCAACTTG
TTCATTAGCCAAAACAGTTTTATCTACTGGGTCCCAATTGACCTTTGCAGCCTTGTGATACGCT
AGACCGCTCTTAAAAAGTTCTAAAAATAGCCATTGCGTCCAATGATAGTACTCAGGATCGCAA
GTTGTGACTTCTAATTCCCAGTCGAAAGAAAGTCCCAGAGAATTCATTTGTTTCTTCATGGAG
GAAATGTTCTTCTGAGTCCATTCAGCTGGATCGACTCCTATGTATTTAATCCCACATACGATGC
AGTCTTTCCTGTGGCTAGGATATTATTGGACCTCTTTCCAAGGCCGCATTCTCGGCTGGTAATC
CAAATGCATCCCATCCCATAGGATGCAATACATCAAAGCCCTACATGGGGACGTGCCAATCAT
GTCATATATATAGCAGCCTCGGATTTGTGTGTGTGCTCAGATATATATTTTACTCGCAAAAAGC
AGCCATAGGCAAACCTGAAGCCGGTAGTATCTCGCGAGCGAGTCACTATAGAAGCAGGGTCA
TGCCGCCATTGAAATGGAAAGAGAAGACTGGTAAACTACCTGATAGTGTAGACGCGCACATG
GCCCATATGGAGTTCACCGGAAGGATATGGAAACATCGATAGAATATACTTCTTTCCTGCGCC
TATGCCCAACAGCATGTTTTTAATAATCCTTCAACGGAAAAGGCTCGCGCACGCAATTACCCT
GATTTGAGTTCTCAGAACCTTTCGAAGTGGCCTTCAGAAAACAATGGATGTTGATTGCAACAA
CAACAACAACAACAACAACAACAACAACAACAACAACAACAACAAAATGATCGAATACCTTC
ACAGCTTGCTTAAGTTTCCAAATCCTCTGCCATTTAGATTCCACTTGGGAAGGAATGTAAGTA
CCCGACTGCAAAACGCAGCAAACATTTTCAAGTAAATGTCAATATCCGCAGGTGCACGTCGA
GGCGTACAGTACCAAAGAAAGCCACCGCCTTGACGAAATCATGGGGCACCACGCACGATAAA
GTCAATCTTTTGTGCTTTCTGCGAAGATATTACAATGATACATGTTAAGATTCCTGTTTCGGAA
CTCTATCACATAGACATCTAGACATCCCTTCTTGAAGAGACACAAATTTTCTAAATAATCCGG
TCGACGTCCAATGACCTATACCTTCAGAATCCTTCAATTAGACTACTTTACGCCTTCATTGACT
TCATTGCCTTCATTAAACCCTTCCCATTAGATTCCCATTATTCCCAAGCCTTTCCCATTCCCATC
CCGCCTCCCAAAAGCTAAAATGAGTACATGCAGCGCTCTCCGCTCTGCACTTTCGCCGGCAAC
CAGAAAGCTGCTTTCGCCGAGCATATTTTGCTGCTCATGGTTCTCAACTGCAAGATACCTTTCT
ATGCGACGACCAGGCTGGATATCAGATTTTGAGAATGATACTTCGCGAGGGAAGTCTGCGAG
ACGTCGCCTAAGAAACGCGGATACTGTATCTATTTTCCCGACATATCCTCATGAGCATGTATT
GAATATACAAACAGTTGTGGATTTCATACGCGCAAGGGTACGATCGATCTTTCCTGTGTTCAT
CTATTTAGATTTATTATCAGATCTATTTTGTAGGCGGTTGAGTAAGTTATGGTGTTTAGGAAAA
GTTTATTCATCTCCCTTGGATTCCGCTCACTTTCACATAGGGACTCAGTGATGTCAAAGTATAT
GAAACAAATTATTGCTGTAAGTACTGGGTTATAGCTACTGCAGCTTCTTCAAGAGCCGCGTAT
GCGCATGGACATAAACTCGCGAAGTACGGCAAGCAAGGGAGATCCCGTTCACGTATAAATTT
AGAAGGAGAACGTCGAGACGACTGGTTTATAGTTGATCTGCAATTTTGCTGGGTGCACATCTT
TGTACAGGAAAAGCGAAGTGAACATTGGCCTCAAATTTCGCACCATTGCCCTGACGATAAACT
GATCCCCATGACAGAAGAAGGAACCTTGGAATTTCCTGATGTTCAAGACTCTCAAGATGTATC
TGCGTCTTCGAAGTCTTCTTGACATTATTGCAAAAGCAGAAAAATCGATTGCACTCCATGACT
TAGGCTCAAGAATTATATGGGTGGGACGGTTCATCTTTTTACTCTTGTTGTTGCAGCTGCTGTT
GTTGTTGTTGAAATAGTCACTTCACCTGCCGCCTTGCGCCGCGTCCAATATCTTCTCTGTTGTC
AACCTGGAAGCAACTACTACCAATAAGCCTAAGCGTGGTTAAGCCAGTATACCAAGTTACAG
AACATATCAAATTGGGATAATGCTCCGTTTTTTATCGAGGGGAAGGCAAGTCACACAGCCAAA
AAGCAGACCGCTTACATAACAAGACGACAGAACATCAGATTGAAACAATGCTCTTGTTTCTTG
TCGTTGGGGAGGCCAGTCACACAACCAAGAAGCAGACAGCTTCCATAAGGCTACAGAACATA



TCCGGGATATGATGGAAGCAATTCTCCCGTTCCTTGTTGAGGGGAAGAGCAGTCGCAAAACCA
AAAAGCAGTCCGCTTACATTAAGTTACCGTGCTACCTACCAGTAGCAGTTCTGAAATTCTTTTC
AACTGAAAATGGTTAATTCTTAAATTATGGGGGGTTATGGTTTAAAACTTACACCCCCCAGTA
TTTCTTGTATATAAAATTGAATTTAGTCCCCAGTGCACCAAGAAAAATGACAATACGGTAATC
GATAAAAACCGCATTACTATTACAGATATTGGGGCCTTTTATGAAATCTGGCAGTCTCGTCAG
TTGAAAACTTTTTCAAAGTGGAAGAAAAAGTCTCAGGAAAAGTTATGTTATCGATACGATTCG
CACTGGGCAAAGAGCTCTGGATAATAAAGAGCGAAAAATAACTCAAGAGTCTTCCGAGTTGA
GTATGGCTCACCCCTTAATAGCGATCATCGTATCGCCTACCTCCACCTCCACCGCTAGACCTCC
CGCTGTCGTAGTATCTTGAGCGGTCTCGACCGTCTCGACCGTCTCGACCGTCTCGACGGTCATC
GTAGCCACCACCTCGATCGCCGCCTCGACCACCACCTCGATCGCCGCCTCGACCACCACCTCG
ATCACCACCTCGATCGCGGCCTAGCAAATTGGAAAGACAAATGTTCCACTCTCGACATGCAGC
AGCTCCGACTACGAAACAACGAGGCCCTAGCTTCGAAAATTGTGTGGGCTGATTATTGAAAGT
GATAGATTAAACTCAGCGCGCACACGAGAGAGAAAGAAAGAGAGA 

AUGUSTUS Protein Predictions 

>Putative nuclear migration proteins (nudC) 

VNFQERSLEVVSQIIHLIMSEWISAPDSFLEKMVTGLDTSRIDDLDSDTQRTVKKMMVIVLEVGGM
RVSIHTIDFSQFDQRQKELGLPTSDEVALSLCHAHADNI 
 

>Putative leucyl-tRNA synthetase 

AAIEVVIEVVVEAAIEVVVEAAIEVVATMTVETVETVETVETAQDTTTAGGLAVEVEVGDTMIAIK
GCLLLGCVTGLPNDKKQEHCFNLMFCRLVMLIGSSCFQVDNREDIGRGARRQKTSKTQIHLESLEH
QEIPRSTINQSSRRSPSKFIRERDLPCLPYFASLCPCAYAALEEAAVAITQRRLADFPREVSFSKSDIQ
PGRRIERYLAVENHEQQNMLGESSFLVAGESAERRALHSGTYIPSQVESKWQRIWKLKQAVKVFD
HFVVVVVVVVVVVVVVVVAINIHCFLKATSKGSENSNQGKKYILSMFPYPSGELHMGHVRVYTIS
DSLARYYRLQGFDVLHPMGWDAFGLPAENAALERGVDPAEWTQKNISSMKKQMNSLGLSFDWE
LEVTTCDPEYYHWTQWLFLELFKSGLAYHKAAKVNWDPVDKTVLANEQVDAEGRSWRSDELKE
WPEEVKCLQRNWIGLSKALAPEHPILSNPAFLGRLSKACLRDLDRYKKKVDSQTDIQRVSSTEKSG
VNLGVTATHPWLERDLPIFVADYVLPQYGTGAVMGVPAHDTRDHIFAQHFDLSVLEVVIPEQDLS
QSTPKKPKENEKQCYSGEGWMINSADLTGLSTASARDIISENLYLAKIGKTKIDFRLQDWLVSRQR
YWGAPIPMIHCDSCGVVPVPREELPVLLPDLQGLLSEEARPWREVKCPSCGGMAERDTDTLDTFV
DSSCLDHWMPVDVYIGGVEHAILHLLYSRFISRFLFSKGHLAQPEPFHCLLSQGLVLGETFRDATSN
RIVKRSELAQYEGKVVKVFEKMSKSKYNGVNPEDAVNAYGADVCLQGPRRWLQRLWLLAFEHL
ASEQKNPFLSKDKKSVEAIYSACSPTDLSETDSEVALARMDAVKQVLHSSVVFVEALRSLLVMLA
PFAPHISAELFEHLSVIYNFKRQGAGICETHSQSVHEQLWPRVSTAEKELHLEKSVKTLVVVQVKG
KKLGSLIISKDKLGQERELTRVVLESELGISHKLDQPKRVIVVPPKGGREFCLLNLVY 
 



Phytophthora ramorum jgi85392
Phytophthora infestans T30 4 301095003

Phytophthora sojae jgi134433
Phytophthora capsici jgi10550864

66
Paulinella ovalis-like cell 2 contig11624

100

Synechococcus sp. RCC307 148242287
Paulinella chromatophora CCAC 0185 194476636

Synechococcus sp. PCC 7002 170078301
Acaryochloris marina MBIC11017 158334219
Cyanothece sp. PCC 7425 220908415
Microcoleus chthonoplastes PCC 7420 25441726073 Raphidiopsis brookii D9 282897916
Anabaena variabilis ATCC 29413 75911132
Nostoc punctiforme PCC 73102 18668428199

60

100
Arthrospira platensis str. Paraca 284052168

71

90

98

98

100

97

Proteobacteria-Erythrobacter sp. SD 21 149185096
Proteobacteria-Rhodomicrobium vannielii ATCC 17100 312115573

Proteobacteria-Halothiobacillus neapolitanus c2 261856331
100

100

85

Proteobacteria-Helicobacter canadensis MIT 98 5491 224418274
Proteobacteria-Wolinella succinogenes DSM 1740 34557610
Proteobacteria-Helicobacter cinaedi CCUG 18818 224438465

Proteobacteria-Helicobacter hepaticus ATCC 51449 32265964100
Proteobacteria-Sulfurimonas autotrophica DSM 16294 307720508

94

Deferribacteres-Calditerrivibrio nitroreducens DSM 19672 313672434
Deferribacteres-Deferribacter desulfuricans SSM1 291279189
Proteobacteria-Geobacter uraniireducens Rf4 148265162

Proteobacteria-Desulfococcus oleovorans Hxd3 158522449
Chrysiogenetes-Desulfurispirillum indicum S5 317051073

92

100

100

100

56

99

100

Deinococci-Thermus-Thermus aquaticus Y51MC23 218295828
Deinococci-Thermus-Oceanithermus profundus DSM 14977 313679367
Deinococci-Thermus-Meiothermus ruber DSM 1279 291295460

Deinococci-Thermus-Meiothermus silvanus DSM 9946 297565474

66

100
Dictyoglomi-Dictyoglomus turgidum DSM 6724 217967945
Dictyoglomi-Dictyoglomus thermophilum H 6 12 206900296

100

100
Bacteria Unclassified-Thermobaculum terrenum ATCC BAA 798 269926124

100

Deinococci-Thermus-Deinococcus geothermalis DSM 11300 94984674
Deinococci-Thermus-Deinococcus deserti VCD115 226356378

Deinococci-Thermus-Deinococcus radiodurans R1 1580716885
Chloroflexi-Herpetosiphon aurantiacus ATCC 23779 159900932

100

Chloroflexi-Sphaerobacter thermophilus DSM 20745 269837467
Chloroflexi-Thermomicrobium roseum DSM 5159 221633223

100

100
Chloroflexi-Dehalococcoides sp. BAV1 147668810
Chloroflexi-Dehalococcoides sp. GT 289432203
Chloroflexi-Dehalococcoides sp. VS 270307623
Chloroflexi-Dehalococcoides ethenogenes 195 5723504274

97

100

54

88

98

100

64

50

60

52

100

100

100

0.2 substitutions/site

Archaea

Fusobacteria

Firmicutes 1

Firmicutes 2

Actinobacteria

Thermotogae

Aquificae

100

100
88

100

100

86

100

100

99

91
100

100

100

71

97

100

100

80

100

68
100

100

97

86
85100

57

98

55

99
66

85

99

98

99

100

100

100

94

100

0x

873x

C
ov

er
ag

e

A B

C

nuclear migration protein (nudC) leucyl-tRNA synthetase

7,000 bases5,0004,0003,0002,0001,0000 6,000

Phaeosphaeria nodorum SN15 169594954
Neurospora crassa 85116110

Magnaporthe oryzae 145616060
Gibberella zeae 46134051

Coccidioides posadasii 303321269
Ajellomyces capsulatus 225558823

Aspergillus nidulans 6753802259

70

94

Rattus norvegicus 8394272

94

Monosiga brevicollis MX1 167524232
Paulinella ovalis-like cell 2 contig11624

Toxoplasma gondii 221488510
Plasmodium falciparum 3D7 68067153
Plasmodium falciparum 3D7 70940853
Plasmodium falciparum 3D7 124513480

98

Theileria parva strain Muguga 71032795
Theileria annulata 84999058

100

100

67

Ostreococcus tauri 308808125
Ostreococcus lucimarinus 145350914

Aureococcus anophagefferens 323456141
Thalassiosira pseudonana 224011840

Ectocarpus siliculosus 298709803
Phytophthora infestans 301093472

Leishmania braziliensis 154334173
Trypanosoma cruzi 71409986

Physcomitrella patens 168002383

99

Zea mays 226500966
Oryza sativa 115467244

Arabidopsis thaliana 15238732

56
87

100

97

83

91

56

71

51
67

89

58

100

100

100

10070

0.1 substitutions/site

Fig. S10. Ancient cyanobacterial HGT found in the P. ovalis-like cell 2 SAG data. A, Maximum likelihood 
(RAxML, WAG + Γ + F model) phylogeny of leucyl-tRNA synthetase proteins. B, Intron distribution and 
coverage of P. ovalis-like cell 2 genome contig11624 that encodes two proteins. C, Maximum likelihood 
(RAxML, WAG + Γ + F model) phylogeny of nuclear migration proteins (nudC). In Figures 5A and 5C, 
Cyanobacteria are in blue text, other Bacteria are in black text, the chromatophore (plastid) and the 
P. ovalis-like cell data are in magenta text, Viridiplantae is in green text, and chromalveolates in brown text. 
RAxML and PhyML bootstrap values (100 replicates) are shown above and below the branches, 
respectively (only those > 50% are shown). The unit of branch length is the number of substitutions per site. 
The NCBI gi numbers (when available) are shown after each taxon name.
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Table S1. Assembly output for the six Paulinella ovalis-like cells (SAGs) studied in our work. 

The 454 reads were assembled using the native Roche GS De Novo Assembler Software 

V2.5 beta. 

 

 

PovaMDc09 

Cell 1 

PovaMDc16 

Cell 2 

PovaMDc13 

Cell 3 

PovaMDc20 

Cell 4 

PovaMDc26 

Cell 5 

PovaMDc38 

Cell 6 

# of reads 781K 684K 727K 734K 608K 682K 

# Mbp sequenced 308  247 180 190 180 221 

Large Contigs:       

# of contigs 2084 2275 977 1126 1182 399 

Avg. contig size 2329 2227 1989 2031 2086 2219 

N50 2589 2456 2100 2163 2259 2370 

Largest contig 29673 34453 14463 15081 26168 20823 

All Contigs:       

# of contigs 6338 6865 4486 4766 4294 2067 

# of bases 6783369 7204965 3493618 3821037 3882433 1516467 

# BLASTx hits 2101 1954 1194 1147 1306 540 

 

 



Table S2. The number of protein sequences in the database that was used for the BLASTx and 
phylogenomic analysis (based on phyla). 

 Grouping Species/Strain RefSeq  JGI EST1 Independent2 Total 

PR
O

K
A

R
YO

TE
S 

Archaea 121 225,867 0 0 0 225,867 
Bact-Actinobacteria 282 994,292 0 0 0 994,292 
Bact-Aquificae 10 19,325 0 0 0 19,325 
Bact-BacteroidetesChlorobi 141 450,081 0 0 0 450,081 
Bact-ChlamydiaeVerrucomicrobia 38 79,759 0 0 0 79,759 
Bact-Chloroflexi 15 52,585 0 0 0 52,585 
Bact-Cyanobacteria 68 225,555 0 0 0 225,555 
Bact-Deferribacteres 2 5,338 0 0 0 5,338 
Bact-Deinococci 12 26,191 0 0 0 26,191 
Bact-Dictyoglomi 2 3,656 0 0 0 3,656 
Bact-Elusimicrobia 2 2,305 0 0 0 2,305 
Bact-Environmental 2 408 0 0 0 408 
Bact-FibrobacteresAcidobacteria 6 28,629 0 0 0 28,629 
Bact-Firmicutes 759 2,099,809 0 0 0 2,099,809 
Bact-Fusobacteria 25 59,335 0 0 0 59,335 
Bact-Gemmatimonadetes 1 3,935 0 0 0 3,935 
Bact-Nitrospirae 3 6,366 0 0 0 6,366 
Bact-Planctomycetes 6 36,794 0 0 0 36,794 
Bact-Proteobacteria 1239 4,251,165 0 0 0 4,251,165 
Bact-Spirochaetes 44 72,342 0 0 0 72,342 
Bact-Synergistetes 6 13,162 0 0 0 13,162 
Bact-Tenericutes 55 32,455 0 0 0 32,455 
Bact-Thermotogae 11 20,807 0 0 0 20,807 
Bact-Unclassified 9 17,518 0 0 0 17,518 

EU
K

A
R

YO
TE

S 

Alveolata 70 167,836 0 584,904 0 752,740 
Amoebozoa 22 30,550 12,410 138,624 0 181,584 
Cryptophyta 8 1,419 0 40,320 0 41,739 
Excavata 30 134,643 0 443,424 0 578,067 
Haptophyta 5 140 39,124 56,868 0 96,132 
Opisthokonta-Choanoflagellida 4 9,203 0 74,886 0 84,089 
Opisthokonta-Fungi 186 569,377 212,456 132,168 0 914,001 
Opisthokonta-Metazoa 2120 1,067,024 140,855 30,108 0 1,237,987 
Opisthokonta-Others 4 0 0 46,494 0 46,494 
Plantae-Glaucophyta 3 149 0 57,696 0 57,845 
Plantae-Rhodophyta 23 1,168 0 331,482 28,975 361,625 
Plantae-Viridiplantae 228 385,435 114,102 114,294 0 613,831 
Rhizaria 5 1,211 0 29,112 0 30,323 
Stramenopiles 47 41,980 81,762 96,078 0 219,820 
Vira 2475 84,202 0 0 0 84,202 
Others 39 1,062 0 0 0 1,062 

        Total 8,128 11,223,078 600,709 2,176,458 28,975 14,029,220 
1 The actual numbers of EST contigs are the numbers in this column divided by 6 due to six-frame translations.  
2 These data represent protein models from Cyanidioschyzon merolae and Calliarthron tuberculosum. 

 



Table S3. Normalized BLASTx top hits to contigs derived from the 454 + Illlumina assembly of P. ovalis-like cell 1 genome data.
Contig10404 Actinobacteria-Catenulispora_acidiphila_DSM_44928_gi256394372 1.60E-32 >YP_003115936 peptide-N(4)-(N-acetyl-beta-glucosaminyl) asparagine amidase [Catenulispora acidiphila DSM 44928].
Contig6172 Actinobacteria-Clavibacter_michiganensis_subsp_sepedonicus_gi170783393 1.60E-10 >YP_001711727 putative aminotransferase [Clavibacter michiganensis subsp. sepedonicus].
Contig5435 Actinobacteria-Collinsella_aerofaciens_ATCC_25986_gi139439627 3.50E-09 >ZP_01773040 Hypothetical protein COLAER_02067 [Collinsella aerofaciens ATCC 25986].
Contig2089 Actinobacteria-Eggerthella_lenta_DSM_2243_gi257791352 3.00E-21 >YP_003181958 UDP-N-acetylglucosamine 2-epimerase [Eggerthella lenta DSM 2243].
Contig4259 Actinobacteria-Frankia_sp_EAN1pec_gi158316332 1.40E-36 >YP_001508840 acyl-CoA dehydrogenase domain-containing protein [Frankia sp. EAN1pec].
Contig9533 Actinobacteria-Frankia_sp_EAN1pec_gi158316462 3.70E-28 >YP_001508970 long-chain-fatty-acyl-CoA reductase [Frankia sp. EAN1pec].
Contig2206 Actinobacteria-Micromonospora_sp_ATCC_39149_gi238060627 2.20E-26 >ZP_04605336 AMP-dependent synthetase and ligase [Micromonospora sp. ATCC 39149].
Contig3082 Actinobacteria-Mycobacterium_leprae_TN_gi15828144 8.10E-18 >NP_302407 ferredoxin, ferredoxin-NADP reductase [Mycobacterium leprae TN].
Contig2379 Actinobacteria-Mycobacterium_sp_MCS_gi108797824 1.40E-07 >YP_638021 hypothetical protein Mmcs_0849 [Mycobacterium sp. MCS].
Contig10232 Actinobacteria-Mycobacterium_sp_Spyr1_gi315443244 1.20E-36 >YP_004076123 DNA-3-methyladenine glycosylase I [Mycobacterium sp. Spyr1].
Contig12774 Actinobacteria-Mycobacterium_tuberculosis_CDC1551_gi15843116 3.10E-55 >NP_338153 acyl-CoA dehydrogenase, putative [Mycobacterium tuberculosis CDC1551].
Contig5086 Actinobacteria-Mycobacterium_tuberculosis_SUMu001_gi308231472 5.20E-22 >ZP_07412553 acyl-CoA dehydrogenase fadE1 [Mycobacterium tuberculosis SUMu001].
Contig7283 Actinobacteria-Rhodococcus_erythropolis_PR4_gi226305004 1.00E-13 >YP_002764962 ATPase [Rhodococcus erythropolis PR4].
Contig1986 Actinobacteria-Rubrobacter_xylanophilus_DSM_9941_gi108805143 8.30E-08 >YP_645080 hypothetical protein Rxyl_2340 [Rubrobacter xylanophilus DSM 9941].
Contig2597 Actinobacteria-Salinispora_arenicola_CNS_205_gi159037742 7.40E-06 >YP_001536995 amidohydrolase [Salinispora arenicola CNS-205].
Contig6914 Actinobacteria-Salinispora_tropica_CNB_440_gi145595210 7.20E-08 >YP_001159507 hypothetical protein Strop_2685 [Salinispora tropica CNB-440].
Contig13730 Actinobacteria-Salinispora_tropica_CNB_440_gi145596593 5.40E-19 >YP_001160890 peptidase M14, carboxypeptidase A [Salinispora tropica CNB-440].
Contig3501 Actinobacteria-Streptomyces_albus_J1074_gi239982913 6.80E-18 >ZP_04705437 putative oxidoreductase [Streptomyces albus J1074].
Contig833 Actinobacteria-Streptomyces_ghanaensis_ATCC_14672_gi291442009 2.50E-11 >ZP_06581399 major facilitator superfamily MFS_1 [Streptomyces ghanaensis ATCC 14672].
Contig11963 Actinobacteria-Streptomyces_griseus_subsp_griseus_NBRC_13350_gi182440583 2.10E-06 >YP_001828302 putative carboxylic acid reductase [Streptomyces griseus subsp. griseus NBRC 13350].
Contig6696 Actinobacteria-Streptomyces_pristinaespiralis_ATCC_25486_gi297191197 9.10E-06 >ZP_06908595 NADP-dependent oxidoreductase [Streptomyces pristinaespiralis ATCC 25486].
Contig3247 Actinobacteria-Streptomyces_roseosporus_NRRL_15998_gi291446833 9.30E-52 >ZP_06586223 conserved hypothetical protein [Streptomyces roseosporus NRRL 15998].
Contig12985 Actinobacteria-Streptomyces_roseosporus_NRRL_15998_gi291446834 9.40E-51 >ZP_06586224 conserved hypothetical protein [Streptomyces roseosporus NRRL 15998].
Contig6673 Actinobacteria-Streptomyces_sp_AA4_gi302527695 1.40E-10 >ZP_07280037 predicted protein [Streptomyces sp. AA4].
Contig2 Actinobacteria-Streptosporangium_roseum_DSM_43021_gi271967813 1.10E-14 >YP_003342009 hypothetical protein Sros_6553 [Streptosporangium roseum DSM 43021].
Contig4448 Actinobacteria-Streptosporangium_roseum_DSM_43021_gi271970257 8.70E-13 >YP_003344453 hypothetical protein Sros_9087 [Streptosporangium roseum DSM 43021].
Contig10373 Actinobacteria-Thermomonospora_curvata_DSM_43183_gi269127399 2.00E-26 >YP_003300769 stress protein [Thermomonospora curvata DSM 43183].
Contig3228 Alveolata-Alexandrium_catenella_esgi186957790_1 2.40E-26 >EX459426 sqa805f5b0 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig5113 Alveolata-Alexandrium_catenella_esgi186958479_3 1.10E-18 >EX455819 sq6d6647d5 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig12856 Alveolata-Alexandrium_catenella_esgi186958479_3 5.90E-06 >EX455819 sq6d6647d5 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig895 Alveolata-Alexandrium_catenella_esgi186965042_2 9.50E-09 >EX456885 sqa994a053 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig13061 Alveolata-Alexandrium_minutum_esContig1293_1 3.10E-13
Contig9857 Alveolata-Alexandrium_minutum_esContig998_3 5.50E-06
Contig10406 Alveolata-Alexandrium_minutum_esgi297639939_1 4.20E-10 >GW798698 AmnE011001P0066D19.y_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig13347 Alveolata-Alexandrium_minutum_esgi297640069_3 8.70E-13 >GW798830 AmnE011001P0066J09.y_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig5134 Alveolata-Alexandrium_minutum_esgi297650784_1 1.30E-28 >GW801556 AmnE011001P0082F02.y_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig8899 Alveolata-Amphidinium_carterae_esgi39544131_2 8.40E-11 >CF066435 Ac416 Amphidinium carterae Amphidinium carterae cDNA clone Ac416 3', mRNA sequence.
Contig3571 Alveolata-Anophryoides_haemophila_tbAHL00000772_3 6.50E-21
Contig8691 Alveolata-Cryptosporidium_hominis_TU502_gi67587638 8.10E-06 >XP_665265 isoleucine-tRNA synthetase [Cryptosporidium hominis TU502].
Contig4408 Alveolata-Cryptosporidium_hominis_TU502_gi67589326 5.50E-14 >XP_665405 DHHC1 protein; Golgi apparatus-specific protein with DHHC zinc finger domain [Cryptosporidium hominis TU502].
Contig292 Alveolata-Cryptosporidium_hominis_TU502_gi67593474 1.30E-10 >XP_665727 hypothetical protein [Cryptosporidium hominis TU502].
Contig7825 Alveolata-Cryptosporidium_hominis_TU502_gi67621484 2.70E-22 >XP_667767 At2g42650/F14N22.8 [Cryptosporidium hominis TU502].
Contig13394 Alveolata-Cryptosporidium_muris_RN66_gi209881883 4.80E-08 >XP_002142379 centrin protein [Cryptosporidium muris RN66].
Contig9858 Alveolata-Cryptosporidium_parvum_Iowa_II_gi126654519 1.40E-10 >XP_001388430 Cyclin dependent kinase regulatory subunit [Cryptosporidium parvum Iowa II].
Contig2905 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66358148 5.00E-10 >XP_626252 secreted lipopolysaccharide sugar transferase like family 8 glycosyltransferase [Cryptosporidium parvum Iowa II].
Contig3682 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66362774 7.50E-17 >XP_628353 P-type ATpase (calcium/phospholipid-transporter), 9 transmembrane domains [Cryptosporidium parvum Iowa II].
Contig4912 Alveolata-Heterocapsa_triquetra_tbHTL00000307_3 1.20E-11
Contig13086 Alveolata-Karenia_brevis_esContig128_2 3.80E-19
Contig12944 Alveolata-Karenia_brevis_esContig197_3 2.00E-08
Contig10311 Alveolata-Karenia_brevis_esContig2765_6 1.00E-40
Contig5208 Alveolata-Karenia_brevis_esContig3135_5 1.90E-08
Contig544 Alveolata-Karenia_brevis_esContig3516_3 2.70E-49
Contig9864 Alveolata-Karenia_brevis_esContig3516_3 9.50E-91
Contig13191 Alveolata-Karenia_brevis_esContig3516_3 2.00E-46
Contig3721 Alveolata-Karenia_brevis_esContig5505_3 4.60E-79
Contig5679 Alveolata-Karenia_brevis_esContig5719_4 4.50E-11
Contig2069 Alveolata-Karenia_brevis_esContig5719_4 2.30E-25
Contig13554 Alveolata-Karenia_brevis_esContig5982_6 5.50E-09
Contig3870 Alveolata-Karenia_brevis_esContig6267_2 9.80E-22
Contig3237 Alveolata-Karenia_brevis_esContig6480_5 8.00E-15
Contig11283 Alveolata-Karenia_brevis_esContig7758_2 1.50E-18
Contig10794 Alveolata-Karenia_brevis_esContig7941_2 1.20E-62
Contig11641 Alveolata-Karenia_brevis_esContig8393_4 5.80E-17
Contig3442 Alveolata-Karenia_brevis_esContig8714_6 3.20E-13
Contig10342 Alveolata-Karenia_brevis_esgi158891428_2 5.20E-27 >EX865680 AUAO1470.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO1470 5', mRNA sequence.
Contig11874 Alveolata-Karenia_brevis_esgi158891428_2 2.90E-10 >EX865680 AUAO1470.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO1470 5', mRNA sequence.
Contig3996 Alveolata-Karenia_brevis_esgi158893293_2 3.20E-29 >EX867545 AUAO2482.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO2482 5', mRNA sequence.
Contig12307 Alveolata-Karenia_brevis_esgi158894692_3 4.10E-06 >EX868944 AUAO3242.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO3242 5', mRNA sequence.
Contig3311 Alveolata-Karenia_brevis_esgi158898792_3 9.30E-07 >EX873044 AUAO5473.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO5473 5', mRNA sequence.
Contig4564 Alveolata-Karenia_brevis_esgi158899418_2 6.90E-09 >EX873670 AUAO5816.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO5816 5', mRNA sequence.
Contig8748 Alveolata-Karenia_brevis_esgi48701301_2 1.20E-09 >CO059132 est_k_brevis5355 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig113 Alveolata-Karenia_brevis_esgi48701369_3 7.20E-37 >CO059200 est_k_brevis5424 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig13468 Alveolata-Karenia_brevis_esgi48705051_1 2.70E-16 >CO062882 est_k_brevis2472 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig2955 Alveolata-Karenia_brevis_esgi48706277_1 2.10E-08 >CO064108 est_k_brevis3714 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig1954 Alveolata-Karlodinium_micrum_tbKML00002697_3 1.90E-10
Contig5058 Alveolata-Karlodinium_micrum_tbKML00002983_2 4.20E-28
Contig5562 Alveolata-Karlodinium_micrum_tbKML00005051_2 2.60E-12
Contig6253 Alveolata-Karlodinium_micrum_tbKML00009125_4 2.00E-06
Contig13212 Alveolata-Karlodinium_micrum_tbKML00009737_3 5.00E-12
Contig3225 Alveolata-Karlodinium_micrum_tbKML00009752_1 9.10E-15
Contig4777 Alveolata-Karlodinium_micrum_tbKML00009845_2 4.50E-17
Contig9162 Alveolata-Karlodinium_micrum_tbKML00010828_3 9.30E-06
Contig91 Alveolata-Karlodinium_micrum_tbKML00010912_1 1.90E-61
Contig6024 Alveolata-Karlodinium_veneficum_esgi226816500_1 5.10E-09 >GH268872 Am0d60SL1 Karlodinium veneficum 0 hr post infection Karlodinium veneficum cDNA clone Am0d60 5', mRNA sequence.
Contig9112 Alveolata-Lingulodinium_polyedrum_esgi39540849_6 1.10E-06 >CD809525 182 Lingulodinium polyedrum Lingulodinium polyedrum cDNA clone Lp1310, mRNA sequence.
Contig6085 Alveolata-Lingulodinium_polyedrum_esgi53885471_3 3.10E-51 >BP743251 BP743251 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST26E06, mRNA sequence.
Contig11795 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145476869 3.40E-26 >XP_001424457 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig1490 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145482343 3.40E-06 >XP_001427194 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig1751 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145482381 1.90E-24 >XP_001427213 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig2024 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145486339 3.20E-13 >XP_001429176 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig10389 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145496668 4.40E-10 >XP_001434324 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig10405 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145502134 8.60E-06 >XP_001437046 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig5180 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145502865 6.30E-21 >XP_001437410 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig5692 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145510865 8.70E-06 >XP_001441360 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig7083 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145515818 7.60E-06 >XP_001443803 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig3570 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145516903 5.70E-19 >XP_001444340 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig69 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145530588 2.60E-29 >XP_001451066 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig7190 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145540886 2.70E-158 >XP_001456132 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig5290 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi145552755 4.70E-07 >XP_001462053 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig7482 Alveolata-Perkinsus_marinus_ATCC_50983_gi294868284 1.70E-24 >XP_002765461 Ribonuclease Z, putative [Perkinsus marinus ATCC 50983].
Contig3523 Alveolata-Perkinsus_marinus_ATCC_50983_gi294881052 2.10E-64 >XP_002769220 conserved hypothetical protein [Perkinsus marinus ATCC 50983].
Contig60 Alveolata-Perkinsus_marinus_ATCC_50983_gi294882657 8.80E-44 >XP_002769787 RAC-beta serine/threonine-protein kinase-A, putative [Perkinsus marinus ATCC 50983].
Contig3037 Alveolata-Perkinsus_marinus_ATCC_50983_gi294886743 7.10E-09 >XP_002771831 DNA-directed RNA polymerase II subunit, putative [Perkinsus marinus ATCC 50983].
Contig4836 Alveolata-Perkinsus_marinus_ATCC_50983_gi294890468 3.00E-31 >XP_002773176 Tetracycline resistance protein, class A, putative [Perkinsus marinus ATCC 50983].
Contig7429 Alveolata-Perkinsus_marinus_ATCC_50983_gi294890743 9.80E-47 >XP_002773292 Osmotic growth protein, putative [Perkinsus marinus ATCC 50983].
Contig6349 Alveolata-Perkinsus_marinus_ATCC_50983_gi294890793 1.90E-15 >XP_002773317 calmodulin-domain protein kinase, putative [Perkinsus marinus ATCC 50983].
Contig3768 Alveolata-Perkinsus_marinus_ATCC_50983_gi294899893 6.30E-75 >XP_002776796 3-hydroxyacyl-CoA dehyrogenase, putative [Perkinsus marinus ATCC 50983].
Contig3821 Alveolata-Perkinsus_marinus_ATCC_50983_gi294939957 1.70E-13 >XP_002782612 conserved hypothetical protein [Perkinsus marinus ATCC 50983].
Contig10626 Alveolata-Perkinsus_marinus_ATCC_50983_gi294944483 3.70E-18 >XP_002784278 succinate dehydrogenase, putative [Perkinsus marinus ATCC 50983].
Contig2748 Alveolata-Perkinsus_marinus_ATCC_50983_gi294953687 7.20E-33 >XP_002787888 40S ribosomal protein S6, putative [Perkinsus marinus ATCC 50983].
Contig13180 Alveolata-Perkinsus_marinus_ATCC_50983_gi294955434 5.90E-12 >XP_002788503 conserved hypothetical protein [Perkinsus marinus ATCC 50983].
Contig7211 Alveolata-Perkinsus_marinus_ATCC_50983_gi294955754 2.20E-09 >XP_002788663 hypothetical protein Pmar_PMAR010201 [Perkinsus marinus ATCC 50983].
Contig5896 Alveolata-Plasmodium_berghei_str_ANKA_gi68061181 2.80E-06 >XP_672587 hypothetical protein [Plasmodium berghei strain ANKA].
Contig4211 Alveolata-Plasmodium_chabaudi_chabaudi_gi70922133 4.20E-17 >XP_734281 hypothetical protein [Plasmodium chabaudi chabaudi].
Contig652 Alveolata-Plasmodium_chabaudi_chabaudi_gi70922224 9.60E-06 >XP_734312 hypothetical protein [Plasmodium chabaudi chabaudi].
Contig5371 Alveolata-Plasmodium_falciparum_3D7_gi124809667 1.50E-26 >XP_001348648 conserved Plasmodium protein, unknown function [Plasmodium falciparum 3D7].
Contig9329 Alveolata-Plasmodium_knowlesi_strain_H_gi221057778 2.00E-12 >XP_002261397 acetyl-coenzyme a synthetase [Plasmodium knowlesi strain H].
Contig4008 Alveolata-Symbiodinium_sp_C3_esContig529_1 2.60E-17
Contig4066 Alveolata-Symbiodinium_sp_C3_esContig644_1 7.50E-12
Contig13000 Alveolata-Symbiodinium_sp_C3_esgi145311027_3 1.10E-09 >EH037381 ZooX001B04.b_030 Symbiodinium normalized stress library Lambda ZAP II Symbiodinium sp. C3 cDNA 5', mRNA sequence.
Contig1427 Alveolata-Symbiodinium_sp_C3_esgi186956369_3 5.00E-12 >FE866258 ZooX20009B08.g_032 Symbiodinium normalized stress library Lambda ZAP II Symbiodinium sp. C3 cDNA 5', mRNA sequence.
Contig13143 Alveolata-Tetrahymena_thermophila_gi118348690 3.40E-25 >XP_001007820 U-box domain containing protein [Tetrahymena thermophila].
Contig5160 Alveolata-Tetrahymena_thermophila_gi118348866 7.80E-35 >XP_001007906 Helicase conserved C-terminal domain containing protein [Tetrahymena thermophila].
Contig7058 Alveolata-Tetrahymena_thermophila_gi118354193 3.50E-11 >XP_001010359 IQ calmodulin-binding motif family protein [Tetrahymena thermophila].
Contig7196 Alveolata-Tetrahymena_thermophila_gi118357922 1.50E-26 >XP_001012209 hypothetical protein TTHERM_00102590 [Tetrahymena thermophila].
Contig13079 Alveolata-Tetrahymena_thermophila_gi118362752 1.00E-25 >XP_001014850 hypothetical protein TTHERM_00050540 [Tetrahymena thermophila].
Contig651 Alveolata-Tetrahymena_thermophila_gi118364649 8.10E-115 >XP_001015546 Citrate synthase family protein [Tetrahymena thermophila].
Contig5169 Alveolata-Tetrahymena_thermophila_gi118364694 2.20E-12 >XP_001015568 myosin [Tetrahymena thermophila].
Contig5198 Alveolata-Tetrahymena_thermophila_gi118365417 2.50E-11 >XP_001015929 hypothetical protein TTHERM_00267940 [Tetrahymena thermophila].
Contig13185 Alveolata-Tetrahymena_thermophila_gi118368952 9.30E-40 >XP_001017682 hypothetical protein TTHERM_00340180 [Tetrahymena thermophila].
Contig5563 Alveolata-Tetrahymena_thermophila_gi118385979 1.80E-25 >XP_001026112 Protein kinase domain containing protein [Tetrahymena thermophila].
Contig10295 Alveolata-Tetrahymena_thermophila_gi118389434 3.40E-08 >XP_001027802 4-hydroxyphenylpyruvate dioxygenase family protein [Tetrahymena thermophila].
Contig5081 Alveolata-Tetrahymena_thermophila_gi118397309 2.90E-18 >XP_001030988 oxidoreductase, short chain dehydrogenase/reductase family protein [Tetrahymena thermophila].
Contig6181 Alveolata-Tetrahymena_thermophila_gi118400980 1.10E-19 >XP_001032811 Helicase conserved C-terminal domain containing protein [Tetrahymena thermophila].
Contig10892 Alveolata-Tetrahymena_thermophila_gi146186117 7.50E-55 >XP_001033039 valyl-tRNA synthetase family protein [Tetrahymena thermophila].
Contig898 Alveolata-Theileria_annulata_strain_Ankara_gi84999928 1.20E-79 >XP_954685 sortilin-like protein [Theileria annulata].
Contig10669 Alveolata-Theileria_annulata_strain_Ankara_gi85000113 3.10E-07 >XP_954775 hypothetical protein [Theileria annulata].
Contig3242 Alveolata-Theileria_parva_strain_Muguga_gi71033619 6.10E-12 >XP_766451 hypothetical protein [Theileria parva strain Muguga].
Contig5580 Alveolata-Toxoplasma_gondii_ME49_gi237830005 9.80E-20 >XP_002364300 hypothetical protein, conserved [Toxoplasma gondii ME49].
Contig7149 Alveolata-Toxoplasma_gondii_ME49_gi237830431 1.30E-79 >XP_002364513 ATP-dependent RNA helicase, putative [Toxoplasma gondii ME49].
Contig7045 Alveolata-Toxoplasma_gondii_ME49_gi237831857 2.80E-08 >XP_002365226 Sel1 repeat domain-containing protein [Toxoplasma gondii ME49].
Contig13475 Alveolata-Toxoplasma_gondii_ME49_gi237833075 5.40E-08 >XP_002365835 DnaJ domain-containing protein [Toxoplasma gondii ME49].
Contig376 Alveolata-Toxoplasma_gondii_ME49_gi237833519 3.10E-11 >XP_002366057 N-terminal acetyltransferase complex subunit NARG1, putative [Toxoplasma gondii ME49].
Contig4482 Alveolata-Toxoplasma_gondii_ME49_gi237834079 1.00E-37 >XP_002366337 hypothetical protein TGME49_026840 [Toxoplasma gondii ME49].
Contig8915 Alveolata-Toxoplasma_gondii_ME49_gi237835187 1.80E-13 >XP_002366891 hypothetical protein TGME49_044020 [Toxoplasma gondii ME49].
Contig3246 Alveolata-Toxoplasma_gondii_ME49_gi237836507 4.10E-50 >XP_002367551 mitochondrial-processing peptidase alpha subunit, putative [Toxoplasma gondii ME49].
Contig9432 Alveolata-Toxoplasma_gondii_ME49_gi237836535 3.00E-10 >XP_002367565 ubiquitin-conjugating enzyme E2, putative [Toxoplasma gondii ME49].
Contig10547 Alveolata-Toxoplasma_gondii_ME49_gi237838415 6.40E-11 >XP_002368505 vacuolar ATP synthase 22 kDa proteolipid subunit, putative [Toxoplasma gondii ME49].
Contig5628 Alveolata-Toxoplasma_gondii_ME49_gi237839077 4.20E-07 >XP_002368836 microneme protein, putative [Toxoplasma gondii ME49].
Contig4167 Alveolata-Toxoplasma_gondii_ME49_gi237840971 6.00E-26 >XP_002369783 DEAH-box RNA/DNA helicase, putative [Toxoplasma gondii ME49].
Contig11751 Alveolata-Toxoplasma_gondii_ME49_gi237842889 1.10E-06 >XP_002370742 hypothetical protein TGME49_014090 [Toxoplasma gondii ME49].
Contig3503 Amoebozoa-Acanthamoeba_castellanii_mt_gi11467051 4.10E-196 >NP_042527 cytochrome oxidase subunit 1 and subunit 2 [Acanthamoeba castellanii].
Contig9196 Amoebozoa-Acanthamoeba_castellanii_tbACL00000541_2 2.30E-36
Contig4504 Amoebozoa-Acanthamoeba_castellanii_tbACL00000649_4 1.50E-36
Contig8195 Amoebozoa-Acanthamoeba_castellanii_tbACL00001120_2 3.80E-64
Contig25 Amoebozoa-Acanthamoeba_castellanii_tbACL00001654_2 2.80E-08
Contig13604 Amoebozoa-Acanthamoeba_castellanii_tbACL00002047_1 1.00E-14
Contig11836 Amoebozoa-Acanthamoeba_castellanii_tbACL00002492_1 1.40E-14
Contig3295 Amoebozoa-Acanthamoeba_castellanii_tbACL00002519_3 3.90E-22
Contig12703 Amoebozoa-Acanthamoeba_castellanii_tbACL00002776_3 4.60E-12
Contig9532 Amoebozoa-Acanthamoeba_castellanii_tbACL00002824_3 4.20E-33
Contig6751 Amoebozoa-Acanthamoeba_castellanii_tbACL00004083_3 3.80E-15
Contig3689 Amoebozoa-Acanthamoeba_castellanii_tbACL00004131_2 5.20E-10
Contig3413 Amoebozoa-Acanthamoeba_castellanii_tbACL00004190_2 4.60E-16
Contig2643 Amoebozoa-Acanthamoeba_castellanii_tbACL00004231_3 7.30E-12
Contig1267 Amoebozoa-Acanthamoeba_castellanii_tbACL00004633_3 9.20E-12
Contig1841 Amoebozoa-Acanthamoeba_castellanii_tbACL00008385_3 5.60E-20
Contig3629 Amoebozoa-Acanthamoeba_castellanii_tbACL00008643_2 2.80E-13
Contig11617 Amoebozoa-Acanthamoeba_castellanii_tbACL00009194_3 2.10E-06
Contig4888 Amoebozoa-Acanthamoeba_castellanii_tbACL00009282_1 9.50E-12
Contig3236 Amoebozoa-Dictyostelium_discoideum_AX4_gi111226792 7.80E-25 >XP_001134591 actin binding protein [Dictyostelium discoideum AX4].
Contig3474 Amoebozoa-Dictyostelium_discoideum_AX4_gi166240346 7.20E-60 >XP_638022 LIM-type zinc finger-containing protein [Dictyostelium discoideum AX4].
Contig687 Amoebozoa-Dictyostelium_discoideum_AX4_gi166240454 2.90E-08 >XP_640913 BEACH domain-containing protein [Dictyostelium discoideum AX4].
Contig63 Amoebozoa-Dictyostelium_discoideum_AX4_gi268637806 4.40E-17 >XP_002649136 hypothetical protein DDB_G0285243 [Dictyostelium discoideum AX4].
Contig6837 Amoebozoa-Dictyostelium_discoideum_AX4_gi66800553 2.20E-08 >XP_629202 hypothetical protein DDB_G0293340 [Dictyostelium discoideum AX4].
Contig506 Amoebozoa-Dictyostelium_discoideum_AX4_gi66800965 1.50E-20 >XP_629408 hypothetical protein DDB_G0292972 [Dictyostelium discoideum AX4].
Contig6708 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801659 6.30E-09 >XP_629755 hypothetical protein DDB_G0291996 [Dictyostelium discoideum AX4].
Contig7275 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801659 9.20E-53 >XP_629755 hypothetical protein DDB_G0291996 [Dictyostelium discoideum AX4].
Contig3342 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801758 1.70E-10 >XP_629800 hypothetical protein DDB_G0292060 [Dictyostelium discoideum AX4].
Contig10692 Amoebozoa-Dictyostelium_discoideum_AX4_gi66803062 2.30E-27 >XP_635374 cysteine protease [Dictyostelium discoideum AX4].
Contig4000 Amoebozoa-Dictyostelium_discoideum_AX4_gi66803781 2.70E-58 >XP_635719 formate-dihydrofolate ligase [Dictyostelium discoideum AX4].
Contig1984 Amoebozoa-Dictyostelium_discoideum_AX4_gi66805253 3.40E-33 >XP_636359 myosin IF [Dictyostelium discoideum AX4].
Contig8129 Amoebozoa-Dictyostelium_discoideum_AX4_gi66805717 1.50E-06 >XP_636580 myosin IE [Dictyostelium discoideum AX4].
Contig10221 Amoebozoa-Dictyostelium_discoideum_AX4_gi66805717 1.10E-10 >XP_636580 myosin IE [Dictyostelium discoideum AX4].
Contig17 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806239 2.80E-28 >XP_636842 T7-like mitochondrial DNA helicase [Dictyostelium discoideum AX4].
Contig4767 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806239 5.60E-101 >XP_636842 T7-like mitochondrial DNA helicase [Dictyostelium discoideum AX4].
Contig10222 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806459 1.20E-10 >XP_636952 hypothetical protein DDB_G0288041 [Dictyostelium discoideum AX4].
Contig1071 Amoebozoa-Dictyostelium_discoideum_AX4_gi66808035 4.50E-53 >XP_637740 myosin II heavy chain [Dictyostelium discoideum AX4].
Contig5417 Amoebozoa-Dictyostelium_discoideum_AX4_gi66808285 9.00E-08 >XP_637865 ABC transporter B family protein [Dictyostelium discoideum AX4].
Contig7011 Amoebozoa-Dictyostelium_discoideum_AX4_gi66808435 1.80E-13 >XP_637940 phospholipase B-like protein [Dictyostelium discoideum AX4].
Contig6612 Amoebozoa-Dictyostelium_discoideum_AX4_gi66808799 2.00E-07 >XP_638122 hypothetical protein DDB_G0285555 [Dictyostelium discoideum AX4].
Contig1801 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809767 4.50E-32 >XP_638607 BEACH domain-containing protein [Dictyostelium discoideum AX4].
Contig3970 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809811 1.00E-34 >XP_638629 hypothetical protein DDB_G0284435 [Dictyostelium discoideum AX4].
Contig4627 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810329 1.20E-08 >XP_638888 hypothetical protein DDB_G0283819 [Dictyostelium discoideum AX4].
Contig5301 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810796 5.30E-34 >XP_639105 G-protein subunit alpha 1 [Dictyostelium discoideum AX4].
Contig13606 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810862 2.60E-12 >XP_639138 BTB/POZ domain-containing protein [Dictyostelium discoideum AX4].
Contig1817 Amoebozoa-Dictyostelium_discoideum_AX4_gi66812544 3.60E-09 >XP_640451 WD40 repeat-containing protein [Dictyostelium discoideum AX4].
Contig12305 Amoebozoa-Dictyostelium_discoideum_AX4_gi66812674 1.50E-126 >XP_640516 hypothetical protein DDB_G0281547 [Dictyostelium discoideum AX4].
Contig13704 Amoebozoa-Dictyostelium_discoideum_AX4_gi66813380 4.60E-20 >XP_640869 RING zinc finger-containing protein [Dictyostelium discoideum AX4].
Contig4298 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814130 1.40E-42 >XP_641244 peptidase S10 family protein [Dictyostelium discoideum AX4].
Contig7172 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814130 8.30E-46 >XP_641244 peptidase S10 family protein [Dictyostelium discoideum AX4].
Contig7165 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814390 4.60E-20 >XP_641374 hypothetical protein DDB_G0280321 [Dictyostelium discoideum AX4].
Contig13735 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814442 3.40E-24 >XP_641400 hypothetical protein DDB_G0280363 [Dictyostelium discoideum AX4].
Contig13763 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814442 4.80E-16 >XP_641400 hypothetical protein DDB_G0280363 [Dictyostelium discoideum AX4].
Contig8345 Amoebozoa-Dictyostelium_discoideum_AX4_gi66815433 1.80E-42 >XP_641733 hypothetical protein DDB_G0279219 [Dictyostelium discoideum AX4].
Contig13607 Amoebozoa-Dictyostelium_discoideum_AX4_gi66815655 6.60E-71 >XP_641844 methylenetetrahydrofolate reductase [Dictyostelium discoideum AX4].
Contig10244 Amoebozoa-Dictyostelium_discoideum_AX4_gi66815711 2.30E-32 >XP_641872 methionyl-tRNA synthetase [Dictyostelium discoideum AX4].
Contig4257 Amoebozoa-Dictyostelium_discoideum_AX4_gi66816491 3.80E-14 >XP_642255 ribulose phosphate 3-epimerase [Dictyostelium discoideum AX4].
Contig2085 Amoebozoa-Dictyostelium_discoideum_AX4_gi66818851 8.00E-21 >XP_643085 hypothetical protein DDB_G0276453 [Dictyostelium discoideum AX4].
Contig5059 Amoebozoa-Dictyostelium_discoideum_AX4_gi66818963 1.00E-10 >XP_643141 hypothetical protein DDB_G0276465 [Dictyostelium discoideum AX4].
Contig6774 Amoebozoa-Dictyostelium_discoideum_AX4_gi66818963 5.30E-40 >XP_643141 hypothetical protein DDB_G0276465 [Dictyostelium discoideum AX4].
Contig4 Amoebozoa-Dictyostelium_discoideum_AX4_gi66819119 4.20E-23 >XP_643219 guanylyl cyclase [Dictyostelium discoideum AX4].
Contig10837 Amoebozoa-Dictyostelium_discoideum_AX4_gi66819133 3.60E-18 >XP_643226 hypothetical protein DDB_G0276279 [Dictyostelium discoideum AX4].
Contig7769 Amoebozoa-Dictyostelium_discoideum_AX4_gi66819167 2.10E-08 >XP_643243 chloride channel protein [Dictyostelium discoideum AX4].
Contig3964 Amoebozoa-Dictyostelium_discoideum_AX4_gi66820432 1.90E-53 >XP_643832 hypothetical protein DDB_G0275049 [Dictyostelium discoideum AX4].
Contig3697 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821137 4.70E-32 >XP_644083 component of SCAR regulatory complex [Dictyostelium discoideum AX4].
Contig10670 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821251 1.60E-12 >XP_644124 DNA ligase I [Dictyostelium discoideum AX4].
Contig10514 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824101 2.40E-84 >XP_645405 hypothetical protein DDB_G0271894 [Dictyostelium discoideum AX4].
Contig10408 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824309 2.70E-09 >XP_645509 hypothetical protein DDB_G0271722 [Dictyostelium discoideum AX4].
Contig13235 Amoebozoa-Dictyostelium_discoideum_AX4_gi66825435 4.20E-11 >XP_646072 hypothetical protein DDB_G0270828 [Dictyostelium discoideum AX4].
Contig12001 Amoebozoa-Dictyostelium_discoideum_AX4_gi66826861 1.50E-07 >XP_646785 extracellular matrix protein ST310 [Dictyostelium discoideum AX4].
Contig3814 Amoebozoa-Dictyostelium_discoideum_AX4_gi66827437 6.80E-13 >XP_647073 hypothetical protein DDB_G0267486 [Dictyostelium discoideum AX4].
Contig12132 Amoebozoa-Dictyostelium_purpureum_jgi14407 5.40E-07
Contig1090 Amoebozoa-Dictyostelium_purpureum_jgi146769 4.30E-07
Contig281 Amoebozoa-Dictyostelium_purpureum_jgi147561 8.70E-17



Contig1244 Amoebozoa-Dictyostelium_purpureum_jgi149208 1.10E-17
Contig1058 Amoebozoa-Dictyostelium_purpureum_jgi149732 3.10E-11
Contig2049 Amoebozoa-Dictyostelium_purpureum_jgi150076 1.20E-39
Contig3488 Amoebozoa-Dictyostelium_purpureum_jgi15039 1.30E-60
Contig6944 Amoebozoa-Dictyostelium_purpureum_jgi150438 8.40E-28
Contig2244 Amoebozoa-Dictyostelium_purpureum_jgi152274 9.30E-31
Contig7208 Amoebozoa-Dictyostelium_purpureum_jgi152421 2.80E-20
Contig3526 Amoebozoa-Dictyostelium_purpureum_jgi152697 1.20E-07
Contig10755 Amoebozoa-Dictyostelium_purpureum_jgi153775 1.50E-21
Contig10350 Amoebozoa-Dictyostelium_purpureum_jgi153835 3.40E-15
Contig6647 Amoebozoa-Dictyostelium_purpureum_jgi156564 6.40E-18
Contig6814 Amoebozoa-Dictyostelium_purpureum_jgi158102 1.70E-07
Contig3240 Amoebozoa-Dictyostelium_purpureum_jgi158600 3.00E-76
Contig13007 Amoebozoa-Dictyostelium_purpureum_jgi158970 5.60E-26
Contig11 Amoebozoa-Dictyostelium_purpureum_jgi159347 3.70E-07
Contig5316 Amoebozoa-Dictyostelium_purpureum_jgi159347 4.50E-30
Contig14059 Amoebozoa-Dictyostelium_purpureum_jgi25863 4.10E-07
Contig10387 Amoebozoa-Dictyostelium_purpureum_jgi25959 2.20E-14
Contig12998 Amoebozoa-Dictyostelium_purpureum_jgi29047 1.30E-45
Contig4328 Amoebozoa-Dictyostelium_purpureum_jgi32111 1.10E-39
Contig5201 Amoebozoa-Dictyostelium_purpureum_jgi34447 6.90E-41
Contig3399 Amoebozoa-Dictyostelium_purpureum_jgi38363 3.90E-91
Contig12348 Amoebozoa-Dictyostelium_purpureum_jgi38363 2.70E-20
Contig6000 Amoebozoa-Dictyostelium_purpureum_jgi40083 3.50E-29
Contig13099 Amoebozoa-Dictyostelium_purpureum_jgi43095 1.80E-23
Contig184 Amoebozoa-Dictyostelium_purpureum_jgi44597 1.80E-33
Contig10468 Amoebozoa-Dictyostelium_purpureum_jgi46686 1.20E-163
Contig13138 Amoebozoa-Dictyostelium_purpureum_jgi46686 8.00E-136
Contig4761 Amoebozoa-Dictyostelium_purpureum_jgi48221 9.20E-37
Contig3579 Amoebozoa-Dictyostelium_purpureum_jgi49160 9.70E-119
Contig13167 Amoebozoa-Dictyostelium_purpureum_jgi50173 1.60E-36
Contig10467 Amoebozoa-Dictyostelium_purpureum_jgi52275 9.60E-112
Contig10949 Amoebozoa-Dictyostelium_purpureum_jgi55252 3.90E-53
Contig1681 Amoebozoa-Dictyostelium_purpureum_jgi56279 5.10E-07
Contig3419 Amoebozoa-Dictyostelium_purpureum_jgi6348 5.40E-50
Contig3944 Amoebozoa-Dictyostelium_purpureum_jgi75029 2.10E-08
Contig13113 Amoebozoa-Dictyostelium_purpureum_jgi79391 5.20E-12
Contig359 Amoebozoa-Dictyostelium_purpureum_jgi81386 2.70E-14
Contig5433 Amoebozoa-Dictyostelium_purpureum_jgi86559 1.20E-07
Contig13455 Amoebozoa-Dictyostelium_purpureum_jgi89267 2.40E-34
Contig4051 Amoebozoa-Dictyostelium_purpureum_jgi96609 9.00E-10
Contig10632 Amoebozoa-Dictyostelium_purpureum_jgi98367 1.70E-91
Contig2147 Amoebozoa-Dictyostelium_purpureum_jgi98367 6.10E-36
Contig3301 Amoebozoa-Dictyostelium_purpureum_jgi98599 5.10E-55
Contig1784 Amoebozoa-Entamoeba_dispar_SAW760_gi167376098 2.50E-14 >XP_001733858 synapsin-2 [Entamoeba dispar SAW760].
Contig2399 Amoebozoa-Entamoeba_dispar_SAW760_gi167390874 3.30E-08 >XP_001739544 cation-transporting ATPase [Entamoeba dispar SAW760].
Contig13152 Amoebozoa-Entamoeba_dispar_SAW760_gi167391665 1.70E-09 >XP_001739880 ariadne RING finger [Entamoeba dispar SAW760].
Contig4505 Amoebozoa-Entamoeba_dispar_SAW760_gi167396128 1.40E-07 >XP_001741915 ariadne RING finger [Entamoeba dispar SAW760].
Contig2960 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi67470951 5.50E-11 >XP_651432 cation transporter [Entamoeba histolytica HM-1:IMSS].
Contig3589 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi67472767 2.90E-29 >XP_652171 synapsin [Entamoeba histolytica HM-1:IMSS].
Contig3502 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi67479877 4.30E-10 >XP_655320 hypothetical protein [Entamoeba histolytica HM-1:IMSS].
Contig1032 Amoebozoa-Hartmannella_vermiformis_tbHVL00000845_2 3.00E-06
Contig944 Amoebozoa-Hartmannella_vermiformis_tbHVL00001241_1 1.60E-25
Contig9433 Amoebozoa-Hartmannella_vermiformis_tbHVL00001441_1 1.60E-11
Contig4380 Amoebozoa-Hartmannella_vermiformis_tbHVL00002130_2 2.20E-37
Contig5264 Amoebozoa-Hartmannella_vermiformis_tbHVL00002419_2 1.40E-07
Contig8825 Amoebozoa-Hartmannella_vermiformis_tbHVL00002820_3 1.30E-17
Contig5211 Amoebozoa-Hartmannella_vermiformis_tbHVL00003625_2 5.40E-21
Contig8864 Amoebozoa-Hartmannella_vermiformis_tbHVL00003679_2 5.30E-12
Contig13316 Amoebozoa-Hartmannella_vermiformis_tbHVL00003894_1 3.90E-10
Contig3257 Amoebozoa-Hartmannella_vermiformis_tbHVL00004178_1 3.00E-15
Contig6551 Amoebozoa-Hartmannella_vermiformis_tbHVL00004234_3 3.30E-33
Contig2515 Amoebozoa-Hartmannella_vermiformis_tbHVL00004234_3 1.80E-13
Contig13427 Amoebozoa-Hartmannella_vermiformis_tbHVL00004420_3 1.00E-10
Contig2716 Amoebozoa-Hartmannella_vermiformis_tbHVL00004533_2 6.20E-10
Contig13081 Amoebozoa-Hartmannella_vermiformis_tbHVL00005317_3 7.10E-19
Contig2127 Amoebozoa-Hyperamoeba_dachnaya_tbHDL00000476_1 5.00E-06
Contig5003 Amoebozoa-Hyperamoeba_dachnaya_tbHDL00000939_4 2.00E-18
Contig1807 Amoebozoa-Hyperamoeba_dachnaya_tbHDL00000951_5 9.10E-28
Contig27 Amoebozoa-Hyperamoeba_sp_tbHSL00000261_5 8.70E-07
Contig12402 Amoebozoa-Hyperamoeba_sp_tbHSL00000300_4 9.10E-10
Contig13542 Amoebozoa-Hyperamoeba_sp_tbHSL00000651_5 1.60E-07
Contig6277 Amoebozoa-Mastigamoeba_balamuthi_tbMBL00002076_1 4.60E-06
Contig3259 Amoebozoa-Mastigamoeba_balamuthi_tbMBL00002561_5 7.10E-06
Contig8256 Amoebozoa-Mastigamoeba_balamuthi_tbMBL00003812_1 3.20E-19
Contig2268 Amoebozoa-Mastigamoeba_balamuthi_tbMBL00004158_3 9.30E-08
Contig4130 Amoebozoa-Physarum_polycephalum_tbPPL00000296_1 2.60E-29
Contig3837 Amoebozoa-Physarum_polycephalum_tbPPL00000543_1 6.30E-24
Contig13660 Amoebozoa-Physarum_polycephalum_tbPPL00000543_1 1.10E-23
Contig6057 Amoebozoa-Physarum_polycephalum_tbPPL00000552_5 5.90E-31
Contig6878 Amoebozoa-Physarum_polycephalum_tbPPL00000564_1 1.60E-11
Contig12990 Amoebozoa-Physarum_polycephalum_tbPPL00000774_2 4.80E-51
Contig13331 Amoebozoa-Physarum_polycephalum_tbPPL00000874_4 2.30E-08
Contig5545 Amoebozoa-Physarum_polycephalum_tbPPL00000961_2 9.80E-09
Contig11991 Amoebozoa-Physarum_polycephalum_tbPPL00000987_3 4.10E-58
Contig454 Amoebozoa-Physarum_polycephalum_tbPPL00001156_2 3.50E-21
Contig3587 Amoebozoa-Physarum_polycephalum_tbPPL00001279_3 2.40E-08
Contig11296 Amoebozoa-Physarum_polycephalum_tbPPL00001419_3 7.90E-07
Contig13320 Amoebozoa-Physarum_polycephalum_tbPPL00001477_2 2.30E-16
Contig10920 Amoebozoa-Physarum_polycephalum_tbPPL00001708_3 2.70E-09
Contig13046 Amoebozoa-Physarum_polycephalum_tbPPL00001737_3 7.30E-48
Contig4808 Amoebozoa-Physarum_polycephalum_tbPPL00001849_1 1.20E-10
Contig3481 Amoebozoa-Polysphondylium_pallidum_tbPSL00000433_3 1.80E-17
Contig10286 Amoebozoa-Polysphondylium_pallidum_tbPSL00000654_1 1.50E-43
Contig5229 Aquificae-Hydrogenivirga_sp_128_5_R1_1_gi163784955 3.30E-34 >ZP_02179706 F0F1 ATP synthase subunit alpha [Hydrogenivirga sp. 128-5-R1-1].
Contig7220 Aquificae-Hydrogenivirga_sp_128_5_R1_1_gi163784955 3.50E-98 >ZP_02179706 F0F1 ATP synthase subunit alpha [Hydrogenivirga sp. 128-5-R1-1].
Contig6332 Aquificae-Persephonella_marina_EX_H1_gi225849662 2.60E-25 >YP_002729896 putative zinc metalloprotease Sll0528 [Persephonella marina EX-H1].
Contig4911 Aquificae-Persephonella_marina_EX_H1_gi225849930 2.60E-21 >YP_002730164 ankyrin domain protein [Persephonella marina EX-H1].
Contig2574 Archaea-Ferroglobus_placidus_DSM_10642_gi288930500 8.10E-07 >YP_003434560 anion transporter [Ferroglobus placidus DSM 10642].
Contig8205 Archaea-Halorhabdus_utahensis_DSM_12940_gi257053239 4.40E-12 >YP_003131072 quinoprotein (ISS); K06485 integrin alpha 6 [Halorhabdus utahensis DSM 12940].
Contig5465 Archaea-Haloterrigena_turkmenica_DSM_5511_gi284167000 3.50E-13 >YP_003405279 hypothetical protein Htur_3744 [Haloterrigena turkmenica DSM 5511].
Contig5409 Archaea-Methanococcoides_burtonii_DSM_6242_gi91773658 5.70E-08 >YP_566350 A-macroglobulin like protein [Methanococcoides burtonii DSM 6242].
Contig5964 Archaea-Methanocorpusculum_labreanum_Z_gi124486325 1.10E-23 >YP_001030941 hypothetical protein Mlab_1510 [Methanocorpusculum labreanum Z].
Contig5444 Archaea-Methanohalophilus_mahii_DSM_5219_gi294495420 2.30E-11 >YP_003541913 DEAD/DEAH box helicase [Methanohalophilus mahii DSM 5219].
Contig7122 Archaea-Methanohalophilus_mahii_DSM_5219_gi294495685 2.60E-13 >YP_003542178 peptidase S8 and S53 subtilisin kexin sedolisin [Methanohalophilus mahii DSM 5219].
Contig3195 Archaea-Methanothermobacter_marburgensis_str_Marburg_gi304314366 6.30E-17 >YP_003849513 pseudomurein-binding protein [Methanothermobacter marburgensis str. Marburg].
Contig5030 Archaea-Natronomonas_pharaonis_DSM_2160_gi76800979 2.10E-20 >YP_325987 bacterio-opsin activator [Natronomonas pharaonis DSM 2160].
Contig8838 Archaea-Pyrobaculum_arsenaticum_DSM_13514_gi145592463 4.00E-16 >YP_001154465 dihydroxy-acid dehydratase [Pyrobaculum arsenaticum DSM 13514].
Contig3513 Archaea-Sulfolobus_islandicus_Y_N_15_51_gi229582572 7.40E-24 >YP_002840971 Ankyrin [Sulfolobus islandicus Y.N.15.51].
Contig4299 Archaea-Sulfolobus_solfataricus_P2_gi15898433 4.10E-10 >NP_343038 hypothetical protein SSO1613 [Sulfolobus solfataricus P2].
Contig7812 BacteriaUnclassified-candidate_division_TM7_single_cell_isolate_TM7c_gi167957265 2.10E-12 >ZP_02544339 TDP-GLUCOSE PYROPHOSPHORYLASE [candidate division TM7 single-cell isolate TM7c].
Contig8706 BacteroidetesChlorobi-Bacteroides_capillosus_ATCC_29799_gi154498247 2.40E-16 >ZP_02036625 hypothetical protein BACCAP_02235 [Bacteroides capillosus ATCC 29799].
Contig5040 BacteroidetesChlorobi-Bacteroides_sp_2_1_33B_gi262381005 2.20E-70 >ZP_06074143 site-specific DNA-methyltransferase [Bacteroides sp. 2_1_33B].
Contig7765 BacteroidetesChlorobi-Bacteroides_sp_3_1_23_gi299148975 1.20E-08 >ZP_07042037 putative F5/8 type C domain protein [Bacteroides sp. 3_1_23].
Contig4932 BacteroidetesChlorobi-Bacteroides_stercoris_ATCC_43183_gi167763801 2.20E-94 >ZP_02435928 hypothetical protein BACSTE_02181 [Bacteroides stercoris ATCC 43183].
Contig7144 BacteroidetesChlorobi-Bacteroides_thetaiotaomicron_VPI_5482_gi29349265 1.60E-21 >NP_812768 hypothetical protein BT_3857 [Bacteroides thetaiotaomicron VPI-5482].
Contig14031 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi189502559 6.50E-13 >YP_001958276 hypothetical protein Aasi_1221 [Candidatus Amoebophilus asiaticus 5a2].
Contig1124 BacteroidetesChlorobi-Capnocytophaga_gingivalis_ATCC_33624_gi228471969 1.20E-10 >ZP_04056737 conserved hypothetical protein [Capnocytophaga gingivalis ATCC 33624].
Contig4618 BacteroidetesChlorobi-Chlorobaculum_parvum_NCIB_8327_gi193211987 3.90E-15 >YP_001997940 hemagluttinin domain-containing protein [Chlorobaculum parvum NCIB 8327].
Contig8385 BacteroidetesChlorobi-Chryseobacterium_gleum_ATCC_35910_gi300776996 9.30E-26 >ZP_07086854 conserved hypothetical protein [Chryseobacterium gleum ATCC 35910].
Contig3135 BacteroidetesChlorobi-Dyadobacter_fermentans_DSM_18053_gi255038547 3.40E-23 >YP_003089168 metallophosphoesterase [Dyadobacter fermentans DSM 18053].
Contig4271 BacteroidetesChlorobi-Flavobacteria_bacterium_BBFL7_gi89891636 2.90E-11 >ZP_01203140 chromosomal DNA replication initiator DnaA [Flavobacteria bacterium BBFL7].
Contig4034 BacteroidetesChlorobi-Flavobacteriales_bacterium_ALC_1_gi163786770 1.60E-41 >ZP_02181218 hypothetical protein FBALC1_16332 [Flavobacteriales bacterium ALC-1].
Contig2943 BacteroidetesChlorobi-Flavobacteriales_bacterium_ALC_1_gi163788209 3.30E-07 >ZP_02182655 Glucose/sorbosone dehydrogenase [Flavobacteriales bacterium ALC-1].
Contig3115 BacteroidetesChlorobi-Flavobacterium_johnsoniae_UW101_gi146298399 3.00E-09 >YP_001192990 peptidase S9 prolyl oligopeptidase [Flavobacterium johnsoniae UW101].
Contig5277 BacteroidetesChlorobi-Flavobacterium_johnsoniae_UW101_gi146301635 8.70E-18 >YP_001196226 tRNA/rRNA methyltransferase (SpoU) [Flavobacterium johnsoniae UW101].
Contig5116 BacteroidetesChlorobi-Gramella_forsetii_KT0803_gi120435126 6.20E-43 >YP_860812 hypothetical protein GFO_0769 [Gramella forsetii KT0803].
Contig5154 BacteroidetesChlorobi-Kordia_algicida_OT_1_gi163754766 7.80E-29 >ZP_02161888 hypothetical protein KAOT1_17763 [Kordia algicida OT-1].
Contig2108 BacteroidetesChlorobi-Kordia_algicida_OT_1_gi163755841 6.80E-13 >ZP_02162959 phage related tail fibre protein [Kordia algicida OT-1].
Contig4021 BacteroidetesChlorobi-Leeuwenhoekiella_blandensis_MED217_gi86143505 2.70E-13 >ZP_01061890 putative beta-xylosidase [Leeuwenhoekiella blandensis MED217].
Contig6078 BacteroidetesChlorobi-Maribacter_sp_HTCC2170_gi305666379 5.50E-13 >YP_003862666 putative D-cysteine desulfhydrase (DcyD) [Maribacter sp. HTCC2170].
Contig8640 BacteroidetesChlorobi-Microscilla_marina_ATCC_23134_gi124010027 1.30E-07 >ZP_01694689 metal-dependent hydrolase of the aminoacylase-2/carboxypeptidase-Z family [Microscilla marina ATCC 23134].
Contig10537 BacteroidetesChlorobi-Pedobacter_heparinus_DSM_2366_gi255530602 4.40E-75 >YP_003090974 Ribonucleoside-diphosphate reductase [Pedobacter heparinus DSM 2366].
Contig10324 BacteroidetesChlorobi-Pedobacter_saltans_DSM_12145_gi315309868 7.60E-36 >ZP_07877007 conserved hypothetical protein [Pedobacter saltans DSM 12145].
Contig1987 BacteroidetesChlorobi-Pedobacter_saltans_DSM_12145_gi315311636 4.00E-06 >ZP_07878767 Peptide-methionine (R)-S-oxide reductase [Pedobacter saltans DSM 12145].
Contig13746 BacteroidetesChlorobi-Pedobacter_sp_BAL39_gi149276653 4.40E-09 >ZP_01882796 two-component hybrid sensor and regulator [Pedobacter sp. BAL39].
Contig4332 BacteroidetesChlorobi-Polaribacter_sp_MED152_gi254495297 9.00E-16 >ZP_05108221 calcineurin-like phosphoesterase [Polaribacter sp. MED152].
Contig1366 BacteroidetesChlorobi-Prevotella_buccae_D17_gi288926640 3.70E-11 >ZP_06420555 protein 37 protein (Gp37) [Prevotella buccae D17].
Contig480 BacteroidetesChlorobi-Prevotella_sp_oral_taxon_299_str_F0039_gi288800926 3.40E-17 >ZP_06406383 probable RNA polymerase sigma-e factor (sigma-24) transcription regulator protein [Prevotella sp. oral taxon 299 str. F0039].
Contig2263 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91216239 9.80E-08 >ZP_01253207 short chain dehydrogenase [Psychroflexus torquis ATCC 700755].
Contig6810 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91216289 3.20E-06 >ZP_01253256 asparagine synthetase B [Psychroflexus torquis ATCC 700755].
Contig2696 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91218884 1.70E-44 >ZP_01255724 hypothetical protein P700755_25301 [Psychroflexus torquis ATCC 700755].
Contig13030 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91219144 7.70E-88 >ZP_01255902 hypothetical protein P700755_28914 [Psychroflexus torquis ATCC 700755].
Contig1710 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91219573 1.10E-32 >ZP_01256194 Glycerol-3-phosphate cytidylyltransferase [Psychroflexus torquis ATCC 700755].
Contig981 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91219621 5.70E-08 >ZP_01256226 hypothetical protein P700755_25935 [Psychroflexus torquis ATCC 700755].
Contig4338 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91220111 2.70E-71 >ZP_01256560 Exodeoxyribonuclease III [Psychroflexus torquis ATCC 700755].
Contig10453 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91220240 3.50E-18 >ZP_01256648 hypothetical protein P700755_25690 [Psychroflexus torquis ATCC 700755].
Contig9652 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91220746 4.80E-19 >ZP_01256982 sugar epimerase BlmG [Psychroflexus torquis ATCC 700755].
Contig3742 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91220867 1.70E-19 >ZP_01257063 hypothetical protein P700755_32239 [Psychroflexus torquis ATCC 700755].
Contig7431 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi91221826 1.10E-31 >ZP_01257478 hypothetical protein P700755_26734 [Psychroflexus torquis ATCC 700755].
Contig13319 Centrohelida-Raphidiophrys_contractilis_gi259475576_3 7.90E-28 >FN392384 Raphidiophrys contractilis partial mRNA for Ras-related protein Rap-1b, contig 27349.
Contig7179 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464459706.90E-53 >YP_007335 hypothetical protein pc0336 [Candidatus Protochlamydia amoebophila UWE25].
Contig7056 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464466594.10E-12 >YP_008024 hypothetical protein pc1025 [Candidatus Protochlamydia amoebophila UWE25].
Contig3716 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.70E-12 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig3912 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.10E-19 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig6216 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469066.10E-06 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7253 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469067.40E-41 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7325 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.20E-37 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7331 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.60E-11 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig8127 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.90E-06 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig9566 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.10E-09 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig11826 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469066.20E-21 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig5808 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469108.20E-07 >YP_008275 hypothetical protein pc1276 [Candidatus Protochlamydia amoebophila UWE25].
Contig7109 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469102.00E-06 >YP_008275 hypothetical protein pc1276 [Candidatus Protochlamydia amoebophila UWE25].
Contig7152 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469102.00E-12 >YP_008275 hypothetical protein pc1276 [Candidatus Protochlamydia amoebophila UWE25].
Contig13434 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475482.90E-12 >YP_008913 hypothetical protein pc1914 [Candidatus Protochlamydia amoebophila UWE25].
Contig5509 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475496.20E-33 >YP_008914 hypothetical protein pc1915 [Candidatus Protochlamydia amoebophila UWE25].
Contig4520 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475611.40E-06 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig7390 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475615.20E-11 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig10331 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475618.30E-06 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig10789 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475613.10E-07 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig12103 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475611.30E-16 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig13277 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475612.50E-06 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig5940 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475897.50E-17 >YP_008954 hypothetical protein pc1955 [Candidatus Protochlamydia amoebophila UWE25].
Contig12118 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475893.90E-25 >YP_008954 hypothetical protein pc1955 [Candidatus Protochlamydia amoebophila UWE25].
Contig7212 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464476271.20E-10 >YP_008992 hypothetical protein pc1993 [Candidatus Protochlamydia amoebophila UWE25].
Contig7772 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464476271.20E-10 >YP_008992 hypothetical protein pc1993 [Candidatus Protochlamydia amoebophila UWE25].
Contig13386 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464476272.00E-13 >YP_008992 hypothetical protein pc1993 [Candidatus Protochlamydia amoebophila UWE25].
Contig5036 ChlamydiaeVerrucomicrobia-Coraliomargarita_akajimensis_DSM_45221_gi294055098 8.90E-20 >YP_003548756 nucleotide sugar dehydrogenase [Coraliomargarita akajimensis DSM 45221].
Contig7313 ChlamydiaeVerrucomicrobia-Lentisphaera_araneosa_HTCC2155_gi149195564 4.00E-92 >ZP_01872621 phosphoserine aminotransferase [Lentisphaera araneosa HTCC2155].
Contig4609 ChlamydiaeVerrucomicrobia-Opitutaceae_bacterium_TAV2_gi225157023 4.30E-07 >ZP_03724962 hypothetical protein ObacDRAFT_8088 [Opitutaceae bacterium TAV2].
Contig670 ChlamydiaeVerrucomicrobia-Opitutaceae_bacterium_TAV2_gi225159294 1.20E-12 >ZP_03725593 peptidoglycan-binding LysM [Opitutaceae bacterium TAV2].
Contig3979 ChlamydiaeVerrucomicrobia-Opitutus_terrae_PB90_1_gi182411999 3.80E-105 >YP_001817065 NAD-dependent epimerase/dehydratase [Opitutus terrae PB90-1].
Contig1211 ChlamydiaeVerrucomicrobia-Opitutus_terrae_PB90_1_gi182414582 2.60E-06 >YP_001819648 glycosyl transferase family protein [Opitutus terrae PB90-1].
Contig4694 ChlamydiaeVerrucomicrobia-Opitutus_terrae_PB90_1_gi182415417 4.30E-32 >YP_001820483 hypothetical protein Oter_3606 [Opitutus terrae PB90-1].
Contig5442 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi254443604 3.90E-08 >ZP_05057080 Phage Tail Collar Domain family [Verrucomicrobiae bacterium DG1235].
Contig6431 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi254444075 2.80E-78 >ZP_05057551 beta-lactamase [Verrucomicrobiae bacterium DG1235].
Contig1129 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi254444790 1.00E-29 >ZP_05058266 TonB-dependent copper receptor [Verrucomicrobiae bacterium DG1235].
Contig6435 ChlamydiaeVerrucomicrobia-Verrucomicrobium_spinosum_DSM_4136_gi171915943 1.90E-08 >ZP_02931413 Sterol desaturase [Verrucomicrobium spinosum DSM 4136].
Contig6475 ChlamydiaeVerrucomicrobia-Victivallis_vadensis_ATCC_BAA_548_gi281355906 1.60E-17 >ZP_06242399 polymorphic outer membrane protein [Victivallis vadensis ATCC BAA-548].
Contig9017 Chloroflexi-Chloroflexus_aurantiacus_J_10_fl_gi163847492 6.70E-20 >YP_001635536 histidinol-phosphate aminotransferase [Chloroflexus aurantiacus J-10-fl].
Contig5768 Chloroflexi-Ktedonobacter_racemifer_DSM_44963_gi298247398 9.50E-73 >ZP_06971203 FAD linked oxidase domain protein [Ktedonobacter racemifer DSM 44963].
Contig3188 Chloroflexi-Roseiflexus_castenholzii_DSM_13941_gi156742049 1.30E-63 >YP_001432178 amine oxidase [Roseiflexus castenholzii DSM 13941].
Contig12065 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 2.60E-10 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig1313 Chloroflexi-Sphaerobacter_thermophilus_DSM_20745_gi269837607 1.40E-30 >YP_003319835 endoribonuclease L-PSP [Sphaerobacter thermophilus DSM 20745].
Contig10612 Chloroflexi-Sphaerobacter_thermophilus_DSM_20745_gi269837885 2.30E-30 >YP_003320113 2-hydroxyglutarate dehydrogenase [Sphaerobacter thermophilus DSM 20745].
Contig5075 Choanoflagellida-Monosiga_brevicollis_MX1_gi167515384 4.30E-17 >XP_001742033 hypothetical protein [Monosiga brevicollis MX1].
Contig644 Choanoflagellida-Monosiga_brevicollis_MX1_gi167515842 9.80E-09 >XP_001742262 hypothetical protein [Monosiga brevicollis MX1].
Contig7384 Choanoflagellida-Monosiga_brevicollis_MX1_gi167515842 7.50E-08 >XP_001742262 hypothetical protein [Monosiga brevicollis MX1].
Contig9379 Choanoflagellida-Monosiga_brevicollis_MX1_gi167515904 6.90E-14 >XP_001742293 hypothetical protein [Monosiga brevicollis MX1].
Contig2834 Choanoflagellida-Monosiga_brevicollis_MX1_gi167516648 9.60E-16 >XP_001742665 hypothetical protein [Monosiga brevicollis MX1].
Contig4793 Choanoflagellida-Monosiga_brevicollis_MX1_gi167516726 8.20E-26 >XP_001742704 hypothetical protein [Monosiga brevicollis MX1].
Contig7151 Choanoflagellida-Monosiga_brevicollis_MX1_gi167516726 1.20E-06 >XP_001742704 hypothetical protein [Monosiga brevicollis MX1].
Contig3388 Choanoflagellida-Monosiga_brevicollis_MX1_gi167517187 7.20E-103 >XP_001742934 hypothetical protein [Monosiga brevicollis MX1].
Contig860 Choanoflagellida-Monosiga_brevicollis_MX1_gi167518241 5.90E-23 >XP_001743461 hypothetical protein [Monosiga brevicollis MX1].
Contig1374 Choanoflagellida-Monosiga_brevicollis_MX1_gi167518241 9.00E-21 >XP_001743461 hypothetical protein [Monosiga brevicollis MX1].
Contig2680 Choanoflagellida-Monosiga_brevicollis_MX1_gi167518261 2.10E-28 >XP_001743471 hypothetical protein [Monosiga brevicollis MX1].
Contig3986 Choanoflagellida-Monosiga_brevicollis_MX1_gi167518560 1.30E-07 >XP_001743620 hypothetical protein [Monosiga brevicollis MX1].
Contig4679 Choanoflagellida-Monosiga_brevicollis_MX1_gi167518916 1.20E-10 >XP_001743798 hypothetical protein [Monosiga brevicollis MX1].
Contig13178 Choanoflagellida-Monosiga_brevicollis_MX1_gi167519332 2.30E-38 >XP_001744006 hypothetical protein [Monosiga brevicollis MX1].
Contig13910 Choanoflagellida-Monosiga_brevicollis_MX1_gi167519877 4.80E-28 >XP_001744278 hypothetical protein [Monosiga brevicollis MX1].
Contig1394 Choanoflagellida-Monosiga_brevicollis_MX1_gi167519983 1.60E-25 >XP_001744331 hypothetical protein [Monosiga brevicollis MX1].
Contig13062 Choanoflagellida-Monosiga_brevicollis_MX1_gi167520254 1.10E-45 >XP_001744466 hypothetical protein [Monosiga brevicollis MX1].
Contig913 Choanoflagellida-Monosiga_brevicollis_MX1_gi167521351 3.30E-14 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig4278 Choanoflagellida-Monosiga_brevicollis_MX1_gi167521613 1.00E-42 >XP_001745145 hypothetical protein [Monosiga brevicollis MX1].
Contig13939 Choanoflagellida-Monosiga_brevicollis_MX1_gi167521613 8.60E-09 >XP_001745145 hypothetical protein [Monosiga brevicollis MX1].
Contig1036 Choanoflagellida-Monosiga_brevicollis_MX1_gi167521778 6.30E-15 >XP_001745227 hypothetical protein [Monosiga brevicollis MX1].
Contig10252 Choanoflagellida-Monosiga_brevicollis_MX1_gi167522124 4.10E-09 >XP_001745400 hypothetical protein [Monosiga brevicollis MX1].
Contig3615 Choanoflagellida-Monosiga_brevicollis_MX1_gi167522279 1.80E-10 >XP_001745477 hypothetical protein [Monosiga brevicollis MX1].
Contig10519 Choanoflagellida-Monosiga_brevicollis_MX1_gi167522567 6.60E-54 >XP_001745621 hypothetical protein [Monosiga brevicollis MX1].
Contig3198 Choanoflagellida-Monosiga_brevicollis_MX1_gi167522737 2.40E-28 >XP_001745706 hypothetical protein [Monosiga brevicollis MX1].
Contig1626 Choanoflagellida-Monosiga_brevicollis_MX1_gi167523204 5.60E-07 >XP_001745939 hypothetical protein [Monosiga brevicollis MX1].
Contig9314 Choanoflagellida-Monosiga_brevicollis_MX1_gi167524038 9.90E-07 >XP_001746355 hypothetical protein [Monosiga brevicollis MX1].
Contig3800 Choanoflagellida-Monosiga_brevicollis_MX1_gi167524122 1.20E-22 >XP_001746397 hypothetical protein [Monosiga brevicollis MX1].
Contig5546 Choanoflagellida-Monosiga_brevicollis_MX1_gi167524202 3.60E-14 >XP_001746437 hypothetical protein [Monosiga brevicollis MX1].
Contig10281 Choanoflagellida-Monosiga_brevicollis_MX1_gi167524202 1.20E-55 >XP_001746437 hypothetical protein [Monosiga brevicollis MX1].
Contig10209 Choanoflagellida-Monosiga_brevicollis_MX1_gi167524791 3.70E-132 >XP_001746731 hypothetical protein [Monosiga brevicollis MX1].



Contig13513 Choanoflagellida-Monosiga_brevicollis_MX1_gi167525783 9.70E-22 >XP_001747226 hypothetical protein [Monosiga brevicollis MX1].
Contig2213 Choanoflagellida-Monosiga_brevicollis_MX1_gi167525948 1.50E-06 >XP_001747308 hypothetical protein [Monosiga brevicollis MX1].
Contig8775 Choanoflagellida-Monosiga_brevicollis_MX1_gi167525986 2.50E-23 >XP_001747327 hypothetical protein [Monosiga brevicollis MX1].
Contig5253 Choanoflagellida-Monosiga_brevicollis_MX1_gi167526178 2.30E-38 >XP_001747423 hypothetical protein [Monosiga brevicollis MX1].
Contig3893 Choanoflagellida-Monosiga_brevicollis_MX1_gi167526230 2.60E-13 >XP_001747449 hypothetical protein [Monosiga brevicollis MX1].
Contig4789 Choanoflagellida-Monosiga_brevicollis_MX1_gi167526355 2.30E-11 >XP_001747511 hypothetical protein [Monosiga brevicollis MX1].
Contig3738 Choanoflagellida-Monosiga_brevicollis_MX1_gi167526696 6.40E-08 >XP_001747681 hypothetical protein [Monosiga brevicollis MX1].
Contig12773 Choanoflagellida-Monosiga_brevicollis_MX1_gi167526752 3.30E-06 >XP_001747709 hypothetical protein [Monosiga brevicollis MX1].
Contig799 Choanoflagellida-Monosiga_brevicollis_MX1_gi167527265 1.90E-19 >XP_001747965 hypothetical protein [Monosiga brevicollis MX1].
Contig8524 Choanoflagellida-Monosiga_brevicollis_MX1_gi167530873 2.40E-08 >XP_001748158 hypothetical protein [Monosiga brevicollis MX1].
Contig4192 Choanoflagellida-Monosiga_brevicollis_MX1_gi167533638 8.60E-07 >XP_001748498 hypothetical protein [Monosiga brevicollis MX1].
Contig5248 Choanoflagellida-Monosiga_brevicollis_MX1_gi167533817 1.80E-16 >XP_001748587 hypothetical protein [Monosiga brevicollis MX1].
Contig7356 Choanoflagellida-Monosiga_brevicollis_MX1_gi167534328 2.80E-06 >XP_001748842 hypothetical protein [Monosiga brevicollis MX1].
Contig3897 Choanoflagellida-Monosiga_brevicollis_MX1_gi167534750 9.40E-57 >XP_001749050 hypothetical protein [Monosiga brevicollis MX1].
Contig3008 Choanoflagellida-Monosiga_brevicollis_MX1_gi167534856 1.40E-10 >XP_001749103 hypothetical protein [Monosiga brevicollis MX1].
Contig10680 Choanoflagellida-Monosiga_brevicollis_MX1_gi167534874 2.00E-12 >XP_001749112 hypothetical protein [Monosiga brevicollis MX1].
Contig2235 Choanoflagellida-Monosiga_brevicollis_MX1_gi167535947 4.70E-25 >XP_001749646 hypothetical protein [Monosiga brevicollis MX1].
Contig13710 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536011 1.60E-25 >XP_001749678 hypothetical protein [Monosiga brevicollis MX1].
Contig4200 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536320 1.50E-30 >XP_001749832 hypothetical protein [Monosiga brevicollis MX1].
Contig4662 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536320 2.30E-06 >XP_001749832 hypothetical protein [Monosiga brevicollis MX1].
Contig514 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536334 2.00E-18 >XP_001749839 hypothetical protein [Monosiga brevicollis MX1].
Contig5342 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536425 7.60E-19 >XP_001749884 hypothetical protein [Monosiga brevicollis MX1].
Contig6382 Choanoflagellida-Monosiga_brevicollis_MX1_gi167536869 9.90E-14 >XP_001750105 hypothetical protein [Monosiga brevicollis MX1].
Contig885 Choanoflagellida-Monosiga_brevicollis_MX1_gi167537054 2.90E-18 >XP_001750197 hypothetical protein [Monosiga brevicollis MX1].
Contig11798 Choanoflagellida-Monosiga_brevicollis_MX1_gi167537632 9.90E-20 >XP_001750484 hypothetical protein [Monosiga brevicollis MX1].
Contig3441 Choanoflagellida-Monosiga_brevicollis_MX1_gi167538189 7.40E-52 >XP_001750760 hypothetical protein [Monosiga brevicollis MX1].
Contig10665 Choanoflagellida-Monosiga_brevicollis_MX1_gi167538724 1.80E-45 >XP_001751023 hypothetical protein [Monosiga brevicollis MX1].
Contig5473 Choanoflagellida-Monosiga_ovata_esContig1336_1 9.30E-10
Contig597 Choanoflagellida-Monosiga_ovata_esContig1996_2 6.70E-20
Contig1396 Choanoflagellida-Monosiga_ovata_esContig263_2 4.30E-30
Contig10356 Choanoflagellida-Monosiga_ovata_esContig2768_2 6.70E-58
Contig3354 Choanoflagellida-Monosiga_ovata_esContig278_2 1.10E-75
Contig4571 Choanoflagellida-Monosiga_ovata_esContig278_2 2.00E-07
Contig12254 Choanoflagellida-Monosiga_ovata_esContig2957_2 8.70E-06
Contig12981 Choanoflagellida-Monosiga_ovata_esContig3127_2 3.20E-65
Contig1974 Choanoflagellida-Monosiga_ovata_esContig3362_2 2.70E-36
Contig2101 Choanoflagellida-Monosiga_ovata_esContig345_2 7.00E-13
Contig13131 Choanoflagellida-Monosiga_ovata_esContig3707_2 5.60E-46
Contig7324 Choanoflagellida-Monosiga_ovata_esContig3836_6 1.60E-10
Contig4041 Choanoflagellida-Monosiga_ovata_esContig4331_4 4.70E-12
Contig57 Choanoflagellida-Monosiga_ovata_esContig4649_4 2.50E-48
Contig3222 Choanoflagellida-Monosiga_ovata_esContig607_3 7.20E-53
Contig4037 Choanoflagellida-Monosiga_ovata_esContig772_4 1.90E-10
Contig10897 Choanoflagellida-Monosiga_ovata_esContig894_3 1.30E-08
Contig5929 Choanoflagellida-Monosiga_ovata_esContig924_3 9.00E-33
Contig10309 Choanoflagellida-Monosiga_ovata_esgi163004576_5 1.80E-14 >DC470594 DC470594 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-029P22 3', mRNA sequence.
Contig1875 Choanoflagellida-Monosiga_ovata_esgi163015099_2 6.70E-08 >DC482633 DC482633 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-047G20 5', mRNA sequence.
Contig7819 Choanoflagellida-Monosiga_ovata_esgi163018473_2 3.20E-09 >DC475368 DC475368 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-036O05 5', mRNA sequence.
Contig2651 Choanoflagellida-Monosiga_ovata_esgi163026715_2 2.60E-11 >DC452793 DC452793 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-004B04 5', mRNA sequence.
Contig3377 Choanoflagellida-Monosiga_ovata_esgi163033147_1 3.40E-23 >DC455472 DC455472 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-008A05 5', mRNA sequence.
Contig7419 Choanoflagellida-Monosiga_ovata_esgi163055670_2 6.60E-44 >DC477511 DC477511 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-039P18 5', mRNA sequence.
Contig7084 Choanoflagellida-Monosiga_ovata_esgi163056719_3 1.40E-21 >DC478829 DC478829 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-041O14 5', mRNA sequence.
Contig9599 Choanoflagellida-Monosiga_ovata_esgi163062510_5 4.00E-15 >DC488954 DC488954 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-056I02 3', mRNA sequence.
Contig4751 Choanoflagellida-Monosiga_ovata_esgi163062866_4 9.30E-09 >DC486604 DC486604 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-053B22 3', mRNA sequence.
Contig5008 Choanoflagellida-Monosiga_ovata_esgi163062866_4 4.40E-27 >DC486604 DC486604 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-053B22 3', mRNA sequence.
Contig2248 Choanoflagellida-Monosiga_ovata_esgi163062866_4 7.80E-29 >DC486604 DC486604 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-053B22 3', mRNA sequence.
Contig13466 Choanoflagellida-Monosiga_ovata_esgi163073021_5 2.10E-08 >DC497139 DC497139 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-068E22 5', mRNA sequence.
Contig3981 Choanoflagellida-Monosiga_ovata_esgi163088130_5 3.00E-35 >DC508285 DC508285 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-084G21 3', mRNA sequence.
Contig9498 Choanoflagellida-Monosiga_ovata_esgi163090787_2 3.20E-20 >DC509993 DC509993 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-086O05 5', mRNA sequence.
Contig10763 Choanoflagellida-Proterospongia_sp_tbPRL00000060_5 6.30E-06
Contig12304 Choanoflagellida-Proterospongia_sp_tbPRL00000229_4 8.80E-13
Contig4715 Cryptophyta-Hemiselmis_andersenii_gi160331245 1.40E-07 >XP_001712330 sut [Hemiselmis andersenii].
Contig6433 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi158339834 2.00E-12 >YP_001520841 TonB-dependent siderophore receptor [Acaryochloris marina MBIC11017].
Contig13018 Cyanobacteria-Arthrospira_maxima_CS_328_gi209527810 1.50E-18 >ZP_03276302 Cobyrinic acid ac-diamide synthase [Arthrospira maxima CS-328].
Contig3519 Cyanobacteria-Arthrospira_platensis_str_Paraca_gi284050148 3.20E-40 >ZP_06380358 peptidase U61, LD-carboxypeptidase A [Arthrospira platensis str. Paraca].
Contig10511 Cyanobacteria-Crocosphaera_watsonii_WH_8501_gi67925599 2.30E-06 >ZP_00518925 DEAD/DEAH box helicase, N-terminal [Crocosphaera watsonii WH 8501].
Contig7191 Cyanobacteria-Cyanobium_sp_PCC_7001_gi254431937 3.90E-166 >ZP_05045640 putative porin [Cyanobium sp. PCC 7001].
Contig5737 Cyanobacteria-Cyanothece_sp_PCC_7424_gi218440192 1.10E-12 >YP_002378521 small GTP-binding protein [Cyanothece sp. PCC 7424].
Contig3680 Cyanobacteria-Cyanothece_sp_PCC_7424_gi218442614 1.00E-72 >YP_002380934 P4 family phage/plasmid primase [Cyanothece sp. PCC 7424].
Contig641 Cyanobacteria-Cyanothece_sp_PCC_7425_gi220906870 1.50E-07 >YP_002482181 sulfatase [Cyanothece sp. PCC 7425].
Contig938 Cyanobacteria-Cyanothece_sp_PCC_7425_gi220907831 8.10E-13 >YP_002483142 cytochrome P450 [Cyanothece sp. PCC 7425].
Contig1343 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307149700 2.70E-38 >YP_003891008 primase 2 [Cyanothece sp. PCC 7822].
Contig1168 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307150452 1.30E-15 >YP_003885836 hypothetical protein Cyan7822_0521 [Cyanothece sp. PCC 7822].
Contig4914 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307154989 7.10E-06 >YP_003890373 hydrolase CocE/NonD family protein [Cyanothece sp. PCC 7822].
Contig2786 Cyanobacteria-Cyanothece_sp_PCC_8801_gi218245725 1.40E-06 >YP_002371096 cobalamin synthesis protein P47K [Cyanothece sp. PCC 8801].
Contig3695 Cyanobacteria-Lyngbya_sp_PCC_8106_gi119485606 1.40E-12 >ZP_01619881 hypothetical protein L8106_24525 [Lyngbya sp. PCC 8106].
Contig4635 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi254411480 4.00E-09 >ZP_05025257 hypothetical protein MC7420_1971 [Microcoleus chthonoplastes PCC 7420].
Contig1639 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi254411480 1.40E-09 >ZP_05025257 hypothetical protein MC7420_1971 [Microcoleus chthonoplastes PCC 7420].
Contig3559 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi254417240 1.10E-102 >ZP_05030985 PAS fold family [Microcoleus chthonoplastes PCC 7420].
Contig3515 Cyanobacteria-Microcystis_aeruginosa_NIES_843_gi166366344 2.00E-62 >YP_001658617 GTP cyclohydrolase I [Microcystis aeruginosa NIES-843].
Contig8794 Cyanobacteria-Nodularia_spumigena_CCY9414_gi119509864 8.10E-18 >ZP_01629007 lipoyltransferase [Nodularia spumigena CCY9414].
Contig10212 Cyanobacteria-Nodularia_spumigena_CCY9414_gi119511355 7.10E-29 >ZP_01630468 glycine dehydrogenase [Nodularia spumigena CCY9414].
Contig7046 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi186684809 2.30E-09 >YP_001868005 glycosyl transferase [Nostoc punctiforme PCC 73102].
Contig12401 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi186685682 8.60E-28 >YP_001868878 HNH endonuclease [Nostoc punctiforme PCC 73102].
Contig10471 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi186686076 1.20E-09 >YP_001869272 Miro domain-containing protein [Nostoc punctiforme PCC 73102].
Contig5777 Cyanobacteria-Prochlorococcus_marinus_str_MIT_9312_gi78779371 1.50E-13 >YP_397483 HNH nuclease [Prochlorococcus marinus str. MIT 9312].
Contig4354 Cyanobacteria-Prochlorococcus_marinus_str_MIT_9313_gi33862988 4.40E-52 >NP_894548 diaminopimelate epimerase [Prochlorococcus marinus str. MIT 9313].
Contig3987 Cyanobacteria-Synechococcus_sp_PCC_7002_gi170079635 2.00E-24 >YP_001736268 cytochrome P450 [Synechococcus sp. PCC 7002].
Contig12806 Cyanobacteria-Synechococcus_sp_PCC_7335_gi254424465 1.60E-06 >ZP_05038183 Putative Ig domain family [Synechococcus sp. PCC 7335].
Contig2908 Cyanobacteria-Synechococcus_sp_RCC307_gi148241161 7.20E-10 >YP_001226318 glycosyl transferase family protein [Synechococcus sp. RCC307].
Contig6156 Cyanobacteria-Synechococcus_sp_RS9917_gi87124880 8.60E-06 >ZP_01080727 hypothetical protein RS9917_02723 [Synechococcus sp. RS9917].
Contig3841 Cyanobacteria-Synechococcus_sp_WH_5701_gi87301936 2.10E-55 >ZP_01084770 Deoxycytidine deaminase [Synechococcus sp. WH 5701].
Contig6355 Cyanobacteria-Synechococcus_sp_WH_7803_gi148239228 8.90E-11 >YP_001224615 protein kinase-like protein [Synechococcus sp. WH 7803].
Contig3975 Cyanobacteria-Synechococcus_sp_WH_7803_gi148240693 1.20E-09 >YP_001226080 hypothetical protein SynWH7803_2357 [Synechococcus sp. WH 7803].
Contig910 Cyanobacteria-Thermosynechococcus_elongatus_BP_1_gi22298235 2.50E-38 >NP_681482 bifunctional aconitate hydratase 2/2-methylisocitrate dehydratase [Thermosynechococcus elongatus BP-1].
Contig3309 Cyanobacteria-Thermosynechococcus_elongatus_BP_1_gi22298825 1.00E-64 >NP_682072 two-component hybrid sensor and regulator [Thermosynechococcus elongatus BP-1].
Contig13518 Cyanobacteria-Trichodesmium_erythraeum_IMS101_gi113474198 1.30E-11 >YP_720259 hypothetical protein Tery_0309 [Trichodesmium erythraeum IMS101].
Contig2472 Deferribacteres-Deferribacter_desulfuricans_SSM1_gi291279811 7.20E-18 >YP_003496646 hypothetical protein DEFDS_1430 [Deferribacter desulfuricans SSM1].
Contig10305 Deferribacteres-Deferribacter_desulfuricans_SSM1_gi291280528 5.70E-07 >YP_003497363 Na+:H+ antiporter NhaB family [Deferribacter desulfuricans SSM1].
Contig3035 Deferribacteres-Denitrovibrio_acetiphilus_DSM_12809_gi291286158 9.80E-17 >YP_003502974 ribokinase [Denitrovibrio acetiphilus DSM 12809].
Contig10416 DeinococciThermus-Thermus_aquaticus_Y51MC23_gi218294670 5.00E-17 >ZP_03495524 conserved hypothetical protein [Thermus aquaticus Y51MC23].
Contig3557 Excavata-Astasia_longa_tbALL00001054_4 4.30E-08
Contig12042 Excavata-Astasia_longa_tbALL00001333_5 6.40E-14
Contig2817 Excavata-Euglena_gracilis_tbELL00000397_1 6.70E-06
Contig3825 Excavata-Euglena_gracilis_tbELL00000516_3 1.50E-30
Contig4043 Excavata-Euglena_gracilis_tbELL00000618_1 1.00E-14
Contig6428 Excavata-Euglena_gracilis_tbELL00000659_3 1.50E-13
Contig4839 Excavata-Euglena_gracilis_tbELL00000691_3 7.70E-23
Contig6142 Excavata-Euglena_gracilis_tbELL00001256_2 1.10E-21
Contig8336 Excavata-Euglena_gracilis_tbELL00001336_3 6.70E-06
Contig10433 Excavata-Euglena_gracilis_tbELL00001535_2 2.90E-16
Contig13636 Excavata-Euglena_gracilis_tbELL00001557_2 9.10E-31
Contig1359 Excavata-Euglena_gracilis_tbELL00002207_3 1.90E-24
Contig1814 Excavata-Euglena_gracilis_tbELL00002763_3 4.30E-15
Contig395 Excavata-Euglena_gracilis_tbELL00002967_3 2.80E-21
Contig10348 Excavata-Euglena_gracilis_tbELL00003357_1 1.20E-09
Contig10590 Excavata-Euglena_gracilis_tbELL00003653_3 6.50E-07
Contig4873 Excavata-Euglena_gracilis_tbELL00003684_3 9.20E-50
Contig13820 Excavata-Euglena_gracilis_tbELL00004360_2 9.40E-22
Contig4082 Excavata-Euglena_gracilis_tbELL00005164_3 6.30E-14
Contig6204 Excavata-Euglena_gracilis_tbELL00005724_1 6.50E-18
Contig6507 Excavata-Euglena_gracilis_tbELL00006808_2 9.50E-07
Contig5823 Excavata-Euglena_gracilis_tbELL00008335_1 1.20E-35
Contig6064 Excavata-Histiona_aroides_tbHAL00000456_2 5.40E-27
Contig8538 Excavata-Histiona_aroides_tbHAL00001325_1 4.60E-19
Contig2494 Excavata-Jakoba_bahamiensis_tbJBL00000286_2 4.70E-44
Contig12023 Excavata-Jakoba_bahamiensis_tbJBL00001597_2 2.80E-18
Contig3711 Excavata-Jakoba_bahamiensis_tbJBL00001873_1 1.30E-37
Contig13190 Excavata-Jakoba_bahamiensis_tbJBL00002236_2 2.90E-07
Contig8151 Excavata-Jakoba_libera_tbJLL00000048_2 4.90E-09
Contig3487 Excavata-Leishmania_braziliensis_MHOM_BR_75_M2904_gi154332376 4.10E-17 >XP_001562562 electron transfer flavoprotein-ubiquinone oxidoreductase [Leishmania braziliensis MHOM/BR/75/M2904].
Contig402 Excavata-Leishmania_infantum_JPCM5_gi146080371 8.30E-08 >XP_001464002 surface antigen protein 2 [Leishmania infantum JPCM5].
Contig3279 Excavata-Leishmania_major_strain_Friedlin_gi157866132 2.40E-42 >XP_001681772 alpha tubulin [Leishmania major].
Contig3561 Excavata-Leishmania_major_strain_Friedlin_gi157867827 4.80E-09 >XP_001682467 hypothetical protein [Leishmania major strain Friedlin].
Contig3715 Excavata-Leishmania_major_strain_Friedlin_gi72547023 1.50E-08 >XP_843162 proteophosphoglycan ppg4 [Leishmania major strain Friedlin].
Contig7233 Excavata-Leishmania_major_strain_Friedlin_gi72547023 1.50E-07 >XP_843162 proteophosphoglycan ppg4 [Leishmania major strain Friedlin].
Contig4429 Excavata-Leishmania_major_strain_Friedlin_gi72547036 9.30E-08 >XP_843163 proteophosphoglycan 5 [Leishmania major strain Friedlin].
Contig6117 Excavata-Malawimonas_californiana_tbMCL00000500_2 2.50E-17
Contig780 Excavata-Malawimonas_californiana_tbMCL00000518_2 3.90E-70
Contig3180 Excavata-Malawimonas_californiana_tbMCL00000595_2 8.10E-39
Contig918 Excavata-Malawimonas_californiana_tbMCL00000796_3 1.00E-38
Contig13063 Excavata-Malawimonas_californiana_tbMCL00000860_1 2.80E-26
Contig10307 Excavata-Malawimonas_californiana_tbMCL00001896_1 3.00E-12
Contig13025 Excavata-Malawimonas_jakobiformis_tbMJL00000395_3 2.40E-34
Contig5551 Excavata-Malawimonas_jakobiformis_tbMJL00000609_2 2.30E-38
Contig3332 Excavata-Malawimonas_jakobiformis_tbMJL00000662_2 1.30E-57
Contig3266 Excavata-Malawimonas_jakobiformis_tbMJL00001090_1 1.10E-06
Contig1074 Excavata-Malawimonas_jakobiformis_tbMJL00003546_3 9.60E-10
Contig10363 Excavata-Malawimonas_jakobiformis_tbMJL00004372_2 5.30E-15
Contig5748 Excavata-Naegleria_gruberi_strain_NEG_M_gi290972022 3.20E-14 >XP_002668763 predicted protein [Naegleria gruberi].
Contig13125 Excavata-Naegleria_gruberi_strain_NEG_M_gi290976838 3.80E-43 >XP_002671146 predicted protein [Naegleria gruberi].
Contig10369 Excavata-Naegleria_gruberi_strain_NEG_M_gi290984117 1.80E-06 >XP_002674774 homeodomain-containing protein [Naegleria gruberi].
Contig4240 Excavata-Naegleria_gruberi_strain_NEG_M_gi290984904 6.70E-41 >XP_002675166 predicted protein [Naegleria gruberi].
Contig13134 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986173 1.30E-31 >XP_002675799 predicted protein [Naegleria gruberi].
Contig5976 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986223 1.90E-06 >XP_002675824 predicted protein [Naegleria gruberi].
Contig13008 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986871 9.20E-39 >XP_002676147 kinesin-1 [Naegleria gruberi].
Contig6975 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987325 1.70E-12 >XP_002676373 RhoGEF domain-containing protein [Naegleria gruberi].
Contig1703 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987325 7.90E-13 >XP_002676373 RhoGEF domain-containing protein [Naegleria gruberi].
Contig2539 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987391 1.80E-59 >XP_002676406 predicted protein [Naegleria gruberi].
Contig2145 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987525 3.70E-12 >XP_002676473 predicted protein [Naegleria gruberi].
Contig5126 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987971 2.00E-16 >XP_002676695 predicted protein [Naegleria gruberi].
Contig7134 Excavata-Naegleria_gruberi_strain_NEG_M_gi290988348 3.00E-07 >XP_002676883 predicted protein [Naegleria gruberi].
Contig3320 Excavata-Naegleria_gruberi_strain_NEG_M_gi290991296 2.20E-13 >XP_002678271 predicted protein [Naegleria gruberi].
Contig8468 Excavata-Naegleria_gruberi_strain_NEG_M_gi290993454 3.20E-35 >XP_002679348 glycosyltransferase [Naegleria gruberi].
Contig3604 Excavata-Naegleria_gruberi_strain_NEG_M_gi290994753 6.40E-39 >XP_002679996 tRNA nucleotidyltransferase/poly(A) polymerase [Naegleria gruberi].
Contig5437 Excavata-Naegleria_gruberi_strain_NEG_M_gi290995322 2.20E-06 >XP_002680244 predicted protein [Naegleria gruberi].
Contig8384 Excavata-Naegleria_gruberi_strain_NEG_M_gi290996899 5.70E-06 >XP_002681019 predicted protein [Naegleria gruberi].
Contig12441 Excavata-Naegleria_gruberi_strain_NEG_M_gi290996899 3.90E-06 >XP_002681019 predicted protein [Naegleria gruberi].
Contig4788 Excavata-Naegleria_gruberi_strain_NEG_M_gi290997035 6.60E-15 >XP_002681087 silent information regulator family protein [Naegleria gruberi].
Contig764 Excavata-Naegleria_gruberi_strain_NEG_M_gi290997926 5.50E-11 >XP_002681532 predicted protein [Naegleria gruberi].
Contig420 Excavata-Naegleria_gruberi_strain_NEG_M_gi290997956 4.00E-23 >XP_002681547 hypothetical protein NAEGRDRAFT_46431 [Naegleria gruberi].
Contig9019 Excavata-Naegleria_gruberi_strain_NEG_M_gi290997997 5.50E-07 >XP_002681567 myosin [Naegleria gruberi].
Contig13164 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998213 3.00E-14 >XP_002681675 predicted protein [Naegleria gruberi].
Contig13563 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998796 1.40E-21 >XP_002681966 predicted protein [Naegleria gruberi].
Contig3811 Excavata-Naegleria_gruberi_strain_NEG_M_gi291000604 1.50E-30 >XP_002682869 ubiquitin-specific processing protease [Naegleria gruberi].
Contig2139 Excavata-Naegleria_gruberi_strain_NEG_M_gi291000927 1.20E-22 >XP_002683030 predicted protein [Naegleria gruberi].
Contig7239 Excavata-Naegleria_gruberi_strain_NEG_M_gi291001535 4.60E-18 >XP_002683334 N-acetyltransferase 5 [Naegleria gruberi].
Contig4287 Excavata-Reclinomonas_americana_tbRAL00001034_2 1.30E-53
Contig4592 Excavata-Reclinomonas_americana_tbRAL00001143_1 1.60E-17
Contig10421 Excavata-Reclinomonas_americana_tbRAL00001776_1 4.20E-10
Contig10895 Excavata-Reclinomonas_americana_tbRAL00002164_3 2.20E-12
Contig7827 Excavata-Reclinomonas_americana_tbRAL00002443_1 1.30E-06
Contig2842 Excavata-Reclinomonas_americana_tbRAL00003137_1 1.30E-13
Contig10657 Excavata-Reclinomonas_americana_tbRAL00003537_1 1.80E-25
Contig4506 Excavata-Reclinomonas_americana_tbRAL00003709_2 1.30E-09
Contig12026 Excavata-Reclinomonas_americana_tbRAL00003734_2 1.80E-07
Contig13552 Excavata-Reclinomonas_americana_tbRAL00003915_1 6.70E-20
Contig10247 Excavata-Reclinomonas_americana_tbRAL00006018_1 3.10E-25
Contig4352 Excavata-Reclinomonas_americana_tbRAL00006266_1 9.10E-31
Contig2219 Excavata-Reclinomonas_americana_tbRAL00006799_1 1.00E-11
Contig2941 Excavata-Reclinomonas_americana_tbRAL00006962_3 1.10E-15
Contig3062 Excavata-Sawyeria_marylandensis_tbSML00000554_1 4.80E-15
Contig10359 Excavata-Sawyeria_marylandensis_tbSML00001542_2 3.60E-23
Contig13218 Excavata-Sawyeria_marylandensis_tbSML00001542_2 2.30E-24
Contig10718 Excavata-Seculamonas_ecuadoriensis_tbSEL00000482_3 6.00E-45
Contig10501 Excavata-Stachyamoeba_lipophora_tbSLL00001158_2 4.40E-13
Contig11298 Excavata-Streblomastix_strix_tbSSL00001713_2 3.80E-07
Contig8560 Excavata-Trichomonas_vaginalis_G3_gi123402177 4.90E-10 >XP_001302003 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig10274 Excavata-Trichomonas_vaginalis_G3_gi123448854 2.40E-15 >XP_001313152 hypothetical protein [Trichomonas vaginalis G3].
Contig358 Excavata-Trichomonas_vaginalis_G3_gi123469906 1.00E-06 >XP_001318162 viral A-type inclusion protein [Trichomonas vaginalis G3].
Contig1334 Excavata-Trichomonas_vaginalis_G3_gi123472754 4.80E-06 >XP_001319569 viral A-type inclusion protein [Trichomonas vaginalis G3].
Contig3888 Excavata-Trichomonas_vaginalis_G3_gi123494360 3.20E-15 >XP_001326500 glycosyl transferase [Trichomonas vaginalis G3].
Contig3895 Excavata-Trichomonas_vaginalis_G3_gi123976106 4.30E-07 >XP_001330440 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig2967 Excavata-Trichomonas_vaginalis_G3_gi154415541 8.60E-11 >XP_001580795 hypothetical protein [Trichomonas vaginalis G3].
Contig3433 Excavata-Trimastix_pyriformis_tbTPL00000202_2 3.50E-20
Contig4038 Excavata-Trimastix_pyriformis_tbTPL00001311_1 2.60E-06
Contig9861 Excavata-Trimastix_pyriformis_tbTPL00001510_1 2.10E-23
Contig5404 Excavata-Trypanosoma_brucei_TREU927_gi71745028 1.20E-06 >XP_827144 ubiquitin-conjugating enzyme E2 [Trypanosoma brucei TREU927].
Contig10635 Excavata-Trypanosoma_brucei_TREU927_gi71748748 3.70E-06 >XP_823429 short-chain dehydrogenase [Trypanosoma brucei TREU927].
Contig12421 Excavata-Trypanosoma_brucei_TREU927_gi72391292 1.00E-31 >XP_845940 hypothetical protein [Trypanosoma brucei TREU927].
Contig9300 Excavata-Trypanosoma_brucei_TREU927_gi72391702 2.50E-09 >XP_846145 protein kinase [Trypanosoma brucei TREU927].
Contig13203 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi71405767 5.00E-06 >XP_805476 protein phosphatase 2C-like [Trypanosoma cruzi strain CL Brener].
Contig458 FibrobacteresAcidobacteria-Candidatus_Koribacter_versatilis_Ellin345_gi94967379 6.40E-14 >YP_589427 Alpha/beta hydrolase [Candidatus Koribacter versatilis Ellin345].
Contig208 Firmicutes-Acetivibrio_cellulolyticus_CD2_gi303238622 2.70E-08 >ZP_07325155 outer membrane adhesin like proteiin [Acetivibrio cellulolyticus CD2].
Contig3646 Firmicutes-Acetivibrio_cellulolyticus_CD2_gi303242104 7.50E-10 >ZP_07328595 ribonuclease III [Acetivibrio cellulolyticus CD2].
Contig4347 Firmicutes-Alicyclobacillus_acidocaldarius_LAA1_gi218290759 1.70E-27 >ZP_03494841 protein of unknown function DUF264 [Alicyclobacillus acidocaldarius LAA1].
Contig3667 Firmicutes-Anaerostipes_caccae_DSM_14662_gi167746099 5.40E-15 >ZP_02418226 hypothetical protein ANACAC_00795 [Anaerostipes caccae DSM 14662].
Contig1526 Firmicutes-Bacillus_cellulosilyticus_DSM_2522_gi317128870 2.30E-06 >YP_004095152 major facilitator superfamily MFS_1 [Bacillus cellulosilyticus DSM 2522].
Contig4015 Firmicutes-Bacillus_cereus_AH1271_gi229035303 4.90E-24 >ZP_04189217 hypothetical protein bcere0028_53020 [Bacillus cereus AH1271].
Contig7387 Firmicutes-Bacillus_cereus_E33L_gi52141078 4.80E-07 >YP_085751 spoVID-dependent spore coat assembly factor; FtsK/SpoIIIE family protein; surface protein [Bacillus cereus E33L].
Contig8333 Firmicutes-Bacillus_cereus_E33L_gi52143885 8.80E-55 >YP_082943 purine nucleoside phosphorylase [Bacillus cereus E33L].
Contig3089 Firmicutes-Bacillus_cereus_Rock3_44_gi229084249 1.30E-08 >ZP_04216532 2OG-Fe(II) oxygenase [Bacillus cereus Rock3-44].
Contig4517 Firmicutes-Bacillus_clausii_KSM_K16_gi56964483 3.30E-20 >YP_176214 pyruvate kinase [Bacillus clausii KSM-K16].
Contig444 Firmicutes-Bacillus_coahuilensis_m4_4_gi205373191 9.80E-39 >ZP_03225995 diguanylate cyclase/phosphodiesterase with PAS/PAC and GAF sensor(s) [Bacillus coahuilensis m4-4].
Contig10241 Firmicutes-Bacillus_coahuilensis_m4_4_gi205374402 2.50E-22 >ZP_03227199 hypothetical protein Bcoam_14911 [Bacillus coahuilensis m4-4].
Contig185 Firmicutes-Bacillus_pseudomycoides_DSM_12442_gi228994553 4.50E-22 >ZP_04154391 Nonribosomal peptide synthetase C [Bacillus pseudomycoides DSM 12442].
Contig3333 Firmicutes-Bacillus_thuringiensis_serovar_huazhongensis_BGSC_4BD1_gi228924084 3.80E-39 >ZP_04087360 Patatin [Bacillus thuringiensis serovar huazhongensis BGSC 4BD1].



Contig7373 Firmicutes-Blautia_hydrogenotrophica_DSM_10507_gi225575064 8.20E-10 >ZP_03783674 hypothetical protein RUMHYD_03153 [Blautia hydrogenotrophica DSM 10507].
Contig13096 Firmicutes-Caldicellulosiruptor_hydrothermalis_108_gi312127653 3.30E-08 >YP_003992527 uvrd/rep helicase [Caldicellulosiruptor hydrothermalis 108].
Contig3355 Firmicutes-Clostridium_asparagiforme_DSM_15981_gi225390041 6.80E-51 >ZP_03759765 hypothetical protein CLOSTASPAR_03791 [Clostridium asparagiforme DSM 15981].
Contig4261 Firmicutes-Clostridium_carboxidivorans_P7_gi296186316 8.70E-29 >ZP_06854720 membrane protein, putative [Clostridium carboxidivorans P7].
Contig5607 Firmicutes-Clostridium_cellulolyticum_H10_gi220930422 5.80E-27 >YP_002507331 DNA methylase N-4/N-6 domain protein [Clostridium cellulolyticum H10].
Contig4237 Firmicutes-Clostridium_lentocellum_DSM_5427_gi296441398 2.90E-22 >ZP_06883473 Conserved carboxylase region [Clostridium lentocellum DSM 5427].
Contig6693 Firmicutes-Clostridium_tetani_E88_gi28210190 4.10E-06 >NP_781134 DNA polymerase IV [Clostridium tetani E88].
Contig1916 Firmicutes-Clostridium_thermocellum_ATCC_27405_gi125973324 4.30E-11 >YP_001037234 PAS/PAC sensor hybrid histidine kinase [Clostridium thermocellum ATCC 27405].
Contig1435 Firmicutes-Desulfitobacterium_hafniense_Y51_gi89897587 5.10E-40 >YP_521074 hypothetical protein DSY4841 [Desulfitobacterium hafniense Y51].
Contig299 Firmicutes-Ethanoligenens_harbinense_YUAN_3_gi317132141 8.80E-48 >YP_004091455 dihydroorotate dehydrogenase family protein [Ethanoligenens harbinense YUAN-3].
Contig13161 Firmicutes-Eubacterium_cellulosolvens_6_gi313904997 1.50E-07 >ZP_07838368 hypothetical protein EubceDRAFT_1083 [Eubacterium cellulosolvens 6].
Contig4018 Firmicutes-Geobacillus_sp_C56_T3_gi297530008 4.30E-62 >YP_003671283 M6 family metalloprotease domain protein [Geobacillus sp. C56-T3].
Contig5359 Firmicutes-Geobacillus_sp_Y4_1MC1_gi312112065 3.70E-09 >YP_003990381 alcohol dehydrogenase GroES [Geobacillus sp. Y4.1MC1].
Contig12430 Firmicutes-Halanaerobium_sp_sapolanicus_gi312143707 1.10E-08 >YP_003995153 chromosome segregation protein SMC [Halanaerobium sp. 'sapolanicus'].
Contig8130 Firmicutes-Lactococcus_lactis_subsp_lactis_KF147_gi281490634 2.50E-14 >YP_003352614 glycosyltransferase [Lactococcus lactis subsp. lactis KF147].
Contig2763 Firmicutes-Lysinibacillus_sphaericus_C3_41_gi169825916 6.80E-28 >YP_001696074 putative multidrug export ATP-binding/permease [Lysinibacillus sphaericus C3-41].
Contig3951 Firmicutes-Paenibacillus_curdlanolyticus_YK9_gi304408106 2.40E-37 >ZP_07389756 conserved hypothetical protein [Paenibacillus curdlanolyticus YK9].
Contig5604 Firmicutes-Paenibacillus_larvae_subsp_larvae_BRL_230010_gi167463851 4.60E-08 >ZP_02328940 hypothetical protein Plarl_15039 [Paenibacillus larvae subsp. larvae BRL-230010].
Contig3880 Firmicutes-Paenibacillus_sp_JDR_2_gi251795460 3.90E-11 >YP_003010191 hypothetical protein Pjdr2_1430 [Paenibacillus sp. JDR-2].
Contig5582 Firmicutes-Paenibacillus_sp_JDR_2_gi251800190 1.10E-08 >YP_003014921 antifreeze protein type I [Paenibacillus sp. JDR-2].
Contig7792 Firmicutes-Paenibacillus_sp_Y412MC10_gi261409679 1.70E-11 >YP_003245920 ATP synthase F1 subunit alpha [Paenibacillus sp. Y412MC10].
Contig3479 Firmicutes-Streptococcus_pneumoniae_TIGR4_gi15901602 1.80E-06 >NP_346206 cell wall surface anchor family protein [Streptococcus pneumoniae TIGR4].
Contig5674 Firmicutes-Streptococcus_sanguinis_ATCC_49296_gi315613489 1.10E-09 >ZP_07888397 hemolysin [Streptococcus sanguinis ATCC 49296].
Contig30 Firmicutes-Thermaerobacter_marianensis_DSM_12885_gi317122140 7.80E-09 >YP_004102143 NADH:flavin oxidoreductase/NADH oxidase [Thermaerobacter marianensis DSM 12885].
Contig13398 Firmicutes-Veillonella_sp_6_1_27_gi294792868 8.90E-42 >ZP_06758015 pyruvate kinase [Veillonella sp. 6_1_27].
Contig13380 Fungi-Allomyces_macrogynus_tbAML00000155_1 3.10E-22
Contig3385 Fungi-Alternaria_brassicicola_jgiAB02640 1.20E-07
Contig7232 Fungi-Alternaria_brassicicola_jgiAB04130 3.10E-10
Contig8473 Fungi-Alternaria_brassicicola_jgiAB09590 2.00E-08
Contig4512 Fungi-Arthroderma_gypseum_CBS_118893_gi315043074 2.40E-19 >XP_003170913 aspartate aminotransferase [Arthroderma gypseum CBS 118893].
Contig10228 Fungi-Aspergillus_clavatus_NRRL_1_gi121701007 8.30E-19 >XP_001268768 GPI anchor biosynthesis protein Gwt1, putative [Aspergillus clavatus NRRL 1].
Contig4459 Fungi-Aspergillus_flavus_NRRL3357_gi238493968 4.70E-06 >XP_002378220 60S ribosomal protein L28 [Aspergillus flavus NRRL3357].
Contig13344 Fungi-Aspergillus_flavus_NRRL3357_gi238508228 3.70E-78 >XP_002385313 conserved hypothetical protein [Aspergillus flavus NRRL3357].
Contig6194 Fungi-Aspergillus_fumigatus_Af293_gi70989825 4.60E-10 >XP_749762 ubiquitin C-terminal hydrolase [Aspergillus fumigatus Af293].
Contig13716 Fungi-Aspergillus_niger_CBS_513_88_gi145239045 5.10E-41 >XP_001392169 methionyl-tRNA synthetase, cytoplasmic [Aspergillus niger CBS 513.88].
Contig762 Fungi-Aspergillus_niger_CBS_513_88_gi145245891 2.30E-17 >XP_001395200 hypothetical protein ANI_1_166104 [Aspergillus niger CBS 513.88].
Contig4269 Fungi-Aspergillus_niger_CBS_513_88_gi145256666 1.50E-14 >XP_001401478 cytokinesis protein sepH [Aspergillus niger CBS 513.88].
Contig9293 Fungi-Aspergillus_terreus_NIH2624_gi115389144 2.20E-24 >XP_001212077 sarcoplasmic/endoplasmic reticulum calcium ATPase 2 [Aspergillus terreus NIH2624].
Contig6720 Fungi-Batrachochytrium_dendrobatidis_jgi13524 1.60E-30
Contig3477 Fungi-Batrachochytrium_dendrobatidis_jgi13697 3.50E-34
Contig33 Fungi-Batrachochytrium_dendrobatidis_jgi19102 4.50E-07
Contig5066 Fungi-Batrachochytrium_dendrobatidis_jgi19446 4.00E-09
Contig1482 Fungi-Batrachochytrium_dendrobatidis_jgi20617 1.80E-69
Contig5175 Fungi-Batrachochytrium_dendrobatidis_jgi28762 2.50E-18
Contig5133 Fungi-Batrachochytrium_dendrobatidis_jgi7746 1.10E-07
Contig13049 Fungi-Batrachochytrium_dendrobatidis_jgi86832 5.80E-63
Contig6291 Fungi-Batrachochytrium_dendrobatidis_jgi88024 2.70E-09
Contig4132 Fungi-Batrachochytrium_dendrobatidis_jgi88631 8.30E-16
Contig3710 Fungi-Batrachochytrium_dendrobatidis_jgi89443 6.30E-09
Contig13106 Fungi-Batrachochytrium_dendrobatidis_jgi8973 5.70E-50
Contig13351 Fungi-Batrachochytrium_dendrobatidis_jgi9561 2.60E-113
Contig9376 Fungi-Batrachochytrium_dendrobatidis_tbBDL00000338_1 5.40E-13
Contig2589 Fungi-Batrachochytrium_dendrobatidis_tbBDL00002984_4 8.30E-07
Contig10272 Fungi-Batrachochytrium_dendrobatidis_tbBDL00002989_5 3.70E-15
Contig3496 Fungi-Batrachochytrium_dendrobatidis_tbBDL00004091_4 1.10E-100
Contig2356 Fungi-Batrachochytrium_dendrobatidis_tbBDL00004893_2 4.90E-14
Contig4834 Fungi-Botryotinia_fuckeliana_B05_10_gi154310142 2.80E-12 >XP_001554403 hypothetical protein BC1G_06991 [Botryotinia fuckeliana B05.10].
Contig2588 Fungi-Candida_albicans_SC5314_gi68473282 4.90E-19 >XP_719199 hypothetical protein CaO19.12963 [Candida albicans SC5314].
Contig616 Fungi-Candida_albicans_SC5314_gi68492016 4.10E-30 >XP_710215 hypothetical protein CaO19.3071 [Candida albicans SC5314].
Contig2144 Fungi-Candida_albicans_SC5314_gi68492200 1.10E-09 >XP_710120 likely vesicular transport factor Uso1p [Candida albicans SC5314].
Contig12778 Fungi-Candida_glabrata_CBS_138_gi50288585 9.80E-15 >XP_446722 hypothetical protein [Candida glabrata CBS 138].
Contig5661 Fungi-Chaetomium_globosum_CBS_148_51_gi116178754 1.10E-27 >XP_001219226 hypothetical protein CHGG_00005 [Chaetomium globosum CBS 148.51].
Contig12160 Fungi-Chaetomium_globosum_CBS_148_51_gi116202685 1.20E-08 >XP_001227154 hypothetical protein CHGG_09227 [Chaetomium globosum CBS 148.51].
Contig9392 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260940377 6.00E-06 >XP_002614488 conserved hypothetical protein [Clavispora lusitaniae ATCC 42720].
Contig13251 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260944728 2.10E-10 >XP_002616662 hypothetical protein CLUG_03903 [Clavispora lusitaniae ATCC 42720].
Contig6345 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi303317510 3.30E-07 >XP_003068757 calcineurin-like phosphoesterase, putative [Coccidioides posadasii C735 delta SOWgp].
Contig4582 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi303321544 2.20E-08 >XP_003070766 hypothetical protein CPC735_038850 [Coccidioides posadasii C735 delta SOWgp].
Contig6437 Fungi-Coprinopsis_cinerea_okayama7_130_gi299739857 3.60E-08 >XP_002910251 hypothetical protein CC1G_10965 [Coprinopsis cinerea okayama7#130].
Contig10614 Fungi-Coprinopsis_cinerea_okayama7_130_gi299740925 5.50E-45 >XP_001834099 citrate transporter [Coprinopsis cinerea okayama7#130].
Contig4105 Fungi-Coprinopsis_cinerea_okayama7_130_gi299744607 1.50E-20 >XP_001831141 bromodomain and PHD finger-containing protein 3 [Coprinopsis cinerea okayama7#130].
Contig6209 Fungi-Coprinopsis_cinerea_okayama7_130_gi299751839 2.30E-20 >XP_001830532 tRNA synthetase class II [Coprinopsis cinerea okayama7#130].
Contig1601 Fungi-Cryptococcus_neoformans_var_neoformans_JEC21_gi58260988 3.20E-16 >XP_567904 sulfide:quinone oxidoreductase mitochondrial precursor [Cryptococcus neoformans var. neoformans JEC21].
Contig6918 Fungi-Cryptococcus_neoformans_var_neoformans_JEC21_gi58268588 1.30E-09 >XP_571450 hydroxymethylglutaryl-CoA reductase (NADPH) [Cryptococcus neoformans var. neoformans JEC21].
Contig9461 Fungi-Debaryomyces_hansenii_CBS767_gi50405439 7.50E-07 >XP_456355 DEHA2A00484p [Debaryomyces hansenii CBS767].
Contig8289 Fungi-Gibberella_zeae_PH_1_gi46121877 1.50E-15 >XP_385492 hypothetical protein FG05316.1 [Gibberella zeae PH-1].
Contig435 Fungi-Heterobasidion_annosum_jgi33326 2.00E-09
Contig3200 Fungi-Heterobasidion_annosum_jgi65098 8.00E-09
Contig3675 Fungi-Kluyveromyces_lactis_NRRL_Y_1140_gi50307703 3.50E-08 >XP_453831 hypothetical protein [Kluyveromyces lactis NRRL Y-1140].
Contig12309 Fungi-Laccaria_bicolor_S238N_H82_gi170087202 3.70E-62 >XP_001874824 predicted protein [Laccaria bicolor S238N-H82].
Contig13333 Fungi-Laccaria_bicolor_S238N_H82_gi170094494 1.00E-12 >XP_001878468 predicted protein [Laccaria bicolor S238N-H82].
Contig8208 Fungi-Laccaria_bicolor_S238N_H82_gi170094961 5.40E-16 >XP_001878701 predicted protein [Laccaria bicolor S238N-H82].
Contig1702 Fungi-Laccaria_bicolor_S238N_H82_gi170097057 8.70E-13 >XP_001879748 predicted protein [Laccaria bicolor S238N-H82].
Contig12000 Fungi-Laccaria_bicolor_S238N_H82_gi170098937 3.60E-25 >XP_001880687 predicted protein [Laccaria bicolor S238N-H82].
Contig3371 Fungi-Laccaria_bicolor_S238N_H82_gi170103993 5.30E-12 >XP_001883211 predicted protein [Laccaria bicolor S238N-H82].
Contig10509 Fungi-Magnaporthe_oryzae_70_15_gi145603424 8.00E-07 >XP_369403 hypothetical protein [Magnaporthe oryzae 70-15].
Contig8243 Fungi-Magnaporthe_oryzae_70_15_gi145614558 1.10E-10 >XP_001413835 hypothetical protein MGG_11383 [Magnaporthe oryzae 70-15].
Contig673 Fungi-Magnaporthe_oryzae_70_15_gi39940186 7.00E-06 >XP_359630 hypothetical protein MGG_05147 [Magnaporthe oryzae 70-15].
Contig3428 Fungi-Malassezia_globosa_CBS_7966_gi164656146 5.80E-08 >XP_001729201 hypothetical protein MGL_3668 [Malassezia globosa CBS 7966].
Contig6886 Fungi-Malassezia_globosa_CBS_7966_gi164656887 6.10E-30 >XP_001729570 hypothetical protein MGL_3114 [Malassezia globosa CBS 7966].
Contig873 Fungi-Malassezia_globosa_CBS_7966_gi164660788 2.90E-28 >XP_001731517 hypothetical protein MGL_1700 [Malassezia globosa CBS 7966].
Contig3215 Fungi-Malassezia_globosa_CBS_7966_gi164661111 4.60E-30 >XP_001731678 hypothetical protein MGL_0946 [Malassezia globosa CBS 7966].
Contig13441 Fungi-Melampsora_laricis_populina_jgi115680 3.80E-13
Contig8284 Fungi-Melampsora_laricis_populina_jgi33290 3.10E-32
Contig581 Fungi-Melampsora_laricis_populina_jgi39801 2.10E-06
Contig5123 Fungi-Melampsora_laricis_populina_jgi79007 2.40E-06
Contig5087 Fungi-Moniliophthora_perniciosa_FA553_gi238596070 1.30E-11 >XP_002393952 hypothetical protein MPER_06233 [Moniliophthora perniciosa FA553].
Contig6247 Fungi-Mortierella_verticillata_tbMAL00000250_3 6.30E-08
Contig10625 Fungi-Mortierella_verticillata_tbMAL00000283_2 5.40E-11
Contig10888 Fungi-Mortierella_verticillata_tbMAL00001655_2 1.60E-14
Contig10971 Fungi-Mucor_circinelloides_jgi14470 1.40E-11
Contig13330 Fungi-Mucor_circinelloides_jgi35230 3.30E-22
Contig10503 Fungi-Mucor_circinelloides_jgi47716 9.80E-95
Contig1709 Fungi-Mucor_circinelloides_jgi76850 3.50E-09
Contig7462 Fungi-Mucor_circinelloides_jgi77714 8.60E-07
Contig3185 Fungi-Mucor_circinelloides_jgi81283 8.10E-19
Contig2556 Fungi-Mucor_circinelloides_jgi81909 2.40E-12
Contig5119 Fungi-Mucor_circinelloides_jgi85844 1.40E-07
Contig3659 Fungi-Mucor_circinelloides_jgi87640 2.40E-13
Contig4104 Fungi-Mucor_circinelloides_jgi90435 5.20E-36
Contig13109 Fungi-Mucor_circinelloides_jgi92495 1.40E-239
Contig8959 Fungi-Mycosphaerella_graminicola_jgi108516 2.30E-08
Contig6268 Fungi-Mycosphaerella_graminicola_jgi40326 1.20E-22
Contig4267 Fungi-Nectria_haematococca_mpVI_77_13_4_gi302880769 4.60E-10 >XP_003039317 hypothetical protein NECHADRAFT_89327 [Nectria haematococca mpVI 77-13-4].
Contig1560 Fungi-Nectria_haematococca_mpVI_77_13_4_gi302900153 2.10E-06 >XP_003048205 predicted protein [Nectria haematococca mpVI 77-13-4].
Contig6700 Fungi-Neurospora_crassa_OR74A_gi85091002 3.80E-26 >XP_958689 ATP-binding cassette sub-family F member 2 [Neurospora crassa OR74A].
Contig13880 Fungi-Neurospora_crassa_OR74A_gi85109237 1.50E-11 >XP_962820 ribonucleoside-diphosphate reductase M2 subunit [Neurospora crassa OR74A].
Contig10407 Fungi-Neurospora_tetrasperma_jgi114084 6.80E-08
Contig13213 Fungi-Paracoccidioides_brasiliensis_Pb01_gi295668481 5.80E-66 >XP_002794789 peptidyl-prolyl cis-trans isomerase D [Paracoccidioides brasiliensis Pb01].
Contig4913 Fungi-Paracoccidioides_brasiliensis_Pb01_gi295669999 2.20E-06 >XP_002795547 conserved hypothetical protein [Paracoccidioides brasiliensis Pb01].
Contig1225 Fungi-Phaeosphaeria_nodorum_SN15_gi169595122 1.70E-13 >XP_001790985 hypothetical protein SNOG_00295 [Phaeosphaeria nodorum SN15].
Contig12303 Fungi-Phanerochaete_chrysosporium_jgi136924 5.60E-42
Contig12857 Fungi-Phanerochaete_chrysosporium_jgi137590 8.20E-18
Contig10482 Fungi-Phanerochaete_chrysosporium_jgi36921 1.60E-44
Contig6023 Fungi-Phycomyces_blakesleeanus_jgi20776 4.80E-27
Contig3565 Fungi-Phycomyces_blakesleeanus_jgi25057 6.10E-17
Contig4242 Fungi-Phycomyces_blakesleeanus_jgi26296 1.90E-17
Contig7395 Fungi-Phycomyces_blakesleeanus_jgi26955 4.30E-46
Contig13408 Fungi-Phycomyces_blakesleeanus_jgi28952 2.70E-93
Contig787 Fungi-Phycomyces_blakesleeanus_jgi73506 4.30E-85
Contig13245 Fungi-Phycomyces_blakesleeanus_jgi76189 4.60E-11
Contig13153 Fungi-Phycomyces_blakesleeanus_jgi77472 1.80E-51
Contig4127 Fungi-Phycomyces_blakesleeanus_jgi79818 1.00E-06
Contig3290 Fungi-Phycomyces_blakesleeanus_jgi80524 1.40E-16
Contig1549 Fungi-Postia_placenta_Mad_698_R_gi242211708 2.50E-17 >XP_002471691 predicted protein [Postia placenta Mad-698-R].
Contig8376 Fungi-Postia_placenta_Mad_698_R_gi242215586 2.60E-08 >XP_002473607 predicted protein [Postia placenta Mad-698-R].
Contig4184 Fungi-Postia_placenta_Mad_698_R_gi242221851 9.40E-08 >XP_002476665 predicted protein [Postia placenta Mad-698-R].
Contig2027 Fungi-Pyrenophora_tritici_repentis_Pt_1C_BFP_gi189201912 4.80E-19 >XP_001937292 coatomer subunit gamma [Pyrenophora tritici-repentis Pt-1C-BFP].
Contig4593 Fungi-Pyrenophora_tritici_repentis_Pt_1C_BFP_gi189206099 6.40E-14 >XP_001939384 plasma membrane calcium-transporting ATPase 3 [Pyrenophora tritici-repentis Pt-1C-BFP].
Contig13364 Fungi-Rhizopus_oryzae_tbROL00001195_4 3.30E-78
Contig3653 Fungi-Rhizopus_oryzae_tbROL00002109_2 2.70E-09
Contig6322 Fungi-Rhizopus_oryzae_tbROL00004207_3 6.10E-07
Contig298 Fungi-Saccharomyces_cerevisiae_S288c_gi6325268 7.90E-09 >NP_015336 hypothetical protein YPR011C [Saccharomyces cerevisiae S288c].
Contig5297 Fungi-Schizophyllum_commune_H4_8_gi302680599 5.70E-23 >XP_003029981 hypothetical protein SCHCODRAFT_235776 [Schizophyllum commune H4-8].
Contig5327 Fungi-Schizophyllum_commune_H4_8_gi302685544 1.20E-10 >XP_003032452 C-terminal kinesin [Schizophyllum commune H4-8].
Contig2573 Fungi-Schizophyllum_commune_H4_8_gi302687082 1.20E-20 >XP_003033221 hypothetical protein SCHCODRAFT_107830 [Schizophyllum commune H4-8].
Contig5280 Fungi-Schizophyllum_commune_H4_8_gi302695191 1.50E-29 >XP_003037274 hypothetical protein SCHCODRAFT_64424 [Schizophyllum commune H4-8].
Contig1530 Fungi-Schizosaccharomyces_japonicus_yFS275_gi213402791 3.40E-09 >XP_002172168 SNARE Ykt6 [Schizosaccharomyces japonicus yFS275].
Contig179 Fungi-Schizosaccharomyces_japonicus_yFS275_gi213406946 3.20E-59 >XP_002174244 ATP-dependent RNA helicase DHX8 [Schizosaccharomyces japonicus yFS275].
Contig1960 Fungi-Schizosaccharomyces_pombe_972h_gi19075436 4.60E-23 >NP_587936 translation release factor eRF1 family protein [Schizosaccharomyces pombe 972h-].
Contig4362 Fungi-Schizosaccharomyces_pombe_972h_gi19075691 1.30E-15 >NP_588191 Jmj4 protein [Schizosaccharomyces pombe 972h-].
Contig10779 Fungi-Schizosaccharomyces_pombe_972h_gi19112396 6.80E-11 >NP_595604 WD repeat protein Prp5 [Schizosaccharomyces pombe 972h-].
Contig12879 Fungi-Schizosaccharomyces_pombe_972h_gi19112865 4.20E-14 >NP_596073 rRNA processing protein Mis3 [Schizosaccharomyces pombe 972h-].
Contig10371 Fungi-Schizosaccharomyces_pombe_972h_gi19114165 5.10E-18 >NP_593253 ATP-dependent RNA helicase Prp22 [Schizosaccharomyces pombe 972h-].
Contig324 Fungi-Schizosaccharomyces_pombe_972h_gi19114394 8.80E-42 >NP_593482 exonuclease II Exo2 [Schizosaccharomyces pombe 972h-].
Contig11937 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi156050805 3.10E-07 >XP_001591364 hypothetical protein SS1G_07990 [Sclerotinia sclerotiorum 1980].
Contig2081 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi156057447 4.10E-36 >XP_001594647 conserved hypothetical protein [Sclerotinia sclerotiorum 1980].
Contig8467 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi156062300 1.50E-36 >XP_001597072 hypothetical protein SS1G_01266 [Sclerotinia sclerotiorum 1980].
Contig8150 Fungi-Spizellomyces_punctatus_tbSPL00000838_1 5.20E-44
Contig997 Fungi-Spizellomyces_punctatus_tbSPL00001029_2 3.60E-11
Contig13401 Fungi-Spizellomyces_punctatus_tbSPL00001302_2 6.50E-34
Contig1176 Fungi-Spizellomyces_punctatus_tbSPL00001805_1 4.60E-23
Contig4742 Fungi-Spizellomyces_punctatus_tbSPL00002110_3 2.10E-18
Contig5719 Fungi-Sporobolomyces_roseus_jgi1029 4.80E-13
Contig8121 Fungi-Sporobolomyces_roseus_jgi14918 1.00E-09
Contig13519 Fungi-Sporobolomyces_roseus_jgi31787 1.50E-16
Contig4035 Fungi-Sporobolomyces_roseus_jgi3656 2.10E-11
Contig13811 Fungi-Sporobolomyces_roseus_jgi7732 3.10E-11
Contig740 Fungi-Sporobolomyces_roseus_jgi9449 7.40E-20
Contig2424 Fungi-Sporobolomyces_roseus_jgi9449 7.20E-07
Contig907 Fungi-Sporotrichum_thermophile_jgi18755 3.80E-08
Contig1667 Fungi-Sporotrichum_thermophile_jgi65645 2.00E-35
Contig6476 Fungi-Sporotrichum_thermophile_jgi71034 6.50E-17
Contig1980 Fungi-Sporotrichum_thermophile_jgi81546 7.00E-06
Contig9645 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242761183 7.60E-12 >XP_002340131 G-protein beta WD-40 repeats containing protein, putative [Talaromyces stipitatus ATCC 10500].
Contig13039 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242770731 1.40E-129 >XP_002342039 conserved hypothetical protein [Talaromyces stipitatus ATCC 10500].
Contig744 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242783554 1.20E-06 >XP_002480210 NADH-cytochrome b5 reductase [Talaromyces stipitatus ATCC 10500].
Contig8860 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242804736 1.10E-07 >XP_002484436 wd40 protein, putative [Talaromyces stipitatus ATCC 10500].
Contig5932 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242816729 6.70E-14 >XP_002486804 WD-repeat protein, putative [Talaromyces stipitatus ATCC 10500].
Contig4273 Fungi-Tremella_mesenterica_jgi30206 4.20E-08
Contig5287 Fungi-Tremella_mesenterica_jgi44568 1.90E-13
Contig4647 Fungi-Tremella_mesenterica_jgi63092 1.10E-80
Contig7185 Fungi-Trichoderma_atroviride_jgi133538 2.10E-29
Contig6388 Fungi-Trichoderma_atroviride_jgi43400 3.20E-08
Contig4648 Fungi-Trichophyton_verrucosum_HKI_0517_gi302662164 4.10E-24 >XP_003022740 hypothetical protein TRV_03122 [Trichophyton verrucosum HKI 0517].
Contig13412 Fungi-Tuber_melanosporum_Mel28_gi296411493 3.90E-32 >XP_002835465 hypothetical protein [Tuber melanosporum Mel28].
Contig1287 Fungi-Tuber_melanosporum_Mel28_gi296417264 3.40E-16 >XP_002838278 hypothetical protein [Tuber melanosporum Mel28].
Contig1525 Fungi-Uncinocarpus_reesii_1704_gi258566337 4.90E-18 >XP_002583913 ras-GAP protein [Uncinocarpus reesii 1704].
Contig125 Fungi-Ustilago_maydis_521_gi71003067 9.30E-14 >XP_756214 hypothetical protein UM00067.1 [Ustilago maydis 521].
Contig13195 Fungi-Ustilago_maydis_521_gi71023279 1.00E-26 >XP_761869 hypothetical protein UM05722.1 [Ustilago maydis 521].
Contig10840 Fungi-Ustilago_maydis_521_gi71024133 5.00E-18 >XP_762296 hypothetical protein UM06149.1 [Ustilago maydis 521].
Contig3361 Fungi-Vanderwaltozyma_polyspora_DSM_70294_gi156847206 5.40E-22 >XP_001646488 hypothetical protein Kpol_1048p61 [Vanderwaltozyma polyspora DSM 70294].
Contig3959 Fungi-Verticillium_albo_atrum_VaMs_102_gi302405727 4.70E-06 >XP_003000700 keratin-associated protein 10-2 [Verticillium albo-atrum VaMs.102].
Contig13103 Fungi-Verticillium_albo_atrum_VaMs_102_gi302419317 4.90E-10 >XP_003007489 ubiquitin-conjugating enzyme [Verticillium albo-atrum VaMs.102].
Contig5571 Fungi-Yarrowia_lipolytica_CLIB122_gi50551983 2.10E-10 >XP_503466 YALI0E02618p [Yarrowia lipolytica].
Contig12727 Fungi-Yarrowia_lipolytica_CLIB122_gi50555027 2.20E-07 >XP_504922 YALI0F02849p [Yarrowia lipolytica].
Contig4005 Fusobacteria-Fusobacterium_sp_D12_gi317060359 5.80E-06 >ZP_07924844 predicted protein [Fusobacterium sp. D12].
Contig10731 Gemmatimonadetes-Gemmatimonas_aurantiaca_T_27_gi226228569 1.40E-06 >YP_002762675 hypothetical protein GAU_3163 [Gemmatimonas aurantiaca T-27].
Contig11985 Gemmatimonadetes-Gemmatimonas_aurantiaca_T_27_gi226228714 4.60E-38 >YP_002762820 peptidase M28D family protein [Gemmatimonas aurantiaca T-27].
Contig4469 Gemmatimonadetes-Gemmatimonas_aurantiaca_T_27_gi226228753 2.40E-32 >YP_002762859 D-aminopeptidase [Gemmatimonas aurantiaca T-27].
Contig690 Glaucophyta-Cyanophora_paradoxa_dxContig406_3 1.10E-20
Contig1145 Glaucophyta-Cyanophora_paradoxa_dxContig488_1 1.30E-09
Contig6494 Glaucophyta-Cyanophora_paradoxa_dxContig510_2 2.50E-58
Contig5729 Glaucophyta-Cyanophora_paradoxa_dxContig735_3 6.90E-10
Contig9189 Glaucophyta-Cyanophora_paradoxa_dxUIcontig551_5 1.70E-44
Contig8615 Glaucophyta-Cyanophora_paradoxa_dxUIcontig563_6 6.70E-19
Contig13370 Glaucophyta-Cyanophora_paradoxa_dxUIcontig89_5 1.40E-30
Contig13078 Glaucophyta-Cyanophora_paradoxa_tbCDL00001446_2 3.00E-15
Contig836 Glaucophyta-Cyanophora_paradoxa_tbCPL00000050_3 7.40E-09
Contig13420 Glaucophyta-Cyanophora_paradoxa_tbCPL00000711_2 4.80E-10
Contig2106 Glaucophyta-Cyanophora_paradoxa_tbCPL00000854_3 2.90E-52
Contig12995 Glaucophyta-Glaucocystis_nostochinearum_esContig668_1 1.30E-33
Contig3406 Glaucophyta-Glaucocystis_nostochinearum_esgi106803870_3 4.60E-07 >EC122247 GNE00013272 Normalized (1-4 kb) Glaucocystis nostochinearum cDNA, mRNA sequence.
Contig10321 Glaucophyta-Glaucocystis_nostochinearum_esgi106805960_1 2.30E-10 >EC124337 GNE00011503 Normalized (1-4 kb) Glaucocystis nostochinearum cDNA, mRNA sequence.
Contig3934 Haptophyceae-Emiliania_huxleyi_jgi100688 2.40E-09
Contig1735 Haptophyceae-Emiliania_huxleyi_jgi100722 1.10E-34
Contig2229 Haptophyceae-Emiliania_huxleyi_jgi102464 6.90E-08
Contig4335 Haptophyceae-Emiliania_huxleyi_jgi102900 1.40E-17
Contig13393 Haptophyceae-Emiliania_huxleyi_jgi104274 3.40E-106
Contig1895 Haptophyceae-Emiliania_huxleyi_jgi104418 4.60E-17
Contig3373 Haptophyceae-Emiliania_huxleyi_jgi108460 5.00E-83
Contig10781 Haptophyceae-Emiliania_huxleyi_jgi111422 1.20E-15
Contig1985 Haptophyceae-Emiliania_huxleyi_jgi112129 1.40E-23
Contig6926 Haptophyceae-Emiliania_huxleyi_jgi118118 3.20E-06
Contig8458 Haptophyceae-Emiliania_huxleyi_jgi118282 1.70E-35
Contig1178 Haptophyceae-Emiliania_huxleyi_jgi124186 2.10E-19
Contig1642 Haptophyceae-Emiliania_huxleyi_jgi124411 1.90E-11
Contig5700 Haptophyceae-Emiliania_huxleyi_jgi195267 2.10E-08



Contig13724 Haptophyceae-Emiliania_huxleyi_jgi199401 6.10E-08
Contig4710 Haptophyceae-Emiliania_huxleyi_jgi200602 3.70E-26
Contig1496 Haptophyceae-Emiliania_huxleyi_jgi200602 1.30E-20
Contig13474 Haptophyceae-Emiliania_huxleyi_jgi204268 5.60E-18
Contig6817 Haptophyceae-Emiliania_huxleyi_jgi207406 3.20E-32
Contig2563 Haptophyceae-Emiliania_huxleyi_jgi207508 2.60E-06
Contig4925 Haptophyceae-Emiliania_huxleyi_jgi210416 2.10E-13
Contig8998 Haptophyceae-Emiliania_huxleyi_jgi210416 1.10E-11
Contig13227 Haptophyceae-Emiliania_huxleyi_jgi213291 5.40E-19
Contig12242 Haptophyceae-Emiliania_huxleyi_jgi214702 1.90E-24
Contig12329 Haptophyceae-Emiliania_huxleyi_jgi214702 2.00E-09
Contig2297 Haptophyceae-Emiliania_huxleyi_jgi220026 8.80E-09
Contig3609 Haptophyceae-Emiliania_huxleyi_jgi222774 2.10E-13
Contig4324 Haptophyceae-Emiliania_huxleyi_jgi222774 9.60E-11
Contig13043 Haptophyceae-Emiliania_huxleyi_jgi224757 2.30E-09
Contig10531 Haptophyceae-Emiliania_huxleyi_jgi237418 4.30E-07
Contig3434 Haptophyceae-Emiliania_huxleyi_jgi241967 3.80E-09
Contig13694 Haptophyceae-Emiliania_huxleyi_jgi242430 2.10E-06
Contig3318 Haptophyceae-Emiliania_huxleyi_jgi244377 5.30E-10
Contig4136 Haptophyceae-Emiliania_huxleyi_jgi247461 4.50E-22
Contig204 Haptophyceae-Emiliania_huxleyi_jgi313041 4.10E-09
Contig8641 Haptophyceae-Emiliania_huxleyi_jgi351360 8.30E-14
Contig7480 Haptophyceae-Emiliania_huxleyi_jgi351844 5.90E-12
Contig8934 Haptophyceae-Emiliania_huxleyi_jgi356074 7.60E-11
Contig4447 Haptophyceae-Emiliania_huxleyi_jgi356689 1.70E-25
Contig7198 Haptophyceae-Emiliania_huxleyi_jgi356689 9.00E-29
Contig7293 Haptophyceae-Emiliania_huxleyi_jgi356689 1.40E-12
Contig7306 Haptophyceae-Emiliania_huxleyi_jgi356689 7.90E-29
Contig8358 Haptophyceae-Emiliania_huxleyi_jgi356689 4.00E-19
Contig10761 Haptophyceae-Emiliania_huxleyi_jgi356689 9.30E-13
Contig11277 Haptophyceae-Emiliania_huxleyi_jgi356689 4.40E-17
Contig11914 Haptophyceae-Emiliania_huxleyi_jgi356689 8.20E-13
Contig11297 Haptophyceae-Emiliania_huxleyi_jgi356758 1.10E-18
Contig14020 Haptophyceae-Emiliania_huxleyi_jgi356758 4.40E-18
Contig8417 Haptophyceae-Emiliania_huxleyi_jgi358314 4.00E-17
Contig13810 Haptophyceae-Emiliania_huxleyi_jgi358503 1.30E-06
Contig2037 Haptophyceae-Emiliania_huxleyi_jgi361041 7.60E-06
Contig4170 Haptophyceae-Emiliania_huxleyi_jgi361233 1.60E-17
Contig7372 Haptophyceae-Emiliania_huxleyi_jgi364913 5.10E-12
Contig8803 Haptophyceae-Emiliania_huxleyi_jgi364913 6.50E-17
Contig8870 Haptophyceae-Emiliania_huxleyi_jgi364913 1.20E-09
Contig9518 Haptophyceae-Emiliania_huxleyi_jgi364913 4.70E-16
Contig9571 Haptophyceae-Emiliania_huxleyi_jgi364913 8.80E-14
Contig9593 Haptophyceae-Emiliania_huxleyi_jgi364913 1.00E-07
Contig12949 Haptophyceae-Emiliania_huxleyi_jgi364913 1.50E-08
Contig5336 Haptophyceae-Emiliania_huxleyi_jgi366332 1.50E-11
Contig7280 Haptophyceae-Emiliania_huxleyi_jgi372672 6.50E-24
Contig7287 Haptophyceae-Emiliania_huxleyi_jgi372672 6.90E-11
Contig9126 Haptophyceae-Emiliania_huxleyi_jgi372672 1.90E-08
Contig13786 Haptophyceae-Emiliania_huxleyi_jgi372672 9.80E-20
Contig4210 Haptophyceae-Emiliania_huxleyi_jgi41953 6.30E-22
Contig4300 Haptophyceae-Emiliania_huxleyi_jgi41953 3.40E-25
Contig4433 Haptophyceae-Emiliania_huxleyi_jgi41953 2.00E-08
Contig7175 Haptophyceae-Emiliania_huxleyi_jgi421392 4.50E-56
Contig5939 Haptophyceae-Emiliania_huxleyi_jgi424086 1.90E-25
Contig9026 Haptophyceae-Emiliania_huxleyi_jgi432045 5.70E-07
Contig9543 Haptophyceae-Emiliania_huxleyi_jgi432045 1.70E-07
Contig3803 Haptophyceae-Emiliania_huxleyi_jgi43210 2.00E-43
Contig3405 Haptophyceae-Emiliania_huxleyi_jgi432546 2.40E-39
Contig4137 Haptophyceae-Emiliania_huxleyi_jgi434204 2.00E-54
Contig699 Haptophyceae-Emiliania_huxleyi_jgi434204 1.10E-20
Contig2341 Haptophyceae-Emiliania_huxleyi_jgi436719 3.10E-06
Contig10410 Haptophyceae-Emiliania_huxleyi_jgi437477 2.30E-10
Contig8517 Haptophyceae-Emiliania_huxleyi_jgi438208 1.60E-10
Contig3538 Haptophyceae-Emiliania_huxleyi_jgi438457 1.20E-58
Contig5242 Haptophyceae-Emiliania_huxleyi_jgi440893 3.80E-33
Contig92 Haptophyceae-Emiliania_huxleyi_jgi442382 1.40E-18
Contig4054 Haptophyceae-Emiliania_huxleyi_jgi445503 2.70E-68
Contig1645 Haptophyceae-Emiliania_huxleyi_jgi445914 4.20E-15
Contig5421 Haptophyceae-Emiliania_huxleyi_jgi446972 1.20E-19
Contig1902 Haptophyceae-Emiliania_huxleyi_jgi450594 3.30E-55
Contig8732 Haptophyceae-Emiliania_huxleyi_jgi450620 7.60E-09
Contig404 Haptophyceae-Emiliania_huxleyi_jgi450856 2.00E-14
Contig8250 Haptophyceae-Emiliania_huxleyi_jgi450856 1.20E-19
Contig1562 Haptophyceae-Emiliania_huxleyi_jgi450856 9.70E-13
Contig543 Haptophyceae-Emiliania_huxleyi_jgi453141 7.30E-19
Contig138 Haptophyceae-Emiliania_huxleyi_jgi454241 1.20E-11
Contig7269 Haptophyceae-Emiliania_huxleyi_jgi455798 2.00E-09
Contig6598 Haptophyceae-Emiliania_huxleyi_jgi460698 7.90E-07
Contig6430 Haptophyceae-Emiliania_huxleyi_jgi462184 4.80E-13
Contig20 Haptophyceae-Emiliania_huxleyi_jgi462617 6.50E-08
Contig1498 Haptophyceae-Emiliania_huxleyi_jgi463290 2.00E-06
Contig4994 Haptophyceae-Emiliania_huxleyi_jgi463352 1.60E-12
Contig10481 Haptophyceae-Emiliania_huxleyi_jgi465509 4.50E-177
Contig10574 Haptophyceae-Emiliania_huxleyi_jgi466965 5.40E-63
Contig5431 Haptophyceae-Emiliania_huxleyi_jgi467500 3.40E-22
Contig2948 Haptophyceae-Emiliania_huxleyi_jgi467585 3.80E-09
Contig6964 Haptophyceae-Emiliania_huxleyi_jgi52888 1.50E-21
Contig4977 Haptophyceae-Emiliania_huxleyi_jgi55541 8.30E-11
Contig3694 Haptophyceae-Emiliania_huxleyi_jgi69501 3.00E-66
Contig10335 Haptophyceae-Emiliania_huxleyi_jgi70317 2.40E-10
Contig705 Haptophyceae-Emiliania_huxleyi_jgi73141 1.00E-41
Contig3573 Haptophyceae-Emiliania_huxleyi_jgi97291 9.00E-09
Contig13189 Haptophyceae-Isochrysis_galbana_tbISL00001364_3 2.00E-42
Contig255 Haptophyceae-Isochrysis_galbana_tbISL00002500_1 8.30E-32
Contig11999 Haptophyceae-Pavlova_lutheri_tbPLL00000864_2 1.50E-18
Contig3685 Haptophyceae-Pavlova_lutheri_tbPLL00000888_6 8.60E-07
Contig3252 Haptophyceae-Pavlova_lutheri_tbPLL00001552_1 5.70E-18
Contig10214 Haptophyceae-Pavlova_lutheri_tbPLL00001717_2 1.40E-17
Contig12906 Haptophyceae-Pavlova_lutheri_tbPLL00002675_3 8.30E-11
Contig13020 Metazoa-Acyrthosiphon_pisum_gi193610711 1.80E-31 >XP_001950676 PREDICTED: similar to euchromatic histone-lysine N-methyltransferase 1a [Acyrthosiphon pisum].
Contig5672 Metazoa-Acyrthosiphon_pisum_gi193610781 1.70E-15 >XP_001947842 PREDICTED: similar to nuclear matrix protein [Acyrthosiphon pisum].
Contig3722 Metazoa-Acyrthosiphon_pisum_gi193624992 9.40E-33 >XP_001948661 PREDICTED: similar to ATP-dependent bile acid permease [Acyrthosiphon pisum].
Contig6267 Metazoa-Acyrthosiphon_pisum_gi193688400 7.00E-41 >XP_001950489 PREDICTED: similar to ubiquitin-protein ligase [Acyrthosiphon pisum].
Contig13537 Metazoa-Acyrthosiphon_pisum_gi193695286 4.10E-26 >XP_001949277 PREDICTED: similar to Phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN (Phosphatase and tensin homolog) (Mutated in multiple advanced cancers 1) [Acyrthosiphon pisum].
Contig9074 Metazoa-Aedes_aegypti_gi157105290 2.60E-11 >XP_001648803 RNA-binding protein lin-28 [Aedes aegypti].
Contig10530 Metazoa-Aedes_aegypti_gi157106769 1.40E-26 >XP_001649474 ankyrin 2,3/unc44 [Aedes aegypti].
Contig10563 Metazoa-Aedes_aegypti_gi157106769 4.80E-18 >XP_001649474 ankyrin 2,3/unc44 [Aedes aegypti].
Contig7426 Metazoa-Aedes_aegypti_gi157114762 2.10E-19 >XP_001652409 protein kinase c [Aedes aegypti].
Contig7490 Metazoa-Aedes_aegypti_gi157115364 3.00E-77 >XP_001652573 ATP-dependent RNA helicase [Aedes aegypti].
Contig6238 Metazoa-Aedes_aegypti_gi157129336 9.50E-25 >XP_001655375 DEAD box ATP-dependent RNA helicase [Aedes aegypti].
Contig9367 Metazoa-Aedes_aegypti_gi157169489 1.00E-16 >XP_001657864 S-formylglutathione hydrolase, putative [Aedes aegypti].
Contig2771 Metazoa-Ailuropoda_melanoleuca_gi301756585 8.20E-23 >XP_002914162 PREDICTED: adenosine deaminase CECR1-like [Ailuropoda melanoleuca].
Contig3271 Metazoa-Ailuropoda_melanoleuca_gi301756865 1.20E-07 >XP_002914280 PREDICTED: death-associated protein kinase 2-like [Ailuropoda melanoleuca].
Contig10435 Metazoa-Ailuropoda_melanoleuca_gi301758366 3.20E-19 >XP_002915034 PREDICTED: structural maintenance of chromosomes protein 6-like [Ailuropoda melanoleuca].
Contig2014 Metazoa-Ailuropoda_melanoleuca_gi301775390 2.10E-41 >XP_002923115 PREDICTED: ATP-dependent RNA helicase DDX1-like [Ailuropoda melanoleuca].
Contig7289 Metazoa-Ailuropoda_melanoleuca_gi301782403 1.30E-43 >XP_002926616 PREDICTED: pyridine nucleotide-disulfide oxidoreductase domain-containing protein 1-like [Ailuropoda melanoleuca].
Contig10459 Metazoa-Ailuropoda_melanoleuca_gi301789889 1.20E-68 >XP_002930354 PREDICTED: Werner syndrome ATP-dependent helicase-like, partial [Ailuropoda melanoleuca].
Contig11293 Metazoa-Amphimedon_queenslandica_jgiAqu1203186 2.70E-12
Contig11329 Metazoa-Amphimedon_queenslandica_jgiAqu1203186 7.30E-11
Contig635 Metazoa-Amphimedon_queenslandica_jgiAqu1203733 6.90E-12
Contig4608 Metazoa-Amphimedon_queenslandica_jgiAqu1203825 1.10E-22
Contig7204 Metazoa-Amphimedon_queenslandica_jgiAqu1203825 3.40E-16
Contig53 Metazoa-Amphimedon_queenslandica_jgiAqu1204616 4.90E-141
Contig5369 Metazoa-Amphimedon_queenslandica_jgiAqu1205919 1.70E-11
Contig8175 Metazoa-Amphimedon_queenslandica_jgiAqu1207421 3.50E-26
Contig5448 Metazoa-Amphimedon_queenslandica_jgiAqu1207860 9.50E-13
Contig4734 Metazoa-Amphimedon_queenslandica_jgiAqu1209274 6.10E-07
Contig3920 Metazoa-Amphimedon_queenslandica_jgiAqu1211851 3.30E-14
Contig7234 Metazoa-Amphimedon_queenslandica_jgiAqu1211851 1.30E-09
Contig7487 Metazoa-Amphimedon_queenslandica_jgiAqu1211851 4.70E-09
Contig13534 Metazoa-Amphimedon_queenslandica_jgiAqu1212542 2.80E-43
Contig5203 Metazoa-Amphimedon_queenslandica_jgiAqu1213286 1.10E-09
Contig2598 Metazoa-Amphimedon_queenslandica_jgiAqu1213984 8.80E-38
Contig4302 Metazoa-Amphimedon_queenslandica_jgiAqu1215470 3.50E-09
Contig3918 Metazoa-Amphimedon_queenslandica_jgiAqu1215524 5.60E-70
Contig7839 Metazoa-Amphimedon_queenslandica_jgiAqu1216170 7.90E-47
Contig10263 Metazoa-Amphimedon_queenslandica_jgiAqu1216170 4.00E-41
Contig585 Metazoa-Amphimedon_queenslandica_jgiAqu1216644 8.30E-14
Contig11979 Metazoa-Amphimedon_queenslandica_jgiAqu1218771 1.90E-06
Contig8891 Metazoa-Amphimedon_queenslandica_jgiAqu1219735 4.00E-10
Contig13283 Metazoa-Amphimedon_queenslandica_jgiAqu1219807 9.40E-48
Contig12992 Metazoa-Amphimedon_queenslandica_jgiAqu1221095 1.50E-07
Contig5263 Metazoa-Amphimedon_queenslandica_jgiAqu1221923 4.90E-25
Contig13789 Metazoa-Amphimedon_queenslandica_jgiAqu1222192 4.20E-06
Contig8767 Metazoa-Amphimedon_queenslandica_jgiAqu1222939 6.50E-23
Contig9660 Metazoa-Amphimedon_queenslandica_jgiAqu1222977 1.40E-28
Contig5631 Metazoa-Amphimedon_queenslandica_jgiAqu1222991 1.80E-14
Contig3376 Metazoa-Amphimedon_queenslandica_jgiAqu1224055 3.90E-56
Contig167 Metazoa-Amphimedon_queenslandica_jgiAqu1224535 7.00E-10
Contig10708 Metazoa-Amphimedon_queenslandica_jgiAqu1224644 3.30E-08
Contig3178 Metazoa-Amphimedon_queenslandica_jgiAqu1225140 4.70E-10
Contig2489 Metazoa-Amphimedon_queenslandica_jgiAqu1226595 1.50E-21
Contig6541 Metazoa-Amphimedon_queenslandica_jgiAqu1226667 8.30E-40
Contig756 Metazoa-Amphimedon_queenslandica_jgiAqu1226982 6.20E-54
Contig9201 Metazoa-Amphimedon_queenslandica_jgiAqu1227454 2.30E-06
Contig13382 Metazoa-Amphimedon_queenslandica_jgiAqu1228193 1.60E-07
Contig3691 Metazoa-Amphimedon_queenslandica_jgiAqu1229238 1.10E-23
Contig13461 Metazoa-Amphimedon_queenslandica_jgiAqu1229328 4.00E-15
Contig10956 Metazoa-Amphimedon_queenslandica_jgiAqu1229765 3.30E-14
Contig3444 Metazoa-Amphimedon_queenslandica_jgiAqu1229870 2.40E-07
Contig13714 Metazoa-Amphimedon_queenslandica_jgiAqu1230005 8.30E-08
Contig220 Metazoa-Amphimedon_queenslandica_jgiAqu1230092 5.90E-15
Contig4454 Metazoa-Anopheles_gambiae_str_PEST_gi158290594 1.30E-06 >XP_312188 AGAP002737-PA [Anopheles gambiae str. PEST].
Contig6760 Metazoa-Anopheles_gambiae_str_PEST_gi158290662 2.40E-24 >XP_312244 AGAP002680-PA [Anopheles gambiae str. PEST].
Contig4762 Metazoa-Anopheles_gambiae_str_PEST_gi158299887 1.60E-12 >XP_001238223 AGAP009139-PA [Anopheles gambiae str. PEST].
Contig10494 Metazoa-Apis_mellifera_gi110755140 1.50E-92 >XP_392286 PREDICTED: similar to CG5602-PA [Apis mellifera].
Contig5720 Metazoa-Apis_mellifera_gi110776566 1.30E-69 >XP_001123171 PREDICTED: similar to aconitase 1, partial [Apis mellifera].
Contig6229 Metazoa-Apis_mellifera_gi66524773 1.90E-06 >XP_394055 PREDICTED: acid sphingomyelinase-like phosphodiesterase 3a-like isoform 1 [Apis mellifera].
Contig11908 Metazoa-Bombyx_mori_gi148298875 6.80E-18 >NP_001091751 ribosomal protein L31 [Bombyx mori].
Contig8634 Metazoa-Bos_taurus_gi114052332 2.30E-11 >NP_001039816 activating signal cointegrator 1 [Bos taurus].
Contig5164 Metazoa-Bos_taurus_gi194675063 1.60E-06 >XP_603779 PREDICTED: leucine rich repeat containing 29-like [Bos taurus].
Contig5163 Metazoa-Bos_taurus_gi297480512 5.20E-15 >XP_002691499 PREDICTED: ribokinase-like [Bos taurus].
Contig5259 Metazoa-Bos_taurus_gi297490186 2.10E-06 >XP_002698069 PREDICTED: ubiquitin specific peptidase 31, partial [Bos taurus].
Contig3602 Metazoa-Bos_taurus_gi62460408 2.50E-17 >NP_001014854 WD repeat-containing protein 74 [Bos taurus].
Contig5293 Metazoa-Branchiostoma_floridae_gi260781847 6.70E-10 >XP_002586009 hypothetical protein BRAFLDRAFT_132641 [Branchiostoma floridae].
Contig10924 Metazoa-Branchiostoma_floridae_gi260782022 3.10E-26 >XP_002586092 hypothetical protein BRAFLDRAFT_139422 [Branchiostoma floridae].
Contig3447 Metazoa-Branchiostoma_floridae_gi260783915 4.10E-10 >XP_002587016 hypothetical protein BRAFLDRAFT_244709 [Branchiostoma floridae].
Contig10332 Metazoa-Branchiostoma_floridae_gi260784587 3.20E-10 >XP_002587347 hypothetical protein BRAFLDRAFT_238917 [Branchiostoma floridae].
Contig8207 Metazoa-Branchiostoma_floridae_gi260784759 6.10E-08 >XP_002587432 hypothetical protein BRAFLDRAFT_238595 [Branchiostoma floridae].
Contig10742 Metazoa-Branchiostoma_floridae_gi260786628 1.10E-12 >XP_002588359 hypothetical protein BRAFLDRAFT_81498 [Branchiostoma floridae].
Contig10936 Metazoa-Branchiostoma_floridae_gi260786970 1.90E-35 >XP_002588529 hypothetical protein BRAFLDRAFT_79485 [Branchiostoma floridae].
Contig1888 Metazoa-Branchiostoma_floridae_gi260786970 6.60E-20 >XP_002588529 hypothetical protein BRAFLDRAFT_79485 [Branchiostoma floridae].
Contig2050 Metazoa-Branchiostoma_floridae_gi260786970 7.70E-20 >XP_002588529 hypothetical protein BRAFLDRAFT_79485 [Branchiostoma floridae].
Contig1160 Metazoa-Branchiostoma_floridae_gi260788051 1.10E-19 >XP_002589064 hypothetical protein BRAFLDRAFT_213796 [Branchiostoma floridae].
Contig13284 Metazoa-Branchiostoma_floridae_gi260789262 1.40E-14 >XP_002589666 hypothetical protein BRAFLDRAFT_64030 [Branchiostoma floridae].
Contig12089 Metazoa-Branchiostoma_floridae_gi260790657 8.20E-09 >XP_002590358 hypothetical protein BRAFLDRAFT_76619 [Branchiostoma floridae].
Contig10223 Metazoa-Branchiostoma_floridae_gi260791283 1.20E-34 >XP_002590669 hypothetical protein BRAFLDRAFT_89470 [Branchiostoma floridae].
Contig3032 Metazoa-Branchiostoma_floridae_gi260793022 1.40E-11 >XP_002591512 hypothetical protein BRAFLDRAFT_287206 [Branchiostoma floridae].
Contig3953 Metazoa-Branchiostoma_floridae_gi260793818 1.10E-14 >XP_002591907 hypothetical protein BRAFLDRAFT_150677 [Branchiostoma floridae].
Contig6125 Metazoa-Branchiostoma_floridae_gi260794729 2.00E-21 >XP_002592360 hypothetical protein BRAFLDRAFT_285351 [Branchiostoma floridae].
Contig11639 Metazoa-Branchiostoma_floridae_gi260796097 1.70E-07 >XP_002593041 hypothetical protein BRAFLDRAFT_278559 [Branchiostoma floridae].
Contig10279 Metazoa-Branchiostoma_floridae_gi260796791 5.20E-18 >XP_002593388 hypothetical protein BRAFLDRAFT_206726 [Branchiostoma floridae].
Contig4908 Metazoa-Branchiostoma_floridae_gi260797253 2.80E-21 >XP_002593618 hypothetical protein BRAFLDRAFT_98740 [Branchiostoma floridae].
Contig13015 Metazoa-Branchiostoma_floridae_gi260797253 7.20E-34 >XP_002593618 hypothetical protein BRAFLDRAFT_98740 [Branchiostoma floridae].
Contig1057 Metazoa-Branchiostoma_floridae_gi260799603 1.50E-11 >XP_002594784 hypothetical protein BRAFLDRAFT_224162 [Branchiostoma floridae].
Contig13144 Metazoa-Branchiostoma_floridae_gi260800166 4.90E-09 >XP_002595007 hypothetical protein BRAFLDRAFT_236684 [Branchiostoma floridae].
Contig1839 Metazoa-Branchiostoma_floridae_gi260803838 2.20E-27 >XP_002596796 hypothetical protein BRAFLDRAFT_211833 [Branchiostoma floridae].
Contig4134 Metazoa-Branchiostoma_floridae_gi260804801 6.20E-14 >XP_002597276 hypothetical protein BRAFLDRAFT_172223 [Branchiostoma floridae].
Contig10280 Metazoa-Branchiostoma_floridae_gi260805082 2.00E-68 >XP_002597416 hypothetical protein BRAFLDRAFT_80587 [Branchiostoma floridae].
Contig3509 Metazoa-Branchiostoma_floridae_gi260805845 2.70E-14 >XP_002597796 hypothetical protein BRAFLDRAFT_238965 [Branchiostoma floridae].
Contig13343 Metazoa-Branchiostoma_floridae_gi260808821 2.80E-25 >XP_002599205 hypothetical protein BRAFLDRAFT_64442 [Branchiostoma floridae].
Contig13713 Metazoa-Branchiostoma_floridae_gi260809600 6.10E-08 >XP_002599593 hypothetical protein BRAFLDRAFT_217843 [Branchiostoma floridae].
Contig4804 Metazoa-Branchiostoma_floridae_gi260809656 1.20E-29 >XP_002599621 hypothetical protein BRAFLDRAFT_77720 [Branchiostoma floridae].
Contig5871 Metazoa-Branchiostoma_floridae_gi260810080 8.50E-11 >XP_002599832 hypothetical protein BRAFLDRAFT_119350 [Branchiostoma floridae].
Contig5411 Metazoa-Branchiostoma_floridae_gi260813163 1.30E-14 >XP_002601288 hypothetical protein BRAFLDRAFT_81327 [Branchiostoma floridae].
Contig4080 Metazoa-Branchiostoma_floridae_gi260813348 5.80E-09 >XP_002601380 hypothetical protein BRAFLDRAFT_82678 [Branchiostoma floridae].
Contig4238 Metazoa-Branchiostoma_floridae_gi260814213 1.10E-11 >XP_002601810 hypothetical protein BRAFLDRAFT_215350 [Branchiostoma floridae].
Contig1840 Metazoa-Branchiostoma_floridae_gi260815565 3.70E-26 >XP_002602543 hypothetical protein BRAFLDRAFT_227194 [Branchiostoma floridae].
Contig6807 Metazoa-Branchiostoma_floridae_gi260817685 1.20E-13 >XP_002603716 hypothetical protein BRAFLDRAFT_126882 [Branchiostoma floridae].
Contig5225 Metazoa-Branchiostoma_floridae_gi260818248 5.50E-18 >XP_002604295 hypothetical protein BRAFLDRAFT_59898 [Branchiostoma floridae].
Contig3196 Metazoa-Branchiostoma_floridae_gi260818314 7.00E-14 >XP_002604328 hypothetical protein BRAFLDRAFT_88618 [Branchiostoma floridae].
Contig13233 Metazoa-Branchiostoma_floridae_gi260820844 1.30E-128 >XP_002605744 hypothetical protein BRAFLDRAFT_280024 [Branchiostoma floridae].
Contig13646 Metazoa-Branchiostoma_floridae_gi260823266 5.10E-08 >XP_002604104 hypothetical protein BRAFLDRAFT_71607 [Branchiostoma floridae].
Contig239 Metazoa-Branchiostoma_floridae_gi260823274 2.90E-20 >XP_002604108 hypothetical protein BRAFLDRAFT_208140 [Branchiostoma floridae].
Contig3608 Metazoa-Branchiostoma_floridae_gi260823980 8.80E-16 >XP_002606946 hypothetical protein BRAFLDRAFT_126382 [Branchiostoma floridae].
Contig13750 Metazoa-Branchiostoma_floridae_gi260825229 2.40E-38 >XP_002607569 hypothetical protein BRAFLDRAFT_119724 [Branchiostoma floridae].
Contig12987 Metazoa-Branchiostoma_floridae_gi260826736 7.90E-19 >XP_002608321 hypothetical protein BRAFLDRAFT_125491 [Branchiostoma floridae].
Contig10398 Metazoa-Branchiostoma_floridae_gi260826766 4.90E-65 >XP_002608336 hypothetical protein BRAFLDRAFT_126222 [Branchiostoma floridae].
Contig7439 Metazoa-Branchiostoma_floridae_gi260829094 4.30E-10 >XP_002609497 hypothetical protein BRAFLDRAFT_143335 [Branchiostoma floridae].
Contig621 Metazoa-Branchiostoma_floridae_gi260830236 9.80E-08 >XP_002610067 hypothetical protein BRAFLDRAFT_125681 [Branchiostoma floridae].
Contig10235 Metazoa-Branchiostoma_floridae_gi260831236 1.20E-52 >XP_002610565 hypothetical protein BRAFLDRAFT_117849 [Branchiostoma floridae].
Contig4941 Metazoa-Branchiostoma_floridae_gi260831378 1.70E-15 >XP_002610636 hypothetical protein BRAFLDRAFT_65825 [Branchiostoma floridae].
Contig13266 Metazoa-Branchiostoma_floridae_gi260831660 1.10E-14 >XP_002610776 hypothetical protein BRAFLDRAFT_91568 [Branchiostoma floridae].
Contig12726 Metazoa-Branchiostoma_floridae_gi260831752 4.20E-14 >XP_002610822 hypothetical protein BRAFLDRAFT_94936 [Branchiostoma floridae].
Contig3274 Metazoa-Branchiostoma_floridae_gi260832560 6.20E-21 >XP_002611225 hypothetical protein BRAFLDRAFT_71185 [Branchiostoma floridae].
Contig10748 Metazoa-Branchiostoma_floridae_gi260832750 1.50E-41 >XP_002611320 hypothetical protein BRAFLDRAFT_120339 [Branchiostoma floridae].



Contig1726 Metazoa-Branchiostoma_floridae_gi260833692 7.50E-19 >XP_002611846 hypothetical protein BRAFLDRAFT_123360 [Branchiostoma floridae].
Contig13075 Metazoa-Branchiostoma_floridae_gi260835075 2.70E-15 >XP_002612535 hypothetical protein BRAFLDRAFT_278918 [Branchiostoma floridae].
Contig252 Metazoa-Brugia_malayi_gi170585792 3.40E-31 >XP_001897666 Protein kinase c protein 2, isoform c [Brugia malayi].
Contig5574 Metazoa-Caenorhabditis_briggsae_gi268529976 1.90E-29 >XP_002630114 C. briggsae CBR-PYR-1 protein [Caenorhabditis briggsae].
Contig13769 Metazoa-Caenorhabditis_elegans_gi17532903 5.30E-19 >NP_496482 hypothetical protein F07A11.4 [Caenorhabditis elegans].
Contig3643 Metazoa-Caenorhabditis_elegans_gi17537113 2.50E-07 >NP_493834 hypothetical protein Y46B2A.2 [Caenorhabditis elegans].
Contig2135 Metazoa-Caenorhabditis_elegans_gi17553146 1.70E-15 >NP_498290 hypothetical protein F25B5.5 [Caenorhabditis elegans].
Contig13970 Metazoa-Caenorhabditis_elegans_gi193206392 5.10E-09 >NP_500910 K+/Cl- Cotransporter family member (kcc-2) [Caenorhabditis elegans].
Contig2327 Metazoa-Caenorhabditis_elegans_gi25149822 2.90E-07 >NP_741569 PaPiliN (Drosophila ECM protein) homolog family member (ppn-1) [Caenorhabditis elegans].
Contig4223 Metazoa-Caenorhabditis_elegans_gi71982393 1.10E-09 >NP_001021186 PaXiLlin homolo family member (pxl-1) [Caenorhabditis elegans].
Contig10553 Metazoa-Caenorhabditis_elegans_gi71983666 1.20E-09 >NP_001022016 beta-LACTamase domain containing family member (lact-5) [Caenorhabditis elegans].
Contig5490 Metazoa-Caenorhabditis_elegans_gi71992332 6.90E-10 >NP_501215 hypothetical protein R05G6.9 [Caenorhabditis elegans].
Contig10257 Metazoa-Caenorhabditis_remanei_gi308464865 8.10E-08 >XP_003094696 hypothetical protein CRE_27833 [Caenorhabditis remanei].
Contig4802 Metazoa-Caenorhabditis_remanei_gi308483894 1.30E-21 >XP_003104148 CRE-RSP-8 protein [Caenorhabditis remanei].
Contig2185 Metazoa-Caenorhabditis_remanei_gi308499090 1.60E-07 >XP_003111731 CRE-TAG-182 protein [Caenorhabditis remanei].
Contig6256 Metazoa-Callithrix_jacchus_gi296190389 7.80E-08 >XP_002743192 PREDICTED: ankyrin repeat and SAM domain-containing protein 6 [Callithrix jacchus].
Contig10298 Metazoa-Callithrix_jacchus_gi296195237 3.90E-14 >XP_002745301 PREDICTED: C-4 methylsterol oxidase-like isoform 3 [Callithrix jacchus].
Contig1843 Metazoa-Callithrix_jacchus_gi296225245 9.30E-29 >XP_002758410 PREDICTED: caM kinase-like vesicle-associated protein isoform 3 [Callithrix jacchus].
Contig10451 Metazoa-Canis_lupus_familiaris_gi73947216 2.70E-07 >XP_541332 PREDICTED: similar to Isoleucyl-tRNA synthetase, cytoplasmic (Isoleucine--tRNA ligase) (IleRS) (IRS) [Canis familiaris].
Contig13021 Metazoa-Canis_lupus_familiaris_gi73949840 3.20E-34 >XP_863244 PREDICTED: similar to Guanine nucleotide-binding protein G(o), alpha subunit 2 isoform 5 [Canis familiaris].
Contig1403 Metazoa-Canis_lupus_familiaris_gi73950497 1.80E-45 >XP_535334 PREDICTED: similar to Trans-2-enoyl-CoA reductase, mitochondrial precursor (HsNrbf-1) (NRBF-1) [Canis familiaris].
Contig10347 Metazoa-Canis_lupus_familiaris_gi73957051 2.00E-69 >XP_862290 PREDICTED: similar to Splicing factor 3B subunit 3 (Spliceosome associated protein 130) (SAP 130) (SF3b130) (Pre-mRNA splicing factor SF3b 130 kDa subunit) (STAF130) isoform 4 [Canis familiaris].
Contig578 Metazoa-Canis_lupus_familiaris_gi73965953 6.70E-06 >XP_549791 PREDICTED: similar to keratin associated protein 4-12 isoform 1 [Canis familiaris].
Contig958 Metazoa-Canis_lupus_familiaris_gi73982036 1.00E-19 >XP_855857 PREDICTED: similar to NAD-dependent deacetylase sirtuin-3, mitochondrial precursor (SIR2-like protein 3) (hSIRT3) isoform 4 [Canis familiaris].
Contig5403 Metazoa-Canis_lupus_familiaris_gi73987437 4.00E-07 >XP_533950 PREDICTED: similar to Death-associated protein kinase 3 (DAP kinase 3) (DAP-like kinase) (Dlk) (ZIP-kinase) [Canis familiaris].
Contig13732 Metazoa-Canis_lupus_familiaris_gi73990447 2.30E-14 >XP_866355 PREDICTED: similar to solute carrier family 33 (acetyl-CoA transporter), member 1 isoform 3 [Canis familiaris].
Contig2138 Metazoa-Canis_lupus_familiaris_gi74005016 1.20E-12 >XP_856115 PREDICTED: similar to myosin IB isoform 3 [Canis familiaris].
Contig491 Metazoa-Canis_lupus_familiaris_gi74006951 1.70E-16 >XP_852222 PREDICTED: similar to dehydrogenase/reductase (SDR family) X-linked [Canis familiaris].
Contig8719 Metazoa-Canis_lupus_familiaris_gi74011619 3.50E-07 >XP_853090 PREDICTED: similar to ankyrin repeat domain 26, partial [Canis familiaris].
Contig3584 Metazoa-Ciona_intestinalis_gi198414631 4.80E-68 >XP_002120189 PREDICTED: similar to predicted protein [Ciona intestinalis].
Contig3760 Metazoa-Ciona_intestinalis_gi198416486 1.50E-32 >XP_002121718 PREDICTED: similar to microtubule associated monoxygenase, calponin and LIM domain containing 3 [Ciona intestinalis].
Contig4308 Metazoa-Ciona_intestinalis_gi198418255 6.80E-06 >XP_002123976 PREDICTED: similar to epithelial cell transforming sequence 2 oncogene protein [Ciona intestinalis].
Contig7249 Metazoa-Ciona_intestinalis_gi198419664 6.10E-59 >XP_002124846 PREDICTED: similar to stomatin isoform 1 [Ciona intestinalis].
Contig11786 Metazoa-Ciona_intestinalis_gi198420705 4.90E-09 >XP_002130968 PREDICTED: similar to chaperonin containing TCP1, subunit 4 (delta) [Ciona intestinalis].
Contig8787 Metazoa-Ciona_intestinalis_gi198421432 1.50E-11 >XP_002130031 PREDICTED: similar to GJ10578 [Ciona intestinalis].
Contig13094 Metazoa-Ciona_intestinalis_gi198421633 3.60E-30 >XP_002123991 PREDICTED: similar to TatD DNase domain containing 3 [Ciona intestinalis].
Contig107 Metazoa-Ciona_intestinalis_gi198426624 1.10E-12 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig249 Metazoa-Ciona_intestinalis_gi198426624 6.90E-22 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig3826 Metazoa-Ciona_intestinalis_gi198426624 1.50E-06 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig3900 Metazoa-Ciona_intestinalis_gi198426624 3.90E-16 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig10567 Metazoa-Ciona_intestinalis_gi198426624 2.10E-13 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig10722 Metazoa-Ciona_intestinalis_gi198426624 2.90E-12 >XP_002127463 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig3358 Metazoa-Ciona_intestinalis_gi198427287 5.70E-23 >XP_002125264 PREDICTED: similar to Solute carrier family 9 (sodium/hydrogen exchanger), member 6 [Ciona intestinalis].
Contig3764 Metazoa-Ciona_intestinalis_gi198427482 9.00E-39 >XP_002122241 PREDICTED: similar to UPF0555 protein KIAA0776 [Ciona intestinalis].
Contig4020 Metazoa-Ciona_intestinalis_gi198431984 9.40E-08 >XP_002127467 PREDICTED: similar to DEAD (Asp-Glu-Ala-Asp) box polypeptide 31 [Ciona intestinalis].
Contig13004 Metazoa-Ciona_intestinalis_gi198435078 1.20E-34 >XP_002126771 PREDICTED: similar to fibrillin 1, partial [Ciona intestinalis].
Contig7188 Metazoa-Ciona_intestinalis_gi198435685 8.80E-06 >XP_002130374 PREDICTED: similar to processing of precursor 1, ribonuclease P/MRP family, (S. cerevisiae) [Ciona intestinalis].
Contig13193 Metazoa-Ciona_intestinalis_gi198436573 2.30E-16 >XP_002121247 PREDICTED: similar to Asparagine-linked glycosylation 10 homolog (yeast, alpha-1,2-glucosyltransferase) [Ciona intestinalis].
Contig13345 Metazoa-Convoluta_pulchra_tbCOL00000659_1 5.10E-16
Contig4025 Metazoa-Danio_rerio_gi153792503 1.50E-07 >NP_001093563 DNA excision repair protein ERCC-6-like [Danio rerio].
Contig4312 Metazoa-Danio_rerio_gi181339906 3.90E-67 >NP_001116780 N-glycosylase/DNA lyase [Danio rerio].
Contig12435 Metazoa-Danio_rerio_gi18859071 2.50E-06 >NP_571003 nucleoside diphosphate kinase 3 [Danio rerio].
Contig1054 Metazoa-Danio_rerio_gi238637318 1.30E-08 >NP_001003547 intersectin-2 [Danio rerio].
Contig4239 Metazoa-Danio_rerio_gi292613585 3.00E-08 >XP_001920285 PREDICTED: hypothetical protein [Danio rerio].
Contig10489 Metazoa-Danio_rerio_gi292617560 3.00E-80 >XP_001920959 PREDICTED: myosin 1b-like 2, partial [Danio rerio].
Contig7788 Metazoa-Danio_rerio_gi292628544 1.50E-99 >XP_002667001 PREDICTED: copine-8-like [Danio rerio].
Contig12231 Metazoa-Danio_rerio_gi41055237 6.80E-34 >NP_956919 alpha-1,2-mannosyltransferase ALG9 [Danio rerio].
Contig1025 Metazoa-Danio_rerio_gi55742599 2.20E-33 >NP_001007054 phosphoacetylglucosamine mutase [Danio rerio].
Contig6176 Metazoa-Danio_rerio_gi61806711 9.50E-06 >NP_001013584 methyltransferase-like protein 21A [Danio rerio].
Contig5100 Metazoa-Danio_rerio_gi62955695 3.60E-74 >NP_001017861 diphthamide biosynthesis protein 1 [Danio rerio].
Contig4954 Metazoa-Danio_rerio_gi76780837 3.10E-11 >NP_001028889 adenosine deaminase CECR1-A precursor [Danio rerio].
Contig13355 Metazoa-Daphnia_carinata_esContig49_3 4.20E-31
Contig9552 Metazoa-Daphnia_carinata_esgi290772877_5 3.10E-13 >GR507520 LAaa_0023_C03 Gamogenetic water flea (Daphnia carinata) cDNA library Daphnia carinata cDNA 5', mRNA sequence.
Contig2339 Metazoa-Daphnia_pulex_jgi15523 7.10E-23
Contig7141 Metazoa-Daphnia_pulex_jgi211626 2.80E-38
Contig6036 Metazoa-Daphnia_pulex_jgi216243 1.10E-39
Contig10278 Metazoa-Daphnia_pulex_jgi226406 7.00E-08
Contig8470 Metazoa-Daphnia_pulex_jgi301131 9.70E-11
Contig8679 Metazoa-Daphnia_pulex_jgi302493 7.70E-23
Contig10256 Metazoa-Daphnia_pulex_jgi303848 1.80E-09
Contig1600 Metazoa-Daphnia_pulex_jgi314180 2.80E-07
Contig1551 Metazoa-Drosophila_ananassae_gi194769011 3.20E-07 >XP_001966601 GF21903 [Drosophila ananassae].
Contig10388 Metazoa-Drosophila_erecta_gi194865860 3.90E-21 >XP_001971639 GG14323 [Drosophila erecta].
Contig6252 Metazoa-Drosophila_erecta_gi194900938 5.10E-09 >XP_001980012 GG20792 [Drosophila erecta].
Contig13548 Metazoa-Drosophila_grimshawi_gi195011625 4.80E-06 >XP_001983238 GH15789 [Drosophila grimshawi].
Contig1012 Metazoa-Drosophila_melanogaster_gi24649634 7.30E-22 >NP_651246 Dis3 [Drosophila melanogaster].
Contig3312 Metazoa-Drosophila_mojavensis_gi195122372 1.70E-162 >XP_002005685 GI18942 [Drosophila mojavensis].
Contig12385 Metazoa-Drosophila_mojavensis_gi195122837 1.80E-17 >XP_002005917 GI20742 [Drosophila mojavensis].
Contig13200 Metazoa-Drosophila_persimilis_gi195150115 4.70E-32 >XP_002016000 GL11356 [Drosophila persimilis].
Contig3971 Metazoa-Drosophila_persimilis_gi195173759 1.00E-06 >XP_002027654 GL16013 [Drosophila persimilis].
Contig12759 Metazoa-Drosophila_persimilis_gi195174297 8.30E-19 >XP_002027915 GL27063 [Drosophila persimilis].
Contig12901 Metazoa-Drosophila_sechellia_gi195342712 4.80E-06 >XP_002037943 GM18546 [Drosophila sechellia].
Contig7248 Metazoa-Drosophila_virilis_gi195381149 1.00E-16 >XP_002049317 GJ20819 [Drosophila virilis].
Contig7224 Metazoa-Drosophila_virilis_gi195388632 4.00E-26 >XP_002052983 GJ23627 [Drosophila virilis].
Contig13162 Metazoa-Drosophila_virilis_gi195399626 2.20E-11 >XP_002058420 GJ14321 [Drosophila virilis].
Contig5456 Metazoa-Drosophila_willistoni_gi195427908 8.50E-30 >XP_002062018 GK16875 [Drosophila willistoni].
Contig2784 Metazoa-Drosophila_willistoni_gi195437131 5.70E-19 >XP_002066498 GK18317 [Drosophila willistoni].
Contig4063 Metazoa-Drosophila_willistoni_gi195444260 3.20E-83 >XP_002069786 GK11710 [Drosophila willistoni].
Contig3636 Metazoa-Drosophila_willistoni_gi195454234 2.20E-09 >XP_002074149 GK14493 [Drosophila willistoni].
Contig4881 Metazoa-Drosophila_yakuba_gi195483069 2.80E-12 >XP_002086844 GE11059 [Drosophila yakuba].
Contig1069 Metazoa-Equus_caballus_gi149757834 1.80E-07 >XP_001488110 PREDICTED: similar to calcium binding protein 5 (predicted) [Equus caballus].
Contig988 Metazoa-Equus_caballus_gi194219286 2.90E-22 >XP_001499317 PREDICTED: NLR family, CARD domain containing 3 [Equus caballus].
Contig2190 Metazoa-Equus_caballus_gi194219969 1.80E-29 >XP_001503213 PREDICTED: similar to Solute carrier family 12 member 2 (Bumetanide-sensitive sodium-(potassium)-chloride cotransporter 1) (Basolateral Na-K-Cl symporter), partial [Equus caballus].
Contig3730 Metazoa-Gallus_gallus_gi118082496 4.00E-08 >XP_416138 PREDICTED: similar to endosomal protein [Gallus gallus].
Contig7202 Metazoa-Gallus_gallus_gi118082924 7.40E-108 >XP_416312 PREDICTED: hypothetical protein [Gallus gallus].
Contig12044 Metazoa-Gallus_gallus_gi118083928 3.70E-07 >XP_416738 PREDICTED: similar to probable dual-specificity Ser/Thr/Tyr kinase [Gallus gallus].
Contig13267 Metazoa-Gallus_gallus_gi118089055 3.00E-09 >XP_419989 PREDICTED: similar to Intersectin-2 (SH3 domain-containing protein 1B) (SH3P18) (SH3P18-like WASP-associated protein) [Gallus gallus].
Contig9273 Metazoa-Gallus_gallus_gi118093679 9.20E-21 >XP_422022 PREDICTED: similar to TTC21B protein [Gallus gallus].
Contig13166 Metazoa-Gallus_gallus_gi118094560 3.70E-37 >XP_001234245 PREDICTED: hypothetical protein [Gallus gallus].
Contig3620 Metazoa-Gallus_gallus_gi118100199 2.20E-21 >XP_415817 PREDICTED: similar to MGC86278 protein [Gallus gallus].
Contig13210 Metazoa-Gallus_gallus_gi118103164 1.80E-21 >XP_426826 PREDICTED: similar to map kinase interacting kinase [Gallus gallus].
Contig6942 Metazoa-Gallus_gallus_gi118104488 5.00E-09 >XP_424941 PREDICTED: similar to Phospholipase A-2-activating protein (PLAP) [Gallus gallus].
Contig8738 Metazoa-Gallus_gallus_gi118111166 1.60E-19 >XP_001231726 PREDICTED: similar to glutaryl-Coenzyme A dehydrogenase [Gallus gallus].
Contig2239 Metazoa-Gallus_gallus_gi313747440 8.20E-18 >NP_001186400 protein arginine N-methyltransferase 3 [Gallus gallus].
Contig3967 Metazoa-Gallus_gallus_gi45382259 2.80E-10 >NP_990158 probable ATP-dependent RNA helicase DDX5 [Gallus gallus].
Contig10317 Metazoa-Gallus_gallus_gi45382457 5.00E-54 >NP_990225 multidrug resistance protein 1 [Gallus gallus].
Contig8513 Metazoa-Gallus_gallus_gi50762152 6.00E-21 >XP_424952 PREDICTED: similar to RP11-244N9.5 [Gallus gallus].
Contig378 Metazoa-Gallus_gallus_gi57529451 3.20E-23 >NP_001006310 zinc finger, DHHC-type containing 18 [Gallus gallus].
Contig9452 Metazoa-Helobdella_robusta_jgi107104 3.30E-06
Contig10875 Metazoa-Helobdella_robusta_jgi129198 7.40E-09
Contig11730 Metazoa-Helobdella_robusta_jgi129623 5.30E-10
Contig6135 Metazoa-Helobdella_robusta_jgi132342 1.40E-06
Contig1468 Metazoa-Helobdella_robusta_jgi156619 2.40E-35
Contig8650 Metazoa-Helobdella_robusta_jgi159297 2.50E-17
Contig8273 Metazoa-Helobdella_robusta_jgi173018 1.10E-06
Contig3270 Metazoa-Helobdella_robusta_jgi176772 2.00E-11
Contig1825 Metazoa-Helobdella_robusta_jgi184902 8.50E-40
Contig3319 Metazoa-Helobdella_robusta_jgi187989 6.20E-95
Contig6698 Metazoa-Helobdella_robusta_jgi194392 4.70E-19
Contig10690 Metazoa-Helobdella_robusta_jgi65589 5.20E-06
Contig7022 Metazoa-Helobdella_robusta_jgi68210 2.80E-07
Contig7272 Metazoa-Helobdella_robusta_jgi71432 3.10E-18
Contig11998 Metazoa-Helobdella_robusta_jgi71432 9.90E-10
Contig10302 Metazoa-Helobdella_robusta_jgi71618 9.60E-07
Contig11299 Metazoa-Helobdella_robusta_jgi74724 4.80E-21
Contig1256 Metazoa-Helobdella_robusta_jgi76804 2.20E-16
Contig10403 Metazoa-Helobdella_robusta_jgi82366 5.10E-14
Contig10557 Metazoa-Helobdella_robusta_jgi82366 1.80E-13
Contig10634 Metazoa-Helobdella_robusta_jgi82366 2.00E-10
Contig11694 Metazoa-Helobdella_robusta_jgi84136 1.00E-08
Contig10599 Metazoa-Homo_sapiens_gi119874215 3.70E-19 >NP_858047 vacuolar protein sorting-associated protein 13B isoform 4 [Homo sapiens].
Contig1676 Metazoa-Homo_sapiens_gi239756794 5.40E-10 >XP_001714764 PREDICTED: hypothetical protein LOC100134267 isoform 1 [Homo sapiens].
Contig13117 Metazoa-Homo_sapiens_gi38045917 2.60E-64 >NP_690577 GPI ethanolamine phosphate transferase 3 isoform 2 [Homo sapiens].
Contig11853 Metazoa-Hydra_magnipapillata_gi221090409 4.80E-45 >XP_002154351 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig10624 Metazoa-Hydra_magnipapillata_gi221091867 5.20E-06 >XP_002156759 PREDICTED: similar to predicted protein, partial [Hydra magnipapillata].
Contig1553 Metazoa-Hydra_magnipapillata_gi221103788 1.80E-22 >XP_002163090 PREDICTED: similar to predicted protein, partial [Hydra magnipapillata].
Contig6622 Metazoa-Hydra_magnipapillata_gi221109435 9.60E-09 >XP_002155510 PREDICTED: similar to zonadhesin [Hydra magnipapillata].
Contig72 Metazoa-Hydra_magnipapillata_gi221115727 8.30E-08 >XP_002158093 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig5565 Metazoa-Hydra_magnipapillata_gi221116309 1.20E-10 >XP_002159058 PREDICTED: similar to hematopoietic stem/progenitor cells 176 [Hydra magnipapillata].
Contig2601 Metazoa-Hydra_magnipapillata_gi221116731 2.30E-26 >XP_002162239 PREDICTED: similar to eukaryotic translation initiation factor 2, subunit 3, structural gene Y-linked [Hydra magnipapillata].
Contig6293 Metazoa-Hydra_magnipapillata_gi221118075 6.70E-30 >XP_002159806 PREDICTED: similar to Thioredoxin-like protein 4A [Hydra magnipapillata].
Contig3411 Metazoa-Hydra_magnipapillata_gi221122749 5.60E-54 >XP_002163435 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig13102 Metazoa-Hydra_magnipapillata_gi221126119 5.40E-40 >XP_002166020 PREDICTED: similar to RanBP-type and C3HC4-type zinc finger containing 1 [Hydra magnipapillata].
Contig5908 Metazoa-Hydra_magnipapillata_gi221132067 1.20E-26 >XP_002159252 PREDICTED: similar to structure specific recognition protein 1 [Hydra magnipapillata].
Contig1912 Metazoa-Hydra_magnipapillata_gi221132067 1.70E-31 >XP_002159252 PREDICTED: similar to structure specific recognition protein 1 [Hydra magnipapillata].
Contig12288 Metazoa-Hydra_magnipapillata_jgiHma2203392 2.00E-06
Contig13778 Metazoa-Hydra_magnipapillata_jgiHma2209990 3.30E-07
Contig626 Metazoa-Hydra_magnipapillata_jgiHma2212835 1.10E-60
Contig12022 Metazoa-Hydra_magnipapillata_jgiHma2214303 7.30E-12
Contig7181 Metazoa-Hydra_magnipapillata_jgiHma2217952 1.20E-13
Contig5588 Metazoa-Hydra_magnipapillata_jgiHma2219342 2.50E-19
Contig7354 Metazoa-Hydra_magnipapillata_jgiHma2220469 3.30E-14
Contig9368 Metazoa-Hydra_magnipapillata_jgiHma2224713 5.40E-07
Contig6604 Metazoa-Hydra_magnipapillata_jgiHma2227650 7.30E-10
Contig4250 Metazoa-Hydra_magnipapillata_jgiHma2228099 8.10E-11
Contig482 Metazoa-Hydra_magnipapillata_jgiHma2228295 6.70E-102
Contig13423 Metazoa-Hydra_magnipapillata_jgiHma2230915 2.70E-33
Contig6744 Metazoa-Ixodes_scapularis_gi241096199 8.50E-28 >XP_002409551 conserved hypothetical protein [Ixodes scapularis].
Contig14 Metazoa-Ixodes_scapularis_gi241096204 1.40E-11 >XP_002409553 ankyrin repeat containing protein [Ixodes scapularis].
Contig10544 Metazoa-Ixodes_scapularis_gi241747880 5.30E-07 >XP_002405659 centaurin alpha, putative [Ixodes scapularis].
Contig6734 Metazoa-Ixodes_scapularis_gi241753590 1.40E-16 >XP_002401136 conserved hypothetical protein [Ixodes scapularis].
Contig10362 Metazoa-Ixodes_scapularis_gi241834470 9.70E-11 >XP_002414996 ubiquitin protein ligase, putative [Ixodes scapularis].
Contig9867 Metazoa-Ixodes_scapularis_gi241836192 3.30E-195 >XP_002415091 pre-mRNA splicing factor Syf1, putative [Ixodes scapularis].
Contig4645 Metazoa-Ixodes_scapularis_gi242001732 2.00E-15 >XP_002435509 Anamorsin, putative [Ixodes scapularis].
Contig10236 Metazoa-Loa_loa_gi312067331 1.80E-14 >XP_003136692 TK/FER protein kinase [Loa loa].
Contig1241 Metazoa-Loa_loa_gi312076895 5.00E-08 >XP_003141065 TK/FER protein kinase [Loa loa].
Contig5866 Metazoa-Loa_loa_gi312079018 1.50E-06 >XP_003141992 hypothetical protein LOAG_06408 [Loa loa].
Contig8466 Metazoa-Loa_loa_gi312096252 5.70E-06 >XP_003148613 hypothetical protein LOAG_13054 [Loa loa].
Contig4052 Metazoa-Lottia_gigantea_jgi111806 4.00E-29
Contig1793 Metazoa-Lottia_gigantea_jgi116243 1.30E-22
Contig12976 Metazoa-Lottia_gigantea_jgi120396 2.90E-112
Contig4411 Metazoa-Lottia_gigantea_jgi155099 1.00E-18
Contig13120 Metazoa-Lottia_gigantea_jgi159498 1.70E-09
Contig487 Metazoa-Lottia_gigantea_jgi159841 4.40E-23
Contig7209 Metazoa-Lottia_gigantea_jgi160501 5.70E-19
Contig9616 Metazoa-Lottia_gigantea_jgi172703 9.70E-08
Contig6107 Metazoa-Lottia_gigantea_jgi176342 3.40E-24
Contig6415 Metazoa-Lottia_gigantea_jgi177803 8.60E-17
Contig7210 Metazoa-Lottia_gigantea_jgi177989 1.10E-104
Contig379 Metazoa-Lottia_gigantea_jgi207233 3.20E-11
Contig8506 Metazoa-Lottia_gigantea_jgi207618 1.10E-58
Contig10343 Metazoa-Lottia_gigantea_jgi207618 2.80E-27
Contig3374 Metazoa-Lottia_gigantea_jgi216289 5.40E-98
Contig3915 Metazoa-Lottia_gigantea_jgi220259 6.30E-21
Contig1522 Metazoa-Lottia_gigantea_jgi220259 6.20E-15
Contig3933 Metazoa-Lottia_gigantea_jgi222755 1.20E-30
Contig13659 Metazoa-Lottia_gigantea_jgi232426 5.20E-06
Contig6144 Metazoa-Lottia_gigantea_jgi54612 2.90E-10
Contig13816 Metazoa-Macaca_mulatta_gi109091153 3.10E-15 >XP_001118086 PREDICTED: dnaJ homolog subfamily B member 12-like, partial [Macaca mulatta].
Contig1162 Metazoa-Macaca_mulatta_gi297276540 5.70E-07 >XP_002808229 PREDICTED: LOW QUALITY PROTEIN: regulator of nonsense transcripts 1-like [Macaca mulatta].
Contig13260 Metazoa-Macaca_mulatta_gi297302693 3.50E-09 >XP_002806043 PREDICTED: hypothetical protein LOC100425147, partial [Macaca mulatta].
Contig767 Metazoa-Monodelphis_domestica_gi126283004 5.60E-15 >XP_001378416 PREDICTED: similar to Retinol dehydrogenase 11 (all-trans/9-cis/11-cis) [Monodelphis domestica].
Contig13440 Metazoa-Monodelphis_domestica_gi126302897 1.70E-47 >XP_001375114 PREDICTED: hypothetical protein [Monodelphis domestica].
Contig5310 Metazoa-Monodelphis_domestica_gi126305191 1.40E-54 >XP_001376266 PREDICTED: hypothetical protein [Monodelphis domestica].
Contig13927 Metazoa-Monodelphis_domestica_gi126306139 1.60E-22 >XP_001362950 PREDICTED: similar to heat shock protein 70 [Monodelphis domestica].
Contig10521 Metazoa-Monodelphis_domestica_gi126309577 1.80E-241 >XP_001368952 PREDICTED: similar to heat shock-induced protein [Monodelphis domestica].
Contig13034 Metazoa-Monodelphis_domestica_gi126343180 2.80E-07 >XP_001373977 PREDICTED: hypothetical protein [Monodelphis domestica].
Contig12982 Metazoa-Monodelphis_domestica_gi74136505 5.00E-114 >NP_001028149 DNA photolyase [Monodelphis domestica].
Contig2028 Metazoa-Mus_musculus_gi121583922 6.60E-40 >NP_112419 insulin-degrading enzyme [Mus musculus].
Contig4022 Metazoa-Mus_musculus_gi124339838 4.10E-132 >NP_038586 heat shock 70 kDa protein 1-like [Mus musculus].
Contig13264 Metazoa-Mus_musculus_gi13384700 3.10E-16 >NP_079610 thioredoxin domain-containing protein 12 precursor [Mus musculus].
Contig995 Metazoa-Mus_musculus_gi133930784 1.00E-51 >NP_001013389 E3 ubiquitin-protein ligase DTX3L [Mus musculus].
Contig13101 Metazoa-Mus_musculus_gi134288917 0 >NP_084514 cytoplasmic dynein 1 heavy chain 1 [Mus musculus].
Contig10259 Metazoa-Mus_musculus_gi13928672 3.70E-37 >NP_112453 tenascin-X [Mus musculus].
Contig2738 Metazoa-Mus_musculus_gi15100156 9.70E-13 >NP_082428 MMS19 nucleotide excision repair protein homolog [Mus musculus].
Contig7164 Metazoa-Mus_musculus_gi165972333 2.30E-19 >NP_075825 bromodomain-containing protein 3 isoform 2 [Mus musculus].
Contig7027 Metazoa-Mus_musculus_gi18129624 1.90E-12 >NP_076152 receptor-interacting serine/threonine-protein kinase 4 [Mus musculus].
Contig4442 Metazoa-Mus_musculus_gi21704182 1.30E-55 >NP_663563 kinesin-like protein KIF22 [Mus musculus].
Contig6620 Metazoa-Mus_musculus_gi309262925 3.70E-10 >XP_003085925 PREDICTED: hypothetical protein LOC100505082 [Mus musculus].
Contig3799 Metazoa-Mus_musculus_gi309263023 6.10E-48 >XP_484354 PREDICTED: CCR4-NOT transcription complex subunit 1-like [Mus musculus].
Contig12853 Metazoa-Mus_musculus_gi309264440 4.10E-08 >XP_003086302 PREDICTED: hypothetical protein LOC100503843 [Mus musculus].
Contig12819 Metazoa-Mus_musculus_gi309266786 2.60E-07 >XP_003086862 PREDICTED: hypothetical protein LOC100505108, partial [Mus musculus].
Contig5727 Metazoa-Mus_musculus_gi309267151 9.30E-15 >XP_003086966 PREDICTED: hypothetical protein LOC100505071, partial [Mus musculus].
Contig10716 Metazoa-Mus_musculus_gi309267197 1.40E-06 >XP_003086986 PREDICTED: hypothetical protein LOC100505103, partial [Mus musculus].
Contig13953 Metazoa-Mus_musculus_gi309272726 3.20E-21 >XP_003085590 PREDICTED: hypothetical protein LOC100503059, partial [Mus musculus].
Contig10487 Metazoa-Nasonia_vitripennis_gi156541718 2.10E-25 >XP_001599620 PREDICTED: hypothetical protein [Nasonia vitripennis].
Contig9860 Metazoa-Nasonia_vitripennis_gi156546306 3.90E-31 >XP_001606162 PREDICTED: similar to conserved hypothetical protein [Nasonia vitripennis].
Contig1679 Metazoa-Nasonia_vitripennis_gi156546924 2.90E-06 >XP_001602715 PREDICTED: similar to ENSANGP00000006742 [Nasonia vitripennis].
Contig3820 Metazoa-Nasonia_vitripennis_gi156547617 1.60E-97 >XP_001603638 PREDICTED: similar to ATP-dependent Lon protease, putative [Nasonia vitripennis].
Contig5765 Metazoa-Nasonia_vitripennis_gi156551543 1.50E-17 >XP_001599854 PREDICTED: similar to U2 small nuclear ribonucleoprotein, putative [Nasonia vitripennis].
Contig4765 Metazoa-Nasonia_vitripennis_gi156552151 1.20E-31 >XP_001605717 PREDICTED: similar to notchless homolog 1 (Drosophila) [Nasonia vitripennis].
Contig13325 Metazoa-Nasonia_vitripennis_gi229577257 1.70E-06 >NP_001153335 ADP-ribosylation factor-like [Nasonia vitripennis].
Contig4401 Metazoa-Nematostella_vectensis_gi156308441 1.20E-07 >XP_001617664 hypothetical protein NEMVEDRAFT_v1g69851 [Nematostella vectensis].
Contig8328 Metazoa-Nematostella_vectensis_gi156322173 1.40E-06 >XP_001618303 hypothetical protein NEMVEDRAFT_v1g155018 [Nematostella vectensis].
Contig4425 Metazoa-Nematostella_vectensis_gi156336184 2.40E-08 >XP_001619657 hypothetical protein NEMVEDRAFT_v1g150703 [Nematostella vectensis].
Contig6270 Metazoa-Nematostella_vectensis_gi156342022 9.10E-07 >XP_001620852 hypothetical protein NEMVEDRAFT_v1g222647 [Nematostella vectensis].
Contig285 Metazoa-Nematostella_vectensis_gi156352971 6.50E-07 >XP_001622854 predicted protein [Nematostella vectensis].



Contig4760 Metazoa-Nematostella_vectensis_gi156357261 1.30E-18 >XP_001624140 predicted protein [Nematostella vectensis].
Contig1044 Metazoa-Nematostella_vectensis_gi156360931 2.00E-63 >XP_001625276 predicted protein [Nematostella vectensis].
Contig10484 Metazoa-Nematostella_vectensis_gi156362048 5.00E-08 >XP_001625594 predicted protein [Nematostella vectensis].
Contig13289 Metazoa-Nematostella_vectensis_gi156363439 1.20E-19 >XP_001626051 predicted protein [Nematostella vectensis].
Contig13371 Metazoa-Nematostella_vectensis_gi156363457 1.80E-24 >XP_001626060 predicted protein [Nematostella vectensis].
Contig12232 Metazoa-Nematostella_vectensis_gi156368065 2.00E-09 >XP_001627517 predicted protein [Nematostella vectensis].
Contig3396 Metazoa-Nematostella_vectensis_gi156374101 1.00E-77 >XP_001629647 predicted protein [Nematostella vectensis].
Contig3872 Metazoa-Nematostella_vectensis_gi156375077 5.90E-19 >XP_001629909 predicted protein [Nematostella vectensis].
Contig3765 Metazoa-Nematostella_vectensis_gi156377043 7.80E-18 >XP_001630667 predicted protein [Nematostella vectensis].
Contig11287 Metazoa-Nematostella_vectensis_gi156379400 1.70E-27 >XP_001631445 predicted protein [Nematostella vectensis].
Contig6155 Metazoa-Nematostella_vectensis_gi156380006 7.80E-20 >XP_001631746 predicted protein [Nematostella vectensis].
Contig8380 Metazoa-Nematostella_vectensis_gi156381094 5.70E-13 >XP_001632101 predicted protein [Nematostella vectensis].
Contig12085 Metazoa-Nematostella_vectensis_gi156383902 6.20E-32 >XP_001633071 predicted protein [Nematostella vectensis].
Contig46 Metazoa-Nematostella_vectensis_gi156383948 2.30E-22 >XP_001633094 predicted protein [Nematostella vectensis].
Contig3931 Metazoa-Nematostella_vectensis_gi156385012 1.10E-27 >XP_001633426 predicted protein [Nematostella vectensis].
Contig975 Metazoa-Nematostella_vectensis_gi156386264 1.10E-23 >XP_001633833 predicted protein [Nematostella vectensis].
Contig6854 Metazoa-Nematostella_vectensis_gi156386323 3.60E-09 >XP_001633862 predicted protein [Nematostella vectensis].
Contig3197 Metazoa-Nematostella_vectensis_gi156386560 3.60E-65 >XP_001633980 predicted protein [Nematostella vectensis].
Contig4855 Metazoa-Nematostella_vectensis_gi156388827 2.00E-14 >XP_001634694 predicted protein [Nematostella vectensis].
Contig4249 Metazoa-Nematostella_vectensis_gi156389422 2.50E-21 >XP_001634990 predicted protein [Nematostella vectensis].
Contig8403 Metazoa-Nematostella_vectensis_gi156389470 4.90E-82 >XP_001635014 predicted protein [Nematostella vectensis].
Contig3219 Metazoa-Nematostella_vectensis_gi156393856 9.00E-60 >XP_001636543 predicted protein [Nematostella vectensis].
Contig4286 Metazoa-Nematostella_vectensis_gi156395597 6.80E-66 >XP_001637197 predicted protein [Nematostella vectensis].
Contig5049 Metazoa-Nematostella_vectensis_gi156398895 8.20E-18 >XP_001638423 predicted protein [Nematostella vectensis].
Contig10562 Metazoa-Nematostella_vectensis_gi156399451 3.70E-09 >XP_001638515 predicted protein [Nematostella vectensis].
Contig11266 Metazoa-Nematostella_vectensis_gi156399451 2.80E-10 >XP_001638515 predicted protein [Nematostella vectensis].
Contig13569 Metazoa-Nematostella_vectensis_gi156399451 5.70E-12 >XP_001638515 predicted protein [Nematostella vectensis].
Contig4364 Metazoa-Nematostella_vectensis_gi156401183 1.20E-13 >XP_001639171 predicted protein [Nematostella vectensis].
Contig4537 Metazoa-Nematostella_vectensis_gi156401195 8.40E-21 >XP_001639177 predicted protein [Nematostella vectensis].
Contig6052 Metazoa-Nematostella_vectensis_gi156401717 5.20E-23 >XP_001639437 predicted protein [Nematostella vectensis].
Contig372 Metazoa-Nematostella_vectensis_gi156401717 3.00E-28 >XP_001639437 predicted protein [Nematostella vectensis].
Contig1471 Metazoa-Nematostella_vectensis_gi156401717 6.50E-18 >XP_001639437 predicted protein [Nematostella vectensis].
Contig2100 Metazoa-Nematostella_vectensis_gi156404161 3.10E-11 >XP_001640276 predicted protein [Nematostella vectensis].
Contig2857 Metazoa-Nematostella_vectensis_gi156406717 8.00E-34 >XP_001641191 predicted protein [Nematostella vectensis].
Contig12682 Metazoa-Nematostella_vectensis_gi156408355 3.40E-06 >XP_001641822 predicted protein [Nematostella vectensis].
Contig4838 Metazoa-Nematostella_vectensis_gi156615290 2.40E-18 >XP_001647512 predicted protein [Nematostella vectensis].
Contig7216 Metazoa-Ornithorhynchus_anatinus_gi149423646 3.10E-14 >XP_001516793 PREDICTED: similar to neuronal sodium-dependent glutamate aspartate transporter, partial [Ornithorhynchus anatinus].
Contig13013 Metazoa-Ornithorhynchus_anatinus_gi149437651 1.40E-23 >XP_001505953 PREDICTED: similar to ADAM metallopeptidase domain 32 [Ornithorhynchus anatinus].
Contig6480 Metazoa-Ornithorhynchus_anatinus_gi149610180 2.20E-11 >XP_001511663 PREDICTED: similar to KIAA1710 protein, partial [Ornithorhynchus anatinus].
Contig4465 Metazoa-Ornithorhynchus_anatinus_gi149635816 5.90E-25 >XP_001510864 PREDICTED: hypothetical protein [Ornithorhynchus anatinus].
Contig6561 Metazoa-Ornithorhynchus_anatinus_gi149639285 3.60E-08 >XP_001508639 PREDICTED: hypothetical protein [Ornithorhynchus anatinus].
Contig12972 Metazoa-Ornithorhynchus_anatinus_gi149639397 2.50E-22 >XP_001507433 PREDICTED: similar to NIMA (never in mitosis gene a)- related kinase 10 [Ornithorhynchus anatinus].
Contig4306 Metazoa-Oryctolagus_cuniculus_gi291384938 9.50E-41 >XP_002709131 PREDICTED: colonic and hepatic tumor over-expressed protein isoform 3 [Oryctolagus cuniculus].
Contig786 Metazoa-Oryctolagus_cuniculus_gi291389413 8.70E-18 >XP_002711112 PREDICTED: sulfite oxidase-like [Oryctolagus cuniculus].
Contig792 Metazoa-Oryctolagus_cuniculus_gi291410593 1.30E-32 >XP_002721579 PREDICTED: MAP/microtubule affinity-regulating kinase 3-like [Oryctolagus cuniculus].
Contig7228 Metazoa-Pan_troglodytes_gi114558342 8.70E-136 >XP_513751 PREDICTED: chromodomain helicase DNA binding protein 1-like isoform 9 [Pan troglodytes].
Contig5752 Metazoa-Pan_troglodytes_gi114583080 3.40E-21 >XP_001146466 PREDICTED: carbamoyl-phosphate synthase [ammonia], mitochondrial isoform 1 [Pan troglodytes].
Contig5664 Metazoa-Pediculus_humanus_corporis_gi242005987 2.70E-09 >XP_002423841 conserved hypothetical protein [Pediculus humanus corporis].
Contig6583 Metazoa-Pediculus_humanus_corporis_gi242007537 3.80E-23 >XP_002424596 cAMP-dependent protein kinase catalytic subunit, putative [Pediculus humanus corporis].
Contig10981 Metazoa-Pediculus_humanus_corporis_gi242014788 6.10E-12 >XP_002428067 Nucleolin, putative [Pediculus humanus corporis].
Contig6446 Metazoa-Pediculus_humanus_corporis_gi242020126 4.70E-21 >XP_002430507 conserved hypothetical protein [Pediculus humanus corporis].
Contig8677 Metazoa-Pediculus_humanus_corporis_gi242020298 3.70E-12 >XP_002430592 Mechanosensory protein, putative [Pediculus humanus corporis].
Contig5766 Metazoa-Pediculus_humanus_corporis_gi242021693 1.50E-21 >XP_002431278 TFIIH basal transcription factor complex p52 subunit, putative [Pediculus humanus corporis].
Contig1646 Metazoa-Pediculus_humanus_corporis_gi242022699 1.20E-17 >XP_002431776 conserved hypothetical protein [Pediculus humanus corporis].
Contig3801 Metazoa-Pediculus_humanus_corporis_gi242023566 4.00E-33 >XP_002432203 glycylpeptide N-tetRadecanoyltransferase, putative [Pediculus humanus corporis].
Contig2535 Metazoa-Placozoan_sp_BZ49_mt_gi124359011 7.40E-09 >YP_001023813 ATP synthase F0 subunit 6 [Placozoan sp. BZ49].
Contig2495 Metazoa-Pongo_abelii_gi197099851 1.70E-59 >NP_001126185 methionine synthase [Pongo abelii].
Contig3410 Metazoa-Pongo_abelii_gi297661810 7.00E-13 >XP_002809422 PREDICTED: jmjC domain-containing protein 4-like, partial [Pongo abelii].
Contig4623 Metazoa-Pongo_abelii_gi297690115 2.10E-55 >XP_002822471 PREDICTED: alkylated DNA repair protein alkB homolog 8-like isoform 2 [Pongo abelii].
Contig4181 Metazoa-Pongo_abelii_gi297692065 9.10E-07 >XP_002823386 PREDICTED: chromobox protein homolog 5-like [Pongo abelii].
Contig772 Metazoa-Rattus_norvegicus_gi109490297 6.30E-06 >XP_001054650 PREDICTED: ATP-binding cassette, sub-family A (ABC1), member 3 isoform 3 [Rattus norvegicus].
Contig10289 Metazoa-Rattus_norvegicus_gi293342516 1.40E-22 >XP_001065115 PREDICTED: NIMA (never in mitosis gene a)-related kinase 3 [Rattus norvegicus].
Contig13321 Metazoa-Rattus_norvegicus_gi42761472 1.30E-31 >NP_963966 1,25-dihydroxyvitamin D(3) 24-hydroxylase, mitochondrial precursor [Rattus norvegicus].
Contig593 Metazoa-Rattus_norvegicus_gi62667352 2.10E-81 >XP_229124 PREDICTED: SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 [Rattus norvegicus].
Contig1123 Metazoa-Rattus_norvegicus_gi6978801 7.20E-12 >NP_036684 chymotrypsin-like elastase family member 1 precursor [Rattus norvegicus].
Contig3536 Metazoa-Saccoglossus_kowalevskii_gi259013452 6.80E-35 >NP_001158469 cysteine and glycine-rich protein 2 [Saccoglossus kowalevskii].
Contig10578 Metazoa-Saccoglossus_kowalevskii_gi291222088 1.50E-06 >XP_002731050 PREDICTED: OTU domain containing 6B-like [Saccoglossus kowalevskii].
Contig751 Metazoa-Saccoglossus_kowalevskii_gi291224132 8.30E-81 >XP_002732060 PREDICTED: anaphase promoting complex subunit 1-like [Saccoglossus kowalevskii].
Contig7782 Metazoa-Saccoglossus_kowalevskii_gi291224324 2.10E-48 >XP_002732151 PREDICTED: jumonji domain containing 5-like [Saccoglossus kowalevskii].
Contig10249 Metazoa-Saccoglossus_kowalevskii_gi291224721 5.60E-12 >XP_002732351 PREDICTED: sec1 family domain containing 1-like [Saccoglossus kowalevskii].
Contig13974 Metazoa-Saccoglossus_kowalevskii_gi291224951 3.50E-24 >XP_002732465 PREDICTED: zinc finger protein 570-like, partial [Saccoglossus kowalevskii].
Contig5900 Metazoa-Saccoglossus_kowalevskii_gi291227101 2.70E-10 >XP_002733525 PREDICTED: neurogenic locus notch homolog protein 2-like [Saccoglossus kowalevskii].
Contig12271 Metazoa-Saccoglossus_kowalevskii_gi291227147 2.80E-34 >XP_002733549 PREDICTED: CWF19-like 2, cell cycle control-like [Saccoglossus kowalevskii].
Contig1326 Metazoa-Saccoglossus_kowalevskii_gi291227213 8.20E-07 >XP_002733581 PREDICTED: receptor for egg jelly 4-like [Saccoglossus kowalevskii].
Contig5767 Metazoa-Saccoglossus_kowalevskii_gi291228308 3.60E-07 >XP_002734128 PREDICTED: CG7280-like [Saccoglossus kowalevskii].
Contig3860 Metazoa-Saccoglossus_kowalevskii_gi291228579 9.20E-06 >XP_002734254 PREDICTED: Rufy2 protein-like [Saccoglossus kowalevskii].
Contig128 Metazoa-Saccoglossus_kowalevskii_gi291233525 1.10E-58 >XP_002736706 PREDICTED: serine/threonine kinase 3-like [Saccoglossus kowalevskii].
Contig5889 Metazoa-Saccoglossus_kowalevskii_gi291233829 2.50E-12 >XP_002736854 PREDICTED: mKIAA1955 protein-like [Saccoglossus kowalevskii].
Contig13026 Metazoa-Saccoglossus_kowalevskii_gi291234355 6.10E-13 >XP_002737116 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig10266 Metazoa-Saccoglossus_kowalevskii_gi291234492 6.20E-10 >XP_002737182 PREDICTED: carboxypeptidase A5-like [Saccoglossus kowalevskii].
Contig4268 Metazoa-Saccoglossus_kowalevskii_gi291236296 2.40E-11 >XP_002738076 PREDICTED: transcription initiation factor IIIB-like [Saccoglossus kowalevskii].
Contig13817 Metazoa-Saccoglossus_kowalevskii_gi291236298 4.30E-06 >XP_002738077 PREDICTED: BTB/POZ domain containing protein 3-like [Saccoglossus kowalevskii].
Contig11844 Metazoa-Saccoglossus_kowalevskii_gi291236552 1.20E-11 >XP_002738205 PREDICTED: CG1637-like [Saccoglossus kowalevskii].
Contig3572 Metazoa-Saccoglossus_kowalevskii_gi291239919 4.10E-73 >XP_002739869 PREDICTED: neuronal pentraxin 2-like [Saccoglossus kowalevskii].
Contig5143 Metazoa-Saccoglossus_kowalevskii_gi291240166 3.30E-08 >XP_002739991 PREDICTED: DNA primase, p58 subunit-like [Saccoglossus kowalevskii].
Contig8705 Metazoa-Saccoglossus_kowalevskii_gi291240999 2.30E-14 >XP_002740403 PREDICTED: hypothetical protein, partial [Saccoglossus kowalevskii].
Contig818 Metazoa-Saccoglossus_kowalevskii_gi291241392 6.50E-32 >XP_002740596 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig5927 Metazoa-Saccoglossus_kowalevskii_gi291241665 2.70E-19 >XP_002740732 PREDICTED: gamma-glutamyl hydrolase-like [Saccoglossus kowalevskii].
Contig6450 Metazoa-Saccoglossus_kowalevskii_gi291242736 1.20E-12 >XP_002741262 PREDICTED: RANBP4-like [Saccoglossus kowalevskii].
Contig4719 Metazoa-Saccoglossus_kowalevskii_gi291243321 6.30E-08 >XP_002741551 PREDICTED: kelch domain containing 3-like [Saccoglossus kowalevskii].
Contig6372 Metazoa-Saccoglossus_kowalevskii_gi291243529 4.60E-09 >XP_002741649 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig10711 Metazoa-Saccoglossus_kowalevskii_gi291243854 3.40E-27 >XP_002741815 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig8226 Metazoa-Saccoglossus_kowalevskii_gi291244315 6.00E-78 >XP_002742043 PREDICTED: superkiller viralicidic activity 2-like 2-like [Saccoglossus kowalevskii].
Contig1388 Metazoa-Saccoglossus_kowalevskii_gi291244905 1.40E-07 >XP_002742340 PREDICTED: transmembrane protein 2-like [Saccoglossus kowalevskii].
Contig4515 Metazoa-Salmo_salar_gi213511910 1.10E-24 >NP_001133210 ribosomal protein S27-3 [Salmo salar].
Contig7160 Metazoa-Salmo_salar_gi213512176 6.90E-113 >NP_001134436 GMP reductase [Salmo salar].
Contig13764 Metazoa-Salmo_salar_gi213512504 3.80E-29 >NP_001134724 Lysophospholipase-like protein 1 [Salmo salar].
Contig13084 Metazoa-Salmo_salar_gi213512678 4.80E-30 >NP_001134524 peroxisomal trans-2-enoyl-CoA reductase [Salmo salar].
Contig3733 Metazoa-Schistosoma_mansoni_gi256071394 2.20E-15 >XP_002572025 peptidase [Schistosoma mansoni].
Contig6030 Metazoa-Schistosoma_mansoni_gi256080074 4.50E-13 >XP_002576308 casp [Schistosoma mansoni].
Contig3930 Metazoa-Schistosoma_mansoni_gi256089803 3.00E-08 >XP_002580946 golgi-specific brefeldin A-resistance factor [Schistosoma mansoni].
Contig1117 Metazoa-Strongylocentrotus_purpuratus_gi115628042 1.90E-35 >XP_793632 PREDICTED: similar to egg bindin receptor 1 precursor [Strongylocentrotus purpuratus].
Contig12195 Metazoa-Strongylocentrotus_purpuratus_gi115628044 1.20E-33 >XP_793680 PREDICTED: similar to egg bindin receptor 1 precursor [Strongylocentrotus purpuratus].
Contig13274 Metazoa-Strongylocentrotus_purpuratus_gi115632733 5.20E-18 >XP_001204251 PREDICTED: similar to ENSANGP00000005397, partial [Strongylocentrotus purpuratus].
Contig959 Metazoa-Strongylocentrotus_purpuratus_gi115638041 8.70E-10 >XP_781438 PREDICTED: similar to zinc finger protein, partial [Strongylocentrotus purpuratus].
Contig927 Metazoa-Strongylocentrotus_purpuratus_gi115642126 1.30E-37 >XP_001177499 PREDICTED: similar to PTEN [Strongylocentrotus purpuratus].
Contig3938 Metazoa-Strongylocentrotus_purpuratus_gi115644521 2.00E-35 >XP_789293 PREDICTED: similar to phosphatidylinositol N-acetylglucosaminyltransferase subunit A, partial [Strongylocentrotus purpuratus].
Contig3790 Metazoa-Strongylocentrotus_purpuratus_gi115658028 3.70E-07 >XP_788034 PREDICTED: similar to developmental protein [Strongylocentrotus purpuratus].
Contig3707 Metazoa-Strongylocentrotus_purpuratus_gi115686539 1.10E-10 >XP_800458 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig1103 Metazoa-Strongylocentrotus_purpuratus_gi115709363 7.00E-06 >XP_783211 PREDICTED: similar to ankyrin 2,3/unc44, partial [Strongylocentrotus purpuratus].
Contig13352 Metazoa-Strongylocentrotus_purpuratus_gi115709795 1.70E-36 >XP_794477 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig5157 Metazoa-Strongylocentrotus_purpuratus_gi115712882 7.50E-08 >XP_795877 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig6773 Metazoa-Strongylocentrotus_purpuratus_gi115716509 6.10E-07 >XP_001201639 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig4093 Metazoa-Strongylocentrotus_purpuratus_gi115727641 1.00E-15 >XP_795324 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig3762 Metazoa-Strongylocentrotus_purpuratus_gi115731580 1.30E-27 >XP_001202740 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig7161 Metazoa-Strongylocentrotus_purpuratus_gi115738320 9.10E-60 >XP_001181739 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig7177 Metazoa-Strongylocentrotus_purpuratus_gi115744161 1.10E-30 >XP_788958 PREDICTED: similar to Myotubularin-related protein 2 [Strongylocentrotus purpuratus].
Contig13422 Metazoa-Strongylocentrotus_purpuratus_gi115753213 1.70E-65 >XP_001179982 PREDICTED: similar to beta COP, partial [Strongylocentrotus purpuratus].
Contig8290 Metazoa-Strongylocentrotus_purpuratus_gi115762705 2.70E-07 >XP_794682 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig13435 Metazoa-Strongylocentrotus_purpuratus_gi115764789 6.70E-06 >XP_782276 PREDICTED: similar to putative chromatin structure regulator [Strongylocentrotus purpuratus].
Contig4722 Metazoa-Strongylocentrotus_purpuratus_gi115772666 2.40E-26 >XP_788092 PREDICTED: similar to ankyrin 2,3/unc44, partial [Strongylocentrotus purpuratus].
Contig3343 Metazoa-Strongylocentrotus_purpuratus_gi115803132 1.30E-60 >XP_001198853 PREDICTED: similar to endonuclease-reverse transcriptase [Strongylocentrotus purpuratus].
Contig7194 Metazoa-Strongylocentrotus_purpuratus_gi115803132 7.90E-60 >XP_001198853 PREDICTED: similar to endonuclease-reverse transcriptase [Strongylocentrotus purpuratus].
Contig3937 Metazoa-Strongylocentrotus_purpuratus_gi115907056 4.00E-08 >XP_001177839 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig5296 Metazoa-Strongylocentrotus_purpuratus_gi115910492 4.00E-43 >XP_799328 PREDICTED: similar to myosin-I, Myr 1b (alternatively spliced) - rat [Strongylocentrotus purpuratus].
Contig10650 Metazoa-Strongylocentrotus_purpuratus_gi115933305 2.70E-26 >XP_786381 PREDICTED: similar to TPR repeat-containing protein [Strongylocentrotus purpuratus].
Contig13281 Metazoa-Strongylocentrotus_purpuratus_gi115946610 1.30E-06 >XP_001192734 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig7328 Metazoa-Strongylocentrotus_purpuratus_gi115976829 6.00E-49 >XP_001186219 PREDICTED: similar to solute carrier family 39 (metal ion transporter), member 11 [Strongylocentrotus purpuratus].
Contig9862 Metazoa-Strongylocentrotus_purpuratus_gi47550919 4.20E-65 >NP_999633 77 kDa echinoderm microtubule-associated protein [Strongylocentrotus purpuratus].
Contig591 Metazoa-Strongylocentrotus_purpuratus_gi72005313 5.10E-63 >XP_784007 PREDICTED: similar to PSMD3 [Strongylocentrotus purpuratus].
Contig4114 Metazoa-Strongylocentrotus_purpuratus_gi72045341 1.10E-13 >XP_795380 PREDICTED: similar to SEC14-like 2 (S. cerevisiae) [Strongylocentrotus purpuratus].
Contig3402 Metazoa-Strongylocentrotus_purpuratus_gi72139831 1.90E-13 >XP_791366 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig5878 Metazoa-Strongylocentrotus_purpuratus_gi72150640 1.00E-24 >XP_792196 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig3822 Metazoa-Strongylocentrotus_purpuratus_gi72167685 2.20E-21 >XP_788498 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig10828 Metazoa-Strongylocentrotus_purpuratus_gi75832170 6.30E-13 >NP_001028822 sperm plasma membrane calcium transporting ATPase [Strongylocentrotus purpuratus].
Contig13022 Metazoa-Sus_scrofa_gi226533697 8.40E-46 >NP_001152781 DNA excision repair protein ERCC-1 [Sus scrofa].
Contig3341 Metazoa-Sus_scrofa_gi311245027 5.30E-08 >XP_003121665 PREDICTED: mitotic checkpoint serine/threonine-protein kinase BUB1 beta-like [Sus scrofa].
Contig5715 Metazoa-Sus_scrofa_gi311245155 2.00E-11 >XP_001927548 PREDICTED: u3 small nucleolar ribonucleoprotein protein MPP10 [Sus scrofa].
Contig11332 Metazoa-Sus_scrofa_gi311260547 6.90E-08 >XP_003128483 PREDICTED: mitochondrial uncoupling protein 4-like, partial [Sus scrofa].
Contig12123 Metazoa-Sus_scrofa_gi311264849 4.70E-11 >XP_003130366 PREDICTED: kelch-like protein 20-like, partial [Sus scrofa].
Contig6690 Metazoa-Sus_scrofa_gi311273122 2.40E-28 >XP_003133724 PREDICTED: LOW QUALITY PROTEIN: 2-acylglycerol O-acyltransferase 1-like [Sus scrofa].
Contig13059 Metazoa-Taeniopygia_guttata_gi224043366 6.40E-20 >XP_002198142 PREDICTED: regulator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 1 [Taeniopygia guttata].
Contig3948 Metazoa-Taeniopygia_guttata_gi224045826 1.00E-141 >XP_002189640 PREDICTED: chaperonin containing TCP1, subunit 5 (epsilon) [Taeniopygia guttata].
Contig3129 Metazoa-Taeniopygia_guttata_gi224046557 2.90E-18 >XP_002198915 PREDICTED: vacuolar protein sorting 13 homolog B (yeast) [Taeniopygia guttata].
Contig2725 Metazoa-Taeniopygia_guttata_gi224046910 4.50E-08 >XP_002194367 PREDICTED: similar to mCG115513, partial [Taeniopygia guttata].
Contig1355 Metazoa-Taeniopygia_guttata_gi224052673 2.10E-11 >XP_002192280 PREDICTED: similar to MMS19 [Taeniopygia guttata].
Contig4183 Metazoa-Taeniopygia_guttata_gi224057398 3.70E-25 >XP_002189527 PREDICTED: similar to ABCA4 [Taeniopygia guttata].
Contig3463 Metazoa-Taeniopygia_guttata_gi224066433 1.00E-30 >XP_002191027 PREDICTED: similar to proteasome (prosome, macropain) 26S subunit, non-ATPase, 6 [Taeniopygia guttata].
Contig161 Metazoa-Taeniopygia_guttata_gi224076603 2.10E-06 >XP_002196466 PREDICTED: similar to Probable ATP-dependent RNA helicase DHX40 [Taeniopygia guttata].
Contig8534 Metazoa-Taeniopygia_guttata_gi224081985 8.80E-15 >XP_002198062 PREDICTED: similar to fhl3 protein [Taeniopygia guttata].
Contig13411 Metazoa-Taeniopygia_guttata_gi224094705 5.40E-106 >XP_002192599 PREDICTED: N-acetylgalactosaminidase, alpha- [Taeniopygia guttata].
Contig3980 Metazoa-Taeniopygia_guttata_gi224159587 1.90E-09 >XP_002200174 PREDICTED: similar to putative ADP-ribosylation factor-like 1, partial [Taeniopygia guttata].
Contig13780 Metazoa-Taeniopygia_guttata_gi224170018 3.00E-24 >XP_002199990 PREDICTED: similar to mCG3419, partial [Taeniopygia guttata].
Contig3630 Metazoa-Tribolium_castaneum_gi189233927 2.30E-10 >XP_973517 PREDICTED: similar to Retinol dehydrogenase 13 [Tribolium castaneum].
Contig2280 Metazoa-Tribolium_castaneum_gi189234753 2.60E-14 >XP_974490 PREDICTED: similar to STE20-like kinase (yeast) [Tribolium castaneum].
Contig157 Metazoa-Tribolium_castaneum_gi189234936 5.00E-22 >XP_971620 PREDICTED: similar to CG7280 CG7280-PA [Tribolium castaneum].
Contig6387 Metazoa-Tribolium_castaneum_gi189237701 8.40E-26 >XP_966647 PREDICTED: similar to CG5620 CG5620-PA [Tribolium castaneum].
Contig13522 Metazoa-Tribolium_castaneum_gi189238704 2.50E-09 >XP_968978 PREDICTED: similar to Calcium-independent phospholipase A2-gamma (Intracellular membrane-associated calcium-independent phospholipase A2 gamma) (iPLA2-gamma) (Patatin-like phospholipase domain-containing protein 8) (Group VIB calcium-independent phospholipase [Tribolium castaneum].
Contig1294 Metazoa-Tribolium_castaneum_gi189238875 8.40E-60 >XP_973671 PREDICTED: similar to DNA replication licensing factor MCM4 [Tribolium castaneum].
Contig3095 Metazoa-Tribolium_castaneum_gi189240324 4.90E-11 >XP_968381 PREDICTED: similar to CG6142 CG6142-PA [Tribolium castaneum].
Contig3475 Metazoa-Tribolium_castaneum_gi91078436 1.70E-15 >XP_966533 PREDICTED: similar to TBC1 domain family member 12 [Tribolium castaneum].
Contig8410 Metazoa-Tribolium_castaneum_gi91078436 1.90E-08 >XP_966533 PREDICTED: similar to TBC1 domain family member 12 [Tribolium castaneum].
Contig10483 Metazoa-Tribolium_castaneum_gi91078580 6.70E-38 >XP_971846 PREDICTED: similar to AGAP003461-PA [Tribolium castaneum].
Contig219 Metazoa-Tribolium_castaneum_gi91079142 4.60E-45 >XP_975469 PREDICTED: similar to factor inhibiting HIF-1 [Tribolium castaneum].
Contig5466 Metazoa-Tribolium_castaneum_gi91081361 1.30E-10 >XP_971457 PREDICTED: similar to small GTP-binding protein [Tribolium castaneum].
Contig2112 Metazoa-Tribolium_castaneum_gi91081479 1.60E-10 >XP_974351 PREDICTED: similar to dynactin 4 protein [Tribolium castaneum].
Contig13913 Metazoa-Tribolium_castaneum_gi91085007 7.10E-19 >XP_973368 PREDICTED: similar to predicted protein [Tribolium castaneum].
Contig12268 Metazoa-Tribolium_castaneum_gi91093477 3.20E-80 >XP_968017 PREDICTED: similar to AGAP009506-PA [Tribolium castaneum].
Contig5430 Metazoa-Trichoplax_adhaerens_gi195995885 5.70E-13 >XP_002107811 hypothetical protein TRIADDRAFT_49617 [Trichoplax adhaerens].
Contig3365 Metazoa-Trichoplax_adhaerens_gi195998389 4.10E-13 >XP_002109063 calmodulin [Trichoplax adhaerens].
Contig13003 Metazoa-Trichoplax_adhaerens_gi195999342 1.40E-74 >XP_002109539 hypothetical protein TRIADDRAFT_53673 [Trichoplax adhaerens].
Contig13255 Metazoa-Trichoplax_adhaerens_gi195999582 3.20E-17 >XP_002109659 hypothetical protein TRIADDRAFT_63696 [Trichoplax adhaerens].
Contig13536 Metazoa-Trichoplax_adhaerens_gi196003312 5.20E-19 >XP_002111523 hypothetical protein TRIADDRAFT_55631 [Trichoplax adhaerens].
Contig3851 Metazoa-Trichoplax_adhaerens_gi196004766 1.50E-06 >XP_002112250 hypothetical protein TRIADDRAFT_56090 [Trichoplax adhaerens].
Contig1438 Metazoa-Trichoplax_adhaerens_gi196009610 3.70E-06 >XP_002114670 hypothetical protein TRIADDRAFT_28174 [Trichoplax adhaerens].
Contig228 Metazoa-Trichoplax_adhaerens_gi196010325 1.10E-18 >XP_002115027 hypothetical protein TRIADDRAFT_28630 [Trichoplax adhaerens].
Contig10400 Metazoa-Trichoplax_adhaerens_gi196010573 6.60E-18 >XP_002115151 hypothetical protein TRIADDRAFT_28849 [Trichoplax adhaerens].
Contig6447 Metazoa-Trichoplax_adhaerens_gi196011684 7.30E-17 >XP_002115705 hypothetical protein TRIADDRAFT_30166 [Trichoplax adhaerens].
Contig3766 Metazoa-Trichoplax_adhaerens_gi196011824 1.00E-07 >XP_002115775 hypothetical protein TRIADDRAFT_59820 [Trichoplax adhaerens].
Contig7756 Metazoa-Xenopus_laevis_gi147904515 4.90E-09 >NP_001085436 dual specificity protein phosphatase 22 [Xenopus laevis].
Contig13132 Metazoa-Xenopus_laevis_gi148229973 1.60E-64 >NP_001083437 serine/threonine-protein kinase 4 [Xenopus laevis].
Contig3227 Metazoa-Xenopus_laevis_gi148236879 1.80E-35 >NP_001079980 ring finger protein 121 [Xenopus laevis].
Contig13179 Metazoa-Xenopus_Silurana_tropicalis_gi125630330 7.70E-102 >NP_001072383 probable ATP-dependent DNA helicase HFM1 [Xenopus (Silurana) tropicalis].
Contig4922 Metazoa-Xenopus_Silurana_tropicalis_gi187607491 7.30E-35 >NP_001120499 asparaginase homolog [Xenopus (Silurana) tropicalis].
Contig3645 Metazoa-Xenopus_Silurana_tropicalis_gi187608119 6.70E-43 >NP_001120050 NEDD8 activating enzyme E1 subunit 1 [Xenopus (Silurana) tropicalis].
Contig12189 Metazoa-Xenopus_Silurana_tropicalis_gi189230348 1.60E-07 >NP_001121498 ubiquitin specific peptidase 15 [Xenopus (Silurana) tropicalis].
Contig13044 Metazoa-Xenopus_Silurana_tropicalis_gi301605747 1.30E-07 >XP_002932512 PREDICTED: rho GTPase-activating protein 17 [Xenopus (Silurana) tropicalis].
Contig1116 Metazoa-Xenopus_Silurana_tropicalis_gi301613606 2.40E-10 >XP_002936291 PREDICTED: cullin-associated NEDD8-dissociated protein 1-like isoform 2 [Xenopus (Silurana) tropicalis].
Contig1622 Metazoa-Xenopus_Silurana_tropicalis_gi301616377 3.30E-09 >XP_002937632 PREDICTED: ubiquitin carboxyl-terminal hydrolase 36-like [Xenopus (Silurana) tropicalis].
Contig868 Metazoa-Xenopus_Silurana_tropicalis_gi301624740 4.40E-17 >XP_002941659 PREDICTED: DENN domain-containing protein 2A-like [Xenopus (Silurana) tropicalis].
Contig13278 Metazoa-Xenopus_Silurana_tropicalis_gi301625480 1.40E-73 >XP_002941929 PREDICTED: DNA ligase 1 [Xenopus (Silurana) tropicalis].
Contig2546 Metazoa-Xenopus_Silurana_tropicalis_gi58332764 4.60E-19 >NP_001011457 cell division cycle 40 homolog [Xenopus (Silurana) tropicalis].
Contig12194 Metazoa-Xenopus_Silurana_tropicalis_gi62752053 1.90E-53 >NP_001015838 bystin-like [Xenopus (Silurana) tropicalis].
Contig4245 Metazoa-Xenopus_Silurana_tropicalis_gi62858535 5.50E-15 >NP_001016371 trans-2-enoyl-CoA reductase, mitochondrial [Xenopus (Silurana) tropicalis].
Contig3550 Metazoa-Xenopus_Silurana_tropicalis_gi89886034 1.10E-14 >NP_001008162 TNF receptor-associated factor 6 [Xenopus (Silurana) tropicalis].
Contig948 Nitrospirae-Candidatus_Nitrospira_defluvii_gi302035488 9.10E-08 >YP_003795810 hypothetical protein NIDE0098 [Candidatus Nitrospira defluvii].
Contig14076 Nitrospirae-Candidatus_Nitrospira_defluvii_gi302038659 3.10E-08 >YP_003798981 putative beta-lactamase-like hydrolase [Candidatus Nitrospira defluvii].
Contig10618 Nucleariidae-Nuclearia_simplex_str2_tbNXL00000131_1 4.50E-24
Contig13038 Nucleariidae-Nuclearia_simplex_str2_tbNXL00000478_3 1.40E-45
Contig12289 Nucleariidae-Nuclearia_simplex_str2_tbNXL00000681_1 3.40E-18
Contig1659 Nucleariidae-Nuclearia_simplex_str2_tbNXL00000776_3 2.90E-11
Contig4275 Nucleariidae-Nuclearia_simplex_str2_tbNXL00001424_2 3.30E-12
Contig12835 Nucleariidae-Nuclearia_simplex_str4_tbNSL00000628_3 1.40E-07
Contig3322 Nucleariidae-Nuclearia_simplex_str4_tbNSL00001145_3 3.90E-11
Contig10529 Nucleariidae-Nuclearia_simplex_str4_tbNSL00001210_5 9.50E-07
Contig13669 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000611_2 9.40E-19
Contig8674 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000707_1 2.40E-28
Contig9603 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000728_4 8.00E-15
Contig12353 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000748_1 2.90E-86
Contig4027 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000949_1 4.20E-06
Contig715 Opisthokonta-Capsaspora_owczarzaki_tbNUL00000949_1 4.60E-11
Contig13169 Opisthokonta-Capsaspora_owczarzaki_tbNUL00001023_3 2.50E-08
Contig10775 Opisthokonta-Capsaspora_owczarzaki_tbNUL00001943_3 6.00E-29
Contig3973 Opisthokonta-Capsaspora_owczarzaki_tbNUL00002511_2 5.60E-211
Contig6356 Opisthokonta-Capsaspora_owczarzaki_tbNUL00003047_6 4.00E-19
Contig3635 Opisthokonta-Sphaeroforma_arctica_tbSAL00000496_2 2.70E-29
Contig9658 Opisthokonta-Sphaeroforma_arctica_tbSAL00000803_1 3.60E-07
Contig13147 Opisthokonta-Sphaeroforma_arctica_tbSAL00000955_3 1.70E-80
Contig66 Opisthokonta-Sphaeroforma_arctica_tbSAL00002360_1 1.70E-52
Contig13328 Picobiliphyta-Picobiliphyte_MS584-11_dxContig19539_4 1.30E-07
Contig3534 Picobiliphyta-Picobiliphyte_MS584-11_dxContig19549_2 1.10E-10
Contig2223 Picobiliphyta-Picobiliphyte_MS584-11_dxContig20373_6 3.80E-14
Contig10893 Picobiliphyta-Picobiliphyte_MS584-11_dxContig21542_5 2.70E-16
Contig1743 Picobiliphyta-Picobiliphyte_MS584-11_dxContig22169_1 3.60E-06
Contig5924 Picobiliphyta-Picobiliphyte_MS584-11_dxContig22239_1 2.90E-83
Contig6671 Picobiliphyta-Picobiliphyte_MS584-11_dxContig24091_1 3.70E-12
Contig8194 Picobiliphyta-Picobiliphyte_MS584-11_dxContig28807_6 8.90E-13



Contig4965 Picobiliphyta-Picobiliphyte_MS584-11_dxContig32006_5 6.70E-46
Contig6707 Picobiliphyta-Picobiliphyte_MS584-11_dxContig34854_6 2.20E-08
Contig2176 Picobiliphyta-Picobiliphyte_MS584-11_dxContig36926_1 8.70E-18
Contig1734 Picobiliphyta-Picobiliphyte_MS584-11_dxContig37333_6 2.00E-33
Contig2710 Picobiliphyta-Picobiliphyte_MS584-11_dxContig37333_6 3.50E-22
Contig5484 Picobiliphyta-Picobiliphyte_MS584-11_dxContig44638_5 2.10E-11
Contig2595 Picobiliphyta-Picobiliphyte_MS584-11_dxContig46626_1 9.10E-10
Contig4045 Picobiliphyta-Picobiliphyte_MS584-11_dxContig47183_5 1.40E-34
Contig4345 Picobiliphyta-Picobiliphyte_MS584-11_dxContig47559_4 6.50E-24
Contig3372 Picobiliphyta-Picobiliphyte_MS584-11_dxContig48400_2 1.60E-26
Contig4706 Picobiliphyta-Picobiliphyte_MS584-11_dxContig48400_2 9.60E-44
Contig7299 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_1 6.20E-06
Contig7265 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 6.90E-10
Contig7329 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 3.30E-13
Contig7336 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 7.80E-07
Contig8219 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 4.20E-06
Contig8472 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 8.80E-08
Contig8731 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 8.50E-07
Contig8827 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 5.40E-07
Contig11889 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 6.70E-07
Contig13977 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_2 2.60E-08
Contig8182 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_3 2.30E-07
Contig7849 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_4 1.40E-06
Contig8852 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_4 1.50E-06
Contig9352 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_4 1.20E-09
Contig7302 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_6 1.00E-07
Contig8262 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_6 9.10E-11
Contig11655 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_6 7.80E-09
Contig12077 Picobiliphyta-Picobiliphyte_MS584-11_dxContig50824_6 2.30E-08
Contig3395 Picobiliphyta-Picobiliphyte_MS584-11_dxContig54485_2 2.10E-06
Contig13150 Picobiliphyta-Picobiliphyte_MS584-11_dxContig67238_3 3.60E-86
Contig13326 Picobiliphyta-Picobiliphyte_MS584-11_dxContig67542_6 2.20E-16
Contig955 Picobiliphyta-Picobiliphyte_MS584-11_dxContig67613_2 5.20E-16
Contig8645 Picobiliphyta-Picobiliphyte_MS584-11_dxContig69035_5 7.30E-09
Contig361 Planctomycetes-Gemmata_obscuriglobus_UQM_2246_gi168702000 3.70E-08 >ZP_02734277 hypothetical protein GobsU_20908 [Gemmata obscuriglobus UQM 2246].
Contig10383 Planctomycetes-Planctomyces_brasiliensis_DSM_5305_gi312893921 3.40E-16 >ZP_07753406 Protein of unknown function DUF2183 [Planctomyces brasiliensis DSM 5305].
Contig7285 Planctomycetes-Rhodopirellula_baltica_SH_1_gi32471951 1.60E-09 >NP_864945 glucosesorbosone dehydrogenase [Rhodopirellula baltica SH 1].
Contig2681 Proteobacteria-Acidovorax_delafieldii_2AN_gi241766963 8.10E-16 >ZP_04764761 phosphoesterase DHHA1 [Acidovorax delafieldii 2AN].
Contig904 Proteobacteria-Acinetobacter_baumannii_6013150_gi294860504 7.50E-14 >ZP_06798273 hypothetical protein A6013_18071 [Acinetobacter sp. 6013150].
Contig4931 Proteobacteria-Acinetobacter_baumannii_ACICU_gi184156704 2.00E-34 >YP_001845043 EMAP domain-containing protein [Acinetobacter baumannii ACICU].
Contig13357 Proteobacteria-Acinetobacter_johnsonii_SH046_gi262368319 5.20E-10 >ZP_06061648 urea carboxylase [Acinetobacter johnsonii SH046].
Contig4633 Proteobacteria-Acinetobacter_johnsonii_SH046_gi262369358 1.20E-60 >ZP_06062686 short chain dehydrogenase [Acinetobacter johnsonii SH046].
Contig5424 Proteobacteria-Acinetobacter_lwoffii_SH145_gi262376718 3.60E-19 >ZP_06069946 conserved hypothetical protein [Acinetobacter lwoffii SH145].
Contig6339 Proteobacteria-Actinobacillus_pleuropneumoniae_serovar_7_str_AP76_gi190149752 2.80E-43 >YP_001968277 protein ninG [Actinobacillus pleuropneumoniae serovar 7 str. AP76].
Contig6479 Proteobacteria-Aeromonas_hydrophila_subsp_hydrophila_ATCC_7966_gi117619085 5.20E-49 >YP_855944 tRNA and rRNA cytosine-C5-methylase [Aeromonas hydrophila subsp. hydrophila ATCC 7966].
Contig3087 Proteobacteria-Aeromonas_hydrophila_subsp_hydrophila_ATCC_7966_gi117619611 8.70E-30 >YP_858118 integral membrane protein [Aeromonas hydrophila subsp. hydrophila ATCC 7966].
Contig3891 Proteobacteria-Aeromonas_salmonicida_subsp_salmonicida_A449_gi145297900 3.60E-72 >YP_001140741 immune inhibitor A, metal-dependent protease [Aeromonas salmonicida subsp. salmonicida A449].
Contig4437 Proteobacteria-Aeromonas_salmonicida_subsp_salmonicida_A449_gi145298769 1.30E-26 >YP_001141610 hypothetical protein ASA_1783 [Aeromonas salmonicida subsp. salmonicida A449].
Contig13413 Proteobacteria-Agrobacterium_tumefaciens_str_C58_gi15891182 4.40E-40 >NP_356854 homospermidine synthase [Agrobacterium tumefaciens str. C58].
Contig4400 Proteobacteria-Alcanivorax_sp_DG881_gi254428134 4.60E-106 >ZP_05041841 Flavin-binding monooxygenase-like subfamily [Alcanivorax sp. DG881].
Contig3923 Proteobacteria-Alcanivorax_sp_DG881_gi254428906 1.90E-178 >ZP_05042613 probable AcnD-accessory protein PrpF [Alcanivorax sp. DG881].
Contig3205 Proteobacteria-Alcanivorax_sp_DG881_gi254428950 3.60E-138 >ZP_05042657 hypothetical protein ADG881_2180 [Alcanivorax sp. DG881].
Contig4785 Proteobacteria-Alcanivorax_sp_DG881_gi254429443 3.70E-88 >ZP_05043150 hypothetical protein ADG881_2673 [Alcanivorax sp. DG881].
Contig5492 Proteobacteria-Allochromatium_vinosum_DSM_180_gi288940316 1.30E-72 >YP_003442556 sulphate transporter [Allochromatium vinosum DSM 180].
Contig3913 Proteobacteria-alpha_proteobacterium_BAL199_gi163796528 3.70E-30 >ZP_02190487 oxidoreductase, short chain dehydrogenase/reductase family protein [alpha proteobacterium BAL199].
Contig3331 Proteobacteria-alpha_proteobacterium_BAL199_gi163797523 4.20E-52 >ZP_02191474 50S ribosomal protein L9 [alpha proteobacterium BAL199].
Contig2264 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468095 3.40E-55 >ZP_01611221 putative lactoylglutathione lyase [Alteromonadales bacterium TW-7].
Contig4961 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468102 2.00E-52 >ZP_01611228 Queuine tRNA-ribosyltransferase(tRNA-guanine transglycosylase)(Guanine insertion enzyme) [Alteromonadales bacterium TW-7].
Contig617 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468117 1.80E-29 >ZP_01611243 copper/silver efflux system, membrane component [Alteromonadales bacterium TW-7].
Contig3345 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468147 2.10E-237 >ZP_01611273 putative sodium/hydrogen antiporter [Alteromonadales bacterium TW-7].
Contig3249 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468250 0.00E+00 >ZP_01611376 GTP-binding protein TypA/BipA (Tyrosine phosphorylated protein A) [Alteromonadales bacterium TW-7].
Contig4029 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468292 2.30E-141 >ZP_01611418 putative secreted hydrolase [Alteromonadales bacterium TW-7].
Contig1281 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468293 1.40E-33 >ZP_01611419 putative response regulator in two-component regulatory system [Alteromonadales bacterium TW-7].
Contig45 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468294 7.10E-147 >ZP_01611420 putative regulator [Alteromonadales bacterium TW-7].
Contig3092 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468356 6.00E-35 >ZP_01611447 Predicted secreted protein [Alteromonadales bacterium TW-7].
Contig3245 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468368 1.10E-116 >ZP_01611459 putative esterase [Alteromonadales bacterium TW-7].
Contig5587 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468368 6.80E-56 >ZP_01611459 putative esterase [Alteromonadales bacterium TW-7].
Contig12919 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468411 1.50E-24 >ZP_01611502 hypothetical protein ATW7_10208 [Alteromonadales bacterium TW-7].
Contig727 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468491 6.10E-28 >ZP_01611582 putative TonB-dependent Outer membrane receptor [Alteromonadales bacterium TW-7].
Contig935 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468514 4.40E-81 >ZP_01611605 acetylornithine deacetylase [Alteromonadales bacterium TW-7].
Contig4315 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468552 0 >ZP_01611643 phosphoribosylformylglycinamidine synthase [Alteromonadales bacterium TW-7].
Contig6969 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468601 2.60E-31 >ZP_01611653 putative Outer membrane TonB-dependent receptor [Alteromonadales bacterium TW-7].
Contig5118 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468661 2.60E-41 >ZP_01611713 ABC-type amino acid transport/signal transduction systems, periplasmic component/domain [Alteromonadales bacterium TW-7].
Contig1867 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468689 4.70E-54 >ZP_01611741 putative TonB-dependent receptor protease/peptidase [Alteromonadales bacterium TW-7].
Contig1656 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468717 3.30E-133 >ZP_01611769 acyl-CoA dehydrogenase [Alteromonadales bacterium TW-7].
Contig5612 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468776 8.70E-58 >ZP_01611828 Phosphorylase [Alteromonadales bacterium TW-7].
Contig5599 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468779 4.10E-46 >ZP_01611831 hypothetical protein ATW7_03247 [Alteromonadales bacterium TW-7].
Contig1484 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468822 3.90E-22 >ZP_01611847 hypothetical protein ATW7_03642 [Alteromonadales bacterium TW-7].
Contig2687 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468829 1.10E-60 >ZP_01611854 putative lipoprotein [Alteromonadales bacterium TW-7].
Contig2344 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468831 4.90E-85 >ZP_01611856 putative lipoprotein [Alteromonadales bacterium TW-7].
Contig12983 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468873 0 >ZP_01611898 putative Sensory box histidine kinase/response regulator [Alteromonadales bacterium TW-7].
Contig332 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468909 5.10E-31 >ZP_01611934 hypothetical protein ATW7_04077 [Alteromonadales bacterium TW-7].
Contig2723 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468909 5.90E-07 >ZP_01611934 hypothetical protein ATW7_04077 [Alteromonadales bacterium TW-7].
Contig5050 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468933 2.10E-56 >ZP_01611958 hypothetical protein ATW7_04197 [Alteromonadales bacterium TW-7].
Contig13338 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468940 4.60E-33 >ZP_01611965 putative ATP-dependent RNA helicase (rhlE-like) [Alteromonadales bacterium TW-7].
Contig601 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468956 1.50E-59 >ZP_01611981 hypothetical protein ATW7_04312 [Alteromonadales bacterium TW-7].
Contig5654 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119468958 2.00E-67 >ZP_01611983 arginyl-tRNA synthetase [Alteromonadales bacterium TW-7].
Contig5771 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469078 1.50E-116 >ZP_01612062 polysaccharide biosynthesis/export protein [Alteromonadales bacterium TW-7].
Contig3654 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469079 1.30E-60 >ZP_01612063 phosphotyrosine protein phosphatase [Alteromonadales bacterium TW-7].
Contig3544 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469123 9.00E-66 >ZP_01612107 hypothetical protein ATW7_18545 [Alteromonadales bacterium TW-7].
Contig9510 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469156 4.00E-06 >ZP_01612140 hypothetical protein ATW7_18710 [Alteromonadales bacterium TW-7].
Contig5596 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469158 2.50E-103 >ZP_01612142 response regulator/GGDEF/EAL domain protein [Alteromonadales bacterium TW-7].
Contig954 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469158 1.50E-55 >ZP_01612142 response regulator/GGDEF/EAL domain protein [Alteromonadales bacterium TW-7].
Contig4661 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469173 1.40E-74 >ZP_01612157 putative transport protein (ABC superfamily, membrane) [Alteromonadales bacterium TW-7].
Contig6709 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469210 1.90E-40 >ZP_01612194 D-alanine:D-alanine-adding enzyme [Alteromonadales bacterium TW-7].
Contig559 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469214 7.40E-42 >ZP_01612198 UDP-N-acetylglucosamine:N-acetylmuramyl- (pentapeptide) pyrophosphoryl-undecaprenol N-acetylglucosamine [Alteromonadales bacterium TW-7].
Contig5475 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469216 5.30E-62 >ZP_01612200 D-alanine-D-alanine ligase B, affects cell division [Alteromonadales bacterium TW-7].
Contig2230 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469218 1.30E-50 >ZP_01612202 Cell division protein [Alteromonadales bacterium TW-7].
Contig3541 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469285 7.70E-100 >ZP_01612224 acetate/propionate kinase [Alteromonadales bacterium TW-7].
Contig864 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469333 8.60E-56 >ZP_01612272 Abortive infection protein [Alteromonadales bacterium TW-7].
Contig3963 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469410 1.30E-167 >ZP_01612349 hypothetical protein ATW7_08154 [Alteromonadales bacterium TW-7].
Contig3679 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469411 6.50E-118 >ZP_01612350 putative metallo-dependent hydrolase [Alteromonadales bacterium TW-7].
Contig4386 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469481 1.80E-28 >ZP_01612385 putative membrane protein with ankyrin repeat [Alteromonadales bacterium TW-7].
Contig4383 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469486 2.70E-103 >ZP_01612390 putative orphan protein [Alteromonadales bacterium TW-7].
Contig478 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469495 9.40E-101 >ZP_01612399 helicase, ATP-dependent [Alteromonadales bacterium TW-7].
Contig783 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469495 3.80E-109 >ZP_01612399 helicase, ATP-dependent [Alteromonadales bacterium TW-7].
Contig4629 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469538 8.80E-23 >ZP_01612442 putative DksA-type zinc finger protein [Alteromonadales bacterium TW-7].
Contig3289 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469541 2.90E-109 >ZP_01612445 hypothetical protein ATW7_06778 [Alteromonadales bacterium TW-7].
Contig4832 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469545 2.00E-57 >ZP_01612449 putative DnaX, DNA polymerase III, gamma/tau subunits [Alteromonadales bacterium TW-7].
Contig6243 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469547 1.70E-57 >ZP_01612451 recombination protein recR [Alteromonadales bacterium TW-7].
Contig5547 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469550 6.10E-92 >ZP_01612454 heat shock protein 90 [Alteromonadales bacterium TW-7].
Contig5445 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469554 2.20E-29 >ZP_01612458 hypothetical protein ATW7_06843 [Alteromonadales bacterium TW-7].
Contig6670 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469556 2.90E-71 >ZP_01612460 hypothetical protein ATW7_06853 [Alteromonadales bacterium TW-7].
Contig5684 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469560 6.20E-61 >ZP_01612464 nitrogen regulation protein NtrY, putative [Alteromonadales bacterium TW-7].
Contig7145 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469646 8.40E-136 >ZP_01612515 porphobilinogen deaminase [Alteromonadales bacterium TW-7].
Contig3787 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469647 1.30E-18 >ZP_01612516 hypothetical protein ATW7_15594 [Alteromonadales bacterium TW-7].
Contig1432 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469648 1.70E-42 >ZP_01612517 putative phospholipase/carboxylesterase family protein [Alteromonadales bacterium TW-7].
Contig3294 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469668 4.70E-184 >ZP_01612537 putative hydrolase [Alteromonadales bacterium TW-7].
Contig3300 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469672 9.20E-121 >ZP_01612541 NAD synthetase [Alteromonadales bacterium TW-7].
Contig4321 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469680 1.10E-74 >ZP_01612549 DNA-binding response regulator [Alteromonadales bacterium TW-7].
Contig4058 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469719 4.30E-50 >ZP_01612588 hypothetical protein ATW7_15954 [Alteromonadales bacterium TW-7].
Contig6504 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469926 2.70E-24 >ZP_01612731 phosphatidylglycerol-prolipoprotein diacylglyceryl transferase [Alteromonadales bacterium TW-7].
Contig3625 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469945 9.30E-145 >ZP_01612750 chemotaxis protein [Alteromonadales bacterium TW-7].
Contig455 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469946 4.80E-140 >ZP_01612751 Chemotaxis protein methyltransferase CheR [Alteromonadales bacterium TW-7].
Contig611 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119469958 4.10E-58 >ZP_01612763 flagellin [Alteromonadales bacterium TW-7].
Contig4159 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470045 1.50E-193 >ZP_01612850 glutamate--cysteine ligase (Gamma-glutamylcysteine synthetase) (Gamma-ECS) (GCS) [Alteromonadales bacterium TW-7].
Contig13496 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470046 3.80E-102 >ZP_01612851 hypothetical protein ATW7_05389 [Alteromonadales bacterium TW-7].
Contig13975 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470108 1.80E-58 >ZP_01612874 carboxy-terminal protease for penicillin-binding protein 3 [Alteromonadales bacterium TW-7].
Contig2294 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470159 2.60E-57 >ZP_01612925 transcriptional regulator of lrp regulon and for high-affinity branched-chain amino acid transport system (AsnC family) protein [Alteromonadales bacterium TW-7].
Contig5616 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470180 1.40E-29 >ZP_01612946 sensor protein LuxQ [Alteromonadales bacterium TW-7].
Contig3809 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470183 6.20E-40 >ZP_01612949 glycosyltransferase [Alteromonadales bacterium TW-7].
Contig3678 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470184 2.40E-80 >ZP_01612950 repressor protein LuxO [Alteromonadales bacterium TW-7].
Contig6994 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470184 1.50E-13 >ZP_01612950 repressor protein LuxO [Alteromonadales bacterium TW-7].
Contig3617 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470185 1.20E-55 >ZP_01612951 transcriptional regulator [Alteromonadales bacterium TW-7].
Contig5578 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470187 1.70E-131 >ZP_01612953 Periplasmic protein involved in polysaccharide export [Alteromonadales bacterium TW-7].
Contig4637 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470188 8.10E-36 >ZP_01612954 Outer membrane protein [Alteromonadales bacterium TW-7].
Contig962 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470189 2.80E-26 >ZP_01612955 hypothetical anti-anti-sigma regulatory factor [Alteromonadales bacterium TW-7].
Contig5155 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470190 9.50E-66 >ZP_01612956 hypothetical intercellular adhesion protein A [Alteromonadales bacterium TW-7].
Contig5185 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470192 2.50E-86 >ZP_01612958 hypothetical polysaccharide export protein [Alteromonadales bacterium TW-7].
Contig1013 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470192 5.20E-59 >ZP_01612958 hypothetical polysaccharide export protein [Alteromonadales bacterium TW-7].
Contig2088 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470240 4.50E-13 >ZP_01612999 hypothetical protein ATW7_12788 [Alteromonadales bacterium TW-7].
Contig3207 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470378 3.90E-293 >ZP_01613106 dihydroxyacid dehydratase; possibly homodimieric [Alteromonadales bacterium TW-7].
Contig4339 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470386 3.60E-74 >ZP_01613114 putative GGDEF domain protein [Alteromonadales bacterium TW-7].
Contig3490 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470395 3.80E-53 >ZP_01613123 hypothetical protein ATW7_17788 [Alteromonadales bacterium TW-7].
Contig10436 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470403 5.00E-198 >ZP_01613131 translocase [Alteromonadales bacterium TW-7].
Contig2196 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470407 9.00E-38 >ZP_01613135 Histidine utilization repressor (GntR family) protein [Alteromonadales bacterium TW-7].
Contig7055 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470410 2.60E-48 >ZP_01613138 Formiminoglutamate hydrolase [Alteromonadales bacterium TW-7].
Contig6727 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470411 3.40E-25 >ZP_01613139 ribonuclease activity regulator protein RraA [Alteromonadales bacterium TW-7].
Contig3777 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470443 6.60E-225 >ZP_01613171 DNA excision repair enzyme subunit, with UvrBC [Alteromonadales bacterium TW-7].
Contig5799 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470443 8.40E-110 >ZP_01613171 DNA excision repair enzyme subunit, with UvrBC [Alteromonadales bacterium TW-7].
Contig4577 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470547 1.50E-62 >ZP_01613250 Pyrroline-5-carboxylate reductase (NAD(P)-binding) protein [Alteromonadales bacterium TW-7].
Contig2747 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470549 1.10E-40 >ZP_01613252 hypothetical protein ATW7_12061 [Alteromonadales bacterium TW-7].
Contig4065 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470556 1.30E-47 >ZP_01613259 putative Sensory box protein [Alteromonadales bacterium TW-7].
Contig5696 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470587 3.40E-36 >ZP_01613290 hypothetical protein ATW7_12251 [Alteromonadales bacterium TW-7].
Contig10276 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470589 2.60E-170 >ZP_01613292 Serine protease precursor [Alteromonadales bacterium TW-7].
Contig5137 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470629 1.10E-69 >ZP_01613297 phosphoenolpyruvate synthase [Alteromonadales bacterium TW-7].
Contig2757 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470629 1.30E-57 >ZP_01613297 phosphoenolpyruvate synthase [Alteromonadales bacterium TW-7].
Contig3043 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470629 3.30E-51 >ZP_01613297 phosphoenolpyruvate synthase [Alteromonadales bacterium TW-7].
Contig4282 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470631 5.80E-81 >ZP_01613299 Phospho-2-dehydro-3-deoxyheptonate aldolase (Phospho-2-keto-3-deoxyheptonate aldolase) (DAHP [Alteromonadales bacterium TW-7].
Contig5144 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470636 3.20E-08 >ZP_01613304 putative DNA helicase with SNF2 domain [Alteromonadales bacterium TW-7].
Contig337 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470689 5.30E-35 >ZP_01613357 hypothetical protein ATW7_00925 [Alteromonadales bacterium TW-7].
Contig11824 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470704 1.20E-65 >ZP_01613372 Beta-hexosaminidase A precursor [Alteromonadales bacterium TW-7].
Contig917 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470803 1.10E-63 >ZP_01613414 N5-glutamine methyltransferase [Alteromonadales bacterium TW-7].
Contig346 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470822 2.30E-57 >ZP_01613433 translation initiation factor IF-2 [Alteromonadales bacterium TW-7].
Contig3292 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470822 1.10E-116 >ZP_01613433 translation initiation factor IF-2 [Alteromonadales bacterium TW-7].
Contig5666 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470904 7.90E-70 >ZP_01613488 acetolactate synthase isozyme III large subunit [Alteromonadales bacterium TW-7].
Contig4532 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470907 4.70E-10 >ZP_01613491 putative orphan protein [Alteromonadales bacterium TW-7].
Contig4797 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470908 1.10E-30 >ZP_01613492 hypothetical protein ATW7_00195 [Alteromonadales bacterium TW-7].
Contig4075 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470910 2.50E-139 >ZP_01613494 hypothetical protein ATW7_00205 [Alteromonadales bacterium TW-7].
Contig5816 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470911 5.60E-35 >ZP_01613495 hypothetical protein ATW7_00210 [Alteromonadales bacterium TW-7].
Contig4301 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470921 1.30E-87 >ZP_01613505 imidazole glycerol phosphate synthase subunit HisF [Alteromonadales bacterium TW-7].
Contig1660 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470926 9.10E-69 >ZP_01613510 bifunctional HisD: L-histidinal:NAD+ dehydrogenase ; L-histidinol:NAD+ dehydrogenase [Alteromonadales bacterium TW-7].
Contig4801 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470927 2.00E-12 >ZP_01613511 ATP phosphoribosyltransferase [Alteromonadales bacterium TW-7].
Contig6705 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119470951 9.50E-46 >ZP_01613535 glucose/galactose transporter family protein [Alteromonadales bacterium TW-7].
Contig6634 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471029 1.10E-31 >ZP_01613588 TonB-dependent receptor [Alteromonadales bacterium TW-7].
Contig4923 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471077 4.30E-65 >ZP_01613636 putative lytic cell-wall binding lipoprotein [Alteromonadales bacterium TW-7].
Contig603 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471173 1.20E-106 >ZP_01613705 Phenylalanine-4-hydroxylase (PAH) (Phe-4-monooxygenase) [Alteromonadales bacterium TW-7].
Contig5106 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471176 7.90E-62 >ZP_01613708 conserved protein with nucleoside triphosphate hydrolase domain [Alteromonadales bacterium TW-7].
Contig6853 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471180 6.10E-35 >ZP_01613712 transcriptional activator of phage shock proteins (EBP family) [Alteromonadales bacterium TW-7].
Contig3935 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471185 9.80E-90 >ZP_01613717 peptide transport protein (ABC superfamily, atp_bind) [Alteromonadales bacterium TW-7].
Contig4610 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471276 3.80E-41 >ZP_01613779 replicative DNA helicase; chromosome replication; chain elongation [Alteromonadales bacterium TW-7].
Contig3415 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471352 6.90E-105 >ZP_01613824 hypothetical protein ATW7_16937 [Alteromonadales bacterium TW-7].
Contig5356 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471364 9.50E-42 >ZP_01613836 transcriptional repressor for SOS response [Alteromonadales bacterium TW-7].
Contig417 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471366 7.00E-239 >ZP_01613838 Cytochrome c oxidase, subunit I [Alteromonadales bacterium TW-7].
Contig4244 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471367 2.10E-66 >ZP_01613839 cytochrome C oxidase assembly protein [Alteromonadales bacterium TW-7].
Contig4151 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471371 8.30E-36 >ZP_01613843 hypothetical protein ATW7_17032 [Alteromonadales bacterium TW-7].
Contig4367 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471373 1.80E-81 >ZP_01613845 Polyprenyltransferase [Alteromonadales bacterium TW-7].
Contig4100 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471376 2.70E-54 >ZP_01613848 chemotaxis response regulator [Alteromonadales bacterium TW-7].
Contig5951 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471377 1.30E-201 >ZP_01613849 CheA signal transduction histidine kinase [Alteromonadales bacterium TW-7].
Contig4164 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471379 7.40E-70 >ZP_01613851 putative methyl-accepting chemotaxis sensory transducer [Alteromonadales bacterium TW-7].
Contig1640 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471379 2.90E-84 >ZP_01613851 putative methyl-accepting chemotaxis sensory transducer [Alteromonadales bacterium TW-7].
Contig7121 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471387 9.30E-48 >ZP_01613859 hypothetical protein ATW7_17112 [Alteromonadales bacterium TW-7].
Contig6131 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471395 1.80E-61 >ZP_01613867 transcription elongation factor and transcript cleavage [Alteromonadales bacterium TW-7].
Contig3737 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471459 2.60E-75 >ZP_01613900 putative secreted protein [Alteromonadales bacterium TW-7].
Contig4406 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471461 9.10E-37 >ZP_01613902 glutathione peroxidase possibly involved in repair of phospholipid hydroperoxides [Alteromonadales bacterium TW-7].
Contig5958 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471477 2.30E-156 >ZP_01613918 delta-aminolevulinic acid dehydratase [Alteromonadales bacterium TW-7].
Contig6317 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471493 7.40E-33 >ZP_01613934 putative control sensor/kinase protein (ArcB, TorS, ChiS, LuxQ, BvgS family) [Alteromonadales bacterium TW-7].
Contig13928 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471494 9.60E-66 >ZP_01613935 putative transcriptional regulator, LuxR family protein [Alteromonadales bacterium TW-7].
Contig6968 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471540 3.90E-13 >ZP_01613954 hypothetical protein ATW7_09511 [Alteromonadales bacterium TW-7].
Contig1152 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471621 1.50E-71 >ZP_01614006 transcriptional regulator, MerR family protein [Alteromonadales bacterium TW-7].
Contig9388 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471627 1.60E-76 >ZP_01614012 F0F1 ATP synthase subunit beta [Alteromonadales bacterium TW-7].
Contig3890 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471726 2.50E-50 >ZP_01614086 ABC transporter, ATP-binding protein [Alteromonadales bacterium TW-7].
Contig6677 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471734 8.70E-87 >ZP_01614094 Isopenicillin N synthase [Alteromonadales bacterium TW-7].
Contig1967 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471807 7.40E-105 >ZP_01614140 predicted phosphoribulokinase [Alteromonadales bacterium TW-7].
Contig371 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471817 2.60E-79 >ZP_01614150 Sensory transduction histidine kinase [Alteromonadales bacterium TW-7].
Contig1852 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471817 1.40E-67 >ZP_01614150 Sensory transduction histidine kinase [Alteromonadales bacterium TW-7].
Contig1016 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471818 3.70E-55 >ZP_01614151 Response regulator receiver [Alteromonadales bacterium TW-7].
Contig5721 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471827 2.00E-65 >ZP_01614160 RNase R, 3'-5' exoribonuclease [Alteromonadales bacterium TW-7].
Contig802 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119471980 3.60E-21 >ZP_01614265 ISGsu4, transposase [Alteromonadales bacterium TW-7].
Contig1904 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472094 9.60E-49 >ZP_01614325 DNA topoisomerase III (C-terminal part) [Alteromonadales bacterium TW-7].
Contig5142 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472101 8.60E-57 >ZP_01614332 hypothetical protein ATW7_10995 [Alteromonadales bacterium TW-7].
Contig5704 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472101 2.60E-101 >ZP_01614332 hypothetical protein ATW7_10995 [Alteromonadales bacterium TW-7].
Contig4815 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472105 6.20E-74 >ZP_01614336 6,7-dimethyl-8-ribityllumazine synthase [Alteromonadales bacterium TW-7].
Contig5195 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472113 8.90E-79 >ZP_01614344 bifunctional aspartokinase I/homeserine dehydrogenase I [Alteromonadales bacterium TW-7].
Contig13916 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472115 2.10E-72 >ZP_01614346 Signal transduction histidine kinase [Alteromonadales bacterium TW-7].
Contig7009 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472121 1.10E-66 >ZP_01614352 Dipeptidyl peptidase IV [Alteromonadales bacterium TW-7].
Contig1249 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472161 4.10E-50 >ZP_01614363 Cytochrome c oxidase, cbb3-type, subunit I [Alteromonadales bacterium TW-7].
Contig5495 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472176 1.80E-32 >ZP_01614378 exonuclease V, alpha chain with recC and recD: 5' and 3' nuclease, ATPase, recombinase, helicase [Alteromonadales bacterium TW-7].
Contig4620 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472188 1.20E-62 >ZP_01614390 quinolinate synthetase [Alteromonadales bacterium TW-7].
Contig13997 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472239 1.50E-69 >ZP_01614418 alanyl-tRNA synthetase [Alteromonadales bacterium TW-7].
Contig4140 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472451 6.90E-63 >ZP_01614550 tol protein [Alteromonadales bacterium TW-7].
Contig6289 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472451 7.40E-63 >ZP_01614550 tol protein [Alteromonadales bacterium TW-7].
Contig5622 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472453 1.00E-77 >ZP_01614552 Holliday junction helicase, subunit B [Alteromonadales bacterium TW-7].
Contig2713 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472618 2.10E-38 >ZP_01614609 bifunctional: 4'-phosphopantothenoylcysteine decarboxylase (N); phosphopantothenoylcysteine synthetase (C), FMN-binding protein [Alteromonadales bacterium TW-7].
Contig7016 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472619 8.60E-62 >ZP_01614610 nucleoid occlusion protein [Alteromonadales bacterium TW-7].
Contig6180 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472622 8.40E-55 >ZP_01614613 dihydrofolate reductase type I, trimethoprim resistance [Alteromonadales bacterium TW-7].
Contig815 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472629 2.70E-114 >ZP_01614620 hypothetical protein ATW7_12343 [Alteromonadales bacterium TW-7].



Contig831 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472631 3.60E-50 >ZP_01614622 Iron(III) ABC transporter, permease protein [Alteromonadales bacterium TW-7].
Contig5508 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472637 4.90E-78 >ZP_01614628 pyruvate dehydrogenase subunit E1 [Alteromonadales bacterium TW-7].
Contig667 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472638 1.40E-101 >ZP_01614629 transcriptional regulator of pyruvate dehydrogenase complex [Alteromonadales bacterium TW-7].
Contig13310 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472639 2.40E-100 >ZP_01614630 predicted inner membrane protein [Alteromonadales bacterium TW-7].
Contig513 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472690 1.80E-31 >ZP_01614660 phosphogluconate dehydratase [Alteromonadales bacterium TW-7].
Contig2329 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472732 5.40E-38 >ZP_01614686 phosphopentomutase [Alteromonadales bacterium TW-7].
Contig2647 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472792 1.90E-24 >ZP_01614729 putative orphan protein [Alteromonadales bacterium TW-7].
Contig13181 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472848 1.20E-138 >ZP_01614755 fused chorismate mutase T/prephenate dehydrogenase [Alteromonadales bacterium TW-7].
Contig838 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472850 6.60E-31 >ZP_01614757 putative orphan protein; putative conserved domain [Alteromonadales bacterium TW-7].
Contig6025 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119472853 1.70E-54 >ZP_01614760 putative response regulator [Alteromonadales bacterium TW-7].
Contig5102 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473189 5.70E-31 >ZP_01614886 cell division protein [Alteromonadales bacterium TW-7].
Contig5795 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473194 9.10E-55 >ZP_01614891 hypothetical protein ATW7_14296 [Alteromonadales bacterium TW-7].
Contig657 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473198 3.80E-73 >ZP_01614895 tRNA-dihydrouridine synthase B [Alteromonadales bacterium TW-7].
Contig1557 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473218 1.90E-84 >ZP_01614904 phosphoglyceromutase [Alteromonadales bacterium TW-7].
Contig13703 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473219 1.70E-85 >ZP_01614905 hypothetical protein ATW7_00065 [Alteromonadales bacterium TW-7].
Contig1997 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473267 1.70E-07 >ZP_01614928 putative transcriptional activator [Alteromonadales bacterium TW-7].
Contig6449 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473268 9.70E-49 >ZP_01614929 hypothetical protein ATW7_00115 [Alteromonadales bacterium TW-7].
Contig1941 Proteobacteria-Alteromonadales_bacterium_TW_7_gi119473269 5.80E-43 >ZP_01614930 putative deoxyribodipyrimidine photolyase [Alteromonadales bacterium TW-7].
Contig2457 Proteobacteria-Alteromonas_macleodii_ATCC_27126_gi239995798 5.70E-90 >ZP_04716322 Carbon starvation regulatory protein [Alteromonas macleodii ATCC 27126].
Contig5352 Proteobacteria-Alteromonas_macleodii_ATCC_27126_gi239996857 6.10E-07 >ZP_04717381 hypothetical protein AmacA2_20618 [Alteromonas macleodii ATCC 27126].
Contig3263 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196155994 3.10E-296 >YP_002125483 GGDEF domain-containing protein [Alteromonas macleodii 'Deep ecotype'].
Contig582 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196155994 4.00E-18 >YP_002125483 GGDEF domain-containing protein [Alteromonas macleodii 'Deep ecotype'].
Contig5467 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196156098 8.20E-39 >YP_002125587 putative transcriptional regulator with periplasmic binding protein domain [Alteromonas macleodii 'Deep ecotype'].
Contig12275 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196156764 3.30E-08 >YP_002126253 2-oxoglutarate dehydrogenase complex, dehydrogenase (E1) component subunit beta [Alteromonas macleodii 'Deep ecotype'].
Contig263 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196158640 1.30E-62 >YP_002128129 nitrate reductase molybdenum cofactor assembly chaperone [Alteromonas macleodii 'Deep ecotype'].
Contig900 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi196158730 1.20E-19 >YP_002128219 amino acid ABC transporter/signal transduction system protein [Alteromonas macleodii 'Deep ecotype'].
Contig5905 Proteobacteria-Anaeromyxobacter_sp_Fw109_5_gi153005739 3.40E-11 >YP_001380064 hypothetical protein Anae109_2880 [Anaeromyxobacter sp. Fw109-5].
Contig3334 Proteobacteria-Anaeromyxobacter_sp_Fw109_5_gi153005891 2.90E-37 >YP_001380216 protease domain-containing protein [Anaeromyxobacter sp. Fw109-5].
Contig5333 Proteobacteria-Arcobacter_butzleri_JV22_gi315636499 1.10E-37 >ZP_07891735 ferrichrome-iron receptor [Arcobacter butzleri JV22].
Contig4544 Proteobacteria-Arcobacter_butzleri_RM4018_gi157738212 3.60E-21 >YP_001490896 ferrichrome-iron receptor [Arcobacter butzleri RM4018].
Contig3453 Proteobacteria-Azorhizobium_caulinodans_ORS_571_gi158425221 2.50E-78 >YP_001526513 DNA polymerase [Azorhizobium caulinodans ORS 571].
Contig4350 Proteobacteria-Azospirillum_sp_B510_gi288962974 1.10E-41 >YP_003453268 citrate synthase [Azospirillum sp. B510].
Contig6191 Proteobacteria-Bartonella_grahamii_as4aup_gi240850593 1.60E-18 >YP_002971993 NADH dehydrogenase I subunit K [Bartonella grahamii as4aup].
Contig3256 Proteobacteria-Bdellovibrio_bacteriovorus_HD100_gi42523600 3.50E-22 >NP_968980 hypothetical protein Bd2133 [Bdellovibrio bacteriovorus HD100].
Contig3280 Proteobacteria-Beggiatoa_sp_PS_gi153871666 1.10E-34 >ZP_02000779 disease resistance protein [Beggiatoa sp. PS].
Contig680 Proteobacteria-Beggiatoa_sp_PS_gi153871748 6.10E-34 >ZP_02000841 membrane protein [Beggiatoa sp. PS].
Contig9365 Proteobacteria-Beggiatoa_sp_PS_gi153871748 2.30E-24 >ZP_02000841 membrane protein [Beggiatoa sp. PS].
Contig3409 Proteobacteria-Bermanella_marisrubri_gi94499044 1.30E-07 >ZP_01305582 DNA polymerase I [Oceanobacter sp. RED65].
Contig3460 Proteobacteria-Bermanella_marisrubri_gi94499790 9.90E-99 >ZP_01306326 fibronectin type III domain protein [Oceanobacter sp. RED65].
Contig6302 Proteobacteria-Bermanella_marisrubri_gi94501331 5.60E-12 >ZP_01307852 hypothetical protein RED65_02924 [Oceanobacter sp. RED65].
Contig5972 Proteobacteria-Bermanella_marisrubri_gi94502102 6.90E-24 >ZP_01308605 O6-methylguanine-DNA methyltransferase [Oceanobacter sp. RED65].
Contig6374 Proteobacteria-Bordetella_petrii_DSM_12804_gi163856177 7.50E-18 >YP_001630475 hypothetical protein Bpet1867 [Bordetella petrii DSM 12804].
Contig8563 Proteobacteria-Bradyrhizobium_japonicum_USDA_110_gi27376276 1.10E-06 >NP_767805 hypothetical protein blr1165 [Bradyrhizobium japonicum USDA 110].
Contig353 Proteobacteria-Bradyrhizobium_sp_ORS278_gi146338933 3.70E-08 >YP_001203981 choline dehydrogenase [Bradyrhizobium sp. ORS278].
Contig5861 Proteobacteria-Bradyrhizobium_sp_ORS278_gi146343184 3.50E-07 >YP_001208232 ankyrin repeat-containing protein [Bradyrhizobium sp. ORS278].
Contig5862 Proteobacteria-Bradyrhizobium_sp_ORS278_gi146343184 2.00E-23 >YP_001208232 ankyrin repeat-containing protein [Bradyrhizobium sp. ORS278].
Contig13074 Proteobacteria-Brevundimonas_subvibrioides_ATCC_15264_gi302384287 2.10E-39 >YP_003820110 acylamino-acid-releasing enzyme [Brevundimonas subvibrioides ATCC 15264].
Contig2017 Proteobacteria-Brucella_suis_1330_gi23502853 8.40E-06 >NP_698980 cyclic nucleotide-binding protein [Brucella suis 1330].
Contig936 Proteobacteria-Burkholderia_dolosa_AUO158_gi254251471 1.30E-10 >ZP_04944789 3,4-Dihydroxy-2-butanone 4-phosphate synthase [Burkholderia dolosa AUO158].
Contig4653 Proteobacteria-Burkholderia_pseudomallei_112_gi167913676 2.50E-08 >ZP_02500767 transporter, lactate permease (LctP) family protein [Burkholderia pseudomallei 112].
Contig3961 Proteobacteria-Burkholderia_ubonensis_Bu_gi167584141 8.10E-06 >ZP_02376529 methyl-accepting chemotaxis sensory transducer [Burkholderia ubonensis Bu].
Contig6502 Proteobacteria-Burkholderia_ubonensis_Bu_gi167584689 4.40E-12 >ZP_02377077 transcriptional regulator, MerR family protein [Burkholderia ubonensis Bu].
Contig13069 Proteobacteria-Campylobacterales_bacterium_GD_1_gi254458989 1.40E-18 >ZP_05072412 sodium:pantothenate symporter [Campylobacterales bacterium GD 1].
Contig4707 Proteobacteria-Candidatus_Puniceispirillum_marinum_IMCC1322_gi294084873 5.80E-15 >YP_003551633 TPR repeat-containing protein [Candidatus Puniceispirillum marinum IMCC1322].
Contig5127 Proteobacteria-Caulobacter_crescentus_CB15_gi16126223 2.00E-08 >NP_420787 ribosomal large subunit pseudouridine synthase C [Caulobacter crescentus CB15].
Contig2383 Proteobacteria-Caulobacter_segnis_ATCC_21756_gi295688089 3.00E-39 >YP_003591782 glycerophosphoryl diester phosphodiesterase [Caulobacter segnis ATCC 21756].
Contig88 Proteobacteria-Caulobacter_segnis_ATCC_21756_gi295689483 4.70E-44 >YP_003593176 capsule synthesis protein CapA [Caulobacter segnis ATCC 21756].
Contig3810 Proteobacteria-Cellvibrio_japonicus_Ueda107_gi192362383 4.10E-104 >YP_001980811 beta-hexaminidase [Cellvibrio japonicus Ueda107].
Contig5257 Proteobacteria-Chromobacterium_violaceum_ATCC_12472_gi34497646 1.90E-33 >NP_901861 hypothetical protein CV_2191 [Chromobacterium violaceum ATCC 12472].
Contig7051 Proteobacteria-Colwellia_psychrerythraea_34H_gi71277888 2.80E-34 >YP_271070 hypothetical protein CPS_4421 [Colwellia psychrerythraea 34H].
Contig4630 Proteobacteria-Colwellia_psychrerythraea_34H_gi71277914 1.30E-99 >YP_269030 ABC transporter permease [Colwellia psychrerythraea 34H].
Contig6137 Proteobacteria-Colwellia_psychrerythraea_34H_gi71277914 7.50E-48 >YP_269030 ABC transporter permease [Colwellia psychrerythraea 34H].
Contig6630 Proteobacteria-Colwellia_psychrerythraea_34H_gi71277965 2.50E-49 >YP_271455 hypothetical protein CPS_4816 [Colwellia psychrerythraea 34H].
Contig301 Proteobacteria-Colwellia_psychrerythraea_34H_gi71278116 1.70E-18 >YP_267440 hypothetical protein CPS_0690 [Colwellia psychrerythraea 34H].
Contig4681 Proteobacteria-Colwellia_psychrerythraea_34H_gi71278229 4.40E-72 >YP_271325 GGDEF domain-containing protein [Colwellia psychrerythraea 34H].
Contig5606 Proteobacteria-Colwellia_psychrerythraea_34H_gi71278441 6.40E-71 >YP_267344 polysaccharide biosynthesis protein [Colwellia psychrerythraea 34H].
Contig2999 Proteobacteria-Colwellia_psychrerythraea_34H_gi71278458 3.10E-15 >YP_267523 RND family efflux transporter MFP subunit [Colwellia psychrerythraea 34H].
Contig5639 Proteobacteria-Colwellia_psychrerythraea_34H_gi71278570 3.40E-40 >YP_266902 hypothetical protein CPS_0134 [Colwellia psychrerythraea 34H].
Contig1002 Proteobacteria-Colwellia_psychrerythraea_34H_gi71279130 9.00E-27 >YP_267524 ABC transporter ATP-binding protein [Colwellia psychrerythraea 34H].
Contig3569 Proteobacteria-Colwellia_psychrerythraea_34H_gi71279295 3.60E-164 >YP_271564 sensory box sensor histidine kinase [Colwellia psychrerythraea 34H].
Contig1973 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280148 9.50E-15 >YP_268242 flagellar regulatory protein C [Colwellia psychrerythraea 34H].
Contig4704 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280193 9.90E-80 >YP_267528 sensor histidine kinase [Colwellia psychrerythraea 34H].
Contig3771 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280445 8.40E-95 >YP_267400 sensor histidine kinase [Colwellia psychrerythraea 34H].
Contig3989 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280520 5.20E-103 >YP_267525 putative permease [Colwellia psychrerythraea 34H].
Contig1581 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280634 1.40E-22 >YP_269388 LysR family transcriptional regulator [Colwellia psychrerythraea 34H].
Contig5141 Proteobacteria-Colwellia_psychrerythraea_34H_gi71280716 3.10E-57 >YP_269029 ABC transporter ATP-binding protein [Colwellia psychrerythraea 34H].
Contig736 Proteobacteria-Colwellia_psychrerythraea_34H_gi71281109 5.50E-51 >YP_270479 putative monovalent cation/H+ antiporter subunit D [Colwellia psychrerythraea 34H].
Contig6511 Proteobacteria-Colwellia_psychrerythraea_34H_gi71281232 2.00E-43 >YP_271603 methyl-accepting chemotaxis protein [Colwellia psychrerythraea 34H].
Contig3291 Proteobacteria-Colwellia_psychrerythraea_34H_gi71281650 2.80E-115 >YP_267584 hypothetical protein CPS_0835 [Colwellia psychrerythraea 34H].
Contig4212 Proteobacteria-Congregibacter_litoralis_KT71_gi88703689 4.80E-07 >ZP_01101405 membrane protein [Congregibacter litoralis KT71].
Contig2621 Proteobacteria-Congregibacter_litoralis_KT71_gi88703689 3.30E-28 >ZP_01101405 membrane protein [Congregibacter litoralis KT71].
Contig5405 Proteobacteria-Congregibacter_litoralis_KT71_gi88707002 4.80E-06 >ZP_01104699 Short-chain dehydrogenase/reductase SDR [Congregibacter litoralis KT71].
Contig14049 Proteobacteria-Coxiella_burnetii_RSA_493_gi215919094 1.50E-06 >YP_002332981 hypothetical membrane associated protein [Coxiella burnetii RSA 493].
Contig5159 Proteobacteria-Cupriavidus_metallidurans_CH34_gi94313396 4.30E-76 >YP_586605 universal stress protein UspA [Cupriavidus metallidurans CH34].
Contig12751 Proteobacteria-Cupriavidus_metallidurans_CH34_gi94313693 1.60E-17 >YP_586902 putative RpiR family transcriptional regulator [Cupriavidus metallidurans CH34].
Contig3857 Proteobacteria-Dechloromonas_aromatica_RCB_gi71909326 1.00E-29 >YP_286913 PAS [Dechloromonas aromatica RCB].
Contig5709 Proteobacteria-delta_proteobacterium_NaphS2_gi301065012 2.40E-09 >ZP_07205357 enoyl-CoA hydratase/isomerase family protein [delta proteobacterium NaphS2].
Contig600 Proteobacteria-Desulfatibacillum_alkenivorans_AK_01_gi218780434 5.10E-36 >YP_002431752 thrombospondin, type 1 repeat protein [Desulfatibacillum alkenivorans AK-01].
Contig14011 Proteobacteria-Desulfobacterium_autotrophicum_HRM2_gi224369423 2.10E-13 >YP_002603587 GatA1 [Desulfobacterium autotrophicum HRM2].
Contig3965 Proteobacteria-Desulfovibrio_fructosovorans_JJ_gi303248495 1.70E-87 >ZP_07334753 Hyaluronan synthase [Desulfovibrio fructosovorans JJ].
Contig13126 Proteobacteria-Desulfovibrio_fructosovorans_JJ_gi303249390 4.70E-24 >ZP_07335615 PAS/PAC sensor hybrid histidine kinase [Desulfovibrio fructosovorans JJ].
Contig4089 Proteobacteria-Desulfovibrio_vulgaris_str_Miyazaki_F_gi218887533 1.80E-23 >YP_002436854 HPP family protein [Desulfovibrio vulgaris str. 'Miyazaki F'].
Contig13047 Proteobacteria-Desulfurivibrio_alkaliphilus_AHT2_gi297568657 6.50E-15 >YP_003690001 hypothetical protein [Desulfurivibrio alkaliphilus AHT2].
Contig7092 Proteobacteria-Dickeya_dadantii_Ech586_gi271500818 1.40E-50 >YP_003333843 transposase IS3/IS911 family protein [Dickeya dadantii Ech586].
Contig1298 Proteobacteria-Dinoroseobacter_shibae_DFL_12_gi159045887 2.40E-14 >YP_001534681 nicotinamidase [Dinoroseobacter shibae DFL 12].
Contig6961 Proteobacteria-Edwardsiella_tarda_EIB202_gi269140530 2.00E-73 >YP_003297231 putative Fe-S oxidoreductase [Edwardsiella tarda EIB202].
Contig2484 Proteobacteria-Endoriftia_persephone_Hot96_1_Hot96_2_gi167947980 1.50E-20 >ZP_02535054 isocitrate dehydrogenase, NADP-dependent [Endoriftia persephone 'Hot96_1+Hot96_2'].
Contig1545 Proteobacteria-Enhydrobacter_aerosaccus_SK60_gi257454499 1.80E-12 >ZP_05619757 AIG2 family protein [Enhydrobacter aerosaccus SK60].
Contig7037 Proteobacteria-Enterobacter_cancerogenus_ATCC_35316_gi261341063 5.30E-17 >ZP_05968921 EAL domain protein [Enterobacter cancerogenus ATCC 35316].
Contig14016 Proteobacteria-Erythrobacter_litoralis_HTCC2594_gi85373227 1.40E-29 >YP_457289 acyl-CoA synthetase [Erythrobacter litoralis HTCC2594].
Contig13676 Proteobacteria-Escherichia_albertii_TW07627_gi170768857 2.30E-35 >ZP_02903310 putative phosphatidylethanolamine-binding protein [Escherichia albertii TW07627].
Contig5503 Proteobacteria-Escherichia_coli_TA271_gi307236566 2.30E-25 >ZP_07522977 hypothetical protein EcolTA2_13530 [Escherichia coli TA271].
Contig5817 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308049153 1.60E-43 >YP_003912719 peptidase T2 asparaginase 2 [Ferrimonas balearica DSM 9799].
Contig3610 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308049368 3.10E-17 >YP_003912934 glutathione-dependent formaldehyde-activating GFA [Ferrimonas balearica DSM 9799].
Contig1363 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308050254 1.20E-37 >YP_003913820 YCII-related protein [Ferrimonas balearica DSM 9799].
Contig4678 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308050296 2.60E-36 >YP_003913862 phage shock protein A, PspA [Ferrimonas balearica DSM 9799].
Contig4893 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308050932 4.00E-07 >YP_003914498 Pyrrolo-quinoline quinone [Ferrimonas balearica DSM 9799].
Contig6334 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308050932 2.60E-39 >YP_003914498 Pyrrolo-quinoline quinone [Ferrimonas balearica DSM 9799].
Contig1271 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi308050932 1.70E-09 >YP_003914498 Pyrrolo-quinoline quinone [Ferrimonas balearica DSM 9799].
Contig4775 Proteobacteria-Gallionella_capsiferriformans_ES_2_gi302878409 1.20E-35 >YP_003846973 serine/threonine protein kinase [Gallionella capsiferriformans ES-2].
Contig6440 Proteobacteria-gamma_proteobacterium_HTCC5015_gi254448356 3.10E-38 >ZP_05061817 transporter, MscS family [gamma proteobacterium HTCC5015].
Contig3482 Proteobacteria-gamma_proteobacterium_HTCC5015_gi254448471 1.20E-27 >ZP_05061931 Helix-turn-helix domain protein [gamma proteobacterium HTCC5015].
Contig3797 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254514432 6.20E-137 >ZP_05126493 sodium:neurotransmitter symporter [gamma proteobacterium NOR5-3].
Contig6122 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254514450 4.60E-23 >ZP_05126511 biopolymer transport protein [gamma proteobacterium NOR5-3].
Contig4696 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254514476 8.50E-49 >ZP_05126537 methionyl-tRNA formyltransferase [gamma proteobacterium NOR5-3].
Contig4110 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254514803 2.10E-97 >ZP_05126864 aminotransferase YbdL [gamma proteobacterium NOR5-3].
Contig5730 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254516363 5.60E-16 >ZP_05128422 conserved hypothetical protein [gamma proteobacterium NOR5-3].
Contig5161 Proteobacteria-gamma_proteobacterium_NOR5_3_gi254516652 7.80E-45 >ZP_05128711 methanol dehydrogenase protein, large subunit [gamma proteobacterium NOR5-3].
Contig7095 Proteobacteria-Geobacter_sulfurreducens_PCA_gi39997043 1.10E-06 >NP_952994 fibronectin type III domain-containing protein [Geobacter sulfurreducens PCA].
Contig7474 Proteobacteria-Gluconacetobacter_diazotrophicus_PAl_5_gi209542389 3.00E-12 >YP_002274618 hypothetical protein Gdia_0205 [Gluconacetobacter diazotrophicus PAl 5].
Contig3648 Proteobacteria-Gluconacetobacter_diazotrophicus_PAl_5_gi209545474 2.20E-06 >YP_002277703 hypothetical protein Gdia_3362 [Gluconacetobacter diazotrophicus PAl 5].
Contig3465 Proteobacteria-Gluconobacter_oxydans_621H_gi58040450 1.80E-10 >YP_192414 aminomethyltransferase [Gluconobacter oxydans 621H].
Contig3543 Proteobacteria-Grimontia_hollisae_CIP_101886_gi262274050 1.70E-55 >ZP_06051862 hypothetical protein VHA_001026 [Grimontia hollisae CIP 101886].
Contig10976 Proteobacteria-Grimontia_hollisae_CIP_101886_gi262274588 3.40E-15 >ZP_06052399 na(+)/H(+) antiporter [Grimontia hollisae CIP 101886].
Contig6467 Proteobacteria-Grimontia_hollisae_CIP_101886_gi262274934 2.50E-60 >ZP_06052745 uracil-DNA glycosylase [Grimontia hollisae CIP 101886].
Contig13297 Proteobacteria-Haemophilus_influenzae_7P49H1_gi229847119 3.90E-15 >ZP_04467224 Sel1 domain protein repeat-containing protein [Haemophilus influenzae 7P49H1].
Contig7361 Proteobacteria-Haemophilus_influenzae_HK1212_gi270585831 1.90E-06 >ZP_06221404 ATP-dependent DNA helicase recQ [Haemophilus influenzae HK1212].
Contig10641 Proteobacteria-Haemophilus_influenzae_HK1212_gi270667878 1.30E-11 >ZP_06222471 LicA protein [Haemophilus influenzae HK1212].
Contig1257 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83643004 5.00E-07 >YP_431439 autotransporter beta-domain-containing protein [Hahella chejuensis KCTC 2396].
Contig3317 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83644805 8.90E-220 >YP_433240 amine oxidoreductase, flavin-containing [Hahella chejuensis KCTC 2396].
Contig6863 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83646696 7.60E-27 >YP_435131 molybdenum cofactor biosynthesis protein A [Hahella chejuensis KCTC 2396].
Contig2571 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83646706 3.40E-74 >YP_435141 nitrate/nitrite transporter [Hahella chejuensis KCTC 2396].
Contig2838 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83646717 4.10E-56 >YP_435152 nitrate reductase subunit beta [Hahella chejuensis KCTC 2396].
Contig225 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83646718 9.80E-135 >YP_435153 nitrate reductase subunit alpha [Hahella chejuensis KCTC 2396].
Contig98 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83646719 8.20E-07 >YP_435154 signal transduction histidine kinase, nitrate/nitrite-specific [Hahella chejuensis KCTC 2396].
Contig3031 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83648466 3.40E-11 >YP_436901 alkaline phosphatase [Hahella chejuensis KCTC 2396].
Contig1721 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi83649194 1.20E-40 >YP_437629 non-ribosomal peptide synthetase modules-like protein [Hahella chejuensis KCTC 2396].
Contig3448 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi262194174 2.40E-17 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig5502 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi262194174 3.00E-11 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig5629 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi262194174 1.70E-10 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig294 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi262196215 1.80E-28 >YP_003267424 PadR family transcriptional regulator [Haliangium ochraceum DSM 14365].
Contig3728 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi262198458 2.80E-13 >YP_003269667 hypothetical protein Hoch_5289 [Haliangium ochraceum DSM 14365].
Contig3491 Proteobacteria-Herminiimonas_arsenicoxydans_gi134095702 2.50E-59 >YP_001100777 putative erythromycin esterase [Herminiimonas arsenicoxydans].
Contig14032 Proteobacteria-Hyphomonas_neptunium_ATCC_15444_gi114797081 9.10E-31 >YP_761951 amidohydrolase family protein [Hyphomonas neptunium ATCC 15444].
Contig5912 Proteobacteria-Hyphomonas_neptunium_ATCC_15444_gi114798452 9.80E-09 >YP_760375 sulfatase family protein [Hyphomonas neptunium ATCC 15444].
Contig10891 Proteobacteria-Idiomarina_baltica_OS145_gi85711229 1.10E-45 >ZP_01042289 Kynureninase [Idiomarina baltica OS145].
Contig4001 Proteobacteria-Idiomarina_baltica_OS145_gi85712198 7.20E-68 >ZP_01043250 Peptidase M23/M37 [Idiomarina baltica OS145].
Contig5427 Proteobacteria-Idiomarina_baltica_OS145_gi85712454 3.20E-20 >ZP_01043503 Hybrid sensor histidine kinase (HisK, 2 CheY, Hpt domains) [Idiomarina baltica OS145].
Contig277 Proteobacteria-Idiomarina_baltica_OS145_gi85712889 1.20E-83 >ZP_01043930 phosphoenolpyruvate synthase [Idiomarina baltica OS145].
Contig7128 Proteobacteria-Idiomarina_baltica_OS145_gi85712893 2.20E-19 >ZP_01043934 Adenylosuccinate lyase [Idiomarina baltica OS145].
Contig4876 Proteobacteria-Idiomarina_loihiensis_L2TR_gi56459295 3.90E-26 >YP_154576 nitrate/nitrite sensor histidine kinase [Idiomarina loihiensis L2TR].
Contig5483 Proteobacteria-Idiomarina_loihiensis_L2TR_gi56459295 1.40E-25 >YP_154576 nitrate/nitrite sensor histidine kinase [Idiomarina loihiensis L2TR].
Contig1070 Proteobacteria-Jannaschia_sp_CCS1_gi89055202 3.70E-06 >YP_510653 glyoxalase/bleomycin resistance protein/dioxygenase [Jannaschia sp. CCS1].
Contig893 Proteobacteria-Kingella_oralis_ATCC_51147_gi238020705 3.40E-43 >ZP_04601131 hypothetical protein GCWU000324_00595 [Kingella oralis ATCC 51147].
Contig1151 Proteobacteria-Labrenzia_aggregata_IAM_12614_gi118589777 1.10E-09 >ZP_01547182 hypothetical protein SIAM614_05035 [Stappia aggregata IAM 12614].
Contig5283 Proteobacteria-Labrenzia_alexandrii_DFL_11_gi254500342 5.40E-12 >ZP_05112493 5-aminolevulinic acid synthase [Labrenzia alexandrii DFL-11].
Contig4846 Proteobacteria-Labrenzia_alexandrii_DFL_11_gi254501858 2.20E-08 >ZP_05114009 hypothetical protein SADFL11_1896 [Labrenzia alexandrii DFL-11].
Contig6391 Proteobacteria-Laribacter_hongkongensis_HLHK9_gi226940009 4.60E-20 >YP_002795082 NosA protein precursor [Laribacter hongkongensis HLHK9].
Contig3598 Proteobacteria-Legionella_longbeachae_NSW150_gi289165497 3.20E-34 >YP_003455635 NAD dependent epimerase/dehydratase [Legionella longbeachae NSW150].
Contig2499 Proteobacteria-Legionella_pneumophila_2300_99_Alcoy_gi296107504 2.90E-19 >YP_003619205 sensory box histidine kinase/response regulator [Legionella pneumophila 2300/99 Alcoy].
Contig75 Proteobacteria-Magnetococcus_sp_MC_1_gi117924401 2.80E-30 >YP_865018 outer membrane adhesin like proteiin [Magnetococcus sp. MC-1].
Contig5760 Proteobacteria-Magnetococcus_sp_MC_1_gi117924401 3.70E-37 >YP_865018 outer membrane adhesin like proteiin [Magnetococcus sp. MC-1].
Contig4450 Proteobacteria-Magnetococcus_sp_MC_1_gi117926792 6.40E-98 >YP_867409 hypothetical protein Mmc1_3518 [Magnetococcus sp. MC-1].
Contig4191 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119503346 1.20E-66 >ZP_01625430 hypothetical protein MGP2080_11798 [marine gamma proteobacterium HTCC2080].
Contig6227 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119504147 4.40E-53 >ZP_01626228 Short-chain dehydrogenase/reductase SDR [marine gamma proteobacterium HTCC2080].
Contig1568 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119504148 2.00E-15 >ZP_01626229 hypothetical protein MGP2080_10368 [marine gamma proteobacterium HTCC2080].
Contig5172 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119504161 8.20E-40 >ZP_01626242 hypothetical protein MGP2080_10433 [marine gamma proteobacterium HTCC2080].
Contig3243 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119504773 1.80E-61 >ZP_01626851 hypothetical protein MGP2080_08936 [marine gamma proteobacterium HTCC2080].
Contig4708 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi119505189 3.60E-29 >ZP_01627264 Beta-lactamase [marine gamma proteobacterium HTCC2080].
Contig4688 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi119474674 2.40E-67 >ZP_01615027 Hep_Hag family protein [marine gamma proteobacterium HTCC2143].
Contig4231 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi119476856 2.50E-15 >ZP_01617137 Putative integral membrane protein [marine gamma proteobacterium HTCC2143].
Contig5196 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi119477015 5.20E-43 >ZP_01617296 Beta-lactamase [marine gamma proteobacterium HTCC2143].
Contig2547 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254480417 1.50E-76 >ZP_05093664 glyceraldehyde-3-phosphate dehydrogenase, type I, putative [marine gamma proteobacterium HTCC2148].
Contig6010 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254480993 9.30E-15 >ZP_05094239 beta-lactamase [marine gamma proteobacterium HTCC2148].
Contig5658 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481472 7.50E-45 >ZP_05094716 hypothetical protein GPB2148_1971 [marine gamma proteobacterium HTCC2148].
Contig1067 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481477 8.60E-33 >ZP_05094721 tetratricopeptide repeat domain protein [marine gamma proteobacterium HTCC2148].
Contig13833 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481936 3.70E-21 >ZP_05095178 transcriptional regulator, TetR family [marine gamma proteobacterium HTCC2148].
Contig1004 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481946 5.20E-59 >ZP_05095188 AMP-binding enzyme, putative [marine gamma proteobacterium HTCC2148].
Contig1949 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481946 1.10E-50 >ZP_05095188 AMP-binding enzyme, putative [marine gamma proteobacterium HTCC2148].
Contig6465 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254481969 1.70E-60 >ZP_05095211 conserved domain protein [marine gamma proteobacterium HTCC2148].
Contig4435 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254482034 5.80E-11 >ZP_05095276 hypothetical protein GPB2148_105 [marine gamma proteobacterium HTCC2148].
Contig4955 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254482209 1.50E-12 >ZP_05095450 Acyl-CoA dehydrogenase, C-terminal domain protein [marine gamma proteobacterium HTCC2148].
Contig5633 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254482307 4.10E-17 >ZP_05095547 transporter, major facilitator family [marine gamma proteobacterium HTCC2148].
Contig2586 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254482481 2.40E-19 >ZP_05095720 acetate--CoA ligase [marine gamma proteobacterium HTCC2148].
Contig5254 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi254483081 5.00E-67 >ZP_05096315 acetyl-CoA acetyltransferases subfamily protein [marine gamma proteobacterium HTCC2148].
Contig13479 Proteobacteria-Marinobacter_aquaeolei_VT8_gi120537045 4.20E-55 >YP_957102 LysR family transcriptional regulator [Marinobacter aquaeolei VT8].
Contig9482 Proteobacteria-Marinobacter_aquaeolei_VT8_gi120556314 1.50E-13 >YP_960665 uncharacterized peroxidase-related enzyme [Marinobacter aquaeolei VT8].
Contig12025 Proteobacteria-Marinobacter_aquaeolei_VT8_gi120556724 3.80E-16 >YP_961075 cyclohexanone monooxygenase [Marinobacter aquaeolei VT8].
Contig12007 Proteobacteria-Marinobacter_sp_ELB17_gi126666904 8.10E-17 >ZP_01737880 hypothetical protein MELB17_06684 [Marinobacter sp. ELB17].
Contig6660 Proteobacteria-Marinobacter_sp_ELB17_gi126668290 7.70E-28 >ZP_01739249 predicted signal transduction protein containing a membrane domain, an EAL and a GGDEF domain [Marinobacter sp. ELB17].
Contig6618 Proteobacteria-Marinomonas_sp_MED121_gi87118209 1.20E-57 >ZP_01074108 hypothetical protein MED121_14319 [Marinomonas sp. MED121].
Contig1457 Proteobacteria-Marinomonas_sp_MED121_gi87118781 2.20E-06 >ZP_01074680 sugar-binding protein, putative [Marinomonas sp. MED121].
Contig2497 Proteobacteria-Marinomonas_sp_MED121_gi87118781 5.70E-10 >ZP_01074680 sugar-binding protein, putative [Marinomonas sp. MED121].
Contig4819 Proteobacteria-Marinomonas_sp_MED121_gi87119020 2.60E-14 >ZP_01074918 methyl-accepting chemotaxis protein [Marinomonas sp. MED121].
Contig3251 Proteobacteria-Marinomonas_sp_MED121_gi87120330 1.20E-08 >ZP_01076225 polysaccharide biosynthesis protein [Marinomonas sp. MED121].
Contig6330 Proteobacteria-Marinomonas_sp_MED121_gi87121750 1.10E-49 >ZP_01077637 alkaline phosphatase [Marinomonas sp. MED121].
Contig5834 Proteobacteria-Marinomonas_sp_MED121_gi87121815 2.50E-35 >ZP_01077701 hypothetical protein MED121_00785 [Marinomonas sp. MED121].
Contig342 Proteobacteria-Marinomonas_sp_MED121_gi87122155 3.10E-26 >ZP_01078038 hypothetical protein MED121_05203 [Marinomonas sp. MED121].
Contig3304 Proteobacteria-Marinomonas_sp_MED121_gi87122155 4.10E-44 >ZP_01078038 hypothetical protein MED121_05203 [Marinomonas sp. MED121].
Contig6724 Proteobacteria-Marinomonas_sp_MWYL1_gi152995395 2.10E-09 >YP_001340230 hypothetical protein Mmwyl1_1366 [Marinomonas sp. MWYL1].
Contig3593 Proteobacteria-Marinomonas_sp_MWYL1_gi152998201 3.50E-86 >YP_001343036 transposase IS4 family protein [Marinomonas sp. MWYL1].
Contig10522 Proteobacteria-Maritimibacter_alkaliphilus_HTCC2654_gi84686166 2.60E-122 >ZP_01014061 UDP-glucose 4-epimerase [Maritimibacter alkaliphilus HTCC2654].
Contig12293 Proteobacteria-Mesorhizobium_opportunistum_WSM2075_gi260459227 4.60E-20 >ZP_05807482 citrate synthase I [Mesorhizobium opportunistum WSM2075].
Contig12936 Proteobacteria-Mesorhizobium_opportunistum_WSM2075_gi260462307 3.80E-17 >ZP_05810515 fatty acid desaturase [Mesorhizobium opportunistum WSM2075].
Contig5510 Proteobacteria-Mesorhizobium_opportunistum_WSM2075_gi260469738 1.10E-49 >ZP_05813897 DEAD-like helicase [Mesorhizobium opportunistum WSM2075].
Contig349 Proteobacteria-Methylobacterium_extorquens_AM1_gi240138612 3.50E-31 >YP_002963084 hypothetical protein MexAM1_META1p2000 [Methylobacterium extorquens AM1].
Contig11780 Proteobacteria-Methylophaga_thiooxydans_DMS010_gi254490055 1.10E-38 >ZP_05103248 HAMP domain protein [Methylophaga thiooxidans DMS010].
Contig2031 Proteobacteria-Methylophaga_thiooxydans_DMS010_gi254491156 1.50E-36 >ZP_05104337 hypothetical protein MDMS009_1488 [Methylophaga thiooxidans DMS010].
Contig3527 Proteobacteria-Methylophilales_bacterium_HTCC2181_gi118594191 1.10E-62 >ZP_01551538 hypothetical protein MB2181_00945 [Methylophilales bacterium HTCC2181].
Contig2209 Proteobacteria-Moraxella_catarrhalis_RH4_gi296112969 1.10E-72 >YP_003626907 nitrate reductase beta subunit NarH [Moraxella catarrhalis RH4].
Contig5260 Proteobacteria-Moritella_sp_PE36_gi149909053 7.10E-10 >ZP_01897711 hypothetical protein PE36_17330 [Moritella sp. PE36].
Contig2799 Proteobacteria-Moritella_sp_PE36_gi149912257 6.90E-25 >ZP_01900832 probable maltose O-acetyltransferase [Moritella sp. PE36].
Contig13799 Proteobacteria-Myxococcus_xanthus_DK_1622_gi108759578 6.00E-49 >YP_631607 3,4-dihydroxy-2-butanone 4-phosphate synthase/GTP cyclohydrolase II [Myxococcus xanthus DK 1622].
Contig307 Proteobacteria-Myxococcus_xanthus_DK_1622_gi108759715 2.50E-29 >YP_634459 hypothetical protein MXAN_6334 [Myxococcus xanthus DK 1622].
Contig203 Proteobacteria-Myxococcus_xanthus_DK_1622_gi108763443 1.30E-09 >YP_633561 putative lipoprotein [Myxococcus xanthus DK 1622].
Contig1848 Proteobacteria-Neptuniibacter_caesariensis_gi89092524 1.10E-10 >ZP_01165477 hypothetical protein MED92_14498 [Oceanospirillum sp. MED92].
Contig6756 Proteobacteria-Neptuniibacter_caesariensis_gi89093530 3.90E-60 >ZP_01166478 bacterioferritin [Oceanospirillum sp. MED92].
Contig1142 Proteobacteria-Neptuniibacter_caesariensis_gi89095503 3.10E-13 >ZP_01168410 Na+/H+ antiporter [Oceanospirillum sp. MED92].
Contig6224 Proteobacteria-Nitrobacter_hamburgensis_X14_gi92116929 2.80E-06 >YP_576658 cyclic nucleotide-binding domain-containing protein [Nitrobacter hamburgensis X14].
Contig13856 Proteobacteria-Nitrosococcus_halophilus_Nc4_gi292490400 5.70E-22 >YP_003525839 hypothetical protein Nhal_0251 [Nitrosococcus halophilus Nc4].
Contig5874 Proteobacteria-Nitrosococcus_halophilus_Nc4_gi292492800 2.40E-53 >YP_003528239 adenylosuccinate lyase [Nitrosococcus halophilus Nc4].
Contig7257 Proteobacteria-Nitrosomonas_sp_AL212_gi255064147 2.40E-46 >ZP_05316119 glycoside hydrolase family 19 [Nitrosomonas sp. AL212].
Contig5432 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi146275842 2.60E-96 >YP_001166002 NADH:flavin oxidoreductase/NADH oxidase [Novosphingobium aromaticivorans DSM 12444].
Contig1477 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi146275954 7.90E-22 >YP_001166114 hypothetical protein Saro_3729 [Novosphingobium aromaticivorans DSM 12444].
Contig3149 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi146275954 3.10E-35 >YP_001166114 hypothetical protein Saro_3729 [Novosphingobium aromaticivorans DSM 12444].
Contig13614 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi146275972 2.40E-101 >YP_001166132 short-chain dehydrogenase/reductase SDR [Novosphingobium aromaticivorans DSM 12444].
Contig6657 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi87199067 1.20E-12 >YP_496324 branched-chain alpha-keto acid dehydrogenase E1 component [Novosphingobium aromaticivorans DSM 12444].



Contig6937 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi87199814 1.40E-41 >YP_497071 5-aminolevulinate synthase [Novosphingobium aromaticivorans DSM 12444].
Contig1312 Proteobacteria-Oceanibulbus_indolifex_HEL_45_gi163747160 8.40E-16 >ZP_02154516 30S ribosomal protein S9 [Oceanibulbus indolifex HEL-45].
Contig4069 Proteobacteria-Oceanicaulis_sp_HTCC2633_gi83859114 5.60E-21 >ZP_00952635 metallo-beta-lactamase family protein [Oceanicaulis alexandrii HTCC2633].
Contig2117 Proteobacteria-Oceanicaulis_sp_HTCC2633_gi83945353 1.20E-06 >ZP_00957701 Predicted carboxypeptidase, Zn dependent [Oceanicaulis alexandrii HTCC2633].
Contig2134 Proteobacteria-Octadecabacter_antarcticus_238_gi254450228 2.00E-14 >ZP_05063665 cupin domain protein [Octadecabacter antarcticus 238].
Contig579 Proteobacteria-Octadecabacter_antarcticus_238_gi254450624 3.30E-09 >ZP_05064061 NmrA-like family [Octadecabacter antarcticus 238].
Contig6900 Proteobacteria-Pantoea_sp_At_9b_gi317046760 2.30E-19 >YP_004114408 beta-N-acetylhexosaminidase [Pantoea sp. At-9b].
Contig10381 Proteobacteria-Pantoea_vagans_C9_1_gi308188771 8.70E-38 >YP_003932902 enzyme [Pantoea vagans C9-1].
Contig6554 Proteobacteria-Parvibaculum_lavamentivorans_DS_1_gi154251042 2.30E-20 >YP_001411866 putative flavin-binding monooxygenase [Parvibaculum lavamentivorans DS-1].
Contig4655 Proteobacteria-Pectobacterium_atrosepticum_SCRI1043_gi50120380 7.20E-57 >YP_049547 dTDP-6-deoxy-D-glucose-3,5 epimerase [Pectobacterium atrosepticum SCRI1043].
Contig11762 Proteobacteria-Pectobacterium_carotovorum_subsp_brasiliensis_PBR1692_gi227112462 6.90E-41 >ZP_03826118 hypothetical protein PcarbP_05837 [Pectobacterium carotovorum subsp. brasiliensis PBR1692].
Contig1216 Proteobacteria-Pectobacterium_carotovorum_subsp_brasiliensis_PBR1692_gi227112463 1.90E-19 >ZP_03826119 hypothetical protein PcarbP_05842 [Pectobacterium carotovorum subsp. brasiliensis PBR1692].
Contig2582 Proteobacteria-Pectobacterium_carotovorum_subsp_brasiliensis_PBR1692_gi227113404 2.20E-15 >ZP_03827060 bacteriophage Lambda NinG protein [Pectobacterium carotovorum subsp. brasiliensis PBR1692].
Contig11687 Proteobacteria-Pectobacterium_carotovorum_subsp_brasiliensis_PBR1692_gi227115034 4.60E-08 >ZP_03828690 para-nitrobenzyl esterase [Pectobacterium carotovorum subsp. brasiliensis PBR1692].
Contig6105 Proteobacteria-Pectobacterium_carotovorum_subsp_carotovorum_PC1_gi253686872 4.80E-14 >YP_003016062 Ig family protein [Pectobacterium carotovorum subsp. carotovorum PC1].
Contig5938 Proteobacteria-Pectobacterium_wasabiae_WPP163_gi261819894 8.70E-14 >YP_003258000 Ig family protein [Pectobacterium wasabiae WPP163].
Contig7139 Proteobacteria-Pectobacterium_wasabiae_WPP163_gi261820027 1.20E-34 >YP_003258133 plasmid transfer protein [Pectobacterium wasabiae WPP163].
Contig12106 Proteobacteria-Pelobacter_propionicus_DSM_2379_gi118577306 1.20E-34 >YP_899546 hydroxylamine reductase [Pelobacter propionicus DSM 2379].
Contig982 Proteobacteria-Pelobacter_propionicus_DSM_2379_gi118580784 4.70E-13 >YP_902034 Ig family protein [Pelobacter propionicus DSM 2379].
Contig8877 Proteobacteria-Phenylobacterium_zucineum_HLK1_gi197105441 5.80E-07 >YP_002130818 dihydroxy-acid dehydratase [Phenylobacterium zucineum HLK1].
Contig1938 Proteobacteria-Phenylobacterium_zucineum_HLK1_gi197105711 3.60E-29 >YP_002131088 metallo-beta-lactamase family protein [Phenylobacterium zucineum HLK1].
Contig1464 Proteobacteria-Photobacterium_angustum_S14_gi90578301 8.00E-19 >ZP_01234112 hypothetical protein VAS14_14659 [Vibrio angustum S14].
Contig1926 Proteobacteria-Photobacterium_angustum_S14_gi90578302 2.30E-26 >ZP_01234113 hypothetical protein VAS14_14664 [Vibrio angustum S14].
Contig4903 Proteobacteria-Photobacterium_angustum_S14_gi90581033 9.70E-37 >ZP_01236833 putative tatD gene product [Vibrio angustum S14].
Contig809 Proteobacteria-Photobacterium_profundum_3TCK_gi90409749 9.20E-67 >ZP_01217766 hypothetical protein P3TCK_03261 [Photobacterium profundum 3TCK].
Contig5021 Proteobacteria-Photobacterium_profundum_SS9_gi54301885 2.10E-07 >YP_131878 hypothetical protein PBPRB0205 [Photobacterium profundum SS9].
Contig4399 Proteobacteria-Photobacterium_profundum_SS9_gi54302273 6.60E-24 >YP_132266 hypothetical protein PBPRB0593 [Photobacterium profundum SS9].
Contig2086 Proteobacteria-Photobacterium_profundum_SS9_gi54302273 1.60E-32 >YP_132266 hypothetical protein PBPRB0593 [Photobacterium profundum SS9].
Contig3285 Proteobacteria-Photobacterium_sp_SKA34_gi89071916 6.90E-38 >ZP_01158512 oxidoreductase, short-chain dehydrogenase/reductase family protein [Photobacterium sp. SKA34].
Contig6899 Proteobacteria-Photorhabdus_luminescens_subsp_laumondii_TTO1_gi37524525 4.00E-21 >NP_927869 hypothetical protein plu0517 [Photorhabdus luminescens subsp. laumondii TTO1].
Contig3529 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919892 2.00E-12 >ZP_01908368 putative lipoprotein [Plesiocystis pacifica SIR-1].
Contig13884 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149920241 3.40E-17 >ZP_01908713 cupin domain protein [Plesiocystis pacifica SIR-1].
Contig291 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921037 1.60E-78 >ZP_01909497 MFS permease [Plesiocystis pacifica SIR-1].
Contig10852 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921037 7.90E-30 >ZP_01909497 MFS permease [Plesiocystis pacifica SIR-1].
Contig1383 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149922087 3.20E-36 >ZP_01910527 hypothetical protein PPSIR1_23164 [Plesiocystis pacifica SIR-1].
Contig10752 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149924248 1.60E-31 >ZP_01912621 acetyl-CoA acetyltransferase [Plesiocystis pacifica SIR-1].
Contig10517 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149924941 2.20E-22 >ZP_01913270 hypothetical protein PPSIR1_12378 [Plesiocystis pacifica SIR-1].
Contig1122 Proteobacteria-Polynucleobacter_necessarius_subsp_asymbioticus_QLW_P1DMWA_1_gi1455893051.00E-50 >YP_001155902 exonuclease, RNase T and DNA polymerase III [Polynucleobacter necessarius subsp. asymbioticus QLW-P1DMWA-1].
Contig6493 Proteobacteria-Providencia_alcalifaciens_DSM_30120_gi212711105 1.50E-09 >ZP_03319233 hypothetical protein PROVALCAL_02174 [Providencia alcalifaciens DSM 30120].
Contig13831 Proteobacteria-Providencia_alcalifaciens_DSM_30120_gi212711987 1.80E-55 >ZP_03320115 hypothetical protein PROVALCAL_03063 [Providencia alcalifaciens DSM 30120].
Contig5543 Proteobacteria-Providencia_rettgeri_DSM_1131_gi268590219 2.10E-47 >ZP_06124440 TonB-dependent receptor [Providencia rettgeri DSM 1131].
Contig6202 Proteobacteria-Providencia_stuartii_ATCC_25827_gi188026310 1.20E-36 >ZP_02961634 hypothetical protein PROSTU_03677 [Providencia stuartii ATCC 25827].
Contig6986 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109896482 1.70E-27 >YP_659737 deoxyribodipyrimidine photolyase [Pseudoalteromonas atlantica T6c].
Contig678 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109896625 1.80E-66 >YP_659880 putative lipoprotein [Pseudoalteromonas atlantica T6c].
Contig3392 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109898626 1.70E-22 >YP_661881 diguanylate cyclase [Pseudoalteromonas atlantica T6c].
Contig5491 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109898759 1.30E-35 >YP_662014 hypothetical protein Patl_2444 [Pseudoalteromonas atlantica T6c].
Contig6443 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109899715 6.80E-66 >YP_662970 TonB-dependent receptor [Pseudoalteromonas atlantica T6c].
Contig6717 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi109899715 1.00E-49 >YP_662970 TonB-dependent receptor [Pseudoalteromonas atlantica T6c].
Contig4806 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi162139933 2.80E-26 >YP_338667 guanosine pentaphosphate phosphohydrolase [Pseudoalteromonas haloplanktis TAC125].
Contig3218 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359036 1.10E-168 >YP_338611 transcriptional regulator [Pseudoalteromonas haloplanktis TAC125].
Contig3761 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359054 1.40E-77 >YP_338629 sensor protein [Pseudoalteromonas haloplanktis TAC125].
Contig4370 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359054 2.20E-97 >YP_338629 sensor protein [Pseudoalteromonas haloplanktis TAC125].
Contig1356 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359072 1.70E-46 >YP_338647 iron scavenging protein [Pseudoalteromonas haloplanktis TAC125].
Contig5223 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359106 2.90E-49 >YP_338681 hypothetical protein PSHAa0134 [Pseudoalteromonas haloplanktis TAC125].
Contig2790 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359106 1.30E-33 >YP_338681 hypothetical protein PSHAa0134 [Pseudoalteromonas haloplanktis TAC125].
Contig323 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359107 1.20E-65 >YP_338682 metalloprotease [Pseudoalteromonas haloplanktis TAC125].
Contig1300 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359108 2.40E-35 >YP_338683 short-chain fatty acid transport protein [Pseudoalteromonas haloplanktis TAC125].
Contig3076 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359284 2.90E-58 >YP_338859 hypothetical protein PSHAa0317 [Pseudoalteromonas haloplanktis TAC125].
Contig4856 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359288 7.60E-190 >YP_338863 preprotein translocase auxillary membrane component [Pseudoalteromonas haloplanktis TAC125].
Contig3446 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359309 5.90E-171 >YP_338884 phosphoribosylglycinamide synthetase [Pseudoalteromonas haloplanktis TAC125].
Contig3731 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359311 1.20E-130 >YP_338886 bifunctional phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP cyclohydrolase [Pseudoalteromonas haloplanktis TAC125].
Contig6658 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359316 5.60E-32 >YP_338891 DNA primase [Pseudoalteromonas haloplanktis TAC125].
Contig2884 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359316 9.70E-16 >YP_338891 DNA primase [Pseudoalteromonas haloplanktis TAC125].
Contig12684 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359322 3.40E-31 >YP_338897 cell division protein [Pseudoalteromonas haloplanktis TAC125].
Contig4241 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359323 1.60E-116 >YP_338898 RNA polymerase factor sigma-32 [Pseudoalteromonas haloplanktis TAC125].
Contig5077 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359330 4.50E-66 >YP_338905 carboxyl-terminal protease [Pseudoalteromonas haloplanktis TAC125].
Contig6963 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359336 7.40E-56 >YP_338911 glycerol-3-phosphate dehydrogenase (NAD+) [Pseudoalteromonas haloplanktis TAC125].
Contig118 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359345 5.40E-53 >YP_338920 dephospho-CoA kinase [Pseudoalteromonas haloplanktis TAC125].
Contig589 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359346 9.00E-37 >YP_338921 leader peptide processing enzyme [Pseudoalteromonas haloplanktis TAC125].
Contig4605 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359347 3.90E-183 >YP_338922 type IV pilus biogenesis protein C [Pseudoalteromonas haloplanktis TAC125].
Contig554 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359367 1.80E-08 >YP_338942 polysaccharide biosynthesis protein [Pseudoalteromonas haloplanktis TAC125].
Contig3174 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359421 1.70E-27 >YP_338996 HAMP domain/GGDEF domain/EAL domain-containing protein [Pseudoalteromonas haloplanktis TAC125].
Contig2427 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359421 3.00E-49 >YP_338996 HAMP domain/GGDEF domain/EAL domain-containing protein [Pseudoalteromonas haloplanktis TAC125].
Contig5907 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359422 7.10E-61 >YP_338997 hypothetical protein PSHAa0457 [Pseudoalteromonas haloplanktis TAC125].
Contig2910 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359434 5.20E-52 >YP_339009 UDP-galactose 4-epimerase [Pseudoalteromonas haloplanktis TAC125].
Contig10951 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359452 1.20E-85 >YP_339027 oligoribonuclease [Pseudoalteromonas haloplanktis TAC125].
Contig5521 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359457 5.20E-76 >YP_339032 tRNA-dihydrouridine synthase A [Pseudoalteromonas haloplanktis TAC125].
Contig276 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359576 7.00E-32 >YP_339151 hypothetical protein PSHAa0623 [Pseudoalteromonas haloplanktis TAC125].
Contig5167 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359614 1.20E-25 >YP_339189 hypothetical protein PSHAa0662 [Pseudoalteromonas haloplanktis TAC125].
Contig13142 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359744 6.50E-191 >YP_339319 flagellum-specific ATP synthase [Pseudoalteromonas haloplanktis TAC125].
Contig2216 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359748 4.40E-48 >YP_339323 flagellar motor switch protein FliM [Pseudoalteromonas haloplanktis TAC125].
Contig3232 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359776 1.20E-281 >YP_339351 cytochrome c-type biogenesis protein ccmF [Pseudoalteromonas haloplanktis TAC125].
Contig6531 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359782 2.80E-74 >YP_339357 sodium/proline symporter [Pseudoalteromonas haloplanktis TAC125].
Contig6683 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359879 9.40E-106 >YP_339454 TPR repeat-containing lipoprotein [Pseudoalteromonas haloplanktis TAC125].
Contig4076 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359882 1.10E-74 >YP_339457 ATP-dependent protease, Hsp 100, part of multi-chaperone system with DnaK, DnaJ, and GrpE [Pseudoalteromonas haloplanktis TAC125].
Contig6251 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359882 5.00E-82 >YP_339457 ATP-dependent protease, Hsp 100, part of multi-chaperone system with DnaK, DnaJ, and GrpE [Pseudoalteromonas haloplanktis TAC125].
Contig401 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359886 2.10E-71 >YP_339461 hypothetical protein PSHAa0939 [Pseudoalteromonas haloplanktis TAC125].
Contig590 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359890 3.90E-38 >YP_339465 30S ribosomal protein S16 [Pseudoalteromonas haloplanktis TAC125].
Contig5012 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359901 3.40E-46 >YP_339476 hypothetical protein PSHAa0955 [Pseudoalteromonas haloplanktis TAC125].
Contig3865 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359902 2.20E-112 >YP_339477 aromatic amino acid aminotransferase [Pseudoalteromonas haloplanktis TAC125].
Contig4207 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359903 1.50E-28 >YP_339478 hypothetical protein PSHAa0957 [Pseudoalteromonas haloplanktis TAC125].
Contig6453 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359917 2.30E-24 >YP_339492 hypothetical protein PSHAa0971 [Pseudoalteromonas haloplanktis TAC125].
Contig13002 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359950 0 >YP_339525 putative monovalent cation/H+ antiporter subunit A [Pseudoalteromonas haloplanktis TAC125].
Contig5602 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359975 3.00E-44 >YP_339550 DNA polymerase III subunit delta [Pseudoalteromonas haloplanktis TAC125].
Contig4495 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77359979 6.40E-66 >YP_339554 ATP-dependent protease [Pseudoalteromonas haloplanktis TAC125].
Contig4861 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360138 6.40E-107 >YP_339713 tRNA-dihydrouridine synthase C [Pseudoalteromonas haloplanktis TAC125].
Contig3850 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360155 2.30E-177 >YP_339730 hypothetical protein PSHAa1212 [Pseudoalteromonas haloplanktis TAC125].
Contig449 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360162 6.10E-27 >YP_339737 hypothetical protein PSHAa1219 [Pseudoalteromonas haloplanktis TAC125].
Contig5534 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360167 2.20E-49 >YP_339742 hypothetical protein PSHAa1224 [Pseudoalteromonas haloplanktis TAC125].
Contig1658 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360285 3.40E-47 >YP_339860 pseudouridine synthase (makes pseudouridine2605 in 23 S RNA) [Pseudoalteromonas haloplanktis TAC125].
Contig814 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360309 7.30E-152 >YP_339884 phosphogluconate dehydratase [Pseudoalteromonas haloplanktis TAC125].
Contig5252 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360357 2.30E-59 >YP_339932 FKBP-type 22KD peptidyl-prolyl cis-trans isomerase (rotamase) [Pseudoalteromonas haloplanktis TAC125].
Contig1051 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360415 9.60E-06 >YP_339990 hypothetical protein PSHAa1472 [Pseudoalteromonas haloplanktis TAC125].
Contig3848 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360417 6.30E-94 >YP_339992 hypothetical protein PSHAa1474 [Pseudoalteromonas haloplanktis TAC125].
Contig1348 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360436 1.20E-11 >YP_340011 hypothetical protein PSHAa1493 [Pseudoalteromonas haloplanktis TAC125].
Contig770 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360629 4.90E-31 >YP_340204 ribosomal large subunit pseudouridine synthase E (pseudouridylate synthase) (Uracil hydrolyase) [Pseudoalteromonas haloplanktis TAC125].
Contig3736 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360631 5.70E-198 >YP_340206 tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase [Pseudoalteromonas haloplanktis TAC125].
Contig382 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360656 1.40E-74 >YP_340231 cell division protein ATPase [Pseudoalteromonas haloplanktis TAC125].
Contig5209 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360750 6.00E-21 >YP_340325 fatty acid/phospholipid synthesis protein [Pseudoalteromonas haloplanktis TAC125].
Contig3221 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360787 0 >YP_340362 cation transport ATPase, E1-E2 [Pseudoalteromonas haloplanktis TAC125].
Contig3840 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360809 2.90E-148 >YP_340384 required for outer membrane integrity, uptake of group A colicins, and translocation of phage DNA [Pseudoalteromonas haloplanktis TAC125].
Contig5555 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360852 1.70E-42 >YP_340427 acyl-CoA dehydrogenase [Pseudoalteromonas haloplanktis TAC125].
Contig1578 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360934 1.10E-33 >YP_340509 glutathione-regulated potassium-efflux system protein KefB [Pseudoalteromonas haloplanktis TAC125].
Contig7067 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360969 7.60E-20 >YP_340544 hypothetical protein PSHAa2045 [Pseudoalteromonas haloplanktis TAC125].
Contig4902 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360972 7.40E-34 >YP_340547 phage shock protein B [Pseudoalteromonas haloplanktis TAC125].
Contig6627 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360984 4.20E-68 >YP_340559 DNA-binding ATP-dependent protease La; heat shock K-protein [Pseudoalteromonas haloplanktis TAC125].
Contig4266 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77360988 3.90E-58 >YP_340563 bifunctional: 5,10-methylene-tetrahydrofolate dehydrogenase; 5,10-methylene-tetrahydrofolate cyclohydrolase [Pseudoalteromonas haloplanktis TAC125].
Contig2638 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361000 2.70E-30 >YP_340575 hypothetical protein PSHAa2076 [Pseudoalteromonas haloplanktis TAC125].
Contig6855 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361087 8.70E-50 >YP_340662 endo-1,4-D-glucanase [Pseudoalteromonas haloplanktis TAC125].
Contig5048 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361090 2.10E-41 >YP_340665 esterase [Pseudoalteromonas haloplanktis TAC125].
Contig6715 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361100 6.30E-36 >YP_340675 DNA ligase [Pseudoalteromonas haloplanktis TAC125].
Contig3845 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361143 6.50E-51 >YP_340718 hypothetical protein PSHAa2220 [Pseudoalteromonas haloplanktis TAC125].
Contig5798 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361179 3.30E-144 >YP_340754 murein polymerase, bifunctional murein transglycosylase and transpeptidase; penicillin-binding protein PBP1B; dimeric [Pseudoalteromonas haloplanktis TAC125].
Contig5004 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361200 7.40E-16 >YP_340775 nucleotide-binding protein [Pseudoalteromonas haloplanktis TAC125].
Contig4885 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361204 1.90E-55 >YP_340779 transcriptional regulator [Pseudoalteromonas haloplanktis TAC125].
Contig3539 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361248 1.30E-99 >YP_340823 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) [Pseudoalteromonas haloplanktis TAC125].
Contig4010 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361253 2.40E-221 >YP_340828 phosphoribosylformylglycinamidine synthase [Pseudoalteromonas haloplanktis TAC125].
Contig6219 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361258 8.10E-55 >YP_340833 glutaminase [Pseudoalteromonas haloplanktis TAC125].
Contig5088 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361282 4.20E-77 >YP_340857 1-deoxy-D-xylulose 5-phosphate synthase (DXP synthase) [Pseudoalteromonas haloplanktis TAC125].
Contig921 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361283 1.10E-62 >YP_340858 hypothetical protein PSHAa2367 [Pseudoalteromonas haloplanktis TAC125].
Contig1157 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361283 7.50E-72 >YP_340858 hypothetical protein PSHAa2367 [Pseudoalteromonas haloplanktis TAC125].
Contig5402 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361285 1.20E-80 >YP_340860 thiamin-monophosphate kinase [Pseudoalteromonas haloplanktis TAC125].
Contig1612 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361295 3.30E-21 >YP_340870 bifunctional aspartokinase I/homeserine dehydrogenase I [Pseudoalteromonas haloplanktis TAC125].
Contig4964 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361297 1.10E-60 >YP_340872 recombination associated protein [Pseudoalteromonas haloplanktis TAC125].
Contig3117 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361302 4.20E-36 >YP_340877 dipeptidyl peptidase IV [Pseudoalteromonas haloplanktis TAC125].
Contig5178 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361305 9.60E-74 >YP_340880 DNA polymerase IV [Pseudoalteromonas haloplanktis TAC125].
Contig3562 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361337 2.00E-118 >YP_340912 hypothetical protein PSHAa2421 [Pseudoalteromonas haloplanktis TAC125].
Contig5617 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361350 1.50E-63 >YP_340925 alanine racemase 1, PLP-binding, biosynthetic [Pseudoalteromonas haloplanktis TAC125].
Contig7042 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361352 1.70E-27 >YP_340927 hypothetical protein PSHAa2436 [Pseudoalteromonas haloplanktis TAC125].
Contig3896 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361400 1.40E-161 >YP_340975 4Fe-4S ferredoxin [Pseudoalteromonas haloplanktis TAC125].
Contig4851 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361409 3.90E-29 >YP_340984 signal peptide [Pseudoalteromonas haloplanktis TAC125].
Contig1744 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361418 3.80E-60 >YP_340993 UDP-N-acetyl-muramate:alanine ligase, L-alanine adding enzyme [Pseudoalteromonas haloplanktis TAC125].
Contig6375 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361426 2.10E-19 >YP_341001 cell division protein [Pseudoalteromonas haloplanktis TAC125].
Contig3511 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361453 1.20E-206 >YP_341028 UDP-N-acetylglucosamine 1-carboxyvinyltransferase [Pseudoalteromonas haloplanktis TAC125].
Contig3832 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361459 4.30E-123 >YP_341034 ABC transporter ATP-binding protein [Pseudoalteromonas haloplanktis TAC125].
Contig3338 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361487 2.60E-289 >YP_341062 ATP-dependent DNA helicase [Pseudoalteromonas haloplanktis TAC125].
Contig6655 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361501 5.70E-42 >YP_341076 L-sorbosone dehydrogenase (SNDH) [Pseudoalteromonas haloplanktis TAC125].
Contig2350 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361501 1.00E-90 >YP_341076 L-sorbosone dehydrogenase (SNDH) [Pseudoalteromonas haloplanktis TAC125].
Contig6847 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361512 3.70E-42 >YP_341087 hypothetical protein PSHAa2597 [Pseudoalteromonas haloplanktis TAC125].
Contig5854 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361524 3.20E-57 >YP_341099 oxygen-independent coproporphyrinogen III oxidase [Pseudoalteromonas haloplanktis TAC125].
Contig2637 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361527 2.40E-38 >YP_341102 hypothetical protein PSHAa2612 [Pseudoalteromonas haloplanktis TAC125].
Contig3962 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361530 5.10E-50 >YP_341105 sensory box protein [Pseudoalteromonas haloplanktis TAC125].
Contig5736 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361530 1.10E-33 >YP_341105 sensory box protein [Pseudoalteromonas haloplanktis TAC125].
Contig3520 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361576 1.70E-103 >YP_341151 Iron(III) ABC transporter ATP-binding protein [Pseudoalteromonas haloplanktis TAC125].
Contig5773 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361586 1.90E-213 >YP_341161 cysteine desulfurase (tRNA sulfurtransferase; RNA 4-thiouridine sulfurtransferase), PLP-dependent [Pseudoalteromonas haloplanktis TAC125].
Contig3204 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361592 0 >YP_341167 hypothetical protein PSHAa2677 [Pseudoalteromonas haloplanktis TAC125].
Contig3574 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361598 1.80E-250 >YP_341173 hypothetical protein PSHAa2683 [Pseudoalteromonas haloplanktis TAC125].
Contig6723 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361650 3.50E-27 >YP_341225 formiminoglutamate hydrolase [Pseudoalteromonas haloplanktis TAC125].
Contig6056 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361657 3.80E-51 >YP_341232 chemotactic transducer PctC [Pseudoalteromonas haloplanktis TAC125].
Contig2187 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361657 5.60E-56 >YP_341232 chemotactic transducer PctC [Pseudoalteromonas haloplanktis TAC125].
Contig393 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361670 3.70E-41 >YP_341245 hypothetical protein PSHAa2755 [Pseudoalteromonas haloplanktis TAC125].
Contig4322 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361672 0 >YP_341247 multifunctional DNA polymerase I: 5'->3' exonuclease (N-terminal); 3'->5' polymerase; 3'->5' exonuclease (C-terminal) [Pseudoalteromonas haloplanktis TAC125].
Contig3510 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361674 3.80E-31 >YP_341249 isoprenoid biosynthesis protein [Pseudoalteromonas haloplanktis TAC125].
Contig2340 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361759 6.80E-06 >YP_341334 hypothetical protein PSHAa2856 [Pseudoalteromonas haloplanktis TAC125].
Contig5270 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361761 8.40E-26 >YP_341336 hypothetical protein PSHAa2858 [Pseudoalteromonas haloplanktis TAC125].
Contig1443 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361772 9.40E-105 >YP_341347 cytochrome c oxidase subunit III [Pseudoalteromonas haloplanktis TAC125].
Contig3911 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361817 5.10E-293 >YP_341392 cold-active aminopeptidase [Pseudoalteromonas haloplanktis TAC125].
Contig99 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361821 1.40E-49 >YP_341396 control sensor/kinase protein (ArcB, TorS, ChiS, LuxQ, BvgS) [Pseudoalteromonas haloplanktis TAC125].
Contig649 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361847 4.90E-85 >YP_341422 homoserine O-acetyltransferase [Pseudoalteromonas haloplanktis TAC125].
Contig5243 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361848 1.20E-110 >YP_341423 permease [Pseudoalteromonas haloplanktis TAC125].
Contig6893 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361895 6.40E-17 >YP_341470 L-glutamine:D-fructose-6-phosphate aminotransferase [Pseudoalteromonas haloplanktis TAC125].
Contig2304 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77361988 6.20E-43 >YP_341562 putative hemin ABC transport system ATP-binding protein hmuV [Pseudoalteromonas haloplanktis TAC125].
Contig6011 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362058 2.50E-35 >YP_341632 transcriptional regulator [Pseudoalteromonas haloplanktis TAC125].
Contig14022 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362216 3.00E-08 >YP_341790 3-oxoacyl-(acyl carrier protein) synthase III [Pseudoalteromonas haloplanktis TAC125].
Contig3703 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362285 9.60E-245 >YP_341859 acyl-CoA dehydrogenase [Pseudoalteromonas haloplanktis TAC125].
Contig7136 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362368 1.20E-14 >YP_341942 hypothetical protein PSHAb0459 [Pseudoalteromonas haloplanktis TAC125].
Contig3498 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362374 5.10E-132 >YP_341948 isocitrate dehydrogenase [Pseudoalteromonas haloplanktis TAC125].
Contig5835 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362401 6.40E-58 >YP_341975 histidinol phosphate aminotransferase [Pseudoalteromonas haloplanktis TAC125].
Contig6695 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362403 1.30E-68 >YP_341977 ATP phosphoribosyltransferase [Pseudoalteromonas haloplanktis TAC125].
Contig1506 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362411 2.50E-87 >YP_341985 acyl-CoA synthetase (long-chain-fatty-acid-CoA ligase), acyl-adenylate activating enzyme [Pseudoalteromonas haloplanktis TAC125].
Contig23 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362418 7.00E-60 >YP_341992 putative periplasmic lytic murein transglycosylase [Pseudoalteromonas haloplanktis TAC125].
Contig3852 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362423 4.20E-216 >YP_341997 putative lipoprotein, ounterparts found in phytopathogens [Pseudoalteromonas haloplanktis TAC125].
Contig3732 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362424 9.40E-12 >YP_341998 hypothetical protein PSHAb0515 [Pseudoalteromonas haloplanktis TAC125].
Contig3664 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362434 7.70E-171 >YP_342008 putative unknown membrane associated protein [Pseudoalteromonas haloplanktis TAC125].
Contig2807 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362461 1.70E-09 >YP_342035 putative lipoprotein [Pseudoalteromonas haloplanktis TAC125].
Contig6461 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362463 1.80E-18 >YP_342037 putative Na+/H+ antiporter, may regulate cell volume and cold resistance [Pseudoalteromonas haloplanktis TAC125].
Contig6997 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362463 1.80E-32 >YP_342037 putative Na+/H+ antiporter, may regulate cell volume and cold resistance [Pseudoalteromonas haloplanktis TAC125].
Contig3628 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362464 5.40E-241 >YP_342038 putative Fe-S oxidoreductase [Pseudoalteromonas haloplanktis TAC125].
Contig4276 Proteobacteria-Pseudoalteromonas_haloplanktis_TAC125_gi77362466 1.10E-36 >YP_342040 hypothetical protein PSHAb0558 [Pseudoalteromonas haloplanktis TAC125].
Contig6466 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315122947 1.10E-48 >YP_004064953 DNA helicase [Pseudoalteromonas sp. SM9913].
Contig1023 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315122959 3.70E-86 >YP_004064965 5-methyltetrahydropteroyltriglutamate-- homocysteine methyltransferase [Pseudoalteromonas sp. SM9913].
Contig9553 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123007 8.30E-58 >YP_004065013 isocitrate lyase [Pseudoalteromonas sp. SM9913].
Contig5138 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123009 6.40E-35 >YP_004065015 hypothetical protein PSM_B0066 [Pseudoalteromonas sp. SM9913].
Contig11002 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123010 1.10E-14 >YP_004065016 beta-hexosaminidase A [Pseudoalteromonas sp. SM9913].
Contig1586 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123016 2.50E-47 >YP_004065022 short chain dehydrogenase [Pseudoalteromonas sp. SM9913].
Contig6743 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123018 1.50E-36 >YP_004065024 response regulator [Pseudoalteromonas sp. SM9913].
Contig5109 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123019 6.20E-49 >YP_004065025 sensor histidine kinase [Pseudoalteromonas sp. SM9913].
Contig3613 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123111 4.50E-244 >YP_004065117 GTP-binding protein EngA [Pseudoalteromonas sp. SM9913].
Contig6917 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123116 1.50E-27 >YP_004065122 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase [Pseudoalteromonas sp. SM9913].
Contig5174 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123124 2.30E-13 >YP_004065130 putative 4Fe-4S ferredoxin [Pseudoalteromonas sp. SM9913].
Contig2788 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123179 1.40E-58 >YP_004065185 Transcriptional Regulator, MerR family protein [Pseudoalteromonas sp. SM9913].
Contig2154 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123326 3.50E-17 >YP_004065332 hypothetical protein PSM_B0385 [Pseudoalteromonas sp. SM9913].
Contig6979 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123329 1.70E-40 >YP_004065335 cytidine deaminase [Pseudoalteromonas sp. SM9913].
Contig2761 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123346 2.10E-40 >YP_004065352 putative Outer membrane protein with a TonB box [Pseudoalteromonas sp. SM9913].
Contig12969 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123366 5.80E-307 >YP_004065372 chaperone protein dnaK (heat shock protein 70) (heat shock 70 kDa protein) (HSP70) [Pseudoalteromonas sp. SM9913].
Contig10351 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123380 6.80E-120 >YP_004065386 transcriptional regulator [Pseudoalteromonas sp. SM9913].
Contig6828 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123470 2.80E-13 >YP_004065476 hypothetical protein PSM_B0530 [Pseudoalteromonas sp. SM9913].
Contig9101 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123470 3.10E-06 >YP_004065476 hypothetical protein PSM_B0530 [Pseudoalteromonas sp. SM9913].
Contig3337 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123474 2.60E-93 >YP_004065480 putative cyclopropane-fatty-acyl-phospholipid synthase [Pseudoalteromonas sp. SM9913].
Contig5215 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123479 1.70E-50 >YP_004065485 acetolactate synthase 3 regulatory subunit [Pseudoalteromonas sp. SM9913].
Contig5019 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123480 2.40E-175 >YP_004065486 acetolactate synthase isozyme III large subunit [Pseudoalteromonas sp. SM9913].
Contig1088 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123486 4.30E-20 >YP_004065492 hypothetical protein PSM_B0546 [Pseudoalteromonas sp. SM9913].
Contig400 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123489 5.30E-26 >YP_004065495 chromosome segregation ATPase [Pseudoalteromonas sp. SM9913].
Contig5056 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123506 2.50E-57 >YP_004065512 N-(5'-phospho-L-ribosyl-formimino)-5-amino-1- (5'- phosphoribosyl)-4-imidazolecarboxamide isomerase [Pseudoalteromonas sp. SM9913].
Contig2201 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123506 3.70E-38 >YP_004065512 N-(5'-phospho-L-ribosyl-formimino)-5-amino-1- (5'- phosphoribosyl)-4-imidazolecarboxamide isomerase [Pseudoalteromonas sp. SM9913].
Contig4563 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123510 3.00E-84 >YP_004065516 bifunctional HisD: L-histidinal:NAD+ dehydrogenase; L-histidinol:NAD+ dehydrogenase [Pseudoalteromonas sp. SM9913].
Contig4230 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123516 4.30E-115 >YP_004065522 ATP-dependent helicase YoaA [Pseudoalteromonas sp. SM9913].
Contig1038 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123516 1.80E-11 >YP_004065522 ATP-dependent helicase YoaA [Pseudoalteromonas sp. SM9913].
Contig1655 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123516 1.30E-74 >YP_004065522 ATP-dependent helicase YoaA [Pseudoalteromonas sp. SM9913].
Contig4003 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123521 1.50E-195 >YP_004065527 acyl-CoA synthetase (long-chain-fatty-acid-CoA ligase), acyl-adenylate activating enzyme [Pseudoalteromonas sp. SM9913].
Contig2274 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123527 2.70E-40 >YP_004065533 putative periplasmic lytic murein transglycosylase [Pseudoalteromonas sp. SM9913].
Contig2076 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123542 1.00E-79 >YP_004065548 putative Tol protein [Pseudoalteromonas sp. SM9913].
Contig4121 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315123570 2.40E-126 >YP_004065576 putative Fe-S oxidoreductase [Pseudoalteromonas sp. SM9913].
Contig3052 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125188 3.70E-18 >YP_004067191 sensor protein [Pseudoalteromonas sp. SM9913].
Contig43 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125212 3.40E-39 >YP_004067215 uroporphyrinogen-III synthase [Pseudoalteromonas sp. SM9913].
Contig3238 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125218 1.50E-280 >YP_004067221 3-octaprenyl-4-hydroxybenzoate carboxylyase [Pseudoalteromonas sp. SM9913].
Contig2703 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125230 3.20E-72 >YP_004067233 ATP-dependent RNA helicase RhlB [Pseudoalteromonas sp. SM9913].



Contig6249 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125241 3.50E-80 >YP_004067244 carbohydrate phosphatase [Pseudoalteromonas sp. SM9913].
Contig3179 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125247 1.10E-15 >YP_004067250 hypothetical protein PSM_A0139 [Pseudoalteromonas sp. SM9913].
Contig6380 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125253 2.10E-51 >YP_004067256 short-chain fatty acid transport protein [Pseudoalteromonas sp. SM9913].
Contig3835 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125305 4.90E-133 >YP_004067308 hypothetical protein PSM_A0199 [Pseudoalteromonas sp. SM9913].
Contig3212 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125310 1.80E-196 >YP_004067313 cysteine desulfurase [Pseudoalteromonas sp. SM9913].
Contig3833 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125311 6.10E-109 >YP_004067314 dioxygenase [Pseudoalteromonas sp. SM9913].
Contig3866 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125367 7.10E-246 >YP_004067370 Rep helicase, a single-stranded DNA-dependent ATPase [Pseudoalteromonas sp. SM9913].
Contig4792 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125368 1.40E-99 >YP_004067371 GGDEF domain protein [Pseudoalteromonas sp. SM9913].
Contig2087 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125379 3.70E-41 >YP_004067382 coproporphyrinogen III oxidase [Pseudoalteromonas sp. SM9913].
Contig3480 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125383 8.20E-307 >YP_004067386 peptidase, M13 (lipoprotein) [Pseudoalteromonas sp. SM9913].
Contig551 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125385 3.30E-51 >YP_004067388 preprotein translocase subunit SecA [Pseudoalteromonas sp. SM9913].
Contig552 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125385 3.40E-22 >YP_004067388 preprotein translocase subunit SecA [Pseudoalteromonas sp. SM9913].
Contig598 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125385 5.50E-62 >YP_004067388 preprotein translocase subunit SecA [Pseudoalteromonas sp. SM9913].
Contig2576 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125385 1.30E-33 >YP_004067388 preprotein translocase subunit SecA [Pseudoalteromonas sp. SM9913].
Contig5449 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125388 1.00E-18 >YP_004067391 hypothetical protein PSM_A0285 [Pseudoalteromonas sp. SM9913].
Contig6981 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125396 1.30E-44 >YP_004067399 methyl-accepting chemotaxis protein [Pseudoalteromonas sp. SM9913].
Contig3533 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125427 1.60E-145 >YP_004067430 transporter (MFS) [Pseudoalteromonas sp. SM9913].
Contig28 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125430 9.80E-70 >YP_004067433 D-cysteine desulfhydrase, PLP-dependent enzyme [Pseudoalteromonas sp. SM9913].
Contig6102 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125445 8.10E-41 >YP_004067448 ABC-type antimicrobial peptide transport system, permease component [Pseudoalteromonas sp. SM9913].
Contig3877 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125453 1.20E-47 >YP_004067456 glycosyl transferase family 25 [Pseudoalteromonas sp. SM9913].
Contig245 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125455 1.90E-32 >YP_004067458 3-mercaptopyruvate sulfurtransferase [Pseudoalteromonas sp. SM9913].
Contig4073 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125463 4.20E-63 >YP_004067466 UDP-galactose 4-epimerase [Pseudoalteromonas sp. SM9913].
Contig6069 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125477 1.50E-100 >YP_004067480 phosphomethylpyrimidine kinase/thiamin-phosphate pyrophosphorylase [Pseudoalteromonas sp. SM9913].
Contig4868 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125479 1.60E-78 >YP_004067482 phosphatidylserine decarboxylase [Pseudoalteromonas sp. SM9913].
Contig5764 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125509 9.20E-76 >YP_004067512 Na:Ca transport protein (CacA) [Pseudoalteromonas sp. SM9913].
Contig6032 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125519 5.90E-06 >YP_004067522 hypothetical protein PSM_A0416 [Pseudoalteromonas sp. SM9913].
Contig1756 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125519 1.80E-15 >YP_004067522 hypothetical protein PSM_A0416 [Pseudoalteromonas sp. SM9913].
Contig10339 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125525 2.10E-53 >YP_004067528 tRNA/rRNA methyltransferase [Pseudoalteromonas sp. SM9913].
Contig1594 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125530 3.20E-57 >YP_004067533 co-chaperone HscB [Pseudoalteromonas sp. SM9913].
Contig3244 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125531 3.30E-263 >YP_004067534 chaperone protein HscA [Pseudoalteromonas sp. SM9913].
Contig5 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125602 5.80E-65 >YP_004067605 cell division protein FtsW [Pseudoalteromonas sp. SM9913].
Contig546 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125606 2.20E-35 >YP_004067609 cell division protein [Pseudoalteromonas sp. SM9913].
Contig103 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125608 2.80E-150 >YP_004067611 cell division protein ftsZ [Pseudoalteromonas sp. SM9913].
Contig4937 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125611 4.10E-33 >YP_004067614 NTPase [Pseudoalteromonas sp. SM9913].
Contig1015 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125626 1.10E-06 >YP_004067629 Response regulator receiver [Pseudoalteromonas sp. SM9913].
Contig5725 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125633 1.00E-37 >YP_004067636 response regulator receiver domain protein (CheY-like) [Pseudoalteromonas sp. SM9913].
Contig9421 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125636 2.00E-09 >YP_004067639 23S rRNA (guanosine-2'-O-)-methyltransferase [Pseudoalteromonas sp. SM9913].
Contig6850 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125670 8.70E-46 >YP_004067673 methyl-accepting chemotaxis protein-like protein [Pseudoalteromonas sp. SM9913].
Contig1237 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125681 6.30E-22 >YP_004067684 carbon storage regulator [Pseudoalteromonas sp. SM9913].
Contig2988 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125686 4.90E-84 >YP_004067689 pyruvate carboxylase subunit B [Pseudoalteromonas sp. SM9913].
Contig2940 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125716 1.80E-30 >YP_004067719 RNA polymerase sigma factor [Pseudoalteromonas sp. SM9913].
Contig5090 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125719 3.80E-113 >YP_004067722 replicative DNA helicase; chromosome replication; chain elongation [Pseudoalteromonas sp. SM9913].
Contig724 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125720 3.00E-26 >YP_004067723 alanine racemase 1, PLP-binding, biosynthetic [Pseudoalteromonas sp. SM9913].
Contig3208 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125730 0 >YP_004067733 valine tRNA synthetase [Pseudoalteromonas sp. SM9913].
Contig5246 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125739 2.50E-21 >YP_004067742 nptA protein [Pseudoalteromonas sp. SM9913].
Contig5513 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125739 2.90E-71 >YP_004067742 nptA protein [Pseudoalteromonas sp. SM9913].
Contig4784 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125787 1.40E-86 >YP_004067790 dipeptidyl peptidase IV [Pseudoalteromonas sp. SM9913].
Contig7007 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125791 1.80E-29 >YP_004067794 signal transduction protein [Pseudoalteromonas sp. SM9913].
Contig6560 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125796 2.60E-65 >YP_004067799 homoserine kinase [Pseudoalteromonas sp. SM9913].
Contig613 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125848 1.80E-95 >YP_004067851 inosine-guanosine kinase [Pseudoalteromonas sp. SM9913].
Contig4023 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125849 6.20E-68 >YP_004067852 tRNA-specific adenosine deaminase [Pseudoalteromonas sp. SM9913].
Contig3769 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125856 1.00E-73 >YP_004067859 hypothetical protein PSM_A0760 [Pseudoalteromonas sp. SM9913].
Contig6848 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125890 1.10E-76 >YP_004067893 acetylornithine deacetylase [Pseudoalteromonas sp. SM9913].
Contig4670 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125891 1.30E-38 >YP_004067894 N-acetyl-gamma-glutamyl-phosphate reductase [Pseudoalteromonas sp. SM9913].
Contig5652 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125891 1.20E-54 >YP_004067894 N-acetyl-gamma-glutamyl-phosphate reductase [Pseudoalteromonas sp. SM9913].
Contig5241 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125902 2.10E-119 >YP_004067905 thiamine biosynthesis protein ThiI [Pseudoalteromonas sp. SM9913].
Contig8493 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315125925 1.30E-60 >YP_004067928 ammonium transporter [Pseudoalteromonas sp. SM9913].
Contig2558 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126067 6.30E-15 >YP_004068070 transcriptional regulatory protein tyrR [Pseudoalteromonas sp. SM9913].
Contig689 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126101 1.80E-94 >YP_004068104 ATP-dependent protease, Hsp 100, part of multi-chaperone system with DnaK, DnaJ, and GrpE [Pseudoalteromonas sp. SM9913].
Contig151 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126105 1.40E-111 >YP_004068108 hypothetical protein PSM_A1012 [Pseudoalteromonas sp. SM9913].
Contig327 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126107 1.30E-154 >YP_004068110 4.5S-RNP protein, GTP-binding export factor, part of signal recognition particle with 4.5 RNA [Pseudoalteromonas sp. SM9913].
Contig5379 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126109 5.80E-52 >YP_004068112 16S rRNA processing protein [Pseudoalteromonas sp. SM9913].
Contig3778 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126114 8.00E-186 >YP_004068117 chorismate mutase P / prephenate dehydratase [Pseudoalteromonas sp. SM9913].
Contig3661 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126116 0 >YP_004068119 hypothetical protein PSM_A1022 [Pseudoalteromonas sp. SM9913].
Contig5673 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126118 4.10E-11 >YP_004068121 hypothetical protein PSM_A1025 [Pseudoalteromonas sp. SM9913].
Contig4097 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126121 1.40E-60 >YP_004068124 RNA polymerase sigma factor [Pseudoalteromonas sp. SM9913].
Contig6394 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126134 2.80E-13 >YP_004068137 hypothetical protein PSM_A1041 [Pseudoalteromonas sp. SM9913].
Contig3286 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126157 1.90E-255 >YP_004068160 transcription elongation factor NusA [Pseudoalteromonas sp. SM9913].
Contig3297 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126162 0 >YP_004068165 polynucleotide phosphorylase/polyadenylase [Pseudoalteromonas sp. SM9913].
Contig2770 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126219 2.90E-55 >YP_004068222 acyl-CoA dehydrogenase [Pseudoalteromonas sp. SM9913].
Contig6106 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126252 5.80E-57 >YP_004068255 isoaspartyl dipeptidase [Pseudoalteromonas sp. SM9913].
Contig5560 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126253 2.30E-23 >YP_004068256 membrane protein [Pseudoalteromonas sp. SM9913].
Contig2059 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126253 2.40E-34 >YP_004068256 membrane protein [Pseudoalteromonas sp. SM9913].
Contig6477 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126290 3.10E-35 >YP_004068293 exonuclease V, gamma chain with recB and recD: 5' and 3' nuclease, ATPase, recombinase, helicase [Pseudoalteromonas sp. SM9913].
Contig6557 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126290 2.60E-61 >YP_004068293 exonuclease V, gamma chain with recB and recD: 5' and 3' nuclease, ATPase, recombinase, helicase [Pseudoalteromonas sp. SM9913].
Contig4046 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126297 6.50E-144 >YP_004068300 hypothetical protein PSM_A1209 [Pseudoalteromonas sp. SM9913].
Contig10970 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126337 4.40E-50 >YP_004068340 malonyl-CoA-[acyl-carrier-protein] transacylase [Pseudoalteromonas sp. SM9913].
Contig1449 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126338 1.00E-82 >YP_004068341 3-oxoacyl-[acyl-carrier-protein] reductase [Pseudoalteromonas sp. SM9913].
Contig1664 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126340 7.60E-112 >YP_004068343 3-oxoacyl-[acyl-carrier-protein] synthase II [Pseudoalteromonas sp. SM9913].
Contig2382 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126370 3.70E-20 >YP_004068373 exopolysaccharide biosynthesis protein [Pseudoalteromonas sp. SM9913].
Contig6820 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126411 1.90E-74 >YP_004068414 recombination factor protein RarA [Pseudoalteromonas sp. SM9913].
Contig3958 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126477 7.50E-98 >YP_004068480 glyceraldehyde 3-phosphate dehydrogenase [Pseudoalteromonas sp. SM9913].
Contig3261 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126497 2.10E-268 >YP_004068500 beta-ketoacyl synthase [Pseudoalteromonas sp. SM9913].
Contig4346 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126572 1.20E-112 >YP_004068575 succinyl-CoA transferase, subunit A [Pseudoalteromonas sp. SM9913].
Contig4999 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126602 4.80E-25 >YP_004068605 peptidase, M23/M37 [Pseudoalteromonas sp. SM9913].
Contig5366 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126606 1.30E-48 >YP_004068609 Transglutaminase family protein [Pseudoalteromonas sp. SM9913].
Contig1688 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126725 4.50E-103 >YP_004068728 carboxy-terminal protease [Pseudoalteromonas sp. SM9913].
Contig6312 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126728 4.00E-39 >YP_004068731 hypothetical protein PSM_A1653 [Pseudoalteromonas sp. SM9913].
Contig3250 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126748 0 >YP_004068751 methionyl-tRNA synthetase [Pseudoalteromonas sp. SM9913].
Contig1535 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126773 7.90E-43 >YP_004068776 hypothetical protein PSM_A1700 [Pseudoalteromonas sp. SM9913].
Contig5649 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126780 1.70E-69 >YP_004068783 tryptophan synthase subunit beta [Pseudoalteromonas sp. SM9913].
Contig2914 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126789 7.60E-28 >YP_004068792 sensory histidine kinase in two-component regulatory system with PhoP [Pseudoalteromonas sp. SM9913].
Contig13080 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126798 3.80E-169 >YP_004068801 deoxyguanosinetriphosphate triphosphohydrolase-like protein [Pseudoalteromonas sp. SM9913].
Contig5107 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126877 4.00E-76 >YP_004068880 ABC transporter, ATP-binding protein [Pseudoalteromonas sp. SM9913].
Contig2653 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126878 1.00E-57 >YP_004068881 ABC transporter ATP-binding protein [Pseudoalteromonas sp. SM9913].
Contig4835 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126884 2.20E-135 >YP_004068887 hypothetical protein PSM_A1812 [Pseudoalteromonas sp. SM9913].
Contig6838 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126892 2.50E-56 >YP_004068895 heat shock protein 90 [Pseudoalteromonas sp. SM9913].
Contig10645 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126896 2.10E-107 >YP_004068899 DnaX, DNA polymerase III, gamma/tau subunits [Pseudoalteromonas sp. SM9913].
Contig1757 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126952 2.10E-70 >YP_004068955 L-asparaginase [Pseudoalteromonas sp. SM9913].
Contig5286 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126953 6.00E-70 >YP_004068956 hypothetical protein PSM_A1881 [Pseudoalteromonas sp. SM9913].
Contig6783 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126959 3.20E-56 >YP_004068962 glucose-6-phosphate 1-dehydrogenase [Pseudoalteromonas sp. SM9913].
Contig411 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126961 7.90E-74 >YP_004068964 metallo-beta-lactamase superfamily protein [Pseudoalteromonas sp. SM9913].
Contig3753 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126962 3.00E-124 >YP_004068965 permease (PerM) [Pseudoalteromonas sp. SM9913].
Contig609 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126965 2.00E-36 >YP_004068968 protease [Pseudoalteromonas sp. SM9913].
Contig5744 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126967 5.30E-37 >YP_004068970 Trp repressor binding protein WrbA [Pseudoalteromonas sp. SM9913].
Contig2997 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315126969 3.50E-17 >YP_004068972 ankyrin repeat-containing protein [Pseudoalteromonas sp. SM9913].
Contig6694 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127071 7.20E-78 >YP_004069074 cell elongation-specific transpeptidase of penicillin-binding protein 2 (peptidoglycan synthetase) [Pseudoalteromonas sp. SM9913].
Contig1437 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127134 2.60E-35 >YP_004069137 TnsA endonuclease N-terminal domain family protein [Pseudoalteromonas sp. SM9913].
Contig2853 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127171 7.10E-58 >YP_004069174 pterin-4-alpha-carbinolamine dehydratase [Pseudoalteromonas sp. SM9913].
Contig6884 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127175 1.50E-26 >YP_004069178 hypothetical protein PSM_A2110 [Pseudoalteromonas sp. SM9913].
Contig5150 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127180 6.30E-61 >YP_004069183 ABC transporter periplasmic peptide-binding protein [Pseudoalteromonas sp. SM9913].
Contig6533 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127180 8.10E-27 >YP_004069183 ABC transporter periplasmic peptide-binding protein [Pseudoalteromonas sp. SM9913].
Contig3024 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127183 3.40E-39 >YP_004069186 peptide ABC transporter ATP-binding protein [Pseudoalteromonas sp. SM9913].
Contig5681 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127185 3.70E-44 >YP_004069188 peptidyl-prolyl cis-trans isomerase D (PPIase D) (rotamase D) [Pseudoalteromonas sp. SM9913].
Contig1652 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127187 1.50E-83 >YP_004069190 DNA-binding ATP-dependent protease La; heat shock K-protein [Pseudoalteromonas sp. SM9913].
Contig4813 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127188 8.30E-145 >YP_004069191 ATP-dependent protease ATP-binding subunit [Pseudoalteromonas sp. SM9913].
Contig5121 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127193 6.10E-137 >YP_004069196 cysteinyl-tRNA synthetase [Pseudoalteromonas sp. SM9913].
Contig6631 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127200 2.10E-67 >YP_004069203 hypothetical protein PSM_A2135 [Pseudoalteromonas sp. SM9913].
Contig2618 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127201 1.10E-84 >YP_004069204 amidophosphoribosyltransferase [Pseudoalteromonas sp. SM9913].
Contig11988 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127275 4.20E-22 >YP_004069278 hypothetical protein PSM_A2212 [Pseudoalteromonas sp. SM9913].
Contig5872 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127279 6.90E-59 >YP_004069282 EAL domain-containing protein [Pseudoalteromonas sp. SM9913].
Contig9386 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127289 2.50E-46 >YP_004069292 cytochrome c-type biogenesis ATP-binding protein CcmA [Pseudoalteromonas sp. SM9913].
Contig10449 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127305 0 >YP_004069308 flagellar biosynthesis protein FlhA [Pseudoalteromonas sp. SM9913].
Contig10820 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127369 2.20E-34 >YP_004069372 hypothetical protein PSM_A2307 [Pseudoalteromonas sp. SM9913].
Contig1979 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127371 4.30E-12 >YP_004069374 hypothetical protein PSM_A2309 [Pseudoalteromonas sp. SM9913].
Contig1968 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127381 1.80E-26 >YP_004069384 phosphatidylglycerol-prolipoprotein diacylglyceryl transferase [Pseudoalteromonas sp. SM9913].
Contig190 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127382 3.10E-85 >YP_004069385 hypothetical protein PSM_A2320 [Pseudoalteromonas sp. SM9913].
Contig6898 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127383 1.60E-126 >YP_004069386 phosphoenolpyruvate-protein phosphotransferase ptsP (phosphotransferase system, enzyme I) (enzyme I-Ntr) [Pseudoalteromonas sp. SM9913].
Contig13637 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127383 4.70E-80 >YP_004069386 phosphoenolpyruvate-protein phosphotransferase ptsP (phosphotransferase system, enzyme I) (enzyme I-Ntr) [Pseudoalteromonas sp. SM9913].
Contig4619 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127384 7.50E-51 >YP_004069387 dinucleoside polyphosphate hydrolase [Pseudoalteromonas sp. SM9913].
Contig5083 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127386 2.70E-72 >YP_004069389 DNA mismatch repair protein [Pseudoalteromonas sp. SM9913].
Contig2402 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127389 8.00E-89 >YP_004069392 CTP synthetase [Pseudoalteromonas sp. SM9913].
Contig1203 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127458 1.20E-71 >YP_004069461 ribose-5-phosphate isomerase A [Pseudoalteromonas sp. SM9913].
Contig4985 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127469 2.00E-78 >YP_004069472 sensory transduction histidine kinase [Pseudoalteromonas sp. SM9913].
Contig4774 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127477 1.40E-45 >YP_004069480 serine acetyltransferase [Pseudoalteromonas sp. SM9913].
Contig5330 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127480 1.80E-75 >YP_004069483 metallopeptidase [Pseudoalteromonas sp. SM9913].
Contig6982 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127480 3.80E-75 >YP_004069483 metallopeptidase [Pseudoalteromonas sp. SM9913].
Contig4811 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127488 1.30E-115 >YP_004069491 glutamyl-tRNA synthetase [Pseudoalteromonas sp. SM9913].
Contig5140 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127490 3.70E-92 >YP_004069493 gamma-glutamyl kinase [Pseudoalteromonas sp. SM9913].
Contig3357 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127532 3.70E-265 >YP_004069535 inosine-5'-monophosphate dehydrogenase (IMP dehydrogenase) [Pseudoalteromonas sp. SM9913].
Contig1337 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127567 1.50E-34 >YP_004069570 CBS domain-containing protein [Pseudoalteromonas sp. SM9913].
Contig1125 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127584 4.90E-53 >YP_004069587 hypothetical protein PSM_A2522 [Pseudoalteromonas sp. SM9913].
Contig3505 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127622 4.40E-95 >YP_004069625 transporter protein [Pseudoalteromonas sp. SM9913].
Contig5340 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127625 1.60E-191 >YP_004069628 DNA topoisomerase IV subunit A [Pseudoalteromonas sp. SM9913].
Contig2737 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127625 2.30E-69 >YP_004069628 DNA topoisomerase IV subunit A [Pseudoalteromonas sp. SM9913].
Contig5441 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127627 2.50E-64 >YP_004069630 DNA topoisomerase IV subunit B [Pseudoalteromonas sp. SM9913].
Contig6473 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127632 1.50E-18 >YP_004069635 outer membrane channel protein [Pseudoalteromonas sp. SM9913].
Contig5935 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127635 3.00E-50 >YP_004069638 adenylyl transferase for glutamine synthetase [Pseudoalteromonas sp. SM9913].
Contig6076 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127639 7.60E-63 >YP_004069642 glutathione synthetase [Pseudoalteromonas sp. SM9913].
Contig5372 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127653 4.60E-72 >YP_004069656 acyl-CoA synthetase, NAD(P)-binding protein, ATP-binding protein [Pseudoalteromonas sp. SM9913].
Contig12292 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127654 9.90E-39 >YP_004069657 potassium channel protein [Pseudoalteromonas sp. SM9913].
Contig1447 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127655 2.00E-79 >YP_004069658 sensory box protein [Pseudoalteromonas sp. SM9913].
Contig12868 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127659 7.10E-06 >YP_004069662 hypothetical protein PSM_A2597 [Pseudoalteromonas sp. SM9913].
Contig262 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127713 2.20E-114 >YP_004069716 cation efflux system protein cusA [Pseudoalteromonas sp. SM9913].
Contig1182 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127713 7.00E-90 >YP_004069716 cation efflux system protein cusA [Pseudoalteromonas sp. SM9913].
Contig3969 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127714 1.30E-73 >YP_004069717 cation efflux system protein [Pseudoalteromonas sp. SM9913].
Contig1398 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127714 6.50E-67 >YP_004069717 cation efflux system protein [Pseudoalteromonas sp. SM9913].
Contig4667 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127715 1.30E-27 >YP_004069718 cation efflux protein [Pseudoalteromonas sp. SM9913].
Contig1786 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127753 7.00E-67 >YP_004069756 GTPase ObgE [Pseudoalteromonas sp. SM9913].
Contig3927 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127756 6.10E-104 >YP_004069759 octaprenyl-diphosphate synthase (octaprenyl pyrophosphate synthetase)(OPP synthetase) [Pseudoalteromonas sp. SM9913].
Contig3400 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127762 7.10E-127 >YP_004069765 Iron(III) ABC transporter periplasmic iron(III)-binding protein [Pseudoalteromonas sp. SM9913].
Contig1799 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127770 7.10E-17 >YP_004069773 nicotinate-nucleotide pyrophosphorylase [Pseudoalteromonas sp. SM9913].
Contig6803 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127773 8.60E-26 >YP_004069776 leader peptide processing enzyme [Pseudoalteromonas sp. SM9913].
Contig4068 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127775 1.70E-268 >YP_004069778 type IV pilus biogenesis protein [Pseudoalteromonas sp. SM9913].
Contig6722 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127796 8.10E-31 >YP_004069799 cell division transporter substrate-binding protein [Pseudoalteromonas sp. SM9913].
Contig11852 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127802 2.00E-92 >YP_004069805 RNA polymerase sigma factor [Pseudoalteromonas sp. SM9913].
Contig4265 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127803 2.40E-125 >YP_004069806 50S ribosomal protein L11 methyltransferase [Pseudoalteromonas sp. SM9913].
Contig13575 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127819 1.90E-65 >YP_004069822 TonB-dependent receptor [Pseudoalteromonas sp. SM9913].
Contig1401 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127830 6.10E-47 >YP_004069833 Signaling protein (EAL,CBS,GGDEF domains) [Pseudoalteromonas sp. SM9913].
Contig2011 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127850 2.50E-21 >YP_004069853 cation efflux protein [Pseudoalteromonas sp. SM9913].
Contig3449 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127880 3.60E-187 >YP_004069883 protease GTPase subunit [Pseudoalteromonas sp. SM9913].
Contig9865 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127921 0 >YP_004069924 bifunctional: (p)ppGpp synthetase II; guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase [Pseudoalteromonas sp. SM9913].
Contig3464 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315127970 2.90E-128 >YP_004069973 transport protein [Pseudoalteromonas sp. SM9913].
Contig5520 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128002 1.60E-110 >YP_004070005 hypothetical protein PSM_A2941 [Pseudoalteromonas sp. SM9913].
Contig4056 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128005 6.40E-66 >YP_004070008 pimeloyl-CoA synthesis protein [Pseudoalteromonas sp. SM9913].
Contig3213 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128007 9.80E-130 >YP_004070010 hypothetical protein PSM_A2946 [Pseudoalteromonas sp. SM9913].
Contig5063 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128007 6.80E-27 >YP_004070010 hypothetical protein PSM_A2946 [Pseudoalteromonas sp. SM9913].
Contig6543 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128037 2.10E-29 >YP_004070040 anaerobic nitric oxide reductase transcription regulator [Pseudoalteromonas sp. SM9913].
Contig5479 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128078 1.90E-16 >YP_004070081 member of HIT (histidine triad) that contains Ap3A and Ap4A hydrolase [Pseudoalteromonas sp. SM9913].
Contig6752 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128078 1.10E-09 >YP_004070081 member of HIT (histidine triad) that contains Ap3A and Ap4A hydrolase [Pseudoalteromonas sp. SM9913].
Contig1229 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128097 2.30E-81 >YP_004070100 twin-arginine translocase subunit, sec-independent protein export [Pseudoalteromonas sp. SM9913].
Contig557 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128109 2.00E-18 >YP_004070112 succinyl-CoA transferase, alpha subunit [Pseudoalteromonas sp. SM9913].
Contig13633 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128113 6.80E-95 >YP_004070116 TonB-dependent receptor [Pseudoalteromonas sp. SM9913].
Contig4342 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128114 3.80E-82 >YP_004070117 transcriptional regulator [Pseudoalteromonas sp. SM9913].
Contig3209 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128125 0 >YP_004070128 multidrug resistance protein, AcrB/AcrD/AcrF [Pseudoalteromonas sp. SM9913].
Contig3871 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128131 1.60E-66 >YP_004070134 hypothetical protein PSM_A3069 [Pseudoalteromonas sp. SM9913].
Contig3767 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128156 1.20E-151 >YP_004070159 L-glutamine:D-fructose-6-phosphate aminotransferase [Pseudoalteromonas sp. SM9913].
Contig5818 Proteobacteria-Pseudoalteromonas_sp_SM9913_gi315128156 6.50E-70 >YP_004070159 L-glutamine:D-fructose-6-phosphate aminotransferase [Pseudoalteromonas sp. SM9913].
Contig1174 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857072 3.30E-43 >ZP_01131715 Di-haem cytochrome c peroxidase [Pseudoalteromonas tunicata D2].
Contig6697 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857230 1.00E-17 >ZP_01131873 putative DNA helicase with SNF2 domain [Pseudoalteromonas tunicata D2].
Contig3324 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857259 0 >ZP_01131902 Outer membrane protein [Pseudoalteromonas tunicata D2].
Contig3287 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857264 3.60E-77 >ZP_01131907 putative TonB system-dependent transport protein [Pseudoalteromonas tunicata D2].
Contig3757 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857269 1.20E-143 >ZP_01131912 putative Chemotactic transducer [Pseudoalteromonas tunicata D2].
Contig824 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857318 1.40E-13 >ZP_01131961 VCBS [Pseudoalteromonas tunicata D2].
Contig3485 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857326 1.80E-275 >ZP_01131969 alpha-1,2-mannosidase family protein [Pseudoalteromonas tunicata D2].
Contig1159 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857326 1.10E-66 >ZP_01131969 alpha-1,2-mannosidase family protein [Pseudoalteromonas tunicata D2].
Contig3457 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857328 2.60E-159 >ZP_01131971 hypothetical protein PTD2_02171 [Pseudoalteromonas tunicata D2].
Contig930 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857334 1.40E-78 >ZP_01131977 cell division inhibitor, inhibits FtsZ ring formation [Pseudoalteromonas tunicata D2].
Contig13252 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857335 9.60E-69 >ZP_01131978 cell division inhibitor, membrane ATPase, activates MinC [Pseudoalteromonas tunicata D2].
Contig3422 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857476 6.10E-37 >ZP_01132119 hypothetical protein PTD2_02911 [Pseudoalteromonas tunicata D2].
Contig2985 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857481 3.60E-24 >ZP_01132124 TPR repeats containing protein [Pseudoalteromonas tunicata D2].
Contig6325 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857490 9.70E-29 >ZP_01132133 hypothetical protein PTD2_02981 [Pseudoalteromonas tunicata D2].
Contig737 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857509 5.20E-25 >ZP_01132152 hypothetical protein PTD2_03076 [Pseudoalteromonas tunicata D2].
Contig2407 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857537 7.30E-82 >ZP_01132180 transcriptional regulator, LacI family protein [Pseudoalteromonas tunicata D2].
Contig2003 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857544 4.10E-31 >ZP_01132187 Alcohol dehydrogenase [Pseudoalteromonas tunicata D2].
Contig1860 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857558 5.40E-61 >ZP_01132201 sigma-54 dependent DNA-binding response regulator, Fis family protein [Pseudoalteromonas tunicata D2].
Contig5275 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857577 7.40E-103 >ZP_01132220 Homogentisate 1,2-dioxygenase (Homogentisicase) (Homogentisate oxygenase) (Homogentisic acid oxidase) [Pseudoalteromonas tunicata D2].
Contig5335 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857636 5.20E-51 >ZP_01132279 hypothetical protein PTD2_03711 [Pseudoalteromonas tunicata D2].
Contig5527 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857636 1.50E-28 >ZP_01132279 hypothetical protein PTD2_03711 [Pseudoalteromonas tunicata D2].
Contig3720 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857668 3.90E-180 >ZP_01132311 hypothetical protein PTD2_03871 [Pseudoalteromonas tunicata D2].
Contig1472 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857669 8.80E-31 >ZP_01132312 DNA-binding response regulator [Pseudoalteromonas tunicata D2].
Contig1282 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857682 3.20E-40 >ZP_01132325 peptidyl-prolyl cis-trans isomerase C (rotamase C) [Pseudoalteromonas tunicata D2].
Contig6017 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857696 5.70E-45 >ZP_01132339 hypothetical protein PTD2_04011 [Pseudoalteromonas tunicata D2].
Contig6787 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857696 6.80E-42 >ZP_01132339 hypothetical protein PTD2_04011 [Pseudoalteromonas tunicata D2].
Contig5977 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857697 3.90E-60 >ZP_01132340 hypothetical protein PTD2_04016 [Pseudoalteromonas tunicata D2].
Contig518 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857792 1.30E-61 >ZP_01132435 hypothetical protein PTD2_04491 [Pseudoalteromonas tunicata D2].
Contig13302 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857867 2.80E-142 >ZP_01132509 putative response regulator [Pseudoalteromonas tunicata D2].
Contig1781 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857870 2.00E-08 >ZP_01132512 heat shock protein 90 [Pseudoalteromonas tunicata D2].
Contig6154 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857950 4.40E-61 >ZP_01132592 peptidase, M23/M37 family protein [Pseudoalteromonas tunicata D2].
Contig4979 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88857983 9.20E-11 >ZP_01132625 quinone oxidoreductase [Pseudoalteromonas tunicata D2].
Contig6929 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858050 1.50E-62 >ZP_01132692 Peptidase, M16 family protein [Pseudoalteromonas tunicata D2].
Contig6983 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858050 5.30E-35 >ZP_01132692 Peptidase, M16 family protein [Pseudoalteromonas tunicata D2].
Contig7105 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858063 1.10E-09 >ZP_01132705 hypothetical protein PTD2_11774 [Pseudoalteromonas tunicata D2].
Contig1994 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858224 3.30E-60 >ZP_01132866 homoserine kinase [Pseudoalteromonas tunicata D2].
Contig5821 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858297 4.30E-100 >ZP_01132939 arginyl-tRNA synthetase [Pseudoalteromonas tunicata D2].
Contig1132 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858360 1.80E-60 >ZP_01133002 hypothetical protein PTD2_13259 [Pseudoalteromonas tunicata D2].
Contig1569 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858364 1.00E-87 >ZP_01133006 putative hypoxanthine-guanine phosphoribosyltransferase [Pseudoalteromonas tunicata D2].



Contig6348 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858406 8.10E-72 >ZP_01133048 RNA polymerase sigma factor rpoD (Sigma-70) [Pseudoalteromonas tunicata D2].
Contig3905 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858411 9.90E-135 >ZP_01133053 bifunctional phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP cyclohydrolase [Pseudoalteromonas tunicata D2].
Contig13549 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858422 1.80E-30 >ZP_01133064 putative transport protein [Pseudoalteromonas tunicata D2].
Contig6676 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858424 3.60E-30 >ZP_01133066 hypothetical protein PTD2_13579 [Pseudoalteromonas tunicata D2].
Contig1634 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858424 3.50E-14 >ZP_01133066 hypothetical protein PTD2_13579 [Pseudoalteromonas tunicata D2].
Contig2373 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858429 1.20E-36 >ZP_01133071 phosphoglycerate mutase III, cofactor-independent [Pseudoalteromonas tunicata D2].
Contig6940 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858437 7.10E-44 >ZP_01133079 putative enzyme with N-6 Adenine-specific DNA methylase domain [Pseudoalteromonas tunicata D2].
Contig3379 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858470 5.20E-204 >ZP_01133112 argininosuccinate synthase [Pseudoalteromonas tunicata D2].
Contig3597 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858471 2.60E-143 >ZP_01133113 Ornithine carbamoyltransferase (OTCase) [Pseudoalteromonas tunicata D2].
Contig5528 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858477 7.20E-78 >ZP_01133119 putative serine/threonine protein kinase with quinoprotein alcohol dehydrogenase domain [Pseudoalteromonas tunicata D2].
Contig12002 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858479 2.80E-37 >ZP_01133121 histidine tRNA synthetase [Pseudoalteromonas tunicata D2].
Contig2526 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858483 5.50E-46 >ZP_01133125 putative pyruvate formate lyase activating enzyme 2; Fe-S cluster domain [Pseudoalteromonas tunicata D2].
Contig6833 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858485 5.90E-88 >ZP_01133127 putative peptidase YegQ [Pseudoalteromonas tunicata D2].
Contig3885 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858505 1.10E-72 >ZP_01133147 hypothetical protein PTD2_13984 [Pseudoalteromonas tunicata D2].
Contig11773 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858508 9.30E-82 >ZP_01133150 preprotein translocase, auxillary membrane component (General Secretory Pathway) [Pseudoalteromonas tunicata D2].
Contig5325 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858538 6.30E-33 >ZP_01133180 TetR family transcriptional regulatory protein [Pseudoalteromonas tunicata D2].
Contig3064 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858546 9.30E-23 >ZP_01133188 putative 3-mercaptopyruvate sulfurtransferase [Pseudoalteromonas tunicata D2].
Contig3370 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858624 1.20E-158 >ZP_01133265 diaminopimelate decarboxylase, PLP-binding protein [Pseudoalteromonas tunicata D2].
Contig4165 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858629 3.20E-164 >ZP_01133270 acetolactate synthase II large subunit [Pseudoalteromonas tunicata D2].
Contig5776 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858648 3.00E-51 >ZP_01133289 hypothetical protein PTD2_06589 [Pseudoalteromonas tunicata D2].
Contig12977 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858703 1.50E-208 >ZP_01133344 putative mandelate racemase/muconate lactonizing enzyme family protein [Pseudoalteromonas tunicata D2].
Contig2378 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858799 7.60E-51 >ZP_01133440 phospho-N-acetylmuramoyl-pentapeptide transferase [Pseudoalteromonas tunicata D2].
Contig1268 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858811 7.70E-95 >ZP_01133452 translocase [Pseudoalteromonas tunicata D2].
Contig4898 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858815 8.40E-41 >ZP_01133456 beta-N-acetylhexosaminidase [Pseudoalteromonas tunicata D2].
Contig1413 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858815 3.70E-78 >ZP_01133456 beta-N-acetylhexosaminidase [Pseudoalteromonas tunicata D2].
Contig3407 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858996 1.20E-303 >ZP_01133637 hypothetical protein PTD2_08329 [Pseudoalteromonas tunicata D2].
Contig3420 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88858996 2.40E-23 >ZP_01133637 hypothetical protein PTD2_08329 [Pseudoalteromonas tunicata D2].
Contig3954 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859023 9.20E-195 >ZP_01133664 pyruvate dehydrogenase, dihydrolipoyltransacetylase subunit [Pseudoalteromonas tunicata D2].
Contig3310 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859024 6.80E-248 >ZP_01133665 dihydrolipoamide dehydrogenase [Pseudoalteromonas tunicata D2].
Contig173 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859032 6.80E-85 >ZP_01133673 malate dehydrogenase [Pseudoalteromonas tunicata D2].
Contig6116 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859049 4.40E-119 >ZP_01133690 hypothetical protein PTD2_08594 [Pseudoalteromonas tunicata D2].
Contig949 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859049 1.20E-68 >ZP_01133690 hypothetical protein PTD2_08594 [Pseudoalteromonas tunicata D2].
Contig2620 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859049 1.40E-62 >ZP_01133690 hypothetical protein PTD2_08594 [Pseudoalteromonas tunicata D2].
Contig2655 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859060 5.10E-46 >ZP_01133701 twitching motility protein PilT [Pseudoalteromonas tunicata D2].
Contig8556 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859081 2.40E-88 >ZP_01133722 DNA topoisomerase IV, subunit B [Pseudoalteromonas tunicata D2].
Contig4304 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859091 6.10E-280 >ZP_01133732 leucyl aminopeptidase [Pseudoalteromonas tunicata D2].
Contig1765 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859117 2.10E-08 >ZP_01133758 serine acetyltransferase [Pseudoalteromonas tunicata D2].
Contig6839 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859136 6.50E-19 >ZP_01133777 lipoprotein, putative [Pseudoalteromonas tunicata D2].
Contig13862 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859136 3.60E-123 >ZP_01133777 lipoprotein, putative [Pseudoalteromonas tunicata D2].
Contig1345 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859137 5.60E-27 >ZP_01133778 putative protein with predicted kinase domain [Pseudoalteromonas tunicata D2].
Contig130 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859155 4.10E-33 >ZP_01133796 putative Sensory box protein [Pseudoalteromonas tunicata D2].
Contig6412 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859164 8.10E-93 >ZP_01133805 hypothetical protein PTD2_09169 [Pseudoalteromonas tunicata D2].
Contig2163 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859164 7.10E-48 >ZP_01133805 hypothetical protein PTD2_09169 [Pseudoalteromonas tunicata D2].
Contig408 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859166 3.90E-53 >ZP_01133807 hypothetical protein PTD2_09179 [Pseudoalteromonas tunicata D2].
Contig385 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859183 9.50E-22 >ZP_01133824 hypothetical protein PTD2_09264 [Pseudoalteromonas tunicata D2].
Contig693 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859197 1.40E-35 >ZP_01133837 putative histone deacetylase family protein [Pseudoalteromonas tunicata D2].
Contig2675 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859216 1.30E-32 >ZP_01133856 8-amino-7-oxononanoate synthase (7-keto-8-aminopelargonic acid synthetase) [Pseudoalteromonas tunicata D2].
Contig5694 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859239 1.30E-12 >ZP_01133879 hypothetical protein PTD2_19687 [Pseudoalteromonas tunicata D2].
Contig10945 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859243 7.10E-76 >ZP_01133883 beta-hydroxydecanoyl thioester dehydrase (trans-2-decenoyl-ACP isomerase) [Pseudoalteromonas tunicata D2].
Contig969 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859381 4.90E-48 >ZP_01134021 TonB-dependent receptor [Pseudoalteromonas tunicata D2].
Contig5094 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859385 5.40E-66 >ZP_01134025 glycosyl hydrolase, family 16 [Pseudoalteromonas tunicata D2].
Contig4112 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859447 8.20E-101 >ZP_01134087 PKD repeat protein [Pseudoalteromonas tunicata D2].
Contig735 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859447 6.80E-47 >ZP_01134087 PKD repeat protein [Pseudoalteromonas tunicata D2].
Contig3740 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859467 8.30E-126 >ZP_01134107 extracellular protease [Pseudoalteromonas tunicata D2].
Contig3978 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859484 1.80E-104 >ZP_01134124 transcriptional regulator, LysR family protein [Pseudoalteromonas tunicata D2].
Contig5412 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859502 1.30E-31 >ZP_01134142 hypothetical protein PTD2_21002 [Pseudoalteromonas tunicata D2].
Contig2965 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859573 2.60E-39 >ZP_01134213 transcriptional regulator, LysR family protein [Pseudoalteromonas tunicata D2].
Contig1433 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859616 1.10E-89 >ZP_01134256 hypothetical protein PTD2_21572 [Pseudoalteromonas tunicata D2].
Contig5392 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859626 5.70E-06 >ZP_01134266 hypothetical protein PTD2_21622 [Pseudoalteromonas tunicata D2].
Contig2175 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859643 3.50E-94 >ZP_01134283 putative Cbb3-type cytochrome oxidase, cytochrome c subunit [Pseudoalteromonas tunicata D2].
Contig3882 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859743 1.10E-102 >ZP_01134383 putative sirtuin [Pseudoalteromonas tunicata D2].
Contig6750 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859844 4.40E-67 >ZP_01134483 putative prenylyltransferase domain and metalloprotease (zincins), catalytic domain [Pseudoalteromonas tunicata D2].
Contig583 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859864 4.50E-76 >ZP_01134503 TonB-dependent receptor [Pseudoalteromonas tunicata D2].
Contig4334 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859883 2.80E-112 >ZP_01134522 helicase, ATP-dependent [Pseudoalteromonas tunicata D2].
Contig10334 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859883 4.70E-84 >ZP_01134522 helicase, ATP-dependent [Pseudoalteromonas tunicata D2].
Contig348 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859888 1.90E-37 >ZP_01134527 putative succinylarginine dihydrolase [Pseudoalteromonas tunicata D2].
Contig1706 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859888 1.20E-18 >ZP_01134527 putative succinylarginine dihydrolase [Pseudoalteromonas tunicata D2].
Contig4968 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859912 5.60E-48 >ZP_01134551 hypothetical protein PTD2_17910 [Pseudoalteromonas tunicata D2].
Contig2038 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859921 3.40E-31 >ZP_01134560 hypothetical protein PTD2_17955 [Pseudoalteromonas tunicata D2].
Contig1119 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859953 8.20E-21 >ZP_01134592 hypothetical protein PTD2_18115 [Pseudoalteromonas tunicata D2].
Contig5182 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859975 1.60E-49 >ZP_01134614 hypothetical protein PTD2_18225 [Pseudoalteromonas tunicata D2].
Contig704 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859978 3.40E-150 >ZP_01134617 zinc metallopeptidase family protein [Pseudoalteromonas tunicata D2].
Contig10948 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88859978 8.60E-92 >ZP_01134617 zinc metallopeptidase family protein [Pseudoalteromonas tunicata D2].
Contig9216 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860010 9.60E-24 >ZP_01134649 exonuclease V, alpha chain with recC and recD: 5' and 3' nuclease, ATPase, recombinase, helicase [Pseudoalteromonas tunicata D2].
Contig4256 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860060 1.10E-26 >ZP_01134699 methyl-accepting chemotaxis protein [Pseudoalteromonas tunicata D2].
Contig6651 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860060 2.80E-33 >ZP_01134699 methyl-accepting chemotaxis protein [Pseudoalteromonas tunicata D2].
Contig1183 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860088 1.50E-174 >ZP_01134727 short-chain fatty acids transporter [Pseudoalteromonas tunicata D2].
Contig5840 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860100 1.10E-38 >ZP_01134739 Carbon starvation regulatory protein [Pseudoalteromonas tunicata D2].
Contig1638 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860261 1.30E-30 >ZP_01134899 disulfide bond isomerase, periplasmic; chaperone; activated by DsbD; homodimeric [Pseudoalteromonas tunicata D2].
Contig1169 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860263 5.60E-69 >ZP_01134901 peptide chain release factor 2 (RF-2) [Pseudoalteromonas tunicata D2].
Contig2878 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860264 8.80E-48 >ZP_01134902 lysyl-tRNA synthetase [Pseudoalteromonas tunicata D2].
Contig653 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860331 1.80E-62 >ZP_01134969 regulatory protein, LysR:LysR, substrate-binding [Pseudoalteromonas tunicata D2].
Contig4869 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860334 2.40E-31 >ZP_01134972 hypothetical cytosolic protein [Pseudoalteromonas tunicata D2].
Contig12891 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860335 8.60E-53 >ZP_01134973 hypothetical protein PTD2_14962 [Pseudoalteromonas tunicata D2].
Contig6771 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860359 5.60E-45 >ZP_01134997 hypothetical protein PTD2_15082 [Pseudoalteromonas tunicata D2].
Contig2047 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860360 7.40E-85 >ZP_01134998 putative TonB-dependent receptor [Pseudoalteromonas tunicata D2].
Contig5357 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860435 3.40E-54 >ZP_01135073 colicin V production protein [Pseudoalteromonas tunicata D2].
Contig6740 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860440 2.90E-42 >ZP_01135078 peptidyl-prolyl cis-trans isomerase B (rotamase B) [Pseudoalteromonas tunicata D2].
Contig7098 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860447 2.90E-71 >ZP_01135085 DNA-binding ATP-dependent protease La; heat shock K-protein [Pseudoalteromonas tunicata D2].
Contig1480 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860452 1.60E-62 >ZP_01135090 chemotaxis protein CheY/response regulator receiver domain protein [Pseudoalteromonas tunicata D2].
Contig5032 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860510 1.10E-118 >ZP_01135148 hypothetical protein PTD2_15837 [Pseudoalteromonas tunicata D2].
Contig6495 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860527 2.40E-55 >ZP_01135165 peptide transport protein (ABC superfamily, atp_bind) [Pseudoalteromonas tunicata D2].
Contig4726 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860638 9.00E-33 >ZP_01135275 ATP synthase subunit epsilon [Pseudoalteromonas tunicata D2].
Contig6343 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860641 6.90E-60 >ZP_01135278 bifunctional: N-acetyl glucosamine-1-phosphate uridyltransferase (N-terminal); glucosamine-1-phosphate acetyl transferase [Pseudoalteromonas tunicata D2].
Contig12905 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860641 1.60E-07 >ZP_01135278 bifunctional: N-acetyl glucosamine-1-phosphate uridyltransferase (N-terminal); glucosamine-1-phosphate acetyl transferase [Pseudoalteromonas tunicata D2].
Contig5542 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860692 1.40E-32 >ZP_01135329 putative transcriptional regulator [Pseudoalteromonas tunicata D2].
Contig13643 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860692 1.50E-12 >ZP_01135329 putative transcriptional regulator [Pseudoalteromonas tunicata D2].
Contig4123 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860694 4.50E-35 >ZP_01135331 Putative transcriptional regulator, DeoR family protein [Pseudoalteromonas tunicata D2].
Contig4118 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860726 3.70E-39 >ZP_01135363 sensory box histidine kinase [Pseudoalteromonas tunicata D2].
Contig4336 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860726 3.20E-171 >ZP_01135363 sensory box histidine kinase [Pseudoalteromonas tunicata D2].
Contig3273 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860730 3.00E-266 >ZP_01135367 hypothetical protein PTD2_05715 [Pseudoalteromonas tunicata D2].
Contig6489 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860735 8.40E-31 >ZP_01135372 sensory box histidine kinase [Pseudoalteromonas tunicata D2].
Contig5398 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860790 1.20E-51 >ZP_01135427 efflux transporter, RND family, MFP subunit [Pseudoalteromonas tunicata D2].
Contig5309 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860792 4.70E-39 >ZP_01135429 hypothetical protein PTD2_06025 [Pseudoalteromonas tunicata D2].
Contig545 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860793 2.50E-85 >ZP_01135430 sigma-54 dependent DNA-binding response regulator, Fis family protein [Pseudoalteromonas tunicata D2].
Contig13263 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860794 1.20E-61 >ZP_01135431 sensor histidine kinase [Pseudoalteromonas tunicata D2].
Contig1538 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88860802 4.70E-11 >ZP_01135439 putative Methyl-accepting chemotaxis protein [Pseudoalteromonas tunicata D2].
Contig1380 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861098 2.40E-17 >ZP_01135733 Putative transmembrane cytochrome oxidase complex biogenesis factor [Pseudoalteromonas tunicata D2].
Contig565 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861103 9.60E-74 >ZP_01135738 Cytochrome c oxidase, subunit II [Pseudoalteromonas tunicata D2].
Contig3466 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861144 1.40E-102 >ZP_01135778 hypothetical protein PTD2_17147 [Pseudoalteromonas tunicata D2].
Contig4690 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861176 4.80E-19 >ZP_01135809 hypothetical protein PTD2_00242 [Pseudoalteromonas tunicata D2].
Contig4361 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861238 7.50E-174 >ZP_01135870 transcription termination factor Rho; polarity suppressor [Pseudoalteromonas tunicata D2].
Contig4290 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861239 5.90E-58 >ZP_01135871 Methyl-accepting chemotaxis protein (contains HAMP domain) [Pseudoalteromonas tunicata D2].
Contig7032 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861297 8.90E-88 >ZP_01135928 putative 2-hydroxy-3-oxopropionate reductase [Pseudoalteromonas tunicata D2].
Contig3172 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861315 7.20E-15 >ZP_01135946 putative TolA protein [Pseudoalteromonas tunicata D2].
Contig6653 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861426 2.30E-82 >ZP_01136055 TonB-dependent receptor [Pseudoalteromonas tunicata D2].
Contig8261 Proteobacteria-Pseudoalteromonas_tunicata_D2_gi88861426 4.00E-57 >ZP_01136055 TonB-dependent receptor [Pseudoalteromonas tunicata D2].
Contig5686 Proteobacteria-Pseudomonas_aeruginosa_PA7_gi152985090 2.10E-13 >YP_001349993 peptidyl-tRNA hydrolase domain-containing protein [Pseudomonas aeruginosa PA7].
Contig2084 Proteobacteria-Pseudomonas_aeruginosa_UCBPP_PA14_gi116050059 1.30E-19 >YP_791127 hypothetical protein PA14_37170 [Pseudomonas aeruginosa UCBPP-PA14].
Contig6925 Proteobacteria-Pseudomonas_aeruginosa_UCBPP_PA14_gi116050802 1.40E-15 >YP_790377 putative transcriptional regulator [Pseudomonas aeruginosa UCBPP-PA14].
Contig2220 Proteobacteria-Pseudomonas_fluorescens_Pf_5_gi70729820 2.50E-08 >YP_259559 hypothetical protein PFL_2452 [Pseudomonas fluorescens Pf-5].
Contig3077 Proteobacteria-Pseudomonas_putida_F1_gi148547358 6.90E-11 >YP_001267460 cellulose synthase regulator protein [Pseudomonas putida F1].
Contig1540 Proteobacteria-Pseudovibrio_sp_JE062_gi254470308 1.60E-24 >ZP_05083712 transporter [Pseudovibrio sp. JE062].
Contig10666 Proteobacteria-Pseudovibrio_sp_JE062_gi254471130 1.20E-19 >ZP_05084533 conserved hypothetical protein [Pseudovibrio sp. JE062].
Contig5000 Proteobacteria-Ralstonia_pickettii_12J_gi187929387 2.30E-23 >YP_001899874 hypothetical protein Rpic_2308 [Ralstonia pickettii 12J].
Contig1210 Proteobacteria-Ralstonia_solanacearum_GMI1000_gi17546727 4.50E-14 >NP_520129 hypothetical protein RSc2008 [Ralstonia solanacearum GMI1000].
Contig3748 Proteobacteria-Ralstonia_solanacearum_PSI07_gi300693971 2.40E-13 >YP_003749944 hypothetical protein RPSI07_mp0983 [Ralstonia solanacearum PSI07].
Contig5274 Proteobacteria-Reinekea_blandensis_MED297_gi88797163 3.00E-36 >ZP_01112753 Fructose-1,6-bisphosphatase [Reinekea sp. MED297].
Contig3949 Proteobacteria-Reinekea_blandensis_MED297_gi88798624 2.80E-138 >ZP_01114208 putative iron-containing alcohol dehydrogenase [Reinekea sp. MED297].
Contig7163 Proteobacteria-Reinekea_blandensis_MED297_gi88800396 0 >ZP_01115961 catalase [Reinekea sp. MED297].
Contig10260 Proteobacteria-Reinekea_blandensis_MED297_gi88800932 5.30E-81 >ZP_01116484 putative permease [Reinekea sp. MED297].
Contig3956 Proteobacteria-Rhizobium_etli_8C_3_gi218514022 8.40E-07 >ZP_03510862 50S ribosomal protein L2 [Rhizobium etli 8C-3].
Contig10319 Proteobacteria-Rhizobium_etli_Brasil_5_gi218509716 1.50E-26 >ZP_03507594 type II citrate synthase [Rhizobium etli Brasil 5].
Contig4016 Proteobacteria-Rhizobium_etli_IE4771_gi218658177 2.20E-08 >ZP_03514107 cobalamin synthesis protein P47K family [Rhizobium etli IE4771].
Contig10713 Proteobacteria-Rhizobium_etli_IE4771_gi218660950 3.50E-06 >ZP_03516880 putative homospermidine synthase [Rhizobium etli IE4771].
Contig13112 Proteobacteria-Rhizobium_etli_Kim_5_gi218463019 2.00E-19 >ZP_03503110 fatty acid hydroxylase [Rhizobium etli Kim 5].
Contig34 Proteobacteria-Rhizobium_leguminosarum_bv_trifolii_WSM1325_gi241207018 2.70E-37 >YP_002978114 extracellular solute-binding protein family 1 [Rhizobium leguminosarum bv. trifolii WSM1325].
Contig457 Proteobacteria-Rhodobacteraceae_bacterium_HTCC2150_gi126727747 9.30E-09 >ZP_01743578 probable hydrolase [Rhodobacterales bacterium HTCC2150].
Contig1375 Proteobacteria-Rhodobacterales_bacterium_HTCC2255_gi114770801 6.60E-49 >ZP_01448269 NAD(P)H dehydrogenase (quinone):NADPH-dependent FMN reductase [alpha proteobacterium HTCC2255].
Contig13349 Proteobacteria-Rhodospirillum_rubrum_ATCC_11170_gi83592089 1.60E-12 >YP_425841 peptide chain release factor 1 [Rhodospirillum rubrum ATCC 11170].
Contig150 Proteobacteria-Roseibium_sp_TrichSKD4_gi307946370 1.80E-09 >ZP_07661705 saccharopine dehydrogenase [Roseibium sp. TrichSKD4].
Contig4768 Proteobacteria-Roseobacter_litoralis_Och_149_gi163732764 1.20E-19 >ZP_02140209 acetyl-coenzyme A synthetase [Roseobacter litoralis Och 149].
Contig6632 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149912460 2.40E-63 >ZP_01900994 ATPase AAA-2 [Roseobacter sp. AzwK-3b].
Contig820 Proteobacteria-Saccharophagus_degradans_2_40_gi90019864 2.70E-44 >YP_525691 ComM-like protein [Saccharophagus degradans 2-40].
Contig534 Proteobacteria-Saccharophagus_degradans_2_40_gi90020309 3.70E-22 >YP_526136 PAS/PAC sensor signal transduction histidine kinase [Saccharophagus degradans 2-40].
Contig1305 Proteobacteria-Saccharophagus_degradans_2_40_gi90022368 1.20E-26 >YP_528195 sensor histidine kinase [Saccharophagus degradans 2-40].
Contig1835 Proteobacteria-Saccharophagus_degradans_2_40_gi90022672 3.50E-27 >YP_528499 putative Fe-regulated protein B [Saccharophagus degradans 2-40].
Contig6793 Proteobacteria-Saccharophagus_degradans_2_40_gi90022677 1.30E-61 >YP_528504 TonB-dependent receptor [Saccharophagus degradans 2-40].
Contig11313 Proteobacteria-Saccharophagus_degradans_2_40_gi90022677 1.40E-50 >YP_528504 TonB-dependent receptor [Saccharophagus degradans 2-40].
Contig5739 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Choleraesuis_str_SC_B67_gi621798671.60E-99 >YP_216284 hypothetical protein SC1297 [Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67].
Contig2062 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_AG3_gi2898082073.60E-27 >ZP_06538836 acetyl-CoA synthetase [Salmonella enterica subsp. enterica serovar Typhi str. AG3].
Contig12020 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_E01_6750_gi2134170172.00E-36 >ZP_03350161 adenylosuccinate lyase [Salmonella enterica subsp. enterica serovar Typhi str. E01-6750].
Contig440 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_E01_6750_gi2134207953.00E-32 >ZP_03353861 glycine dehydrogenase [Salmonella enterica subsp. enterica serovar Typhi str. E01-6750].
Contig4297 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_E98_0664_gi2135860831.70E-27 >ZP_03367909 B12-dependent methionine synthase [Salmonella enterica subsp. enterica serovar Typhi str. E98-0664].
Contig13350 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_M223_gi2138577981.50E-12 >ZP_03384769 phosphoglyceromutase [Salmonella enterica subsp. enterica serovar Typhi str. M223].
Contig1717 Proteobacteria-Serratia_odorifera_4Rx13_gi270261090 1.00E-08 >ZP_06189363 hypothetical protein SOD_a03150 [Serratia odorifera 4Rx13].
Contig6804 Proteobacteria-Shewanella_amazonensis_SB2B_gi119773162 2.70E-66 >YP_925902 hypothetical protein Sama_0020 [Shewanella amazonensis SB2B].
Contig3281 Proteobacteria-Shewanella_amazonensis_SB2B_gi119774245 4.6e-312 >YP_926985 alpha-glucosidase [Shewanella amazonensis SB2B].
Contig13265 Proteobacteria-Shewanella_amazonensis_SB2B_gi119774246 2.70E-18 >YP_926986 hypothetical protein Sama_1109 [Shewanella amazonensis SB2B].
Contig2869 Proteobacteria-Shewanella_amazonensis_SB2B_gi119774533 8.10E-09 >YP_927273 glucan endo-1,3-beta-D-glucosidase [Shewanella amazonensis SB2B].
Contig7158 Proteobacteria-Shewanella_amazonensis_SB2B_gi119776442 3.30E-73 >YP_929182 hypothetical protein Sama_3310 [Shewanella amazonensis SB2B].
Contig4828 Proteobacteria-Shewanella_amazonensis_SB2B_gi119776769 6.10E-76 >YP_929509 hypothetical protein Sama_3637 [Shewanella amazonensis SB2B].
Contig1008 Proteobacteria-Shewanella_baltica_OS185_gi153000717 1.90E-58 >YP_001366398 hypothetical protein Shew185_2195 [Shewanella baltica OS185].
Contig3277 Proteobacteria-Shewanella_baltica_OS195_gi160874310 3.70E-111 >YP_001553626 putative transposase [Shewanella baltica OS195].
Contig2099 Proteobacteria-Shewanella_baltica_OS223_gi217972462 8.20E-77 >YP_002357213 metal dependent phosphohydrolase [Shewanella baltica OS223].
Contig5556 Proteobacteria-Shewanella_benthica_KT99_gi163750599 1.50E-22 >ZP_02157836 signal peptidase I [Shewanella benthica KT99].
Contig6540 Proteobacteria-Shewanella_benthica_KT99_gi163750793 1.70E-58 >ZP_02158028 esterase, putative [Shewanella benthica KT99].
Contig8654 Proteobacteria-Shewanella_denitrificans_OS217_gi91791794 9.40E-29 >YP_561445 GGDEF domain-containing protein [Shewanella denitrificans OS217].
Contig1488 Proteobacteria-Shewanella_denitrificans_OS217_gi91791926 2.10E-31 >YP_561577 putative lipoprotein [Shewanella denitrificans OS217].
Contig13649 Proteobacteria-Shewanella_denitrificans_OS217_gi91792012 1.60E-52 >YP_561663 hypothetical protein Sden_0650 [Shewanella denitrificans OS217].
Contig3588 Proteobacteria-Shewanella_denitrificans_OS217_gi91792462 1.10E-67 >YP_562113 phenazine biosynthesis PhzC/PhzF protein [Shewanella denitrificans OS217].
Contig5269 Proteobacteria-Shewanella_denitrificans_OS217_gi91792567 1.20E-59 >YP_562218 LytTr DNA-binding region [Shewanella denitrificans OS217].
Contig6930 Proteobacteria-Shewanella_denitrificans_OS217_gi91793815 1.70E-13 >YP_563466 hypothetical protein Sden_2463 [Shewanella denitrificans OS217].
Contig1517 Proteobacteria-Shewanella_denitrificans_OS217_gi91793815 1.50E-63 >YP_563466 hypothetical protein Sden_2463 [Shewanella denitrificans OS217].
Contig4773 Proteobacteria-Shewanella_frigidimarina_NCIMB_400_gi114562843 6.90E-26 >YP_750356 hypothetical protein Sfri_1667 [Shewanella frigidimarina NCIMB 400].
Contig11857 Proteobacteria-Shewanella_frigidimarina_NCIMB_400_gi114562843 1.70E-11 >YP_750356 hypothetical protein Sfri_1667 [Shewanella frigidimarina NCIMB 400].
Contig5814 Proteobacteria-Shewanella_frigidimarina_NCIMB_400_gi114564208 3.00E-34 >YP_751722 peptidylprolyl isomerase, FKBP-type [Shewanella frigidimarina NCIMB 400].
Contig7010 Proteobacteria-Shewanella_halifaxensis_HAW_EB4_gi167622125 9.00E-39 >YP_001672419 protein serine/threonine phosphatase [Shewanella halifaxensis HAW-EB4].
Contig460 Proteobacteria-Shewanella_halifaxensis_HAW_EB4_gi167622337 6.00E-63 >YP_001672631 hypothetical protein Shal_0397 [Shewanella halifaxensis HAW-EB4].
Contig2815 Proteobacteria-Shewanella_loihica_PV_4_gi127512810 3.60E-25 >YP_001094007 metal dependent phosphohydrolase [Shewanella loihica PV-4].
Contig6945 Proteobacteria-Shewanella_loihica_PV_4_gi127512933 5.10E-57 >YP_001094130 FAD dependent oxidoreductase [Shewanella loihica PV-4].
Contig4640 Proteobacteria-Shewanella_loihica_PV_4_gi127513488 1.00E-34 >YP_001094685 XRE family transcriptional regulator [Shewanella loihica PV-4].
Contig3353 Proteobacteria-Shewanella_loihica_PV_4_gi127514294 2.90E-79 >YP_001095491 metal dependent phosphohydrolase [Shewanella loihica PV-4].
Contig3383 Proteobacteria-Shewanella_loihica_PV_4_gi127514716 1.30E-57 >YP_001095913 multi-sensor hybrid histidine kinase [Shewanella loihica PV-4].
Contig3772 Proteobacteria-Shewanella_oneidensis_MR_1_gi24375007 9.70E-173 >NP_719050 glucose/galactose transporter [Shewanella oneidensis MR-1].
Contig4693 Proteobacteria-Shewanella_oneidensis_MR_1_gi24376017 9.70E-54 >NP_720060 hypothetical protein SO_4543 [Shewanella oneidensis MR-1].
Contig1804 Proteobacteria-Shewanella_oneidensis_MR_1_gi24376017 2.50E-21 >NP_720060 hypothetical protein SO_4543 [Shewanella oneidensis MR-1].
Contig5205 Proteobacteria-Shewanella_pealeana_ATCC_700345_gi157961959 6.40E-17 >YP_001501993 hypothetical protein Spea_2138 [Shewanella pealeana ATCC 700345].
Contig4085 Proteobacteria-Shewanella_pealeana_ATCC_700345_gi157963479 1.40E-99 >YP_001503513 metal dependent phosphohydrolase [Shewanella pealeana ATCC 700345].
Contig3239 Proteobacteria-Shewanella_piezotolerans_WP3_gi212632943 3.30E-45 >YP_002309468 transglycosylase [Shewanella piezotolerans WP3].
Contig4864 Proteobacteria-Shewanella_piezotolerans_WP3_gi212633729 1.40E-24 >YP_002310254 hypothetical protein swp_0858 [Shewanella piezotolerans WP3].
Contig7093 Proteobacteria-Shewanella_piezotolerans_WP3_gi212634335 2.20E-21 >YP_002310860 collagenase [Shewanella piezotolerans WP3].
Contig9357 Proteobacteria-Shewanella_piezotolerans_WP3_gi212637332 6.70E-12 >YP_002313857 hypothetical protein swp_4632 [Shewanella piezotolerans WP3].
Contig4356 Proteobacteria-Shewanella_piezotolerans_WP3_gi212637550 6.00E-147 >YP_002314075 Toxin secretion ABC transporter ATP-binding subunit/permease [Shewanella piezotolerans WP3].
Contig979 Proteobacteria-Shewanella_putrefaciens_200_gi124545141 2.50E-16 >ZP_01704368 methyl-accepting chemotaxis sensory transducer [Shewanella putrefaciens 200].
Contig8405 Proteobacteria-Shewanella_putrefaciens_CN_32_gi146292416 1.80E-46 >YP_001182840 methyl-accepting chemotaxis sensory transducer [Shewanella putrefaciens CN-32].
Contig3051 Proteobacteria-Shewanella_putrefaciens_CN_32_gi146292532 8.30E-22 >YP_001182956 hypothetical protein Sputcn32_1432 [Shewanella putrefaciens CN-32].
Contig1510 Proteobacteria-Shewanella_putrefaciens_CN_32_gi146292725 6.20E-17 >YP_001183149 putative transposase [Shewanella putrefaciens CN-32].
Contig1712 Proteobacteria-Shewanella_sediminis_HAW_EB3_gi157375252 8.60E-09 >YP_001473852 ABC transporter ATPase [Shewanella sediminis HAW-EB3].
Contig1153 Proteobacteria-Shewanella_sediminis_HAW_EB3_gi157376708 6.20E-29 >YP_001475308 carbonate dehydratase [Shewanella sediminis HAW-EB3].
Contig5990 Proteobacteria-Shewanella_sediminis_HAW_EB3_gi157376960 3.10E-15 >YP_001475560 hypothetical protein Ssed_3828 [Shewanella sediminis HAW-EB3].
Contig5189 Proteobacteria-Shewanella_sp_ANA_3_gi117919010 3.50E-54 >YP_868202 type 11 methyltransferase [Shewanella sp. ANA-3].
Contig4026 Proteobacteria-Shewanella_sp_ANA_3_gi117919601 3.60E-36 >YP_868793 two component LuxR family transcriptional regulator [Shewanella sp. ANA-3].
Contig6166 Proteobacteria-Shewanella_sp_ANA_3_gi117920286 6.30E-08 >YP_869478 peptidase S1 and S6, chymotrypsin/Hap [Shewanella sp. ANA-3].
Contig3894 Proteobacteria-Shewanella_sp_MR_7_gi114046729 7.70E-41 >YP_737279 putative signal transduction histidine kinase [Shewanella sp. MR-7].
Contig2545 Proteobacteria-Shewanella_violacea_DSS12_gi294139510 3.20E-19 >YP_003555488 hypothetical protein SVI_0739 [Shewanella violacea DSS12].
Contig6404 Proteobacteria-Shewanella_violacea_DSS12_gi294141913 2.00E-34 >YP_003557891 hypothetical protein SVI_3142 [Shewanella violacea DSS12].
Contig2225 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170724375 6.10E-34 >YP_001758401 cytochrome-c peroxidase [Shewanella woodyi ATCC 51908].
Contig5550 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170724377 3.50E-62 >YP_001758403 Na-Ca exchanger/integrin-beta4 [Shewanella woodyi ATCC 51908].
Contig6872 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170724495 1.40E-23 >YP_001758521 monooxygenase FAD-binding [Shewanella woodyi ATCC 51908].
Contig3674 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170724908 6.00E-158 >YP_001758934 endonuclease I [Shewanella woodyi ATCC 51908].
Contig3906 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170725413 4.10E-49 >YP_001759439 diguanylate phosphodiesterase [Shewanella woodyi ATCC 51908].
Contig13172 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170725426 2.60E-88 >YP_001759452 transposase IS116/IS110/IS902 family protein [Shewanella woodyi ATCC 51908].
Contig6911 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170726212 8.10E-20 >YP_001760238 forkhead-associated protein [Shewanella woodyi ATCC 51908].
Contig1673 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170726212 1.30E-43 >YP_001760238 forkhead-associated protein [Shewanella woodyi ATCC 51908].
Contig11672 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170726431 3.10E-39 >YP_001760457 phosphoribosylaminoimidazole-succinocarboxamide synthase [Shewanella woodyi ATCC 51908].
Contig171 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170726721 2.20E-34 >YP_001760747 peptidase S8/S53 subtilisin kexin sedolisin [Shewanella woodyi ATCC 51908].
Contig3398 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170726845 1.10E-129 >YP_001760871 2-methylisocitrate lyase [Shewanella woodyi ATCC 51908].
Contig2272 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170727006 2.20E-20 >YP_001761032 transcriptional regulator CadC [Shewanella woodyi ATCC 51908].
Contig4723 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170727319 1.20E-26 >YP_001761345 multi-sensor hybrid histidine kinase [Shewanella woodyi ATCC 51908].
Contig1625 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170727733 4.40E-19 >YP_001761759 endonuclease I [Shewanella woodyi ATCC 51908].
Contig3462 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170727781 8.20E-242 >YP_001761807 hypothetical protein Swoo_3444 [Shewanella woodyi ATCC 51908].
Contig3272 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728262 5.50E-21 >YP_001762288 tryptophan halogenase [Shewanella woodyi ATCC 51908].
Contig4368 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728263 2.10E-135 >YP_001762289 tryptophan halogenase [Shewanella woodyi ATCC 51908].
Contig3560 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728264 5.60E-153 >YP_001762290 tryptophan halogenase [Shewanella woodyi ATCC 51908].
Contig195 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728265 4.70E-196 >YP_001762291 TonB-dependent receptor [Shewanella woodyi ATCC 51908].
Contig971 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728265 2.70E-80 >YP_001762291 TonB-dependent receptor [Shewanella woodyi ATCC 51908].



Contig4687 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728781 1.70E-79 >YP_001762807 hypothetical protein Swoo_4460 [Shewanella woodyi ATCC 51908].
Contig3193 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728942 4.00E-245 >YP_001762968 peptidase domain-containing protein [Shewanella woodyi ATCC 51908].
Contig5458 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi170728967 4.50E-20 >YP_001762993 peptidase S8/S53 subtilisin kexin sedolisin [Shewanella woodyi ATCC 51908].
Contig3267 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi162450120 1.00E-14 >YP_001612487 putative secreted protein [Sorangium cellulosum 'So ce 56'].
Contig5913 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi162450120 2.40E-10 >YP_001612487 putative secreted protein [Sorangium cellulosum 'So ce 56'].
Contig1770 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi162450327 1.20E-13 >YP_001612694 hypothetical protein sce2055 [Sorangium cellulosum 'So ce 56'].
Contig1065 Proteobacteria-Sphingomonas_sp_SKA58_gi94497668 8.80E-08 >ZP_01304236 fatty oxidation complex, alpha subunit [Sphingomonas sp. SKA58].
Contig1910 Proteobacteria-Sphingomonas_wittichii_RW1_gi148556194 3.40E-28 >YP_001263776 hypothetical protein Swit_3292 [Sphingomonas wittichii RW1].
Contig3350 Proteobacteria-Sphingopyxis_alaskensis_RB2256_gi103485991 7.70E-80 >YP_615552 hypothetical protein Sala_0498 [Sphingopyxis alaskensis RB2256].
Contig3892 Proteobacteria-Stenotrophomonas_maltophilia_K279a_gi190573832 1.60E-12 >YP_001971677 hypothetical protein Smlt1850 [Stenotrophomonas maltophilia K279a].
Contig7420 Proteobacteria-Stenotrophomonas_maltophilia_R551_3_gi194364869 8.20E-07 >YP_002027479 peptidase S9 prolyl oligopeptidase active site domain-containing protein [Stenotrophomonas maltophilia R551-3].
Contig1265 Proteobacteria-Stenotrophomonas_sp_SKA14_gi254522278 2.20E-91 >ZP_05134333 Oar protein [Stenotrophomonas sp. SKA14].
Contig5162 Proteobacteria-Stenotrophomonas_sp_SKA14_gi254523113 5.80E-61 >ZP_05135168 acetyl-CoA carboxylase beta chain [Stenotrophomonas sp. SKA14].
Contig7447 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi115373358 9.00E-32 >ZP_01460657 hypothetical protein STIAU_8781 [Stigmatella aurantiaca DW4/3-1].
Contig10831 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi115373358 4.50E-07 >ZP_01460657 hypothetical protein STIAU_8781 [Stigmatella aurantiaca DW4/3-1].
Contig13318 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi115373358 1.30E-19 >ZP_01460657 hypothetical protein STIAU_8781 [Stigmatella aurantiaca DW4/3-1].
Contig13837 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi310823091 5.40E-10 >YP_003955449 silent information regulator protein sir2 [Stigmatella aurantiaca DW4/3-1].
Contig13287 Proteobacteria-Syntrophobacter_fumaroxidans_MPOB_gi116748631 1.70E-21 >YP_845318 type 11 methyltransferase [Syntrophobacter fumaroxidans MPOB].
Contig13220 Proteobacteria-Syntrophobacter_fumaroxidans_MPOB_gi116748993 1.60E-34 >YP_845680 50S ribosomal protein L2 [Syntrophobacter fumaroxidans MPOB].
Contig3804 Proteobacteria-Syntrophobacter_fumaroxidans_MPOB_gi116750913 6.90E-24 >YP_847600 hypothetical protein Sfum_3494 [Syntrophobacter fumaroxidans MPOB].
Contig4293 Proteobacteria-Syntrophus_aciditrophicus_SB_gi85859932 9.10E-09 >YP_462134 TPR repeat-containing protein [Syntrophus aciditrophicus SB].
Contig6815 Proteobacteria-Teredinibacter_turnerae_T7901_gi254787315 4.50E-18 >YP_003074744 hypothetical protein TERTU_3404 [Teredinibacter turnerae T7901].
Contig2118 Proteobacteria-Thauera_sp_MZ1T_gi217970562 1.60E-17 >YP_002355796 peptidase M14 carboxypeptidase A [Thauera sp. MZ1T].
Contig3090 Proteobacteria-Thauera_sp_MZ1T_gi217980157 6.80E-10 >YP_002364207 Ankyrin [Thauera sp. MZ1T].
Contig6455 Proteobacteria-Thiobacillus_denitrificans_ATCC_25259_gi74317985 4.10E-15 >YP_315725 hypothetical protein Tbd_1967 [Thiobacillus denitrificans ATCC 25259].
Contig6811 Proteobacteria-Tolumonas_auensis_DSM_9187_gi237807085 9.30E-10 >YP_002891525 50S ribosomal protein L36 [Tolumonas auensis DSM 9187].
Contig2913 Proteobacteria-Tolumonas_auensis_DSM_9187_gi237807627 9.00E-06 >YP_002892067 Ornithine decarboxylase [Tolumonas auensis DSM 9187].
Contig7845 Proteobacteria-Tolumonas_auensis_DSM_9187_gi237807628 5.30E-09 >YP_002892068 hypothetical protein Tola_0854 [Tolumonas auensis DSM 9187].
Contig4133 Proteobacteria-Tolumonas_auensis_DSM_9187_gi237808036 1.10E-18 >YP_002892476 NUDIX hydrolase [Tolumonas auensis DSM 9187].
Contig1755 Proteobacteria-Tolumonas_auensis_DSM_9187_gi237809787 2.10E-31 >YP_002894227 ATPase associated with various cellular activities AAA_3 [Tolumonas auensis DSM 9187].
Contig5950 Proteobacteria-Variovorax_paradoxus_S110_gi239817902 3.00E-12 >YP_002946812 alpha/beta hydrolase fold-3 domain protein [Variovorax paradoxus S110].
Contig3785 Proteobacteria-Vibrio_alginolyticus_12G01_gi91222987 7.00E-27 >ZP_01258253 putative two-component sensor [Vibrio alginolyticus 12G01].
Contig257 Proteobacteria-Vibrio_alginolyticus_12G01_gi91224169 2.50E-55 >ZP_01259432 hypothetical protein V12G01_02760 [Vibrio alginolyticus 12G01].
Contig1686 Proteobacteria-Vibrio_alginolyticus_12G01_gi91224668 4.10E-71 >ZP_01259929 predicted epimerase [Vibrio alginolyticus 12G01].
Contig4860 Proteobacteria-Vibrio_alginolyticus_40B_gi269966741 3.60E-37 >ZP_06180818 hypothetical protein VMC_22480 [Vibrio alginolyticus 40B].
Contig6167 Proteobacteria-Vibrio_caribbenthicus_ATCC_BAA_2122_gi312881455 5.80E-27 >ZP_07741249 Signal transduction histidine kinase [Vibrio caribbenthicus ATCC BAA-2122].
Contig1121 Proteobacteria-Vibrio_caribbenthicus_ATCC_BAA_2122_gi312883965 2.10E-22 >ZP_07743682 dihydrolipoamide acetyltransferase [Vibrio caribbenthicus ATCC BAA-2122].
Contig4983 Proteobacteria-Vibrio_cholerae_INDRE_91_1_gi262151183 1.20E-94 >ZP_06028321 hypothetical protein VIG_000377 [Vibrio cholerae INDRE 91/1].
Contig1523 Proteobacteria-Vibrio_cholerae_INDRE_91_1_gi262151183 1.50E-55 >ZP_06028321 hypothetical protein VIG_000377 [Vibrio cholerae INDRE 91/1].
Contig1565 Proteobacteria-Vibrio_cholerae_INDRE_91_1_gi262151184 3.40E-51 >ZP_06028322 protein of unknown function DUF262 [Vibrio cholerae INDRE 91/1].
Contig2662 Proteobacteria-Vibrio_cholerae_O1_biovar_El_Tor_str_N16961_gi15601687 3.10E-10 >NP_233318 cold shock domain-contain protein [Vibrio cholerae O1 biovar eltor str. N16961].
Contig1608 Proteobacteria-Vibrio_cholerae_O1_biovar_El_Tor_str_N16961_gi15642208 1.00E-39 >NP_231841 vibriobactin utilization protein ViuB [Vibrio cholerae O1 biovar El Tor str. N16961].
Contig2501 Proteobacteria-Vibrio_cholerae_V51_gi254226533 7.00E-59 >ZP_04920116 peptide chain release factor 3 [Vibrio cholerae V51].
Contig1847 Proteobacteria-Vibrio_cholerae_V52_gi121727644 2.00E-19 >ZP_01680747 hypothetical protein VCV52_1788 [Vibrio cholerae V52].
Contig1085 Proteobacteria-Vibrio_coralliilyticus_ATCC_BAA_450_gi260775068 3.20E-45 >ZP_05883967 putative methyltransferase associated with DUF414 [Vibrio coralliilyticus ATCC BAA-450].
Contig4490 Proteobacteria-Vibrio_coralliilyticus_ATCC_BAA_450_gi260776783 1.80E-22 >ZP_05885677 putative methyl-accepting chemotaxis protein [Vibrio coralliilyticus ATCC BAA-450].
Contig1580 Proteobacteria-Vibrio_coralliilyticus_ATCC_BAA_450_gi260777476 4.30E-52 >ZP_05886370 AraC-type DNA-binding domain-containing protein [Vibrio coralliilyticus ATCC BAA-450].
Contig3019 Proteobacteria-Vibrio_fischeri_ES114_gi59710802 1.60E-12 >YP_203578 UDP-N-acetyl-D-quinovosamine 4-epimerase [Vibrio fischeri ES114].
Contig4740 Proteobacteria-Vibrio_fischeri_MJ11_gi197334446 1.20E-36 >YP_002155475 geranyltranstransferase (Farnesyl-diphosphate synthase) [Vibrio fischeri MJ11].
Contig6048 Proteobacteria-Vibrio_fischeri_MJ11_gi197335341 1.10E-40 >YP_002155758 transporter, drug/metabolite exporter family [Vibrio fischeri MJ11].
Contig4333 Proteobacteria-Vibrio_furnissii_CIP_102972_gi260767893 1.60E-127 >ZP_05876827 nucleotidyltransferase/DNA polymerase involved in DNA repair [Vibrio furnissii CIP 102972].
Contig3158 Proteobacteria-Vibrio_harveyi_ATCC_BAA_1116_gi156974080 8.80E-36 >YP_001444987 tRNA-hydroxylase [Vibrio harveyi ATCC BAA-1116].
Contig6223 Proteobacteria-Vibrio_harveyi_HY01_gi153832183 3.30E-16 >ZP_01984850 hypothetical protein A1Q_2331 [Vibrio harveyi HY01].
Contig4153 Proteobacteria-Vibrio_mimicus_MB451_gi262170641 7.9e-313 >ZP_06038319 pyruvate dehydrogenase E1 component [Vibrio mimicus MB-451].
Contig1598 Proteobacteria-Vibrio_mimicus_VM223_gi262164264 7.10E-10 >ZP_06032002 negative transcriptional regulator [Vibrio mimicus VM223].
Contig1264 Proteobacteria-Vibrio_mimicus_VM603_gi258627197 5.60E-172 >ZP_05721985 GMP synthase/glutamine amidotransferase protein [Vibrio mimicus VM603].
Contig2289 Proteobacteria-Vibrio_orientalis_CIP_102891_gi261250747 1.00E-13 >ZP_05943321 transcriptional regulator [Vibrio orientalis CIP 102891].
Contig11738 Proteobacteria-Vibrio_orientalis_CIP_102891_gi261251853 4.40E-31 >ZP_05944427 2-dehydro-3-deoxygluconate kinase [Vibrio orientalis CIP 102891].
Contig7201 Proteobacteria-Vibrio_parahaemolyticus_16_gi254507244 2.40E-21 >ZP_05119381 hypothetical protein VPMS16_2264 [Vibrio parahaemolyticus 16].
Contig12227 Proteobacteria-Vibrio_parahaemolyticus_RIMD_2210633_gi28899864 2.50E-17 >NP_799519 putative two-component sensor [Vibrio parahaemolyticus RIMD 2210633].
Contig3922 Proteobacteria-Vibrio_parahaemolyticus_RIMD_2210633_gi28900928 2.40E-114 >NP_800583 putative alkaline phosphatase [Vibrio parahaemolyticus RIMD 2210633].
Contig7147 Proteobacteria-Vibrio_shilonii_AK1_gi149191796 3.80E-64 >ZP_01870034 hypothetical protein VSAK1_25450 [Vibrio shilonii AK1].
Contig4131 Proteobacteria-Vibrio_shilonii_AK1_gi149191860 0 >ZP_01870095 putative DNA polymerase III alpha chain [Vibrio shilonii AK1].
Contig6352 Proteobacteria-Vibrio_sp_AND4_gi163802985 1.80E-07 >ZP_02196872 hypothetical protein 1103602000581_AND4_13998 [Vibrio sp. AND4].
Contig996 Proteobacteria-Vibrio_sp_AND4_gi163804069 5.90E-08 >ZP_02197866 phosphoribosylamine--glycine ligase [Vibrio sp. AND4].
Contig4033 Proteobacteria-Vibrio_sp_Ex25_gi262393946 1.70E-32 >YP_003285800 hypothetical protein VEA_003175 [Vibrio sp. Ex25].
Contig3078 Proteobacteria-Vibrio_sp_MED222_gi86148764 9.10E-18 >ZP_01067035 ATP-dependent DNA helicase Rep [Vibrio sp. MED222].
Contig1084 Proteobacteria-Vibrio_sp_RC341_gi261210923 1.00E-24 >ZP_05925213 hypothetical protein VCJ_001178 [Vibrio sp. RC341].
Contig9015 Proteobacteria-Vibrio_sp_RC586_gi262403547 1.80E-40 >ZP_06080105 YrbG protein [Vibrio sp. RC586].
Contig6290 Proteobacteria-Vibrio_splendidus_12B01_gi84385538 1.40E-24 >ZP_00988569 putative glycosyltransferase [Vibrio splendidus 12B01].
Contig4847 Proteobacteria-Vibrio_splendidus_LGP32_gi218676468 1.70E-29 >YP_002395287 Choline dehydrogenase [Vibrio splendidus LGP32].
Contig5069 Proteobacteria-Vibrio_vulnificus_YJ016_gi37675765 4.50E-83 >NP_936161 hypothetical protein VVA0105 [Vibrio vulnificus YJ016].
Contig3776 Proteobacteria-Vibrio_vulnificus_YJ016_gi37680830 4.50E-238 >NP_935439 glycosyl hydrolase [Vibrio vulnificus YJ016].
Contig7247 Proteobacteria-Wolbachia_endosymbiont_of_Drosophila_willistoni_TSC_14030_0811_24_gi990344811.00E-10 >ZP_01314472 hypothetical protein Wendoof_01000724 [Wolbachia endosymbiont of Drosophila willistoni TSC#14030-0811.24].
Contig8374 Proteobacteria-Wolbachia_endosymbiont_of_Drosophila_willistoni_TSC_14030_0811_24_gi990344812.50E-09 >ZP_01314472 hypothetical protein Wendoof_01000724 [Wolbachia endosymbiont of Drosophila willistoni TSC#14030-0811.24].
Contig6130 Proteobacteria-Xanthomonas_albilineans_gi285017151 1.50E-19 >YP_003374862 hypothetical protein XALc_0333 [Xanthomonas albilineans GPE PC73].
Contig3655 Proteobacteria-Xanthomonas_campestris_pv_campestris_str_B100_gi188991060 1.20E-164 >YP_001903070 TonB-dependent outer membrane receptor precursor [Xanthomonas campestris pv. campestris str. B100].
Contig4283 Proteobacteria-Xanthomonas_campestris_pv_vesicatoria_str_85_10_gi78048909 5.60E-24 >YP_365084 Tfp pilus assembly protein major pilin [Xanthomonas campestris pv. vesicatoria str. 85-10].
Contig1431 Proteobacteria-Xanthomonas_oryzae_pv_oryzae_KACC10331_gi58582110 2.80E-06 >YP_201126 L-lysine 6-aminotransferase [Xanthomonas oryzae pv. oryzae KACC10331].
Contig6672 Proteobacteria-Xanthomonas_oryzae_pv_oryzae_PXO99A_gi188579014 3.30E-45 >YP_001915943 pass1 domain protein [Xanthomonas oryzae pv. oryzae PXO99A].
Contig4959 Proteobacteria-Xenorhabdus_bovienii_SS_2004_gi290474792 7.30E-24 >YP_003467672 hypothetical protein XBJ1_1766 [Xenorhabdus bovienii SS-2004].
Contig3467 Proteobacteria-Xylella_fastidiosa_subsp_sandyi_Ann_1_gi71899695 8.50E-12 >ZP_00681848 Beta-mannosidase [Xylella fastidiosa Ann-1].
Contig4976 Rhizaria-Bigelowiella_natans_tbBNL00000009_3 5.90E-18
Contig13523 Rhizaria-Bigelowiella_natans_tbBNL00000114_3 1.10E-15
Contig3919 Rhizaria-Bigelowiella_natans_tbBNL00000195_1 5.20E-08
Contig1856 Rhizaria-Bigelowiella_natans_tbBNL00000314_2 3.80E-20
Contig7167 Rhizaria-Bigelowiella_natans_tbBNL00000492_1 8.60E-35
Contig3421 Rhizaria-Bigelowiella_natans_tbBNL00000514_3 3.10E-91
Contig1052 Rhizaria-Bigelowiella_natans_tbBNL00000756_1 1.60E-35
Contig13399 Rhizaria-Bigelowiella_natans_tbBNL00000968_3 1.40E-17
Contig7780 Rhizaria-Bigelowiella_natans_tbBNL00001164_1 2.40E-38
Contig3751 Rhizaria-Bigelowiella_natans_tbBNL00001171_1 6.50E-09
Contig1372 Rhizaria-Bigelowiella_natans_tbBNL00001232_1 8.90E-09
Contig13092 Rhizaria-Bigelowiella_natans_tbBNL00001315_3 7.30E-32
Contig13693 Rhizaria-Bigelowiella_natans_tbBNL00001400_2 3.40E-12
Contig850 Rhizaria-Bigelowiella_natans_tbBNL00001528_3 5.20E-21
Contig13269 Rhizaria-Bigelowiella_natans_tbBNL00001696_2 8.10E-19
Contig10809 Rhizaria-Bigelowiella_natans_tbBNL00001765_1 8.20E-20
Contig319 Rhizaria-Bigelowiella_natans_tbBNL00001862_2 2.00E-14
Contig2221 Rhizaria-Bigelowiella_natans_tbBNL00001862_2 2.30E-10
Contig8209 Rhizaria-Bigelowiella_natans_tbBNL00002275_1 5.50E-15
Contig12954 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000009_1 1.60E-16
Contig7 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000021_3 8.30E-07
Contig7749 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000036_1 5.10E-48
Contig11717 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000132_1 3.90E-31
Contig524 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000147_2 7.00E-216
Contig2881 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000158_3 6.20E-14
Contig3793 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000218_3 4.80E-09
Contig14007 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000229_1 5.00E-09
Contig7180 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000302_1 2.60E-10
Contig5592 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000321_2 1.70E-13
Contig3269 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000437_2 1.20E-64
Contig13718 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000476_1 3.50E-67
Contig5838 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000497_2 2.50E-34
Contig3946 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000534_1 1.70E-26
Contig5043 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000564_2 1.70E-22
Contig5320 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000622_1 4.40E-11
Contig221 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000757_1 3.10E-43
Contig2533 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000763_3 9.90E-09
Contig11903 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000802_3 7.20E-24
Contig3473 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000825_2 1.30E-06
Contig10293 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000891_2 3.00E-40
Contig863 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000892_1 4.00E-07
Contig10452 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000892_1 1.10E-18
Contig4157 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00000936_2 2.10E-21
Contig13700 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00001294_1 6.50E-14
Contig6462 Rhizaria-Paracercomonas_marina_ATCC50319_tbCLL00001389_2 1.10E-08
Contig10229 Rhizaria-Reticulomyxa_filosa_esContig162_5 1.10E-28
Contig12046 Rhizaria-Reticulomyxa_filosa_esContig162_5 8.40E-19
Contig6236 Rhizaria-Reticulomyxa_filosa_esContig4_3 3.20E-45
Contig5501 Rhizaria-Reticulomyxa_filosa_esgi113375008_6 2.40E-21 >EE664422 31988_re903 R. filosa cDNA library Reticulomyxa filosa cDNA clone 31988_re903, mRNA sequence.
Contig8991 Rhizaria-Reticulomyxa_filosa_esgi113375008_6 1.10E-17 >EE664422 31988_re903 R. filosa cDNA library Reticulomyxa filosa cDNA clone 31988_re903, mRNA sequence.
Contig2419 Rhizaria-Reticulomyxa_filosa_esgi113375149_1 9.80E-06 >EE664563 32127_re1042 R. filosa cDNA library Reticulomyxa filosa cDNA clone 32127_re1042, mRNA sequence.
Contig10559 Rhizaria-Reticulomyxa_filosa_esgi113375624_2 1.30E-24 >EE665039 33675_re1629 R. filosa cDNA library Reticulomyxa filosa cDNA clone 33675_re1629, mRNA sequence.
Contig5922 Rhizaria-Reticulomyxa_filosa_esgi113376452_6 1.40E-12 >EE665867 27440_sn74 R. filosa cDNA library Reticulomyxa filosa cDNA clone 27440_sn74, mRNA sequence.
Contig2020 Rhodophyta-Calliarthron_tuberculosum_IDg12225t1 2.90E-13
Contig1561 Rhodophyta-Calliarthron_tuberculosum_IDg12942t1 6.80E-21
Contig2856 Rhodophyta-Calliarthron_tuberculosum_IDg15242t1 1.30E-17
Contig4558 Rhodophyta-Calliarthron_tuberculosum_IDg16545t1 2.20E-26
Contig3187 Rhodophyta-Calliarthron_tuberculosum_IDg17223t1 2.80E-22
Contig3514 Rhodophyta-Calliarthron_tuberculosum_IDg23220t1 6.10E-13
Contig8862 Rhodophyta-Calliarthron_tuberculosum_IDg6055t1 2.20E-11
Contig11815 Rhodophyta-Calliarthron_tuberculosum_IDg7044t1 7.10E-10
Contig13528 Rhodophyta-Cyanidioschyzon_merolae_CME186C 2.70E-52
Contig13717 Rhodophyta-Cyanidioschyzon_merolae_CMI142C 2.30E-08
Contig3546 Rhodophyta-Cyanidioschyzon_merolae_CMK078C 3.30E-65
Contig4725 Rhodophyta-Cyanidioschyzon_merolae_CMK078C 2.00E-18
Contig12979 Rhodophyta-Cyanidioschyzon_merolae_CMK078C 1.50E-88
Contig13104 Rhodophyta-Cyanidioschyzon_merolae_CMK078C 1.30E-98
Contig13993 Rhodophyta-Cyanidioschyzon_merolae_CMK095C 8.90E-11
Contig13256 Rhodophyta-Eucheuma_denticulatum_esgi242271670_1 9.90E-15 >GR433272 EDB38C05.ab1 Eucheuma denticulatum cDNA library Eucheuma denticulatum cDNA clone EDB38C05.ab1, mRNA sequence.
Contig432 Rhodophyta-Galdieria_sulphuraria_dxA410A02_3 2.70E-08
Contig2899 Rhodophyta-Galdieria_sulphuraria_dxA47E02_3 8.40E-12
Contig3530 Rhodophyta-Galdieria_sulphuraria_dxContig226_1 7.60E-75
Contig10655 Rhodophyta-Galdieria_sulphuraria_dxContig75_2 7.20E-09
Contig2476 Rhodophyta-Gracilaria_changii_esContig747_2 3.70E-08
Contig6821 Rhodophyta-Gracilaria_changii_esContig86_2 8.20E-08
Contig11842 Rhodophyta-Gracilaria_changii_esContig956_6 1.30E-06
Contig2691 Rhodophyta-Gracilaria_changii_esContig962_1 1.40E-06
Contig12943 Rhodophyta-Porphyra_yezoensis_esContig1122_1 2.10E-08
Contig3336 Rhodophyta-Porphyra_yezoensis_esContig682_3 1.50E-07
Contig12361 Rhodophyta-Porphyridium_cruentum_dxContig12023_1 2.50E-13
Contig13715 Rhodophyta-Porphyridium_cruentum_dxContig13992_3 1.80E-28
Contig5191 Rhodophyta-Porphyridium_cruentum_dxContig4438_1 1.70E-14
Contig11876 Rhodophyta-Porphyridium_cruentum_dxContig5951_2 3.50E-11
Contig6958 Rhodophyta-Porphyridium_cruentum_dxContig8976_5 1.90E-09
Contig12101 Rhodophyta-Porphyridium_cruentum_dxContig9305_1 1.40E-16
Contig10569 Rhodophyta-Porphyridium_cruentum_dxContig9525_3 2.60E-64
Contig12960 Rhodophyta-Porphyridium_cruentum_dxGCDJ7DB01CUZYK_6 3.60E-12
Contig4295 Spirochaetes-Brachyspira_pilosicoli_95_1000_gi300869852 5.60E-08 >YP_003784723 ankyrin repeat-containing protein [Brachyspira pilosicoli 95/1000].
Contig5806 Spirochaetes-Leptospira_interrogans_serovar_Lai_str_56601_gi24216502 1.80E-21 >NP_713983 acetyl-CoA carboxylase carboxyltransferase component [Leptospira interrogans serovar Lai str. 56601].
Contig13815 Spirochaetes-Spirochaeta_smaragdinae_DSM_11293_gi302339380 8.60E-86 >YP_003804586 methionyl-tRNA synthetase [Spirochaeta smaragdinae DSM 11293].
Contig4928 Stramenopiles-Aureococcus_anophagefferens_jgi10074 1.10E-15
Contig3367 Stramenopiles-Aureococcus_anophagefferens_jgi1243 1.70E-85
Contig6327 Stramenopiles-Aureococcus_anophagefferens_jgi13224 1.10E-64
Contig5072 Stramenopiles-Aureococcus_anophagefferens_jgi1327 9.00E-11
Contig4378 Stramenopiles-Aureococcus_anophagefferens_jgi22513 2.80E-27
Contig10843 Stramenopiles-Aureococcus_anophagefferens_jgi22513 2.30E-33
Contig9100 Stramenopiles-Aureococcus_anophagefferens_jgi24463 1.10E-09
Contig3284 Stramenopiles-Aureococcus_anophagefferens_jgi25066 1.30E-50
Contig3484 Stramenopiles-Aureococcus_anophagefferens_jgi27484 4.80E-53
Contig12895 Stramenopiles-Aureococcus_anophagefferens_jgi28001 1.10E-07
Contig4732 Stramenopiles-Aureococcus_anophagefferens_jgi32618 1.20E-48
Contig4712 Stramenopiles-Aureococcus_anophagefferens_jgi36612 2.50E-30
Contig3344 Stramenopiles-Aureococcus_anophagefferens_jgi38507 1.10E-10
Contig8220 Stramenopiles-Aureococcus_anophagefferens_jgi5450 5.70E-09
Contig3864 Stramenopiles-Aureococcus_anophagefferens_jgi60251 1.70E-66
Contig9080 Stramenopiles-Aureococcus_anophagefferens_jgi60293 1.10E-19
Contig3756 Stramenopiles-Aureococcus_anophagefferens_jgi60889 6.60E-13
Contig13582 Stramenopiles-Aureococcus_anophagefferens_jgi61102 6.60E-09
Contig9398 Stramenopiles-Aureococcus_anophagefferens_jgi61114 9.10E-20
Contig10469 Stramenopiles-Aureococcus_anophagefferens_jgi619 4.10E-114
Contig3779 Stramenopiles-Aureococcus_anophagefferens_jgi62173 3.00E-23
Contig3192 Stramenopiles-Aureococcus_anophagefferens_jgi62682 6.80E-16
Contig13967 Stramenopiles-Aureococcus_anophagefferens_jgi63300 8.60E-12
Contig13095 Stramenopiles-Aureococcus_anophagefferens_jgi63431 7.10E-64
Contig3854 Stramenopiles-Aureococcus_anophagefferens_jgi64469 3.90E-66
Contig12970 Stramenopiles-Aureococcus_anophagefferens_jgi65286 7.60E-25
Contig13403 Stramenopiles-Aureococcus_anophagefferens_jgi65589 1.10E-26
Contig3614 Stramenopiles-Aureococcus_anophagefferens_jgi66291 1.20E-88
Contig10429 Stramenopiles-Aureococcus_anophagefferens_jgi6661 3.20E-10
Contig6868 Stramenopiles-Aureococcus_anophagefferens_jgi67642 1.80E-16
Contig5028 Stramenopiles-Aureococcus_anophagefferens_jgi69267 4.50E-11
Contig2082 Stramenopiles-Aureococcus_anophagefferens_jgi69390 2.10E-06
Contig13243 Stramenopiles-Aureococcus_anophagefferens_jgi70767 9.90E-09
Contig13088 Stramenopiles-Aureococcus_anophagefferens_jgi71575 2.80E-08
Contig5815 Stramenopiles-Aureococcus_anophagefferens_jgi71634 2.10E-42
Contig8790 Stramenopiles-Aureococcus_anophagefferens_jgi71944 1.30E-06
Contig6196 Stramenopiles-Aureococcus_anophagefferens_jgi72156 5.40E-11
Contig8880 Stramenopiles-Aureococcus_anophagefferens_jgi8289 2.30E-10
Contig4094 Stramenopiles-Blastocystis_hominis_tbBHL00002306_1 4.40E-24
Contig2674 Stramenopiles-Blastocystis_hominis_tbBHL00002696_3 4.00E-06
Contig8120 Stramenopiles-Blastocystis_hominis_tbBHL00003437_1 2.60E-10
Contig13259 Stramenopiles-Fragilariopsis_cylindrus_jgi151991 1.20E-45
Contig3401 Stramenopiles-Fragilariopsis_cylindrus_jgi162384 3.90E-17
Contig13753 Stramenopiles-Fragilariopsis_cylindrus_jgi163427 8.90E-16
Contig3749 Stramenopiles-Fragilariopsis_cylindrus_jgi165458 7.60E-07
Contig3666 Stramenopiles-Fragilariopsis_cylindrus_jgi180348 1.40E-35
Contig474 Stramenopiles-Fragilariopsis_cylindrus_jgi195514 6.30E-12
Contig3554 Stramenopiles-Fragilariopsis_cylindrus_jgi204427 1.70E-22
Contig4614 Stramenopiles-Fragilariopsis_cylindrus_jgi205448 3.50E-52
Contig13122 Stramenopiles-Fragilariopsis_cylindrus_jgi206290 3.20E-06
Contig3700 Stramenopiles-Fragilariopsis_cylindrus_jgi212289 1.40E-10
Contig1283 Stramenopiles-Fragilariopsis_cylindrus_jgi217577 6.50E-16
Contig5676 Stramenopiles-Fragilariopsis_cylindrus_jgi226271 5.20E-23
Contig10642 Stramenopiles-Fragilariopsis_cylindrus_jgi227489 7.50E-23
Contig9235 Stramenopiles-Fragilariopsis_cylindrus_jgi238244 1.40E-18



Contig1481 Stramenopiles-Fragilariopsis_cylindrus_jgi239808 2.90E-51
Contig7843 Stramenopiles-Fragilariopsis_cylindrus_jgi240698 3.80E-09
Contig12318 Stramenopiles-Fragilariopsis_cylindrus_jgi241044 8.10E-32
Contig5573 Stramenopiles-Fragilariopsis_cylindrus_jgi248439 1.70E-40
Contig6841 Stramenopiles-Fragilariopsis_cylindrus_jgi251358 5.70E-22
Contig3445 Stramenopiles-Fragilariopsis_cylindrus_jgi258778 3.30E-13
Contig12988 Stramenopiles-Fragilariopsis_cylindrus_jgi263506 9.70E-67
Contig4680 Stramenopiles-Fragilariopsis_cylindrus_jgi264873 7.80E-07
Contig3389 Stramenopiles-Fragilariopsis_cylindrus_jgi268718 6.40E-43
Contig4398 Stramenopiles-Fragilariopsis_cylindrus_jgi269198 4.00E-24
Contig10497 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219110523 1.10E-31 >XP_002177013 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig222 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219111043 4.80E-50 >XP_002177273 pol1-like DNA polymerase [Phaeodactylum tricornutum CCAP 1055/1].
Contig10896 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219111209 2.50E-10 >XP_002177356 precursor of ligase long chain acyl-coa ligase [Phaeodactylum tricornutum CCAP 1055/1].
Contig13761 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219111693 2.00E-09 >XP_002177598 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig7823 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219111889 1.30E-24 >XP_002177696 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5294 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219112643 4.30E-26 >XP_002178073 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig4883 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219113291 2.40E-28 >XP_002186229 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig4799 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219113457 7.90E-07 >XP_002186312 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5434 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219115533 2.40E-69 >XP_002178562 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5308 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219116506 3.50E-07 >XP_002179048 long chain acyl-coa elongase [Phaeodactylum tricornutum CCAP 1055/1].
Contig1414 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219118433 9.30E-24 >XP_002179989 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig7256 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219119456 8.50E-07 >XP_002180488 cyclobutane pyrimidine dimer 1 [Phaeodactylum tricornutum CCAP 1055/1].
Contig230 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219121370 5.70E-08 >XP_002185910 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig4638 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219123454 6.70E-07 >XP_002182039 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig773 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219124569 3.50E-70 >XP_002182573 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig1529 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219124996 3.20E-13 >XP_002182776 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig10495 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219126427 1.90E-11 >XP_002183459 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig10303 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219126613 5.70E-132 >XP_002183547 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig1026 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219127331 3.40E-07 >XP_002183891 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig539 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219127809 2.20E-06 >XP_002184120 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig9395 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219128302 7.40E-14 >XP_002184355 dihydrolipoamide succinyltransferase [Phaeodactylum tricornutum CCAP 1055/1].
Contig2392 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219128519 3.80E-19 >XP_002184459 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig14019 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi219128788 2.80E-09 >XP_002184587 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig4574 Stramenopiles-Phytophthora_brassicae_esContig1465_1 9.30E-09
Contig10253 Stramenopiles-Phytophthora_brassicae_esgi144591616_1 3.90E-18 >ES281953 PP7.T7X.G04 non-sporulating culture of P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig7086 Stramenopiles-Phytophthora_brassicae_esgi144595997_1 1.50E-16 >ES286334 PT033D02.XT7 in vitro interaction, P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig5363 Stramenopiles-Phytophthora_capsici_jgi101405 2.10E-27
Contig10378 Stramenopiles-Phytophthora_capsici_jgi104628 2.00E-61
Contig3807 Stramenopiles-Phytophthora_capsici_jgi105487 1.70E-25
Contig4084 Stramenopiles-Phytophthora_capsici_jgi108350 1.10E-10
Contig13285 Stramenopiles-Phytophthora_capsici_jgi111635 2.50E-12
Contig5971 Stramenopiles-Phytophthora_capsici_jgi117546 2.60E-11
Contig4053 Stramenopiles-Phytophthora_capsici_jgi121578 2.80E-37
Contig3594 Stramenopiles-Phytophthora_capsici_jgi122173 7.30E-47
Contig3626 Stramenopiles-Phytophthora_capsici_jgi123379 2.70E-06
Contig3210 Stramenopiles-Phytophthora_capsici_jgi124178 1.80E-14
Contig8453 Stramenopiles-Phytophthora_capsici_jgi17118 1.80E-38
Contig9331 Stramenopiles-Phytophthora_capsici_jgi17984 2.00E-21
Contig7166 Stramenopiles-Phytophthora_capsici_jgi18028 2.00E-54
Contig3470 Stramenopiles-Phytophthora_capsici_jgi1958 2.70E-32
Contig10463 Stramenopiles-Phytophthora_capsici_jgi20904 7.60E-25
Contig1452 Stramenopiles-Phytophthora_capsici_jgi21805 1.90E-16
Contig6406 Stramenopiles-Phytophthora_capsici_jgi23226 8.00E-20
Contig3540 Stramenopiles-Phytophthora_capsici_jgi23931 7.10E-13
Contig13017 Stramenopiles-Phytophthora_capsici_jgi26219 4.80E-23
Contig5298 Stramenopiles-Phytophthora_capsici_jgi2938 6.30E-12
Contig1764 Stramenopiles-Phytophthora_capsici_jgi29424 3.30E-34
Contig8859 Stramenopiles-Phytophthora_capsici_jgi31586 2.20E-49
Contig5789 Stramenopiles-Phytophthora_capsici_jgi35395 4.10E-36
Contig5526 Stramenopiles-Phytophthora_capsici_jgi35397 9.40E-12
Contig2841 Stramenopiles-Phytophthora_capsici_jgi35688 1.20E-32
Contig13165 Stramenopiles-Phytophthora_capsici_jgi36934 3.70E-13
Contig3739 Stramenopiles-Phytophthora_capsici_jgi37222 1.00E-07
Contig7465 Stramenopiles-Phytophthora_capsici_jgi37461 1.30E-06
Contig6459 Stramenopiles-Phytophthora_capsici_jgi37655 1.30E-11
Contig7132 Stramenopiles-Phytophthora_capsici_jgi39021 2.00E-26
Contig3567 Stramenopiles-Phytophthora_capsici_jgi39241 2.30E-10
Contig983 Stramenopiles-Phytophthora_capsici_jgi5403 3.00E-24
Contig13875 Stramenopiles-Phytophthora_capsici_jgi5644 3.30E-27
Contig10491 Stramenopiles-Phytophthora_capsici_jgi72341 2.80E-09
Contig13930 Stramenopiles-Phytophthora_capsici_jgi72689 1.60E-13
Contig2143 Stramenopiles-Phytophthora_capsici_jgi785 1.20E-07
Contig13963 Stramenopiles-Phytophthora_capsici_jgi82714 5.30E-92
Contig1377 Stramenopiles-Phytophthora_capsici_jgi83384 7.30E-11
Contig3260 Stramenopiles-Phytophthora_capsici_jgi84785 0
Contig10269 Stramenopiles-Phytophthora_capsici_jgi89030 2.00E-49
Contig13844 Stramenopiles-Phytophthora_capsici_jgi93759 4.60E-15
Contig3194 Stramenopiles-Phytophthora_capsici_jgi99920 9.60E-12
Contig4091 Stramenopiles-Phytophthora_infestans_T30_4_gi301089585 3.10E-37 >XP_002895077 P-type ATPase (P-ATPase) Superfamily [Phytophthora infestans T30-4].
Contig10285 Stramenopiles-Phytophthora_infestans_T30_4_gi301092463 4.40E-13 >XP_002997087 protein kinase [Phytophthora infestans T30-4].
Contig13215 Stramenopiles-Phytophthora_infestans_T30_4_gi301093750 4.60E-17 >XP_002997720 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig8508 Stramenopiles-Phytophthora_infestans_T30_4_gi301093843 2.10E-47 >XP_002997766 mitochondrial 2-oxoglutarate/malate carrier protein, putative [Phytophthora infestans T30-4].
Contig7230 Stramenopiles-Phytophthora_infestans_T30_4_gi301094197 2.80E-32 >XP_002997942 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4434 Stramenopiles-Phytophthora_infestans_T30_4_gi301095064 1.40E-90 >XP_002896634 Arsenite-Antimonite (ArsAB) Efflux Family [Phytophthora infestans T30-4].
Contig3426 Stramenopiles-Phytophthora_infestans_T30_4_gi301096557 5.80E-89 >XP_002897375 vacuolar protein sorting-associated protein 53 [Phytophthora infestans T30-4].
Contig3947 Stramenopiles-Phytophthora_infestans_T30_4_gi301096685 4.40E-52 >XP_002897439 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig5735 Stramenopiles-Phytophthora_infestans_T30_4_gi301097465 3.90E-07 >XP_002897827 animal inward rectifier K channel (IRK-C) family protein [Phytophthora infestans T30-4].
Contig13192 Stramenopiles-Phytophthora_infestans_T30_4_gi301097784 3.90E-31 >XP_002897986 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig13170 Stramenopiles-Phytophthora_infestans_T30_4_gi301099845 1.60E-22 >XP_002899013 ferrochelatase, mitochondrial precursor [Phytophthora infestans T30-4].
Contig13024 Stramenopiles-Phytophthora_infestans_T30_4_gi301100041 7.80E-34 >XP_002899111 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig13570 Stramenopiles-Phytophthora_infestans_T30_4_gi301100330 4.80E-68 >XP_002899255 tRNA-dihydrouridine synthase, putative [Phytophthora infestans T30-4].
Contig6198 Stramenopiles-Phytophthora_infestans_T30_4_gi301102833 1.90E-27 >XP_002900503 cAMP-specific 3',5'-cyclic phosphodiesterase, putative [Phytophthora infestans T30-4].
Contig4044 Stramenopiles-Phytophthora_infestans_T30_4_gi301103278 4.80E-20 >XP_002900725 serine protease family S09A, putative [Phytophthora infestans T30-4].
Contig3724 Stramenopiles-Phytophthora_infestans_T30_4_gi301103350 5.20E-08 >XP_002900761 H - or Na -translocating F-type, V-type and A-type ATPase (F-ATPase) Superfamily [Phytophthora infestans T30-4].
Contig4305 Stramenopiles-Phytophthora_infestans_T30_4_gi301105262 2.90E-36 >XP_002901715 probable adenosine deaminase, putative [Phytophthora infestans T30-4].
Contig4794 Stramenopiles-Phytophthora_infestans_T30_4_gi301105359 4.10E-120 >XP_002901763 pre-mRNA-processing-splicing factor 8 [Phytophthora infestans T30-4].
Contig3673 Stramenopiles-Phytophthora_infestans_T30_4_gi301105661 1.70E-41 >XP_002901914 protein farnesyltransferase/geranylgeranyltransferase, putative [Phytophthora infestans T30-4].
Contig4148 Stramenopiles-Phytophthora_infestans_T30_4_gi301106310 2.00E-16 >XP_002902238 ATP-binding Cassette (ABC) Superfamily [Phytophthora infestans T30-4].
Contig6645 Stramenopiles-Phytophthora_infestans_T30_4_gi301106544 6.30E-41 >XP_002902355 kynurenine-oxoglutarate transaminase, putative [Phytophthora infestans T30-4].
Contig4124 Stramenopiles-Phytophthora_infestans_T30_4_gi301108091 8.30E-20 >XP_002903127 ATP-binding Cassette (ABC) Superfamily [Phytophthora infestans T30-4].
Contig10974 Stramenopiles-Phytophthora_infestans_T30_4_gi301109481 1.10E-06 >XP_002903821 serine/arginine repetitive matrix protein, putative [Phytophthora infestans T30-4].
Contig10448 Stramenopiles-Phytophthora_infestans_T30_4_gi301113544 6.80E-23 >XP_002998542 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig5413 Stramenopiles-Phytophthora_infestans_T30_4_gi301113640 1.40E-23 >XP_002998590 eukaryotic translation initiation factor 3 subunit, putative [Phytophthora infestans T30-4].
Contig3483 Stramenopiles-Phytophthora_infestans_T30_4_gi301117258 1.60E-14 >XP_002906357 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig1014 Stramenopiles-Phytophthora_infestans_T30_4_gi301117258 2.70E-10 >XP_002906357 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig3547 Stramenopiles-Phytophthora_infestans_T30_4_gi301117344 1.50E-14 >XP_002906400 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig1341 Stramenopiles-Phytophthora_infestans_T30_4_gi301118170 7.20E-42 >XP_002906813 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4426 Stramenopiles-Phytophthora_infestans_T30_4_gi301118651 9.90E-32 >XP_002907053 protein kinase, putative [Phytophthora infestans T30-4].
Contig2326 Stramenopiles-Phytophthora_infestans_T30_4_gi301118749 1.60E-07 >XP_002907102 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig3658 Stramenopiles-Phytophthora_infestans_T30_4_gi301119585 1.20E-84 >XP_002907520 peroxisomal multifunctional enzyme, putative [Phytophthora infestans T30-4].
Contig14024 Stramenopiles-Phytophthora_infestans_T30_4_gi301119853 1.50E-15 >XP_002907654 oxidoreductase, putative [Phytophthora infestans T30-4].
Contig13690 Stramenopiles-Phytophthora_infestans_T30_4_gi301120484 8.30E-09 >XP_002907969 long-chain-fatty-acid-CoA ligase, putative [Phytophthora infestans T30-4].
Contig13241 Stramenopiles-Phytophthora_infestans_T30_4_gi301121776 1.30E-53 >XP_002908615 zinc transporter, putative [Phytophthora infestans T30-4].
Contig1723 Stramenopiles-Phytophthora_infestans_T30_4_gi301122625 2.00E-10 >XP_002909039 myotubularin-like protein [Phytophthora infestans T30-4].
Contig2676 Stramenopiles-Phytophthora_infestans_T30_4_gi301122667 3.00E-09 >XP_002909060 Mitochondrial Carrier (MC) Family [Phytophthora infestans T30-4].
Contig7229 Stramenopiles-Phytophthora_infestans_T30_4_gi301123415 4.20E-11 >XP_002909434 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig8332 Stramenopiles-Phytophthora_infestans_T30_4_gi301123587 4.10E-15 >XP_002909520 histone demethylase, putative [Phytophthora infestans T30-4].
Contig4974 Stramenopiles-Phytophthora_parasitica_esContig406_5 5.10E-15
Contig3672 Stramenopiles-Phytophthora_parasitica_esContig551_3 1.20E-51
Contig265 Stramenopiles-Phytophthora_parasitica_esContig72_3 2.70E-21
Contig13037 Stramenopiles-Phytophthora_parasitica_esgi222384081_4 3.70E-32 >FK938525 ppo3h05h21t.1 Phytophthora parasitica appressorium cDNA library Phytophthora parasitica cDNA, mRNA sequence.
Contig13945 Stramenopiles-Phytophthora_parasitica_esgi222389680_4 6.40E-09 >FK934669 ppo3h07c08t.1 Phytophthora parasitica appressorium cDNA library Phytophthora parasitica cDNA, mRNA sequence.
Contig3583 Stramenopiles-Phytophthora_parasitica_esgi222401952_4 1.00E-11 >FK938349 ppo3h02b22t.1 Phytophthora parasitica appressorium cDNA library Phytophthora parasitica cDNA, mRNA sequence.
Contig4752 Stramenopiles-Phytophthora_parasitica_esgi68418594_1 3.20E-20 >DR440277 EST149_12_A07_T3 myc-149 Phytophthora parasitica cDNA clone EST149_12_A07 5', mRNA sequence.
Contig10931 Stramenopiles-Phytophthora_parasitica_esgi68418838_3 6.80E-20 >DR440477 EST149_34_H11_T3 myc-149 Phytophthora parasitica cDNA clone EST149_34_H11 5', mRNA sequence.
Contig131 Stramenopiles-Phytophthora_parasitica_esgi68419505_2 6.30E-11 >DR441008 EST149_29_G10_T3 myc-149 Phytophthora parasitica cDNA clone EST149_29_G10 5', mRNA sequence.
Contig6995 Stramenopiles-Phytophthora_parasitica_esgi68419616_1 2.70E-08 >DR441097 EST149_30_A10_T3 myc-149 Phytophthora parasitica cDNA clone EST149_30_A10 5', mRNA sequence.
Contig9221 Stramenopiles-Phytophthora_ramorum_jgi39309 2.20E-12
Contig11726 Stramenopiles-Phytophthora_ramorum_jgi39309 3.90E-29
Contig3147 Stramenopiles-Phytophthora_ramorum_jgi39309 2.60E-12
Contig7767 Stramenopiles-Phytophthora_ramorum_jgi42772 4.60E-15
Contig3966 Stramenopiles-Phytophthora_ramorum_jgi46133 3.40E-32
Contig13672 Stramenopiles-Phytophthora_ramorum_jgi51480 2.70E-14
Contig10326 Stramenopiles-Phytophthora_ramorum_jgi71229 4.80E-50
Contig3427 Stramenopiles-Phytophthora_ramorum_jgi71299 1.10E-92
Contig13671 Stramenopiles-Phytophthora_ramorum_jgi71676 1.20E-23
Contig97 Stramenopiles-Phytophthora_ramorum_jgi71989 7.40E-69
Contig10377 Stramenopiles-Phytophthora_ramorum_jgi72070 1.70E-34
Contig2259 Stramenopiles-Phytophthora_ramorum_jgi72697 1.00E-17
Contig10546 Stramenopiles-Phytophthora_ramorum_jgi73129 2.20E-13
Contig13618 Stramenopiles-Phytophthora_ramorum_jgi73661 6.10E-31
Contig6688 Stramenopiles-Phytophthora_ramorum_jgi73859 5.40E-12
Contig6571 Stramenopiles-Phytophthora_ramorum_jgi73914 4.80E-17
Contig6359 Stramenopiles-Phytophthora_ramorum_jgi74006 1.50E-59
Contig4199 Stramenopiles-Phytophthora_ramorum_jgi74578 6.00E-07
Contig7104 Stramenopiles-Phytophthora_ramorum_jgi76162 5.70E-06
Contig10275 Stramenopiles-Phytophthora_ramorum_jgi76733 1.00E-27
Contig3363 Stramenopiles-Phytophthora_ramorum_jgi77440 4.50E-14
Contig3794 Stramenopiles-Phytophthora_ramorum_jgi77608 3.70E-16
Contig9294 Stramenopiles-Phytophthora_ramorum_jgi77700 3.20E-09
Contig10430 Stramenopiles-Phytophthora_ramorum_jgi78668 3.70E-12
Contig4147 Stramenopiles-Phytophthora_ramorum_jgi79372 7.50E-53
Contig9066 Stramenopiles-Phytophthora_ramorum_jgi79631 1.10E-08
Contig6921 Stramenopiles-Phytophthora_ramorum_jgi79713 3.70E-27
Contig2966 Stramenopiles-Phytophthora_ramorum_jgi80041 2.20E-15
Contig5722 Stramenopiles-Phytophthora_ramorum_jgi80606 2.80E-15
Contig3417 Stramenopiles-Phytophthora_ramorum_jgi81088 8.20E-34
Contig5024 Stramenopiles-Phytophthora_ramorum_jgi81573 3.20E-06
Contig13620 Stramenopiles-Phytophthora_ramorum_jgi82497 1.30E-20
Contig2706 Stramenopiles-Phytophthora_ramorum_jgi82972 2.80E-18
Contig4817 Stramenopiles-Phytophthora_ramorum_jgi82995 8.30E-31
Contig3229 Stramenopiles-Phytophthora_ramorum_jgi83968 1.60E-16
Contig10397 Stramenopiles-Phytophthora_ramorum_jgi84416 2.40E-06
Contig10270 Stramenopiles-Phytophthora_ramorum_jgi84597 7.90E-54
Contig1173 Stramenopiles-Phytophthora_ramorum_jgi85558 1.20E-19
Contig13601 Stramenopiles-Phytophthora_ramorum_jgi93331 9.40E-07
Contig9117 Stramenopiles-Phytophthora_ramorum_jgi93768 1.90E-07
Contig13016 Stramenopiles-Phytophthora_ramorum_jgi93826 3.40E-33
Contig2255 Stramenopiles-Phytophthora_ramorum_jgi94226 3.90E-51
Contig11711 Stramenopiles-Phytophthora_ramorum_jgi94805 2.70E-87
Contig1301 Stramenopiles-Phytophthora_ramorum_jgi95105 3.20E-50
Contig3253 Stramenopiles-Phytophthora_ramorum_jgi96524 3.20E-21
Contig6971 Stramenopiles-Phytophthora_ramorum_jgi96524 1.00E-19
Contig4227 Stramenopiles-Phytophthora_sojae_jgi108998 7.00E-92
Contig4316 Stramenopiles-Phytophthora_sojae_jgi112685 4.30E-40
Contig4042 Stramenopiles-Phytophthora_sojae_jgi127556 4.40E-55
Contig701 Stramenopiles-Phytophthora_sojae_jgi127556 1.60E-08
Contig9636 Stramenopiles-Phytophthora_sojae_jgi127556 2.70E-11
Contig13029 Stramenopiles-Phytophthora_sojae_jgi127556 1.30E-27
Contig6408 Stramenopiles-Phytophthora_sojae_jgi127575 1.00E-17
Contig3504 Stramenopiles-Phytophthora_sojae_jgi127687 8.30E-46
Contig13187 Stramenopiles-Phytophthora_sojae_jgi127909 2.10E-59
Contig13232 Stramenopiles-Phytophthora_sojae_jgi128009 1.80E-08
Contig4525 Stramenopiles-Phytophthora_sojae_jgi129076 2.90E-30
Contig3690 Stramenopiles-Phytophthora_sojae_jgi129631 3.30E-16
Contig5171 Stramenopiles-Phytophthora_sojae_jgi130621 7.70E-11
Contig4446 Stramenopiles-Phytophthora_sojae_jgi131452 7.00E-08
Contig5247 Stramenopiles-Phytophthora_sojae_jgi134234 1.10E-21
Contig8855 Stramenopiles-Phytophthora_sojae_jgi134234 1.60E-14
Contig413 Stramenopiles-Phytophthora_sojae_jgi134530 3.00E-06
Contig9508 Stramenopiles-Phytophthora_sojae_jgi134548 7.80E-06
Contig13048 Stramenopiles-Phytophthora_sojae_jgi134700 1.20E-34
Contig1046 Stramenopiles-Phytophthora_sojae_jgi135374 6.80E-06
Contig13395 Stramenopiles-Phytophthora_sojae_jgi136228 4.70E-07
Contig2115 Stramenopiles-Phytophthora_sojae_jgi136437 5.20E-06
Contig3436 Stramenopiles-Phytophthora_sojae_jgi137236 2.10E-15
Contig13365 Stramenopiles-Phytophthora_sojae_jgi137454 3.40E-14
Contig3830 Stramenopiles-Phytophthora_sojae_jgi138293 3.10E-11
Contig4122 Stramenopiles-Phytophthora_sojae_jgi140095 2.10E-40
Contig13064 Stramenopiles-Phytophthora_sojae_jgi140095 8.00E-54
Contig3847 Stramenopiles-Phytophthora_sojae_jgi141217 4.20E-53
Contig3497 Stramenopiles-Phytophthora_sojae_jgi141520 1.10E-129
Contig1167 Stramenopiles-Phytophthora_sojae_jgi142488 3.70E-25
Contig14014 Stramenopiles-Phytophthora_sojae_jgi142488 3.20E-12
Contig3878 Stramenopiles-Phytophthora_sojae_jgi142687 2.00E-10
Contig12196 Stramenopiles-Phytophthora_sojae_jgi156351 8.00E-203
Contig520 Stramenopiles-Phytophthora_sojae_jgi157171 1.20E-53
Contig3028 Stramenopiles-Phytophthora_sojae_jgi157662 1.50E-09
Contig8373 Stramenopiles-Phytophthora_sojae_jgi158132 1.10E-11
Contig4373 Stramenopiles-Phytophthora_sojae_jgi158860 1.80E-19
Contig1767 Stramenopiles-Saprolegnia_ferax_mt_gi50261301 1.50E-75 >YP_052909 NADH dehydrogenase subunit 7 [Saprolegnia ferax].
Contig7834 Stramenopiles-Sargassum_binderi_esgi120455160_2 2.10E-07 >DV668763 SB00133 Sargassum binderi cDNA Library Sargassum binderi cDNA clone 103-A06-T3, mRNA sequence.
Contig12371 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223992937 2.60E-13 >XP_002286152 n-acetylglucosaminyl-phosphatidylinositol biosynthetic protein [Thalassiosira pseudonana CCMP1335].
Contig12700 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223994243 2.40E-12 >XP_002286805 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig3148 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223994771 5.70E-27 >XP_002287069 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig3499 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223995655 5.10E-52 >XP_002287501 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig13177 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223997194 3.60E-23 >XP_002288270 hypothetical protein THAPSDRAFT_3330 [Thalassiosira pseudonana CCMP1335].
Contig631 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223997312 3.30E-08 >XP_002288329 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig13439 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi223997556 1.30E-60 >XP_002288451 ABC transporter [Thalassiosira pseudonana CCMP1335].
Contig3347 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224000273 3.60E-27 >XP_002289809 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig7187 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224001654 5.50E-21 >XP_002290499 hypothetical protein THAPSDRAFT_262378 [Thalassiosira pseudonana CCMP1335].
Contig5985 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224002591 4.90E-06 >XP_002290967 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig132 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224003061 5.30E-174 >XP_002291202 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig9519 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224003319 3.20E-27 >XP_002291331 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig2503 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224003319 7.20E-35 >XP_002291331 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig3492 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224003769 2.40E-12 >XP_002291556 sodium/hydrogen exchanger, Na+/H+ exchanger, antiporter [Thalassiosira pseudonana CCMP1335].
Contig1473 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224004164 4.20E-11 >XP_002295733 predicted protein [Thalassiosira pseudonana CCMP1335].



Contig13128 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224004216 9.20E-16 >XP_002295759 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig1390 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224004520 1.50E-18 >XP_002295911 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig986 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224004560 2.80E-07 >XP_002295931 aldo-keto oxidoreductase [Thalassiosira pseudonana CCMP1335].
Contig9349 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224005499 5.30E-21 >XP_002291710 hypothetical protein THAPSDRAFT_14727 [Thalassiosira pseudonana CCMP1335].
Contig3366 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224007769 8.90E-89 >XP_002292844 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig3101 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224009205 3.50E-47 >XP_002293561 cation transporting ATPase [Thalassiosira pseudonana CCMP1335].
Contig10444 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224010108 2.10E-12 >XP_002294012 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig4120 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224012331 8.40E-12 >XP_002294818 ascorbate peroxidase [Thalassiosira pseudonana CCMP1335].
Contig124 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi224013961 1.60E-08 >XP_002296644 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig3815 Synergistetes-Pyramidobacter_piscolens_W5455_gi282857717 2.30E-47 >ZP_06266926 DNA polymerase [Pyramidobacter piscolens W5455].
Contig6549 Synergistetes-Pyramidobacter_piscolens_W5455_gi282857717 8.10E-32 >ZP_06266926 DNA polymerase [Pyramidobacter piscolens W5455].
Contig6118 Thermotogae-Kosmotoga_olearia_TBF_19_5_1_gi239616554 1.80E-20 >YP_002939876 aminotransferase class I and II [Kosmotoga olearia TBF 19.5.1].
Contig13136 Thermotogae-Thermotoga_neapolitana_DSM_4359_gi222100653 9.20E-08 >YP_002535221 Galactose-1-phosphate uridylyltransferase [Thermotoga neapolitana DSM 4359].
Contig367 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi155371785 2.80E-106 >YP_001427319 hypothetical protein ATCV1_Z838L [Acanthocystis turfacea Chlorella virus 1].
Contig6859 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi155371785 1.50E-86 >YP_001427319 hypothetical protein ATCV1_Z838L [Acanthocystis turfacea Chlorella virus 1].
Contig1143 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi155371785 3.30E-47 >YP_001427319 hypothetical protein ATCV1_Z838L [Acanthocystis turfacea Chlorella virus 1].
Contig889 Vira-Bordetella_phage_BPP_1_gi41179408 3.20E-19 >NP_958717 Bbp48 [Bordetella phage BPP-1].
Contig4498 Vira-Cafeteria_roenbergensis_virus_BV_PW1_gi310831064 4.70E-36 >YP_003969707 putative asparagine synthetase B [Cafeteria roenbergensis virus BV-PW1].
Contig7033 Vira-Clostridium_phage_phiC2_gi134287397 6.30E-27 >YP_001110780 putative essential recombination function protein [Clostridium phage phiC2].
Contig3622 Vira-Cyanophage_PSS2_gi254729560 5.50E-78 >YP_003084242 hypothetical protein PSS2_gp098 [Cyanophage PSS2].
Contig3454 Vira-Cyanophage_PSS2_gi254729588 1.10E-09 >YP_003084270 alternative thymidylate synthase [Cyanophage PSS2].
Contig3941 Vira-Deftia_phage_phiW_14_gi282598962 1.60E-12 >YP_003358879 hypothetical protein [Deftia phage phiW-14].
Contig2286 Vira-Enterobacteria_phage_RB49_gi33620615 8.20E-13 >NP_891595 UvsX [Enterobacteria phage RB49].
Contig1802 Vira-Listeria_phage_P35_gi157325403 2.00E-09 >YP_001468822 gp38 [Listeria phage P35].
Contig4484 Vira-Marseillevirus_gi284504154 6.10E-15 >YP_003406869 serine/threonine protein kinase [Marseillevirus].
Contig3838 Vira-Micromonas_sp_RCC1109_virus_MpV1_gi313768233 1.30E-08 >YP_004061913 hypothetical protein MpV1_030c [Micromonas sp. RCC1109 virus MpV1].
Contig9077 Vira-Ostreococcus_virus_OsV5_gi163955200 9.00E-18 >YP_001648304 hypothetical protein OsV5_228f [Ostreococcus virus OsV5].
Contig7217 Vira-Prochlorococcus_phage_P_SSM2_gi61805886 1.40E-74 >YP_214246 baseplate hub subunit [Prochlorococcus phage P-SSM2].
Contig9065 Vira-Prochlorococcus_phage_P_SSM2_gi61805933 2.80E-09 >YP_214293 hypothetical protein PSSM2_061 [Prochlorococcus phage P-SSM2].
Contig4518 Vira-Prochlorococcus_phage_P_SSM2_gi61805947 2.50E-24 >YP_214307 hypothetical protein PSSM2_075 [Prochlorococcus phage P-SSM2].
Contig8945 Vira-Prochlorococcus_phage_P_SSM2_gi61805965 1.20E-11 >YP_214325 hypothetical protein PSSM2_093 [Prochlorococcus phage P-SSM2].
Contig5074 Vira-Prochlorococcus_phage_P_SSM2_gi61805983 7.10E-19 >YP_214343 baseplate wedge initiator [Prochlorococcus phage P-SSM2].
Contig8761 Vira-Prochlorococcus_phage_P_SSM2_gi61805984 7.00E-07 >YP_214344 baseplate wedge [Prochlorococcus phage P-SSM2].
Contig3632 Vira-Prochlorococcus_phage_P_SSM2_gi61805985 9.60E-153 >YP_214345 hypothetical protein PSSM2_113 [Prochlorococcus phage P-SSM2].
Contig4178 Vira-Prochlorococcus_phage_P_SSM2_gi61805985 3.90E-30 >YP_214345 hypothetical protein PSSM2_113 [Prochlorococcus phage P-SSM2].
Contig3314 Vira-Prochlorococcus_phage_P_SSM2_gi61805992 2.90E-112 >YP_214352 neck protein [Prochlorococcus phage P-SSM2].
Contig10480 Vira-Prochlorococcus_phage_P_SSM2_gi61806000 2.60E-255 >YP_214360 terminase DNA packaging enzyme large subunit [Prochlorococcus phage P-SSM2].
Contig3770 Vira-Prochlorococcus_phage_P_SSM2_gi61806001 1.10E-90 >YP_214361 tail sheath monomer [Prochlorococcus phage P-SSM2].
Contig6037 Vira-Prochlorococcus_phage_P_SSM2_gi61806003 1.40E-15 >YP_214363 portal vertex protein of head [Prochlorococcus phage P-SSM2].
Contig8359 Vira-Prochlorococcus_phage_P_SSM2_gi61806005 7.70E-81 >YP_214365 prohead core scaffold and protease [Prochlorococcus phage P-SSM2].
Contig12706 Vira-Prochlorococcus_phage_P_SSM2_gi61806009 2.80E-48 >YP_214369 head-proximal tip of tail tube tail completion + sheath stabilizer protein [Prochlorococcus phage P-SSM2].
Contig560 Vira-Prochlorococcus_phage_P_SSM2_gi61806014 8.30E-138 >YP_214374 RNA-DNA + DNA-DNA helicase [Prochlorococcus phage P-SSM2].
Contig12345 Vira-Prochlorococcus_phage_P_SSM2_gi61806014 2.90E-216 >YP_214374 RNA-DNA + DNA-DNA helicase [Prochlorococcus phage P-SSM2].
Contig8231 Vira-Prochlorococcus_phage_P_SSM2_gi61806017 1.70E-43 >YP_214377 recombination endonuclease subunit [Prochlorococcus phage P-SSM2].
Contig8871 Vira-Prochlorococcus_phage_P_SSM2_gi61806026 3.30E-161 >YP_214386 porphyrin biosynthetic protein [Prochlorococcus phage P-SSM2].
Contig602 Vira-Prochlorococcus_phage_P_SSM2_gi61806047 4.60E-63 >YP_214407 phosphoribosylaminoimidazole synthetase [Prochlorococcus phage P-SSM2].
Contig1189 Vira-Prochlorococcus_phage_P_SSM2_gi61806049 3.20E-35 >YP_214409 Nol [Prochlorococcus phage P-SSM2].
Contig8440 Vira-Prochlorococcus_phage_P_SSM2_gi61806057 1.10E-155 >YP_214417 UvsX RecA-like protein [Prochlorococcus phage P-SSM2].
Contig8957 Vira-Prochlorococcus_phage_P_SSM2_gi61806057 1.20E-153 >YP_214417 UvsX RecA-like protein [Prochlorococcus phage P-SSM2].
Contig9088 Vira-Prochlorococcus_phage_P_SSM2_gi61806058 6.60E-31 >YP_214418 DNA primase-helicase [Prochlorococcus phage P-SSM2].
Contig13736 Vira-Prochlorococcus_phage_P_SSM2_gi61806079 0 >YP_214439 ribonucleotide reductase A subunit [Prochlorococcus phage P-SSM2].
Contig2142 Vira-Prochlorococcus_phage_P_SSM2_gi61806125 1.70E-21 >YP_214485 hypothetical protein PSSM2_254 [Prochlorococcus phage P-SSM2].
Contig7189 Vira-Prochlorococcus_phage_P_SSM2_gi61806136 8.10E-77 >YP_214496 glycosyltransferase family 11 [Prochlorococcus phage P-SSM2].
Contig8406 Vira-Prochlorococcus_phage_P_SSM2_gi61806139 8.00E-14 >YP_214499 glycosyltransferase family 6 [Prochlorococcus phage P-SSM2].
Contig9205 Vira-Prochlorococcus_phage_P_SSM2_gi61806140 1.40E-07 >YP_214500 hypothetical protein PSSM2_269 [Prochlorococcus phage P-SSM2].
Contig7276 Vira-Prochlorococcus_phage_P_SSM2_gi61806141 3.60E-100 >YP_214501 nucleotide sugar epimerase [Prochlorococcus phage P-SSM2].
Contig10486 Vira-Prochlorococcus_phage_P_SSM2_gi61806198 1.80E-110 >YP_214558 P-starvation inducible protein [Prochlorococcus phage P-SSM2].
Contig3612 Vira-Prochlorococcus_phage_P_SSM4_gi61806306 2.10E-90 >YP_214665 portal vertex protein of head [Prochlorococcus phage P-SSM4].
Contig5314 Vira-Prochlorococcus_phage_P_SSM4_gi61806310 2.30E-45 >YP_214669 precursor of major head subunit [Prochlorococcus phage P-SSM4].
Contig4701 Vira-Roseobacter_phage_SIO1_gi9964625 4.50E-25 >NP_064755 gp17 [Roseobacter phage SIO1].
Contig10329 Vira-Staphylococcus_phage_K_gi48696408 2.20E-17 >YP_024448 hypothetical protein KgORF17 [Staphylococcus phage K].
Contig4480 Vira-Synechococcus_phage_P60_gi18640522 2.90E-24 >NP_570363 hypothetical protein P60_53 [Synechococcus phage P60].
Contig3985 Vira-Synechococcus_phage_S_PM2_gi58532859 3.20E-11 >YP_195082 Hypothetical-Protein | belonging to T4-LIKE GC: 793 [Synechococcus phage S-PM2].
Contig9319 Vira-Synechococcus_phage_S_PM2_gi58532891 1.20E-23 >YP_195114 baseplate wedge [Synechococcus phage S-PM2].
Contig12923 Vira-Synechococcus_phage_S_PM2_gi58532899 4.00E-15 >YP_195122 Hypothetical-Protein | belonging to T4-LIKE GC: 830 [Synechococcus phage S-PM2].
Contig13740 Vira-Synechococcus_phage_S_PM2_gi58532899 1.90E-137 >YP_195122 Hypothetical-Protein | belonging to T4-LIKE GC: 830 [Synechococcus phage S-PM2].
Contig3235 Vira-Synechococcus_phage_S_PM2_gi58532911 1.80E-150 >YP_195134 terminase DNA packaging enzyme large subunit [Synechococcus phage S-PM2].
Contig137 Vira-Synechococcus_phage_S_PM2_gi58532913 7.90E-13 >YP_195136 tail sheath monomer [Synechococcus phage S-PM2].
Contig5089 Vira-Synechococcus_phage_S_PM2_gi58532919 5.90E-38 >YP_195142 precursor of major head subunit [Synechococcus phage S-PM2].
Contig3380 Vira-Synechococcus_phage_S_PM2_gi58532930 6.30E-140 >YP_195153 recombination endonuclease subunit [Synechococcus phage S-PM2].
Contig8966 Vira-Synechococcus_phage_S_PM2_gi58532931 2.90E-159 >YP_195154 Peptidase [Synechococcus phage S-PM2].
Contig13174 Vira-Synechococcus_phage_S_PM2_gi58532931 3.00E-159 >YP_195154 Peptidase [Synechococcus phage S-PM2].
Contig849 Vira-Synechococcus_phage_S_PM2_gi58532966 1.40E-15 >YP_195189 putative lysin [Synechococcus phage S-PM2].
Contig13737 Vira-Synechococcus_phage_S_PM2_gi58532991 5.20E-211 >YP_195214 photosystem II D2 protein [Synechococcus phage S-PM2].
Contig2132 Vira-Synechococcus_phage_S_PM2_gi58533026 9.00E-07 >YP_195249 Hypothetical-Protein | belonging to T4-LIKE GC: 730 [Synechococcus phage S-PM2].
Contig5646 Vira-Synechococcus_phage_S_PM2_gi58533027 3.60E-20 >YP_195250 antenna proteins [Synechococcus phage S-PM2].
Contig3553 Vira-Synechococcus_phage_S_RSM4_gi255928958 1.00E-14 >YP_003097270 structral protein [Synechococcus phage S-RSM4].
Contig10271 Vira-Synechococcus_phage_S_RSM4_gi255928976 8.10E-30 >YP_003097288 DNA primase subunit [Synechococcus phage S-RSM4].
Contig7162 Vira-Synechococcus_phage_S_RSM4_gi255928994 3.30E-263 >YP_003097306 DNA Polymerase [Synechococcus phage S-RSM4].
Contig4724 Vira-Synechococcus_phage_S_RSM4_gi255929017 2.60E-44 >YP_003097329 T4-like late sigma factor [Synechococcus phage S-RSM4].
Contig1386 Vira-Synechococcus_phage_S_RSM4_gi255929038 1.70E-16 >YP_003097350 putative endonuclease [Synechococcus phage S-RSM4].
Contig9279 Vira-Synechococcus_phage_S_RSM4_gi255929040 3.10E-07 >YP_003097352 6-phosphogluconate dehyrogenase [Synechococcus phage S-RSM4].
Contig3828 Vira-Synechococcus_phage_S_RSM4_gi255929109 3.70E-27 >YP_003097421 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig622 Vira-Synechococcus_phage_S_RSM4_gi255929132 1.20E-30 >YP_003097444 possible dioxygenase [Synechococcus phage S-RSM4].
Contig12958 Vira-Synechococcus_phage_syn9_gi113200514 2.00E-98 >YP_717676 single-stranded DNA binding protein [Synechococcus phage syn9].
Contig4246 Vira-Synechococcus_phage_syn9_gi113200610 4.40E-26 >YP_717772 structural protein [Synechococcus phage syn9].
Contig6679 Vira-Synechococcus_phage_syn9_gi113200646 8.00E-10 >YP_717809 putative DNA repair/recombination [Synechococcus phage syn9].
Contig7347 Vira-Synechococcus_phage_syn9_gi113200691 2.80E-07 >YP_717854 gp184 [Synechococcus phage syn9].
Contig8974 Vira-Synechococcus_phage_syn9_gi113200691 5.00E-08 >YP_717854 gp184 [Synechococcus phage syn9].
Contig9188 Vira-Synechococcus_phage_syn9_gi113200700 7.00E-08 >YP_717863 ribonucleotide reductase subunit A [Synechococcus phage syn9].
Contig13054 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297792619 2.00E-23 >XP_002864194 hypothetical protein ARALYDRAFT_495344 [Arabidopsis lyrata subsp. lyrata].
Contig146 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297793973 3.90E-52 >XP_002864871 hypothetical protein ARALYDRAFT_919683 [Arabidopsis lyrata subsp. lyrata].
Contig2285 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297799512 1.20E-07 >XP_002867640 hypothetical protein ARALYDRAFT_492352 [Arabidopsis lyrata subsp. lyrata].
Contig10268 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297805606 2.60E-20 >XP_002870687 PQ-loop repeat family protein [Arabidopsis lyrata subsp. lyrata].
Contig4032 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297806403 5.40E-11 >XP_002871085 hypothetical protein ARALYDRAFT_487210 [Arabidopsis lyrata subsp. lyrata].
Contig9322 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297806403 9.30E-06 >XP_002871085 hypothetical protein ARALYDRAFT_487210 [Arabidopsis lyrata subsp. lyrata].
Contig10596 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297808195 7.10E-07 >XP_002871981 hypothetical protein ARALYDRAFT_489045 [Arabidopsis lyrata subsp. lyrata].
Contig7830 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297811621 7.10E-09 >XP_002873694 predicted protein [Arabidopsis lyrata subsp. lyrata].
Contig3813 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297812191 2.70E-24 >XP_002873979 ATIPT9 [Arabidopsis lyrata subsp. lyrata].
Contig13073 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297820824 7.50E-34 >XP_002878295 hypothetical protein ARALYDRAFT_486447 [Arabidopsis lyrata subsp. lyrata].
Contig2867 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297832542 1.10E-37 >XP_002884153 predicted protein [Arabidopsis lyrata subsp. lyrata].
Contig1873 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297833464 6.00E-07 >XP_002884614 hypothetical protein ARALYDRAFT_896836 [Arabidopsis lyrata subsp. lyrata].
Contig6506 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi297848084 1.10E-11 >XP_002891923 hypothetical protein ARALYDRAFT_314880 [Arabidopsis lyrata subsp. lyrata].
Contig4173 Viridiplantae-Arabidopsis_thaliana_gi15217849 9.60E-06 >NP_174139 sulfotransferase family protein [Arabidopsis thaliana].
Contig4427 Viridiplantae-Arabidopsis_thaliana_gi15223615 9.30E-27 >NP_175482 OTU-like cysteine protease family protein [Arabidopsis thaliana].
Contig7096 Viridiplantae-Arabidopsis_thaliana_gi15231447 8.60E-14 >NP_190236 ACT12 (ACTIN-12); structural constituent of cytoskeleton [Arabidopsis thaliana].
Contig5636 Viridiplantae-Arabidopsis_thaliana_gi18403106 5.00E-30 >NP_565756 protein kinase family protein [Arabidopsis thaliana].
Contig3585 Viridiplantae-Arabidopsis_thaliana_gi186511055 7.40E-07 >NP_001118837 early-responsive to dehydration protein-related / ERD protein-related [Arabidopsis thaliana].
Contig4952 Viridiplantae-Arabidopsis_thaliana_gi42565057 9.90E-23 >NP_188690 POLGAMMA1 (polymerase gamma 1); 3'-5' exonuclease/ DNA binding / DNA-directed DNA polymerase/ nucleic acid binding [Arabidopsis thaliana].
Contig4764 Viridiplantae-Arabidopsis_thaliana_gi42568525 1.40E-48 >NP_568806 ATM2 (ARABIDOPSIS THALIANA MYOSIN 2); motor [Arabidopsis thaliana].
Contig8299 Viridiplantae-Arabidopsis_thaliana_gi42568525 2.60E-37 >NP_568806 ATM2 (ARABIDOPSIS THALIANA MYOSIN 2); motor [Arabidopsis thaliana].
Contig3104 Viridiplantae-Arabidopsis_thaliana_gi42569072 2.40E-11 >NP_179236 DNA replication licensing factor, putative [Arabidopsis thaliana].
Contig13130 Viridiplantae-Arabidopsis_thaliana_gi42570361 2.20E-21 >NP_850229 nodulin-related [Arabidopsis thaliana].
Contig511 Viridiplantae-Arabidopsis_thaliana_gi79327811 5.60E-60 >NP_001031878 glycosyl hydrolase family 38 protein [Arabidopsis thaliana].
Contig5354 Viridiplantae-Chlamydomonas_incerta_tbCIL00000108_3 3.00E-08
Contig6397 Viridiplantae-Chlamydomonas_reinhardtii_gi159463122 5.30E-09 >XP_001689791 ubiquitin-specific protease 15-like protein [Chlamydomonas reinhardtii].
Contig1907 Viridiplantae-Chlamydomonas_reinhardtii_gi159465629 6.80E-27 >XP_001691025 SNF2 superfamily protein [Chlamydomonas reinhardtii].
Contig10432 Viridiplantae-Chlamydomonas_reinhardtii_gi159466042 7.30E-37 >XP_001691218 ribosomal protein S4, component of cytosolic 80S ribosome and 40S small subunit [Chlamydomonas reinhardtii].
Contig11625 Viridiplantae-Chlamydomonas_reinhardtii_gi159467737 7.30E-15 >XP_001692048 hypothetical protein CHLREDRAFT_170683 [Chlamydomonas reinhardtii].
Contig3817 Viridiplantae-Chlamydomonas_reinhardtii_gi159471049 6.20E-07 >XP_001693669 predicted protein [Chlamydomonas reinhardtii].
Contig10516 Viridiplantae-Chlamydomonas_reinhardtii_gi159471175 1.40E-15 >XP_001693732 predicted protein [Chlamydomonas reinhardtii].
Contig12739 Viridiplantae-Chlamydomonas_reinhardtii_gi159471179 1.50E-09 >XP_001693734 predicted protein [Chlamydomonas reinhardtii].
Contig12190 Viridiplantae-Chlamydomonas_reinhardtii_gi159471980 7.90E-29 >XP_001694134 NADPH-dependent flavin reductase [Chlamydomonas reinhardtii].
Contig7174 Viridiplantae-Chlamydomonas_reinhardtii_gi159477739 8.90E-50 >XP_001696966 hypothetical protein CHLREDRAFT_105410 [Chlamydomonas reinhardtii].
Contig12989 Viridiplantae-Chlamydomonas_reinhardtii_gi159482707 2.50E-56 >XP_001699409 hypothetical protein CHLREDRAFT_152316 [Chlamydomonas reinhardtii].
Contig11653 Viridiplantae-Chlamydomonas_reinhardtii_gi159485030 1.50E-35 >XP_001700552 flagellar associated protein [Chlamydomonas reinhardtii].
Contig12051 Viridiplantae-Chlamydomonas_reinhardtii_gi159485654 1.40E-13 >XP_001700859 hypothetical protein CHLREDRAFT_113199 [Chlamydomonas reinhardtii].
Contig7266 Viridiplantae-Chlamydomonas_reinhardtii_gi159485786 2.40E-08 >XP_001700925 flagellar associated protein [Chlamydomonas reinhardtii].
Contig11793 Viridiplantae-Chlamydomonas_reinhardtii_gi159486455 1.20E-09 >XP_001701255 beta-cop [Chlamydomonas reinhardtii].
Contig10882 Viridiplantae-Chlamydomonas_reinhardtii_gi159488982 7.20E-12 >XP_001702476 5,10-methylenetetrahydrofolate reductase [Chlamydomonas reinhardtii].
Contig13781 Viridiplantae-Chlamydomonas_reinhardtii_gi159490970 3.00E-06 >XP_001703446 hypothetical protein CHLREDRAFT_168953 [Chlamydomonas reinhardtii].
Contig3955 Viridiplantae-Chlorella_NC64A_jgi10750 1.30E-16
Contig4168 Viridiplantae-Chlorella_NC64A_jgi12348 3.90E-20
Contig13368 Viridiplantae-Chlorella_NC64A_jgi133720 2.70E-19
Contig12302 Viridiplantae-Chlorella_NC64A_jgi134194 7.70E-41
Contig1097 Viridiplantae-Chlorella_NC64A_jgi137710 2.10E-56
Contig9211 Viridiplantae-Chlorella_NC64A_jgi140674 3.90E-09
Contig6818 Viridiplantae-Chlorella_NC64A_jgi141006 2.50E-09
Contig4728 Viridiplantae-Chlorella_NC64A_jgi141584 4.80E-06
Contig1170 Viridiplantae-Chlorella_NC64A_jgi142029 2.70E-10
Contig13788 Viridiplantae-Chlorella_NC64A_jgi142412 1.10E-10
Contig13429 Viridiplantae-Chlorella_NC64A_jgi143822 1.70E-24
Contig4391 Viridiplantae-Chlorella_NC64A_jgi15142 1.10E-08
Contig12127 Viridiplantae-Chlorella_NC64A_jgi15720 9.50E-06
Contig11858 Viridiplantae-Chlorella_NC64A_jgi22188 3.30E-09
Contig237 Viridiplantae-Chlorella_NC64A_jgi22261 2.20E-56
Contig5239 Viridiplantae-Chlorella_NC64A_jgi33886 6.30E-30
Contig8975 Viridiplantae-Chlorella_NC64A_jgi34342 7.40E-17
Contig3993 Viridiplantae-Chlorella_NC64A_jgi55513 7.90E-08
Contig6808 Viridiplantae-Chlorella_NC64A_jgi56717 8.60E-14
Contig4599 Viridiplantae-Chlorella_vulgaris_jgi20514 4.00E-32
Contig7024 Viridiplantae-Chlorella_vulgaris_jgi26129 1.70E-06
Contig1186 Viridiplantae-Chlorella_vulgaris_jgi27571 4.60E-27
Contig5353 Viridiplantae-Chlorella_vulgaris_jgi28934 1.30E-37
Contig10957 Viridiplantae-Chlorella_vulgaris_jgi31548 1.90E-11
Contig3735 Viridiplantae-Chlorella_vulgaris_jgi32830 1.20E-87
Contig1885 Viridiplantae-Chlorella_vulgaris_jgi34201 1.80E-12
Contig8625 Viridiplantae-Chlorella_vulgaris_jgi35004 1.00E-08
Contig13254 Viridiplantae-Chlorella_vulgaris_jgi35537 6.90E-124
Contig4766 Viridiplantae-Chlorella_vulgaris_jgi41445 8.30E-40
Contig4319 Viridiplantae-Chlorella_vulgaris_jgi68779 1.00E-65
Contig9624 Viridiplantae-Chlorella_vulgaris_jgi77221 2.20E-07
Contig1429 Viridiplantae-Chlorella_vulgaris_jgi79855 7.50E-43
Contig8316 Viridiplantae-Chlorella_vulgaris_jgi80720 1.60E-19
Contig1191 Viridiplantae-Chlorella_vulgaris_jgi81113 1.10E-16
Contig5064 Viridiplantae-Chlorella_vulgaris_jgi81456 1.80E-10
Contig5478 Viridiplantae-Chlorella_vulgaris_jgi82656 1.70E-36
Contig3596 Viridiplantae-Chlorokybus_atmophyticus_mt_gi150406473 1.20E-151 >YP_001315124 NADH dehydrogenase subunit 7 [Chlorokybus atmophyticus].
Contig224 Viridiplantae-Glycine_max_jgiGlyma03g30150 8.00E-06
Contig4461 Viridiplantae-Glycine_max_jgiGlyma03g30750 1.30E-20
Contig8 Viridiplantae-Glycine_max_jgiGlyma04g24410 2.70E-61
Contig3 Viridiplantae-Glycine_max_jgiGlyma06g05470 3.90E-24
Contig3356 Viridiplantae-Glycine_max_jgiGlyma06g21850 1.90E-13
Contig13141 Viridiplantae-Glycine_max_jgiGlyma06g22360 2.10E-40
Contig10464 Viridiplantae-Glycine_max_jgiGlyma07g07730 1.30E-25
Contig2798 Viridiplantae-Glycine_max_jgiGlyma07g39870 1.30E-11
Contig817 Viridiplantae-Glycine_max_jgiGlyma09g06890 3.30E-12
Contig1059 Viridiplantae-Glycine_max_jgiGlyma09g36470 1.30E-13
Contig7195 Viridiplantae-Glycine_max_jgiGlyma10g21320 8.90E-61
Contig4217 Viridiplantae-Glycine_max_jgiGlyma10g42720 3.10E-08
Contig12111 Viridiplantae-Glycine_max_jgiGlyma12g08100 2.90E-08
Contig5244 Viridiplantae-Glycine_max_jgiGlyma13g31080 6.50E-21
Contig3784 Viridiplantae-Glycine_max_jgiGlyma14g36260 3.90E-17
Contig4222 Viridiplantae-Glycine_max_jgiGlyma18g39540 1.20E-18
Contig8368 Viridiplantae-Glycine_max_jgiGlyma20g00510 8.50E-09
Contig2141 Viridiplantae-Glycine_max_jgiGlyma20g21940 1.40E-10
Contig1613 Viridiplantae-Mesostigma_viride_esContig1832_1 7.30E-43
Contig13504 Viridiplantae-Mesostigma_viride_esgi110043736_6 4.50E-10 >EC729619 MVE00005469 Mesostigma viride Regular library 2 Mesostigma viride cDNA, mRNA sequence.
Contig8244 Viridiplantae-Mesostigma_viride_esgi60429779_6 1.80E-07 >DN261169 Meso00474 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2b12d02.t7, mRNA sequence.
Contig13121 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303271403 3.60E-104 >XP_003055063 predicted protein [Micromonas pusilla CCMP1545].
Contig714 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303272069 3.70E-52 >XP_003055396 cytochrome b5-like protein [Micromonas pusilla CCMP1545].
Contig3641 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303272263 3.30E-12 >XP_003055493 predicted protein [Micromonas pusilla CCMP1545].
Contig3858 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303272663 6.60E-36 >XP_003055693 predicted protein [Micromonas pusilla CCMP1545].
Contig7759 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303273318 2.40E-12 >XP_003056020 predicted protein [Micromonas pusilla CCMP1545].
Contig1412 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303276488 3.90E-22 >XP_003057538 formaldehyde dehydrogenase/S-formylglutathione hydrolase [Micromonas pusilla CCMP1545].
Contig5625 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303277587 9.50E-17 >XP_003058087 predicted protein [Micromonas pusilla CCMP1545].
Contig3439 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303282881 4.00E-11 >XP_003060732 predicted protein [Micromonas pusilla CCMP1545].
Contig9480 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303282959 2.80E-11 >XP_003060771 predicted protein [Micromonas pusilla CCMP1545].
Contig13514 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303283496 1.90E-06 >XP_003061039 predicted protein [Micromonas pusilla CCMP1545].
Contig3397 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303285053 4.30E-17 >XP_003061817 predicted protein [Micromonas pusilla CCMP1545].
Contig7392 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303285572 1.20E-20 >XP_003062076 predicted protein [Micromonas pusilla CCMP1545].
Contig5687 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303285690 1.30E-13 >XP_003062135 predicted protein [Micromonas pusilla CCMP1545].
Contig13982 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303287370 2.70E-13 >XP_003062974 mastigoneme-like protein [Micromonas pusilla CCMP1545].
Contig11290 Viridiplantae-Micromonas_pusilla_CCMP1545_gi303287514 5.60E-06 >XP_003063046 condensin complex component, barren domain-containing non-smc subunit [Micromonas pusilla CCMP1545].
Contig12207 Viridiplantae-Micromonas_sp_RCC299_gi255071687 4.40E-23 >XP_002499518 vacuolar iron family transporter [Micromonas sp. RCC299].
Contig7137 Viridiplantae-Micromonas_sp_RCC299_gi255073021 2.60E-45 >XP_002500185 hypothetical protein MICPUN_113602 [Micromonas sp. RCC299].
Contig13431 Viridiplantae-Micromonas_sp_RCC299_gi255074165 1.10E-14 >XP_002500757 selenoprotein O [Micromonas sp. RCC299].
Contig3586 Viridiplantae-Micromonas_sp_RCC299_gi255074245 1.90E-13 >XP_002500797 predicted protein [Micromonas sp. RCC299].
Contig3859 Viridiplantae-Micromonas_sp_RCC299_gi255074269 6.70E-16 >XP_002500809 predicted protein [Micromonas sp. RCC299].
Contig10233 Viridiplantae-Micromonas_sp_RCC299_gi255075651 2.00E-34 >XP_002501500 predicted protein [Micromonas sp. RCC299].
Contig10254 Viridiplantae-Micromonas_sp_RCC299_gi255076389 3.80E-33 >XP_002501869 predicted protein [Micromonas sp. RCC299].
Contig10231 Viridiplantae-Micromonas_sp_RCC299_gi255077832 2.20E-60 >XP_002502496 myristoyl-CoA:protein n-myristoyltransferase [Micromonas sp. RCC299].
Contig4745 Viridiplantae-Micromonas_sp_RCC299_gi255078282 4.40E-06 >XP_002502721 voltage-gated ion channel superfamily [Micromonas sp. RCC299].
Contig1248 Viridiplantae-Micromonas_sp_RCC299_gi255079482 5.10E-34 >XP_002503321 predicted protein [Micromonas sp. RCC299].
Contig3375 Viridiplantae-Micromonas_sp_RCC299_gi255079850 1.40E-236 >XP_002503505 predicted protein [Micromonas sp. RCC299].
Contig3393 Viridiplantae-Micromonas_sp_RCC299_gi255080388 1.60E-44 >XP_002503774 predicted protein [Micromonas sp. RCC299].
Contig11811 Viridiplantae-Micromonas_sp_RCC299_gi255080762 8.00E-08 >XP_002503954 predicted protein [Micromonas sp. RCC299].
Contig7029 Viridiplantae-Micromonas_sp_RCC299_gi255082310 3.20E-12 >XP_002504141 RNA helicase [Micromonas sp. RCC299].
Contig2262 Viridiplantae-Micromonas_sp_RCC299_gi255083280 1.20E-19 >XP_002504626 predicted protein [Micromonas sp. RCC299].
Contig2266 Viridiplantae-Micromonas_sp_RCC299_gi255083386 2.40E-08 >XP_002504679 histone deacetylase [Micromonas sp. RCC299].
Contig9207 Viridiplantae-Micromonas_sp_RCC299_gi255083564 6.40E-07 >XP_002504768 predicted protein [Micromonas sp. RCC299].
Contig4849 Viridiplantae-Micromonas_sp_RCC299_gi255084868 4.00E-54 >XP_002504865 predicted protein [Micromonas sp. RCC299].
Contig2874 Viridiplantae-Micromonas_sp_RCC299_gi255087901 1.20E-12 >XP_002505873 predicted protein [Micromonas sp. RCC299].
Contig41 Viridiplantae-Micromonas_sp_RCC299_gi255088523 9.00E-25 >XP_002506184 SNF2 super family [Micromonas sp. RCC299].
Contig3639 Viridiplantae-Micromonas_sp_RCC299_gi255088523 2.30E-27 >XP_002506184 SNF2 super family [Micromonas sp. RCC299].
Contig821 Viridiplantae-Micromonas_sp_RCC299_gi255088523 1.60E-49 >XP_002506184 SNF2 super family [Micromonas sp. RCC299].
Contig4040 Viridiplantae-Micromonas_sp_RCC299_gi255088744 9.50E-33 >XP_002506294 predicted protein [Micromonas sp. RCC299].



Contig10658 Viridiplantae-Micromonas_sp_RCC299_gi255089272 1.20E-10 >XP_002506558 predicted protein [Micromonas sp. RCC299].
Contig1620 Viridiplantae-Micromonas_sp_RCC299_gi255089599 2.50E-20 >XP_002506721 predicted protein [Micromonas sp. RCC299].
Contig13262 Viridiplantae-Nephroselmis_olivacea_mt_gi110225644 1.60E-19 >YP_665650 NADH dehydrogenase subunit 2 [Nephroselmis olivacea].
Contig3340 Viridiplantae-Oryza_sativa_Japonica_Group_gi115439553 1.40E-51 >NP_001044056 Os01g0713900 [Oryza sativa Japonica Group].
Contig5931 Viridiplantae-Oryza_sativa_Japonica_Group_gi115441829 6.70E-27 >NP_001045194 Os01g0916400 [Oryza sativa Japonica Group].
Contig7795 Viridiplantae-Oryza_sativa_Japonica_Group_gi115460400 1.90E-14 >NP_001053800 Os04g0606400 [Oryza sativa Japonica Group].
Contig7124 Viridiplantae-Oryza_sativa_Japonica_Group_gi115460448 1.40E-25 >NP_001053824 Os04g0609700 [Oryza sativa Japonica Group].
Contig3662 Viridiplantae-Oryza_sativa_Japonica_Group_gi115461104 6.30E-26 >NP_001054152 Os04g0661900 [Oryza sativa Japonica Group].
Contig7274 Viridiplantae-Oryza_sativa_Japonica_Group_gi115463561 3.70E-16 >NP_001055380 Os05g0376200 [Oryza sativa Japonica Group].
Contig414 Viridiplantae-Oryza_sativa_Japonica_Group_gi115466256 2.60E-32 >NP_001056727 Os06g0136600 [Oryza sativa Japonica Group].
Contig3705 Viridiplantae-Oryza_sativa_Japonica_Group_gi115472159 1.00E-09 >NP_001059678 Os07g0490800 [Oryza sativa Japonica Group].
Contig4369 Viridiplantae-Oryza_sativa_Japonica_Group_gi115474081 8.80E-53 >NP_001060639 Os07g0679300 [Oryza sativa Japonica Group].
Contig12283 Viridiplantae-Oryza_sativa_Japonica_Group_gi115479361 7.50E-14 >NP_001063274 Os09g0439400 [Oryza sativa Japonica Group].
Contig5132 Viridiplantae-Oryza_sativa_Japonica_Group_gi115482326 2.40E-14 >NP_001064756 Os10g0456600 [Oryza sativa Japonica Group].
Contig13014 Viridiplantae-Oryza_sativa_Japonica_Group_gi115485969 1.00E-98 >NP_001068128 Os11g0572800 [Oryza sativa Japonica Group].
Contig4359 Viridiplantae-Oryza_sativa_Japonica_Group_gi115488612 5.30E-36 >NP_001066793 Os12g0489100 [Oryza sativa Japonica Group].
Contig2150 Viridiplantae-Oryza_sativa_Japonica_Group_gi115488760 3.90E-08 >NP_001066867 Os12g0511200 [Oryza sativa Japonica Group].
Contig5400 Viridiplantae-Oryza_sativa_Japonica_Group_gi297596518 1.30E-10 >NP_001042692 Os01g0268500 [Oryza sativa Japonica Group].
Contig1236 Viridiplantae-Oryza_sativa_Japonica_Group_gi297610077 4.50E-11 >NP_001064121 Os10g0135600 [Oryza sativa Japonica Group].
Contig4787 Viridiplantae-Oryza_sativa_Japonica_Group_gi297727623 1.60E-07 >NP_001176175 Os10g0438000 [Oryza sativa Japonica Group].
Contig3717 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145344904 2.40E-12 >XP_001416964 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig3687 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145345433 5.20E-17 >XP_001417215 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig9238 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145349307 2.00E-15 >XP_001419078 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig13409 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145349330 4.40E-24 >XP_001419089 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig13268 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145349414 6.70E-24 >XP_001419129 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig3795 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145350100 2.90E-13 >XP_001419461 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig12892 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145351175 3.20E-07 >XP_001419960 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig4048 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145353082 3.20E-57 >XP_001420858 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig10822 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi145355852 5.60E-25 >XP_001422161 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig3305 Viridiplantae-Ostreococcus_RCC809_jgi13254 3.60E-18
Contig1893 Viridiplantae-Ostreococcus_RCC809_jgi32148 7.90E-19
Contig3468 Viridiplantae-Ostreococcus_RCC809_jgi37383 8.00E-32
Contig13612 Viridiplantae-Ostreococcus_RCC809_jgi39085 6.20E-23
Contig3839 Viridiplantae-Ostreococcus_RCC809_jgi42630 1.90E-22
Contig9267 Viridiplantae-Ostreococcus_RCC809_jgi54958 1.60E-18
Contig6263 Viridiplantae-Ostreococcus_RCC809_jgi56223 3.10E-21
Contig7206 Viridiplantae-Ostreococcus_RCC809_jgi56422 5.50E-27
Contig13244 Viridiplantae-Ostreococcus_RCC809_jgi58008 3.00E-32
Contig11324 Viridiplantae-Ostreococcus_RCC809_jgi58906 8.40E-07
Contig10741 Viridiplantae-Ostreococcus_RCC809_jgi61988 3.50E-77
Contig12163 Viridiplantae-Ostreococcus_RCC809_jgi62333 3.40E-07
Contig2845 Viridiplantae-Ostreococcus_RCC809_jgi63551 1.20E-09
Contig10972 Viridiplantae-Ostreococcus_RCC809_jgi92332 9.10E-23
Contig1436 Viridiplantae-Ostreococcus_tauri_gi308801811 6.80E-12 >XP_003078219 Predicted steroid reductase (ISS) [Ostreococcus tauri].
Contig3846 Viridiplantae-Ostreococcus_tauri_gi308803066 3.60E-55 >XP_003078846 kinesin-like protein B (ISS) [Ostreococcus tauri].
Contig3351 Viridiplantae-Ostreococcus_tauri_gi308803839 2.80E-26 >XP_003079232 COG0111: Phosphoglycerate dehydrogenase and related dehydrogenases (ISS) [Ostreococcus tauri].
Contig2338 Viridiplantae-Ostreococcus_tauri_gi308805216 4.10E-15 >XP_003079920 FOG: Leucine rich repeat (ISS) [Ostreococcus tauri].
Contig5184 Viridiplantae-Ostreococcus_tauri_gi308809405 8.40E-24 >XP_003082012 mRNA splicing factor ATP-dependent RNA helicase (ISS) [Ostreococcus tauri].
Contig10691 Viridiplantae-Ostreococcus_tauri_gi308811090 2.50E-42 >XP_003082853 Peptide methionine sulfoxide reductase (ISS) [Ostreococcus tauri].
Contig7223 Viridiplantae-Ostreococcus_tauri_jgi16053 2.00E-38
Contig634 Viridiplantae-Ostreococcus_tauri_jgi16246 1.60E-31
Contig5853 Viridiplantae-Ostreococcus_tauri_jgi1716 3.70E-08
Contig13216 Viridiplantae-Ostreococcus_tauri_jgi36196 4.30E-11
Contig5810 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168002269 4.40E-23 >XP_001753836 predicted protein [Physcomitrella patens subsp. patens].
Contig2599 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168002285 8.30E-48 >XP_001753844 predicted protein [Physcomitrella patens subsp. patens].
Contig10767 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168002457 2.30E-131 >XP_001753930 predicted protein [Physcomitrella patens subsp. patens].
Contig10772 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168002603 1.60E-131 >XP_001754003 predicted protein [Physcomitrella patens subsp. patens].
Contig13196 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168004684 1.60E-15 >XP_001755041 predicted protein [Physcomitrella patens subsp. patens].
Contig3283 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168007757 1.80E-40 >XP_001756574 transcription elongation factor SPT6 [Physcomitrella patens subsp. patens].
Contig11288 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168011083 7.90E-11 >XP_001758233 chromosome condensation complex condensin, subunit H [Physcomitrella patens subsp. patens].
Contig2795 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168015646 2.10E-07 >XP_001760361 predicted protein [Physcomitrella patens subsp. patens].
Contig3528 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168019558 1.00E-113 >XP_001762311 predicted protein [Physcomitrella patens subsp. patens].
Contig5105 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168021052 2.00E-13 >XP_001763056 predicted protein [Physcomitrella patens subsp. patens].
Contig4947 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168023037 2.20E-14 >XP_001764045 predicted protein [Physcomitrella patens subsp. patens].
Contig6831 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168025115 9.50E-06 >XP_001765080 predicted protein [Physcomitrella patens subsp. patens].
Contig13060 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168026125 5.10E-162 >XP_001765583 predicted protein [Physcomitrella patens subsp. patens].
Contig3186 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168028101 2.60E-227 >XP_001766567 predicted protein [Physcomitrella patens subsp. patens].
Contig10778 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168028479 2.50E-33 >XP_001766755 predicted protein [Physcomitrella patens subsp. patens].
Contig3577 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168033422 5.80E-60 >XP_001769214 predicted protein [Physcomitrella patens subsp. patens].
Contig10454 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168034544 5.60E-19 >XP_001769772 predicted protein [Physcomitrella patens subsp. patens].
Contig4102 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168034702 1.50E-17 >XP_001769851 predicted protein [Physcomitrella patens subsp. patens].
Contig12704 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168035557 4.00E-31 >XP_001770276 predicted protein [Physcomitrella patens subsp. patens].
Contig4831 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168036028 2.60E-16 >XP_001770510 predicted protein [Physcomitrella patens subsp. patens].
Contig5702 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168041916 8.60E-28 >XP_001773436 predicted protein [Physcomitrella patens subsp. patens].
Contig896 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168043944 2.80E-06 >XP_001774443 predicted protein [Physcomitrella patens subsp. patens].
Contig537 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168044581 3.20E-16 >XP_001774759 predicted protein [Physcomitrella patens subsp. patens].
Contig172 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168045512 4.60E-62 >XP_001775221 SM/Sec1-family protein [Physcomitrella patens subsp. patens].
Contig13071 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168050390 8.80E-69 >XP_001777642 predicted protein [Physcomitrella patens subsp. patens].
Contig3201 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168050535 5.60E-17 >XP_001777714 predicted protein [Physcomitrella patens subsp. patens].
Contig13379 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168064351 5.70E-82 >XP_001784126 predicted protein [Physcomitrella patens subsp. patens].
Contig13204 Viridiplantae-Physcomitrella_patens_subsp_patens_gi168067408 5.00E-13 >XP_001785610 predicted protein [Physcomitrella patens subsp. patens].
Contig8501 Viridiplantae-Populus_trichocarpa_gi224055956 3.10E-27 >XP_002298706 predicted protein [Populus trichocarpa].
Contig3517 Viridiplantae-Populus_trichocarpa_gi224063433 6.20E-16 >XP_002301144 predicted protein [Populus trichocarpa].
Contig3452 Viridiplantae-Populus_trichocarpa_gi224064854 1.90E-24 >XP_002301584 predicted protein [Populus trichocarpa].
Contig1076 Viridiplantae-Populus_trichocarpa_gi224092115 7.30E-11 >XP_002334913 predicted protein [Populus trichocarpa].
Contig10598 Viridiplantae-Populus_trichocarpa_gi224095202 1.70E-11 >XP_002310360 predicted protein [Populus trichocarpa].
Contig12217 Viridiplantae-Populus_trichocarpa_gi224105169 8.40E-06 >XP_002313711 predicted protein [Populus trichocarpa].
Contig1060 Viridiplantae-Populus_trichocarpa_gi224118658 8.80E-34 >XP_002331416 predicted protein [Populus trichocarpa].
Contig9194 Viridiplantae-Populus_trichocarpa_gi224119662 5.80E-12 >XP_002331215 predicted protein [Populus trichocarpa].
Contig1876 Viridiplantae-Populus_trichocarpa_gi224126389 3.80E-16 >XP_002319826 predicted protein [Populus trichocarpa].
Contig13108 Viridiplantae-Populus_trichocarpa_gi224127576 8.70E-45 >XP_002329312 predicted protein [Populus trichocarpa].
Contig6264 Viridiplantae-Populus_trichocarpa_gi224131170 1.20E-17 >XP_002328472 predicted protein [Populus trichocarpa].
Contig4493 Viridiplantae-Populus_trichocarpa_gi224133512 4.30E-15 >XP_002321588 predicted protein [Populus trichocarpa].
Contig12975 Viridiplantae-Populus_trichocarpa_gi224135041 3.10E-29 >XP_002327552 predicted protein [Populus trichocarpa].
Contig347 Viridiplantae-Populus_trichocarpa_gi224142427 5.30E-15 >XP_002324559 predicted protein [Populus trichocarpa].
Contig9115 Viridiplantae-Prototheca_wickerhamii_tbPWL00000311_3 1.80E-08
Contig10538 Viridiplantae-Prototheca_wickerhamii_tbPWL00000316_2 1.90E-06
Contig10927 Viridiplantae-Prototheca_wickerhamii_tbPWL00001190_1 1.20E-07
Contig1262 Viridiplantae-Ricinus_communis_gi255545702 4.00E-16 >XP_002513911 receptor protein kinase, putative [Ricinus communis].
Contig6376 Viridiplantae-Ricinus_communis_gi255547994 8.40E-13 >XP_002515054 proteasome subunit beta type 7,10, putative [Ricinus communis].
Contig10264 Viridiplantae-Ricinus_communis_gi255548938 1.60E-56 >XP_002515525 dead box ATP-dependent RNA helicase, putative [Ricinus communis].
Contig4208 Viridiplantae-Ricinus_communis_gi255550295 9.00E-09 >XP_002516198 conserved hypothetical protein [Ricinus communis].
Contig1732 Viridiplantae-Ricinus_communis_gi255554448 5.80E-10 >XP_002518263 cation-transporting atpase plant, putative [Ricinus communis].
Contig3190 Viridiplantae-Ricinus_communis_gi255558446 7.40E-50 >XP_002520248 rnase h, putative [Ricinus communis].
Contig13532 Viridiplantae-Ricinus_communis_gi255565568 1.00E-12 >XP_002523774 catalytic, putative [Ricinus communis].
Contig12212 Viridiplantae-Ricinus_communis_gi255568038 9.10E-36 >XP_002524996 bile acid:sodium symporter, putative [Ricinus communis].
Contig10846 Viridiplantae-Ricinus_communis_gi255568968 3.20E-28 >XP_002525454 glucosidase II beta subunit, putative [Ricinus communis].
Contig10594 Viridiplantae-Ricinus_communis_gi255570725 1.90E-32 >XP_002526317 origin recognition complex subunit, putative [Ricinus communis].
Contig2324 Viridiplantae-Ricinus_communis_gi255582352 2.50E-09 >XP_002531965 dual specificity protein phosphatase, putative [Ricinus communis].
Contig6188 Viridiplantae-Selaginella_moellendorffii_gi302753260 3.10E-13 >XP_002960054 hypothetical protein SELMODRAFT_163520 [Selaginella moellendorffii].
Contig12281 Viridiplantae-Selaginella_moellendorffii_gi302757846 1.10E-08 >XP_002962346 hypothetical protein SELMODRAFT_79007 [Selaginella moellendorffii].
Contig1787 Viridiplantae-Selaginella_moellendorffii_gi302759122 4.60E-10 >XP_002962984 hypothetical protein SELMODRAFT_438262 [Selaginella moellendorffii].
Contig12720 Viridiplantae-Selaginella_moellendorffii_gi302762494 1.50E-11 >XP_002964669 hypothetical protein SELMODRAFT_406082 [Selaginella moellendorffii].
Contig3451 Viridiplantae-Selaginella_moellendorffii_gi302763929 2.30E-146 >XP_002965386 hypothetical protein SELMODRAFT_230624 [Selaginella moellendorffii].
Contig4486 Viridiplantae-Selaginella_moellendorffii_gi302764242 3.10E-45 >XP_002965542 hypothetical protein SELMODRAFT_406998 [Selaginella moellendorffii].
Contig10499 Viridiplantae-Selaginella_moellendorffii_gi302767008 1.50E-28 >XP_002966924 hypothetical protein SELMODRAFT_168751 [Selaginella moellendorffii].
Contig2091 Viridiplantae-Selaginella_moellendorffii_gi302767768 1.60E-32 >XP_002967304 hypothetical protein SELMODRAFT_86559 [Selaginella moellendorffii].
Contig12074 Viridiplantae-Selaginella_moellendorffii_gi302773105 1.70E-20 >XP_002969970 hypothetical protein SELMODRAFT_92669 [Selaginella moellendorffii].
Contig2669 Viridiplantae-Selaginella_moellendorffii_gi302776862 9.90E-30 >XP_002971572 hypothetical protein SELMODRAFT_148024 [Selaginella moellendorffii].
Contig6061 Viridiplantae-Selaginella_moellendorffii_gi302783633 1.40E-18 >XP_002973589 ARF-like GTPase [Selaginella moellendorffii].
Contig397 Viridiplantae-Selaginella_moellendorffii_gi302784036 6.10E-34 >XP_002973790 hypothetical protein SELMODRAFT_100348 [Selaginella moellendorffii].
Contig3211 Viridiplantae-Selaginella_moellendorffii_gi302784064 7.70E-09 >XP_002973804 hypothetical protein SELMODRAFT_100054 [Selaginella moellendorffii].
Contig5782 Viridiplantae-Selaginella_moellendorffii_gi302784064 5.60E-24 >XP_002973804 hypothetical protein SELMODRAFT_100054 [Selaginella moellendorffii].
Contig3255 Viridiplantae-Selaginella_moellendorffii_gi302787156 1.90E-24 >XP_002975348 hypothetical protein SELMODRAFT_103066 [Selaginella moellendorffii].
Contig9866 Viridiplantae-Selaginella_moellendorffii_gi302791533 1.30E-35 >XP_002977533 hypothetical protein SELMODRAFT_54249 [Selaginella moellendorffii].
Contig12974 Viridiplantae-Selaginella_moellendorffii_gi302794811 2.60E-41 >XP_002979169 hypothetical protein SELMODRAFT_233288 [Selaginella moellendorffii].
Contig6836 Viridiplantae-Selaginella_moellendorffii_gi302796005 1.30E-11 >XP_002979765 hypothetical protein SELMODRAFT_233397 [Selaginella moellendorffii].
Contig3849 Viridiplantae-Selaginella_moellendorffii_gi302802434 5.50E-26 >XP_002982971 hypothetical protein SELMODRAFT_179880 [Selaginella moellendorffii].
Contig2506 Viridiplantae-Selaginella_moellendorffii_gi302803941 4.30E-43 >XP_002983723 hypothetical protein SELMODRAFT_180518 [Selaginella moellendorffii].
Contig5343 Viridiplantae-Selaginella_moellendorffii_gi302811442 7.40E-27 >XP_002987410 hypothetical protein SELMODRAFT_235288 [Selaginella moellendorffii].
Contig1284 Viridiplantae-Selaginella_moellendorffii_gi302813832 2.00E-26 >XP_002988601 hypothetical protein SELMODRAFT_447379 [Selaginella moellendorffii].
Contig2806 Viridiplantae-Selaginella_moellendorffii_gi302816236 3.50E-21 >XP_002989797 ATP-binding cassette transporter [Selaginella moellendorffii].
Contig7168 Viridiplantae-Selaginella_moellendorffii_gi302818526 2.30E-22 >XP_002990936 hypothetical protein SELMODRAFT_185753 [Selaginella moellendorffii].
Contig3876 Viridiplantae-Selaginella_moellendorffii_gi302819380 3.40E-29 >XP_002991360 hypothetical protein SELMODRAFT_133519 [Selaginella moellendorffii].
Contig10953 Viridiplantae-Selaginella_moellendorffii_gi302819572 2.00E-25 >XP_002991456 glucan synthase like 7 [Selaginella moellendorffii].
Contig639 Viridiplantae-Selaginella_moellendorffii_gi302820017 4.90E-80 >XP_002991677 hypothetical protein SELMODRAFT_272222 [Selaginella moellendorffii].
Contig13295 Viridiplantae-Selaginella_moellendorffii_gi302820426 3.10E-14 >XP_002991880 hypothetical protein SELMODRAFT_430138 [Selaginella moellendorffii].
Contig3580 Viridiplantae-Selaginella_moellendorffii_gi302823393 5.00E-73 >XP_002993349 hypothetical protein SELMODRAFT_137032 [Selaginella moellendorffii].
Contig12997 Viridiplantae-Sorghum_bicolor_gi242033289 6.60E-15 >XP_002464039 hypothetical protein SORBIDRAFT_01g011110 [Sorghum bicolor].
Contig12971 Viridiplantae-Sorghum_bicolor_gi242035657 1.30E-15 >XP_002465223 hypothetical protein SORBIDRAFT_01g034490 [Sorghum bicolor].
Contig11863 Viridiplantae-Sorghum_bicolor_gi242045628 3.80E-07 >XP_002460685 hypothetical protein SORBIDRAFT_02g033135 [Sorghum bicolor].
Contig13898 Viridiplantae-Sorghum_bicolor_gi242050580 7.10E-27 >XP_002463034 hypothetical protein SORBIDRAFT_02g036570 [Sorghum bicolor].
Contig3241 Viridiplantae-Sorghum_bicolor_gi242051771 3.50E-78 >XP_002455031 hypothetical protein SORBIDRAFT_03g003250 [Sorghum bicolor].
Contig6401 Viridiplantae-Sorghum_bicolor_gi242052893 2.00E-14 >XP_002455592 hypothetical protein SORBIDRAFT_03g013600 [Sorghum bicolor].
Contig13211 Viridiplantae-Sorghum_bicolor_gi242055593 1.40E-10 >XP_002456942 hypothetical protein SORBIDRAFT_03g046010 [Sorghum bicolor].
Contig13118 Viridiplantae-Sorghum_bicolor_gi242062820 0 >XP_002452699 hypothetical protein SORBIDRAFT_04g030880 [Sorghum bicolor].
Contig10549 Viridiplantae-Sorghum_bicolor_gi242063598 3.60E-08 >XP_002453088 hypothetical protein SORBIDRAFT_04g038130 [Sorghum bicolor].
Contig13234 Viridiplantae-Sorghum_bicolor_gi242080479 2.30E-28 >XP_002445008 hypothetical protein SORBIDRAFT_07g002670 [Sorghum bicolor].
Contig8885 Viridiplantae-Sorghum_bicolor_gi242087267 1.10E-16 >XP_002439466 hypothetical protein SORBIDRAFT_09g007200 [Sorghum bicolor].
Contig4289 Viridiplantae-Sorghum_bicolor_gi242088771 5.90E-11 >XP_002440218 hypothetical protein SORBIDRAFT_09g027940 [Sorghum bicolor].
Contig7240 Viridiplantae-Sorghum_bicolor_gi242092446 5.60E-56 >XP_002436713 hypothetical protein SORBIDRAFT_10g007410 [Sorghum bicolor].
Contig11823 Viridiplantae-Sorghum_bicolor_gi242096074 5.80E-11 >XP_002438527 hypothetical protein SORBIDRAFT_10g021570 [Sorghum bicolor].
Contig1759 Viridiplantae-Sorghum_bicolor_gi242096558 1.20E-09 >XP_002438769 hypothetical protein SORBIDRAFT_10g025870 [Sorghum bicolor].
Contig9661 Viridiplantae-Sorghum_bicolor_gi242096582 9.40E-31 >XP_002438781 hypothetical protein SORBIDRAFT_10g026090 [Sorghum bicolor].
Contig3226 Viridiplantae-Vitis_vinifera_gi225430631 9.10E-228 >XP_002267871 PREDICTED: hypothetical protein [Vitis vinifera].
Contig5486 Viridiplantae-Vitis_vinifera_gi225431691 1.20E-21 >XP_002264385 PREDICTED: hypothetical protein [Vitis vinifera].
Contig3642 Viridiplantae-Vitis_vinifera_gi225433339 3.50E-22 >XP_002285579 PREDICTED: hypothetical protein [Vitis vinifera].
Contig1619 Viridiplantae-Vitis_vinifera_gi225436416 7.30E-06 >XP_002273250 PREDICTED: hypothetical protein [Vitis vinifera].
Contig3508 Viridiplantae-Vitis_vinifera_gi225437691 1.70E-16 >XP_002272765 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12734 Viridiplantae-Vitis_vinifera_gi225442659 4.10E-06 >XP_002279773 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12967 Viridiplantae-Vitis_vinifera_gi225442883 3.20E-58 >XP_002263536 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12775 Viridiplantae-Vitis_vinifera_gi225443602 6.90E-31 >XP_002278979 PREDICTED: hypothetical protein [Vitis vinifera].
Contig4292 Viridiplantae-Vitis_vinifera_gi225446362 7.70E-10 >XP_002273215 PREDICTED: two pore channel 1 [Vitis vinifera].
Contig4214 Viridiplantae-Vitis_vinifera_gi225450139 5.90E-12 >XP_002275509 PREDICTED: hypothetical protein [Vitis vinifera].
Contig2972 Viridiplantae-Vitis_vinifera_gi225459062 9.40E-06 >XP_002283760 PREDICTED: hypothetical protein [Vitis vinifera].
Contig8386 Viridiplantae-Vitis_vinifera_gi225461892 2.50E-08 >XP_002266068 PREDICTED: hypothetical protein [Vitis vinifera].
Contig3282 Viridiplantae-Vitis_vinifera_gi225464734 2.90E-54 >XP_002264534 PREDICTED: hypothetical protein [Vitis vinifera].
Contig7403 Viridiplantae-Volvox_carteri_f_nagariensis_gi302828084 3.80E-16 >XP_002945609 hypothetical protein VOLCADRAFT_115565 [Volvox carteri f. nagariensis].
Contig5644 Viridiplantae-Volvox_carteri_f_nagariensis_gi302828766 1.30E-13 >XP_002945950 hypothetical protein VOLCADRAFT_78980 [Volvox carteri f. nagariensis].
Contig1011 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829048 1.40E-06 >XP_002946091 pyruvate carboxylase [Volvox carteri f. nagariensis].
Contig827 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829336 3.20E-15 >XP_002946235 hypothetical protein VOLCADRAFT_55571 [Volvox carteri f. nagariensis].
Contig2764 Viridiplantae-Volvox_carteri_f_nagariensis_gi302830103 2.00E-23 >XP_002946618 hypothetical protein VOLCADRAFT_116030 [Volvox carteri f. nagariensis].
Contig5988 Viridiplantae-Volvox_carteri_f_nagariensis_gi302831650 6.00E-06 >XP_002947390 hypothetical protein VOLCADRAFT_87734 [Volvox carteri f. nagariensis].
Contig7197 Viridiplantae-Volvox_carteri_f_nagariensis_gi302833064 2.50E-09 >XP_002948096 hypothetical protein VOLCADRAFT_57524 [Volvox carteri f. nagariensis].
Contig1512 Viridiplantae-Volvox_carteri_f_nagariensis_gi302833253 2.40E-08 >XP_002948190 hypothetical protein VOLCADRAFT_80112 [Volvox carteri f. nagariensis].
Contig13221 Viridiplantae-Volvox_carteri_f_nagariensis_gi302834074 2.60E-59 >XP_002948600 hypothetical protein VOLCADRAFT_80244 [Volvox carteri f. nagariensis].
Contig5507 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838775 1.10E-18 >XP_002950945 hypothetical protein VOLCADRAFT_60977 [Volvox carteri f. nagariensis].
Contig13616 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838775 3.50E-19 >XP_002950945 hypothetical protein VOLCADRAFT_60977 [Volvox carteri f. nagariensis].
Contig13433 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838799 2.90E-17 >XP_002950957 hypothetical protein VOLCADRAFT_91473 [Volvox carteri f. nagariensis].
Contig1809 Viridiplantae-Volvox_carteri_f_nagariensis_gi302840080 2.30E-23 >XP_002951596 hypothetical protein VOLCADRAFT_109804 [Volvox carteri f. nagariensis].
Contig12818 Viridiplantae-Volvox_carteri_f_nagariensis_gi302844875 1.10E-14 >XP_002953977 hypothetical protein VOLCADRAFT_94705 [Volvox carteri f. nagariensis].
Contig13012 Viridiplantae-Volvox_carteri_f_nagariensis_gi302848490 6.60E-29 >XP_002955777 hypothetical protein VOLCADRAFT_121455 [Volvox carteri f. nagariensis].
Contig11931 Viridiplantae-Volvox_carteri_f_nagariensis_gi302849804 1.40E-32 >XP_002956431 fumarate hydratase [Volvox carteri f. nagariensis].
Contig10365 Viridiplantae-Volvox_carteri_f_nagariensis_gi302854322 4.50E-06 >XP_002958670 hypothetical protein VOLCADRAFT_69738 [Volvox carteri f. nagariensis].
Contig6259 Viridiplantae-Volvox_carteri_f_nagariensis_gi302856851 3.30E-15 >XP_002959726 hypothetical protein VOLCADRAFT_71691 [Volvox carteri f. nagariensis].
Contig10756 Viridiplantae-Volvox_carteri_f_nagariensis_gi302856851 4.60E-11 >XP_002959726 hypothetical protein VOLCADRAFT_71691 [Volvox carteri f. nagariensis].
Contig13294 Viridiplantae-Volvox_carteri_f_nagariensis_gi302856851 7.60E-08 >XP_002959726 hypothetical protein VOLCADRAFT_71691 [Volvox carteri f. nagariensis].
Contig459 Viridiplantae-Zea_mays_gi162459521 6.50E-39 >NP_001104947 methylenetetrahydrofolate reductase 1 [Zea mays].
Contig4698 Viridiplantae-Zea_mays_gi163838698 3.20E-22 >NP_001106234 ras-related protein Rab-2-B [Zea mays].
Contig10851 Viridiplantae-Zea_mays_gi212723550 4.60E-11 >NP_001131658 hypothetical protein LOC100193018 [Zea mays].
Contig6742 Viridiplantae-Zea_mays_gi226493438 2.40E-16 >NP_001142479 hypothetical protein LOC100274696 [Zea mays].
Contig3525 Viridiplantae-Zea_mays_gi226506590 7.60E-57 >NP_001149122 omega-6 fatty acid desaturase, endoplasmic reticulum isozyme 2 [Zea mays].
Contig1406 Viridiplantae-Zea_mays_gi293333682 1.50E-23 >NP_001169712 hypothetical protein LOC100383593 [Zea mays].
Contig5593 Viridiplantae-Zea_mays_gi293334243 1.50E-06 >NP_001170139 hypothetical protein LOC100384066 [Zea mays].
Contig13045 Viridiplantae-Zea_mays_gi293336098 5.60E-33 >NP_001170748 hypothetical protein LOC100384840 [Zea mays].
Contig5801 Viridiplantae-Zygnema_circumcarinatum_pt_gi108796758 6.50E-06 >YP_636502 hypothetical protein ZyciCp036 [Zygnema circumcarinatum].
Contig6885 Viridiplantae-Zygnema_circumcarinatum_pt_gi108796758 2.80E-06 >YP_636502 hypothetical protein ZyciCp036 [Zygnema circumcarinatum].
Contig10366 Viridiplantae-Zygnema_circumcarinatum_pt_gi108796758 2.40E-06 >YP_636502 hypothetical protein ZyciCp036 [Zygnema circumcarinatum].



Table S4. Normalized BLASTx top hits to contigs derived from the 454 + Illlumina assembly of P. ovalis-like cell 2 genome data.
Contig12147 Actinobacteria-Aeromicrobium_marinum_DSM_15272_gi3117422504.80E-116 >ZP_07716060 anthranilate synthase [Aeromicrobium marinum DSM 15272].
Contig211 Actinobacteria-Arcanobacterium_haemolyticum_DSM_20595_gi2975709674.90E-26 >YP_003696741 ATP synthase F1 subunit beta [Arcanobacterium haemolyticum DSM 20595].
Contig1299 Actinobacteria-Arthrobacter_aurescens_TC1_gi1199633982.80E-09 >YP_947245 hypothetical protein AAur_1471 [Arthrobacter aurescens TC1].
Contig5827 Actinobacteria-Beutenbergia_cavernae_DSM_12333_gi2298206163.80E-37 >YP_002882142 Phytanoyl-CoA dioxygenase [Beutenbergia cavernae DSM 12333].
Contig6165 Actinobacteria-Brevibacterium_linens_BL2_gi260906994 1.10E-11 >ZP_05915316 serine/threonine protein kinase [Brevibacterium linens BL2].
Contig2464 Actinobacteria-Catenulispora_acidiphila_DSM_44928_gi2563913856.10E-07 >YP_003112949 hypothetical protein Caci_2189 [Catenulispora acidiphila DSM 44928].
Contig16826 Actinobacteria-Catenulispora_acidiphila_DSM_44928_gi2563939999.20E-08 >YP_003115563 beta-carotene 15,15'-monooxygenase [Catenulispora acidiphila DSM 44928].
Contig1681 Actinobacteria-Catenulispora_acidiphila_DSM_44928_gi2563950906.80E-10 >YP_003116654 phospholipase C [Catenulispora acidiphila DSM 44928].
Contig8565 Actinobacteria-Frankia_sp_CcI3_gi86740697 9.50E-23 >YP_481097 phytanoyl-CoA dioxygenase [Frankia sp. CcI3].
Contig4430 Actinobacteria-Frankia_sp_EUN1f_gi288921839 2.40E-17 >ZP_06416055 Galactose oxidase [Frankia sp. EUN1f].
Contig11952 Actinobacteria-Intrasporangium_calvum_DSM_43043_gi3171252102.80E-09 >YP_004099322 cadherin [Intrasporangium calvum DSM 43043].
Contig5580 Actinobacteria-Janibacter_sp_HTCC2649_gi84496000 9.00E-10 >ZP_00994854 amidinotransferase family protein [Janibacter sp. HTCC2649].
Contig262 Actinobacteria-Kineococcus_radiotolerans_SRS30216_gi1529652996.50E-06 >YP_001361083 molybdopterin oxidoreductase [Kineococcus radiotolerans SRS30216].
Contig5119 Actinobacteria-Kribbella_flavida_DSM_17836_gi2840325484.40E-07 >YP_003382479 hypothetical protein Kfla_4662 [Kribbella flavida DSM 17836].
Contig14866 Actinobacteria-Kribbella_flavida_DSM_17836_gi2840335471.20E-39 >YP_003383478 flavin-containing monooxygenase FMO [Kribbella flavida DSM 17836].
Contig10113 Actinobacteria-marine_actinobacterium_PHSC20C1_gi888561219.20E-09 >ZP_01130782 Amidinotransferase [marine actinobacterium PHSC20C1].
Contig8488 Actinobacteria-Micromonospora_aurantiaca_ATCC_27029_gi3028702116.40E-25 >YP_003838848 adenosinetriphosphatase [Micromonospora aurantiaca ATCC 27029].
Contig11870 Actinobacteria-Mycobacterium_abscessus_ATCC_19977_gi1696310478.50E-43 >YP_001704696 putative sulfotransferase [Mycobacterium abscessus ATCC 19977].
Contig8188 Actinobacteria-Mycobacterium_kansasii_ATCC_12478_gi2401690531.50E-06 >ZP_04747712 chitin-binding domain-containing protein [Mycobacterium kansasii ATCC 12478].
Contig12129 Actinobacteria-Mycobacterium_parascrofulaceum_ATCC_BAA_614_gi2961707139.90E-10 >ZP_06852288 conserved hypothetical protein [Mycobacterium parascrofulaceum ATCC BAA-614].
Contig11393 Actinobacteria-Mycobacterium_sp_MCS_gi108797041 6.10E-06 >YP_637238 FHA domain-containing protein [Mycobacterium sp. MCS].
Contig12930 Actinobacteria-Mycobacterium_sp_MCS_gi108799207 4.30E-06 >YP_639404 thioesterase superfamily protein [Mycobacterium sp. MCS].
Contig17626 Actinobacteria-Mycobacterium_sp_MCS_gi108799787 4.50E-08 >YP_639984 X-Pro dipeptidyl-peptidase-like protein [Mycobacterium sp. MCS].
Contig1599 Actinobacteria-Mycobacterium_vanbaalenii_PYR_1_gi1204038643.00E-17 >YP_953693 NADH:flavin oxidoreductase/NADH oxidase [Mycobacterium vanbaalenii PYR-1].
Contig1077 Actinobacteria-Nakamurella_multipartita_DSM_44233_gi2586514346.10E-08 >YP_003200590 histidine kinase [Nakamurella multipartita DSM 44233].
Contig14786 Actinobacteria-Nakamurella_multipartita_DSM_44233_gi2586526103.90E-14 >YP_003201766 hypothetical protein Namu_2403 [Nakamurella multipartita DSM 44233].
Contig4394 Actinobacteria-Rhodococcus_erythropolis_SK121_gi2294915882.10E-92 >ZP_04385409 agmatine deiminase [Rhodococcus erythropolis SK121].
Contig8829 Actinobacteria-Rhodococcus_erythropolis_SK121_gi2294942284.70E-15 >ZP_04387991 short chain dehydrogenase [Rhodococcus erythropolis SK121].
Contig9650 Actinobacteria-Rhodococcus_opacus_B4_gi226362881 2.80E-38 >YP_002780661 oxidoreductase [Rhodococcus opacus B4].
Contig7246 Actinobacteria-Rubrobacter_xylanophilus_DSM_9941_gi1088047732.50E-12 >YP_644710 formyl transferase-like protein [Rubrobacter xylanophilus DSM 9941].
Contig6323 Actinobacteria-Rubrobacter_xylanophilus_DSM_9941_gi1088052591.20E-28 >YP_645196 short-chain dehydrogenase/reductase SDR [Rubrobacter xylanophilus DSM 9941].
Contig12252 Actinobacteria-Rubrobacter_xylanophilus_DSM_9941_gi1088058622.20E-11 >YP_645799 pyridoxamine 5'-phosphate oxidase-like protein [Rubrobacter xylanophilus DSM 9941].
Contig11208 Actinobacteria-Salinispora_arenicola_CNS_205_gi1590396983.70E-13 >YP_001538951 hypothetical protein Sare_4171 [Salinispora arenicola CNS-205].
Contig1000 Actinobacteria-Sanguibacter_keddieii_DSM_10542_gi2697949852.90E-06 >YP_003314440 signal transduction histidine kinase [Sanguibacter keddieii DSM 10542].
Contig16257 Actinobacteria-Stackebrandtia_nassauensis_DSM_44728_gi2913034604.80E-69 >YP_003514738 hypothetical protein Snas_6020 [Stackebrandtia nassauensis DSM 44728].
Contig16381 Actinobacteria-Streptomyces_avermitilis_MA_4680_gi298273431.20E-10 >NP_821977 hypothetical protein SAV_802 [Streptomyces avermitilis MA-4680].
Contig2198 Actinobacteria-Streptomyces_clavuligerus_ATCC_27064_gi2543883342.10E-21 >ZP_05003569 secreted protein [Streptomyces clavuligerus ATCC 27064].
Contig1845 Actinobacteria-Streptomyces_ghanaensis_ATCC_14672_gi2914364183.40E-39 >ZP_06575808 acyl-CoA synthetase [Streptomyces ghanaensis ATCC 14672].
Contig12679 Actinobacteria-Streptomyces_griseoflavus_Tu4000_gi3025621052.10E-56 >ZP_07314447 peptidase, S8A (subtilisin) subfamily [Streptomyces griseoflavus Tu4000].
Contig3648 Actinobacteria-Streptomyces_hygroscopicus_ATCC_53653_gi3025459514.20E-10 >ZP_07298293 M50B family peptidase [Streptomyces hygroscopicus ATCC 53653].
Contig16429 Actinobacteria-Streptomyces_sp_AA4_gi302527695 1.10E-18 >ZP_07280037 predicted protein [Streptomyces sp. AA4].
Contig11819 Actinobacteria-Streptomyces_sp_C_gi302538979 4.00E-06 >ZP_07291321 predicted protein [Streptomyces sp. C].
Contig8478 Actinobacteria-Streptomyces_violaceusniger_Tu_4113_gi3073240141.30E-07 >ZP_07603223 glycoside hydrolase family 3 domain protein [Streptomyces violaceusniger Tu 4113].
Contig9776 Actinobacteria-Streptosporangium_roseum_DSM_43021_gi2719678131.10E-14 >YP_003342009 hypothetical protein Sros_6553 [Streptosporangium roseum DSM 43021].
Contig12976 Actinobacteria-Streptosporangium_roseum_DSM_43021_gi2719678138.00E-24 >YP_003342009 hypothetical protein Sros_6553 [Streptosporangium roseum DSM 43021].
Contig12089 Actinobacteria-Thermomonospora_curvata_DSM_43183_gi2691273991.20E-25 >YP_003300769 stress protein [Thermomonospora curvata DSM 43183].
Contig4287 Alveolata-Alexandrium_catenella_esgi186952944_3 6.80E-11 >EX455561 sqfb47f395 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig5006 Alveolata-Alexandrium_catenella_esgi186952977_2 5.00E-25 >EX456959 sq25df5b22 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig6593 Alveolata-Alexandrium_catenella_esgi186955642_1 8.70E-10 >EX455715 sq7553fbb8 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig2786 Alveolata-Alexandrium_catenella_esgi186958280_1 8.30E-08 >EX458347 sq28e9856e Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig4775 Alveolata-Alexandrium_catenella_esgi186958479_3 1.10E-30 >EX455819 sq6d6647d5 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig6177 Alveolata-Alexandrium_catenella_esgi186960509_3 2.60E-39 >EX456605 sqb711b971 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig2234 Alveolata-Alexandrium_catenella_esgi186961449_2 4.30E-22 >EX463688 sqa84f78ab Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig12629 Alveolata-Alexandrium_catenella_esgi186961616_1 6.00E-11 >EX462325 sq5576dd57 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig1036 Alveolata-Alexandrium_catenella_esgi186961804_2 7.40E-23 >EX455388 sq10bc4f30 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig12126 Alveolata-Alexandrium_catenella_esgi186964006_1 7.20E-36 >EX462829 sq408b6cba Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig1561 Alveolata-Alexandrium_catenella_esgi186965042_2 1.50E-29 >EX456885 sqa994a053 Alexandrium catenella ACC07 expressed sequence tags Alexandrium catenella cDNA, mRNA sequence.
Contig4662 Alveolata-Alexandrium_minutum_esgi297637458_6 2.10E-15 >GW795394 AmnE011001P0036A08.x_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig4642 Alveolata-Alexandrium_minutum_esgi297641436_2 6.70E-12 >GW794738 AmnE011001P0029B12.y_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig6999 Alveolata-Alexandrium_minutum_esgi297642649_3 2.50E-19 >GW802226 AmnE011001P0086G23.x_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig13697 Alveolata-Alexandrium_minutum_esgi297645992_4 3.00E-11 >GW809045 AmnE011001P0142E08.x_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig1686 Alveolata-Alexandrium_minutum_esgi297654430_1 2.50E-19 >GW810419 AmnE011001P0153C03.y_phred13_vc Alexandrium minutum normalized EST library Alexandrium minutum cDNA, mRNA sequence.
Contig12869 Alveolata-Amphidinium_carterae_esgi39543385_2 3.90E-09 >CF065689 Ac2855 Amphidinium carterae Amphidinium carterae cDNA clone Ac2855 3', mRNA sequence.
Contig2822 Alveolata-Amphidinium_carterae_esgi39544541_1 5.60E-13 >CF066845 Ac531 Amphidinium carterae Amphidinium carterae cDNA clone Ac531 3', mRNA sequence.
Contig21 Alveolata-Babesia_bovis_T2Bo_gi156084130 2.20E-22 >XP_001609548 ATPase, AAA family [Babesia bovis].
Contig16998 Alveolata-Babesia_bovis_T2Bo_gi156085878 3.90E-35 >XP_001610348 translation initiation factor 2 gamma subunit [Babesia bovis T2Bo].
Contig15259 Alveolata-Babesia_bovis_T2Bo_gi156089135 3.80E-16 >XP_001611974 40S ribosomal protein S2 [Babesia bovis T2Bo].
Contig11 Alveolata-Cryptosporidium_hominis_TU502_gi67600868 4.80E-16 >XP_666360 ubiquitin carboxyl-terminal hydrolase [Cryptosporidium hominis TU502].
Contig8819 Alveolata-Cryptosporidium_muris_RN66_gi209876416 2.30E-20 >XP_002139650 protein kinase domain-containing protein [Cryptosporidium muris RN66].
Contig16859 Alveolata-Cryptosporidium_muris_RN66_gi209876524 9.70E-108 >XP_002139704 helicase SWR1 protein [Cryptosporidium muris RN66].
Contig566 Alveolata-Cryptosporidium_muris_RN66_gi209880347 2.80E-22 >XP_002141613 type I fatty acid synthase [Cryptosporidium muris RN66].
Contig12944 Alveolata-Cryptosporidium_muris_RN66_gi209881366 6.30E-07 >XP_002142121 zinc finger, C3HC4 type domain-containing protein [Cryptosporidium muris RN66].
Contig16875 Alveolata-Cryptosporidium_parvum_Iowa_II_gi1266545194.80E-11 >XP_001388430 Cyclin dependent kinase regulatory subunit [Cryptosporidium parvum Iowa II].
Contig2744 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66356976 7.50E-06 >XP_625666 MJ050-like PP-loop ATpase [Cryptosporidium parvum Iowa II].
Contig12613 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66358536 1.50E-34 >XP_626446 ximpact ortholog conserved protein seen in bacteria and eukaryotes [Cryptosporidium parvum Iowa II].
Contig11859 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66362774 8.20E-17 >XP_628353 P-type ATpase (calcium/phospholipid-transporter), 9 transmembrane domains [Cryptosporidium parvum Iowa II].
Contig3962 Alveolata-Cryptosporidium_parvum_Iowa_II_gi66363278 7.40E-08 >XP_628605 gigantic extracellular protein with interesting sushi (9x) and archaeal protease type repeats having the domain architecture: signal peptide-CRYPB(3x)-sushi (9x)-archaeoglobus type repeats (2x) [Cryptosporidium parvum Iowa II].
Contig4527 Alveolata-Eimeria_tenella_str_Houghton_gi118490868 2.10E-54 >XP_001238743 myosin light chain kinase [Eimeria tenella].
Contig9126 Alveolata-Karenia_brevis_esgi158894692_3 2.70E-08 >EX868944 AUAO3242.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO3242 5', mRNA sequence.
Contig6751 Alveolata-Karenia_brevis_esgi158896059_1 1.10E-11 >EX870311 AUAO3978.fwd AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO3978 5', mRNA sequence.
Contig17337 Alveolata-Karenia_brevis_esgi158898490_6 8.80E-07 >EX872742 AUAO5319.rev AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO5319 3', mRNA sequence.
Contig16661 Alveolata-Karenia_brevis_esgi158902488_5 2.50E-09 >EX876740 AUAO7423.rev AUAO Karenia brevis Karbr Dark-phase Karenia brevis cDNA clone AUAO7423 3', mRNA sequence.
Contig966 Alveolata-Karenia_brevis_esgi194481346_1 1.80E-11 >FK840200 K05161D04 Karenia brevis Multi-strain Library Karenia brevis cDNA 5', mRNA sequence.
Contig13637 Alveolata-Karenia_brevis_esgi194483011_1 3.30E-06 >FK840101 K05151B10 Karenia brevis Multi-strain Library Karenia brevis cDNA 5', mRNA sequence.
Contig7891 Alveolata-Karenia_brevis_esgi48703851_3 1.90E-21 >CO061682 est_k_brevis1257 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig11848 Alveolata-Karenia_brevis_esgi48705536_2 5.30E-32 >CO063367 est_k_brevis2965 Karenia brevis EST Library (L99-05) Karenia brevis cDNA, mRNA sequence.
Contig17716 Alveolata-Karlodinium_veneficum_esgi226816493_3 7.00E-06 >GH268865 Am0d59SL1 Karlodinium veneficum 0 hr post infection Karlodinium veneficum cDNA clone Am0d59 5', mRNA sequence.
Contig16439 Alveolata-Karlodinium_veneficum_esgi226817178_3 3.50E-20 >GH270443 AmSd297SL1 Karlodinium veneficum 0 hr post infection Karlodinium veneficum cDNA clone AmSd297 5', mRNA sequence.
Contig14508 Alveolata-Lingulodinium_polyedrum_esgi39540678_2 2.10E-09 >CD810874 7 Lingulodinium polyedrum Lingulodinium polyedrum cDNA clone Lp1077, mRNA sequence.
Contig7240 Alveolata-Lingulodinium_polyedrum_esgi39542190_2 8.00E-08 >CD810866 3 Lingulodinium polyedrum Lingulodinium polyedrum cDNA clone Lp102d, mRNA sequence.
Contig4613 Alveolata-Lingulodinium_polyedrum_esgi53884605_3 8.00E-46 >BP742385 BP742385 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST06B03, mRNA sequence.
Contig11651 Alveolata-Lingulodinium_polyedrum_esgi53884649_1 3.50E-09 >BP742429 BP742429 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST06H06, mRNA sequence.
Contig12037 Alveolata-Lingulodinium_polyedrum_esgi53885039_2 8.70E-06 >BP742819 BP742819 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST14H05, mRNA sequence.
Contig12949 Alveolata-Lingulodinium_polyedrum_esgi53885369_3 9.60E-37 >BP743149 BP743149 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST23A06, mRNA sequence.
Contig4581 Alveolata-Lingulodinium_polyedrum_esgi53885866_2 2.00E-10 >BP743646 BP743646 Lingulodinium polyedrum cDNA Lingulodinium polyedrum cDNA clone LP13EST36E11, mRNA sequence.
Contig4643 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454770077.20E-14 >XP_001424526 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig11945 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454865776.70E-56 >XP_001429295 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig16436 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454865779.20E-39 >XP_001429295 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig4652 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454890001.00E-14 >XP_001430503 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig9421 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454899983.90E-24 >XP_001431000 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig3161 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454961014.00E-24 >XP_001434042 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig125 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1454966685.60E-10 >XP_001434324 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig12804 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455028653.20E-18 >XP_001437410 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig12260 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455061001.20E-44 >XP_001439016 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig15890 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455133945.30E-09 >XP_001442608 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig4185 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455169035.90E-19 >XP_001444340 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig936 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455208637.60E-30 >XP_001446287 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig6262 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455232278.90E-10 >XP_001447452 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig11969 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455258576.50E-06 >XP_001448745 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig12545 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455291651.00E-22 >XP_001450371 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig11762 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455386887.20E-23 >XP_001455044 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig11983 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455430398.80E-21 >XP_001457206 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig128 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455438693.70E-21 >XP_001457620 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig2207 Alveolata-Paramecium_tetraurelia_strain_d4_2_gi1455458796.70E-17 >XP_001458623 hypothetical protein [Paramecium tetraurelia strain d4-2].
Contig9152 Alveolata-Perkinsus_marinus_ATCC_50983_gi294868284 1.70E-24 >XP_002765461 Ribonuclease Z, putative [Perkinsus marinus ATCC 50983].
Contig12495 Alveolata-Perkinsus_marinus_ATCC_50983_gi294868284 6.00E-21 >XP_002765461 Ribonuclease Z, putative [Perkinsus marinus ATCC 50983].
Contig16383 Alveolata-Perkinsus_marinus_ATCC_50983_gi294881052 8.90E-52 >XP_002769220 conserved hypothetical protein [Perkinsus marinus ATCC 50983].
Contig13111 Alveolata-Perkinsus_marinus_ATCC_50983_gi294881227 3.00E-19 >XP_002769305 hypothetical protein Pmar_PMAR024341 [Perkinsus marinus ATCC 50983].
Contig7822 Alveolata-Perkinsus_marinus_ATCC_50983_gi294883631 2.10E-10 >XP_002771010 hypothetical protein Pmar_PMAR001838 [Perkinsus marinus ATCC 50983].
Contig5201 Alveolata-Perkinsus_marinus_ATCC_50983_gi294898822 1.70E-08 >XP_002776392 voltage-gated cation channel, putative [Perkinsus marinus ATCC 50983].
Contig8477 Alveolata-Perkinsus_marinus_ATCC_50983_gi294901515 6.80E-51 >XP_002777392 RNA helicase, putative [Perkinsus marinus ATCC 50983].
Contig3854 Alveolata-Perkinsus_marinus_ATCC_50983_gi294925259 9.70E-08 >XP_002778879 vacuolar amino acid transporter, putative [Perkinsus marinus ATCC 50983].
Contig13025 Alveolata-Perkinsus_marinus_ATCC_50983_gi294925990 9.40E-06 >XP_002779052 WD-repeat protein, putative [Perkinsus marinus ATCC 50983].
Contig4257 Alveolata-Perkinsus_marinus_ATCC_50983_gi294929901 7.00E-23 >XP_002779411 DEAD box ATP-dependent RNA helicase, putative [Perkinsus marinus ATCC 50983].
Contig5966 Alveolata-Perkinsus_marinus_ATCC_50983_gi294931029 6.10E-06 >XP_002779739 DNA repair helicase, putative [Perkinsus marinus ATCC 50983].
Contig8941 Alveolata-Perkinsus_marinus_ATCC_50983_gi294932407 3.90E-15 >XP_002780257 hypothetical protein Pmar_PMAR019158 [Perkinsus marinus ATCC 50983].
Contig3799 Alveolata-Perkinsus_marinus_ATCC_50983_gi294933776 2.70E-11 >XP_002780845 hypothetical protein Pmar_PMAR004921 [Perkinsus marinus ATCC 50983].
Contig3327 Alveolata-Perkinsus_marinus_ATCC_50983_gi294936237 2.90E-18 >XP_002781672 HIRA-interacting protein, putative [Perkinsus marinus ATCC 50983].
Contig7839 Alveolata-Perkinsus_marinus_ATCC_50983_gi294950009 1.10E-08 >XP_002786415 DNA-directed RNA polymerase subunit N, putative [Perkinsus marinus ATCC 50983].
Contig5616 Alveolata-Perkinsus_marinus_ATCC_50983_gi294950395 1.10E-06 >XP_002786608 snf2 histone linker phd ring helicase, putative [Perkinsus marinus ATCC 50983].
Contig15357 Alveolata-Perkinsus_marinus_ATCC_50983_gi294950501 3.10E-44 >XP_002786661 H+-translocating inorganic pyrophosphatase TVP1, putative [Perkinsus marinus ATCC 50983].
Contig872 Alveolata-Perkinsus_marinus_ATCC_50983_gi294950564 1.60E-09 >XP_002786692 conserved hypothetical protein [Perkinsus marinus ATCC 50983].
Contig4501 Alveolata-Perkinsus_marinus_ATCC_50983_gi294955740 8.30E-06 >XP_002788656 Rapid response to glucose protein, putative [Perkinsus marinus ATCC 50983].
Contig5559 Alveolata-Perkinsus_marinus_ATCC_50983_gi294955754 4.70E-12 >XP_002788663 hypothetical protein Pmar_PMAR010201 [Perkinsus marinus ATCC 50983].
Contig4483 Alveolata-Perkinsus_marinus_ATCC_50983_gi294956161 4.90E-21 >XP_002788831 hypothetical protein Pmar_PMAR004290 [Perkinsus marinus ATCC 50983].
Contig11814 Alveolata-Plasmodium_berghei_str_ANKA_gi68064759 9.70E-15 >XP_674363 hypothetical protein [Plasmodium berghei strain ANKA].
Contig4925 Alveolata-Plasmodium_berghei_str_ANKA_gi68074157 1.60E-30 >XP_678993 glutamate dehydrogenase [Plasmodium berghei strain ANKA].
Contig14306 Alveolata-Plasmodium_chabaudi_chabaudi_gi70916175 1.10E-08 >XP_732422 hypothetical protein [Plasmodium chabaudi chabaudi].
Contig280 Alveolata-Plasmodium_chabaudi_chabaudi_gi70942336 1.60E-20 >XP_741346 hypothetical protein [Plasmodium chabaudi chabaudi].
Contig3361 Alveolata-Plasmodium_falciparum_3D7_gi124506091 2.20E-07 >XP_001351643 guanidine nucleotide exchange factor [Plasmodium falciparum 3D7].
Contig8823 Alveolata-Plasmodium_falciparum_3D7_gi124809667 4.10E-23 >XP_001348648 conserved Plasmodium protein, unknown function [Plasmodium falciparum 3D7].
Contig1696 Alveolata-Plasmodium_knowlesi_strain_H_gi221056985 2.70E-43 >XP_002259630 snrnp protein [Plasmodium knowlesi strain H].
Contig4444 Alveolata-Symbiodinium_sp_C3_esgi186956657_6 9.80E-11 >FE865608 ZooX20007A17.g_079 Symbiodinium normalized stress library Lambda ZAP II Symbiodinium sp. C3 cDNA 5', mRNA sequence.
Contig5847 Alveolata-Symbiodinium_sp_C3_esgi186963953_6 6.50E-16 >FE865500 ZooX20008A17.g_079 Symbiodinium normalized stress library Lambda ZAP II Symbiodinium sp. C3 cDNA 5', mRNA sequence.
Contig14155 Alveolata-Symbiodinium_sp_C3_esgi186963953_6 1.50E-24 >FE865500 ZooX20008A17.g_079 Symbiodinium normalized stress library Lambda ZAP II Symbiodinium sp. C3 cDNA 5', mRNA sequence.
Contig5238 Alveolata-Tetrahymena_thermophila_gi118345676 4.30E-47 >XP_976668 hypothetical protein TTHERM_00548120 [Tetrahymena thermophila].
Contig12851 Alveolata-Tetrahymena_thermophila_gi118346861 7.30E-06 >XP_977203 PHD finger-like protein [Tetrahymena thermophila].
Contig12503 Alveolata-Tetrahymena_thermophila_gi118347390 7.70E-11 >XP_001007172 von Willebrand factor type A domain containing protein [Tetrahymena thermophila].
Contig11544 Alveolata-Tetrahymena_thermophila_gi118348866 2.60E-55 >XP_001007906 Helicase conserved C-terminal domain containing protein [Tetrahymena thermophila].
Contig5404 Alveolata-Tetrahymena_thermophila_gi118349644 1.30E-24 >XP_001008103 TB2/DP1, HVA22 family protein [Tetrahymena thermophila].
Contig16438 Alveolata-Tetrahymena_thermophila_gi118351494 5.90E-17 >XP_001009022 hypothetical protein TTHERM_00260750 [Tetrahymena thermophila].
Contig12623 Alveolata-Tetrahymena_thermophila_gi118354036 3.10E-08 >XP_001010282 Mitochondrial carrier protein [Tetrahymena thermophila].
Contig195 Alveolata-Tetrahymena_thermophila_gi118356929 2.70E-11 >XP_001011718 hypothetical protein TTHERM_00596560 [Tetrahymena thermophila].
Contig6842 Alveolata-Tetrahymena_thermophila_gi118360725 4.70E-08 >XP_001013594 hypothetical protein TTHERM_00884630 [Tetrahymena thermophila].
Contig748 Alveolata-Tetrahymena_thermophila_gi118362077 9.00E-23 >XP_001014266 hypothetical protein TTHERM_00227350 [Tetrahymena thermophila].
Contig8436 Alveolata-Tetrahymena_thermophila_gi118362077 7.60E-10 >XP_001014266 hypothetical protein TTHERM_00227350 [Tetrahymena thermophila].
Contig6100 Alveolata-Tetrahymena_thermophila_gi118365417 1.50E-08 >XP_001015929 hypothetical protein TTHERM_00267940 [Tetrahymena thermophila].
Contig87 Alveolata-Tetrahymena_thermophila_gi118367423 1.10E-10 >XP_001016926 Leishmanolysin family protein [Tetrahymena thermophila].
Contig11634 Alveolata-Tetrahymena_thermophila_gi118378379 2.80E-65 >XP_001022365 Papain family cysteine protease containing protein [Tetrahymena thermophila].
Contig895 Alveolata-Tetrahymena_thermophila_gi118378890 9.60E-14 >XP_001022619 Protein kinase domain containing protein [Tetrahymena thermophila].
Contig7256 Alveolata-Tetrahymena_thermophila_gi118383519 3.80E-27 >XP_001024914 ubiquitin-activating enzyme E1 family protein [Tetrahymena thermophila].
Contig4490 Alveolata-Tetrahymena_thermophila_gi118383854 9.40E-16 >XP_001025081 Phosphoesterase family protein [Tetrahymena thermophila].
Contig12837 Alveolata-Tetrahymena_thermophila_gi118385975 3.00E-06 >XP_001026110 hypothetical protein TTHERM_00971900 [Tetrahymena thermophila].
Contig17273 Alveolata-Tetrahymena_thermophila_gi118386099 4.70E-06 >XP_001026171 Myb-like DNA-binding domain containing protein [Tetrahymena thermophila].
Contig3473 Alveolata-Tetrahymena_thermophila_gi118391769 3.00E-06 >XP_001028574 hypothetical protein TTHERM_02290890 [Tetrahymena thermophila].
Contig11836 Alveolata-Tetrahymena_thermophila_gi118395404 4.40E-59 >XP_001030052 Protein kinase domain containing protein [Tetrahymena thermophila].
Contig10089 Alveolata-Tetrahymena_thermophila_gi118398651 4.00E-07 >XP_001031653 hydrolase, NUDIX family protein [Tetrahymena thermophila].
Contig238 Alveolata-Tetrahymena_thermophila_gi118398752 6.30E-06 >XP_001031703 hypothetical protein TTHERM_00755740 [Tetrahymena thermophila].
Contig16377 Alveolata-Tetrahymena_thermophila_gi146161727 4.90E-36 >XP_001007919 hypothetical protein TTHERM_00538950 [Tetrahymena thermophila].
Contig12815 Alveolata-Tetrahymena_thermophila_gi146165398 6.20E-08 >XP_001014917 hypothetical protein TTHERM_00052210 [Tetrahymena thermophila].
Contig48 Alveolata-Tetrahymena_thermophila_gi146184245 1.40E-09 >XP_001028080 anaphase-promoting complex, subunit 10 [Tetrahymena thermophila].
Contig9127 Alveolata-Theileria_annulata_strain_Ankara_gi84997559 3.70E-06 >XP_953501 vesicle trafficking protein (SEC7 homologue) [Theileria annulata strain Ankara].
Contig3084 Alveolata-Theileria_annulata_strain_Ankara_gi84999928 7.90E-06 >XP_954685 sortilin-like protein [Theileria annulata].
Contig8885 Alveolata-Theileria_parva_strain_Muguga_gi71029704 6.20E-08 >XP_764495 hypothetical protein [Theileria parva strain Muguga].
Contig2552 Alveolata-Theileria_parva_strain_Muguga_gi71033619 6.70E-10 >XP_766451 hypothetical protein [Theileria parva strain Muguga].
Contig1231 Alveolata-Toxoplasma_gondii_ME49_gi237830061 1.10E-06 >XP_002364328 step II splicing factor SLU7, putative [Toxoplasma gondii ME49].
Contig10427 Alveolata-Toxoplasma_gondii_ME49_gi237830933 1.00E-09 >XP_002364764 EF hand domain-containing protein [Toxoplasma gondii ME49].
Contig15648 Alveolata-Toxoplasma_gondii_ME49_gi237830933 2.50E-09 >XP_002364764 EF hand domain-containing protein [Toxoplasma gondii ME49].
Contig16352 Alveolata-Toxoplasma_gondii_ME49_gi237831131 4.40E-43 >XP_002364863 hypothetical protein TGME49_055350 [Toxoplasma gondii ME49].
Contig6916 Alveolata-Toxoplasma_gondii_ME49_gi237835823 6.80E-29 >XP_002367209 actin, putative [Toxoplasma gondii ME49].
Contig170 Alveolata-Toxoplasma_gondii_ME49_gi237835927 7.30E-12 >XP_002367261 thioredoxin, putative [Toxoplasma gondii ME49].
Contig14098 Alveolata-Toxoplasma_gondii_ME49_gi237837517 1.60E-06 >XP_002368056 serine-threonine phosophatase 2C [Toxoplasma gondii ME49].
Contig14846 Alveolata-Toxoplasma_gondii_ME49_gi237837517 1.80E-23 >XP_002368056 serine-threonine phosophatase 2C [Toxoplasma gondii ME49].
Contig9998 Alveolata-Toxoplasma_gondii_ME49_gi237841211 7.20E-07 >XP_002369903 ABC transporter protein, putative [Toxoplasma gondii ME49].
Contig6134 Alveolata-Toxoplasma_gondii_ME49_gi237842077 1.60E-11 >XP_002370336 hypothetical protein TGME49_105540 [Toxoplasma gondii ME49].
Contig11898 Alveolata-Toxoplasma_gondii_ME49_gi237843929 1.60E-10 >XP_002371262 sushi domain-containing protein / SCR repeat-containing protein [Toxoplasma gondii ME49].
Contig17133 Alveolata-Toxoplasma_gondii_ME49_gi237844343 7.70E-24 >XP_002371469 enhancer of rudimentary, putative [Toxoplasma gondii ME49].
Contig11681 Amoebozoa-Dictyostelium_discoideum_AX4_gi1112185506.40E-13 >XP_645959 hypothetical protein DDB_G0270864 [Dictyostelium discoideum AX4].
Contig9812 Amoebozoa-Dictyostelium_discoideum_AX4_gi1112268023.70E-13 >XP_642763 hypothetical protein DDB_G0277253 [Dictyostelium discoideum AX4].
Contig796 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662403506.90E-21 >XP_001733016 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig4283 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662403504.60E-42 >XP_001733016 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig4507 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662403501.60E-70 >XP_001733016 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig5549 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662403502.30E-23 >XP_001733016 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig11939 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662403502.00E-60 >XP_001733016 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig541 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662404544.70E-70 >XP_640913 BEACH domain-containing protein [Dictyostelium discoideum AX4].
Contig13895 Amoebozoa-Dictyostelium_discoideum_AX4_gi1662404542.70E-08 >XP_640913 BEACH domain-containing protein [Dictyostelium discoideum AX4].
Contig578 Amoebozoa-Dictyostelium_discoideum_AX4_gi2686377798.30E-12 >XP_637802 alpha/beta hydrolase fold-1 domain-containing protein [Dictyostelium discoideum AX4].
Contig4388 Amoebozoa-Dictyostelium_discoideum_AX4_gi2686379092.10E-09 >XP_640122 hypothetical protein DDB_G0282783 [Dictyostelium discoideum AX4].
Contig7695 Amoebozoa-Dictyostelium_discoideum_AX4_gi2686382483.50E-06 >XP_002649199 IPT/TIG domain-containing protein [Dictyostelium discoideum AX4].
Contig4568 Amoebozoa-Dictyostelium_discoideum_AX4_gi66800143 3.40E-96 >XP_628997 DNA repair exonuclease [Dictyostelium discoideum AX4].
Contig1381 Amoebozoa-Dictyostelium_discoideum_AX4_gi66800957 4.50E-70 >XP_629404 chaperonin containing TCP1 delta subunit [Dictyostelium discoideum AX4].
Contig4993 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801517 4.90E-07 >XP_629684 hypothetical protein DDB_G0292354 [Dictyostelium discoideum AX4].
Contig4621 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801557 6.20E-41 >XP_629704 UNC-50 family protein [Dictyostelium discoideum AX4].
Contig16478 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801643 2.10E-23 >XP_629747 hypothetical protein DDB_G0292206 [Dictyostelium discoideum AX4].
Contig4264 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801659 2.00E-53 >XP_629755 hypothetical protein DDB_G0291996 [Dictyostelium discoideum AX4].
Contig12002 Amoebozoa-Dictyostelium_discoideum_AX4_gi66801659 2.50E-41 >XP_629755 hypothetical protein DDB_G0291996 [Dictyostelium discoideum AX4].
Contig6963 Amoebozoa-Dictyostelium_discoideum_AX4_gi66803048 1.90E-13 >XP_635367 hypothetical protein DDB_G0291161 [Dictyostelium discoideum AX4].
Contig16246 Amoebozoa-Dictyostelium_discoideum_AX4_gi66804305 1.10E-85 >XP_635931 hypothetical protein DDB_G0290035 [Dictyostelium discoideum AX4].
Contig12591 Amoebozoa-Dictyostelium_discoideum_AX4_gi66804709 1.00E-11 >XP_636087 hypothetical protein DDB_G0289737 [Dictyostelium discoideum AX4].
Contig6543 Amoebozoa-Dictyostelium_discoideum_AX4_gi66805349 7.00E-10 >XP_636407 hypothetical protein DDB_G0289105 [Dictyostelium discoideum AX4].
Contig4807 Amoebozoa-Dictyostelium_discoideum_AX4_gi66805893 1.10E-08 >XP_636668 nucleoporin 210 [Dictyostelium discoideum AX4].
Contig64 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806137 1.20E-21 >XP_636790 transmembrane protein [Dictyostelium discoideum AX4].
Contig11534 Amoebozoa-Dictyostelium_discoideum_AX4_gi668062398.60E-145 >XP_636842 T7-like mitochondrial DNA helicase [Dictyostelium discoideum AX4].
Contig12771 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806459 1.90E-14 >XP_636952 hypothetical protein DDB_G0288041 [Dictyostelium discoideum AX4].
Contig2933 Amoebozoa-Dictyostelium_discoideum_AX4_gi66806559 7.10E-17 >XP_637002 hypothetical protein DDB_G0287711 [Dictyostelium discoideum AX4].
Contig5854 Amoebozoa-Dictyostelium_discoideum_AX4_gi66807017 2.50E-10 >XP_637231 hypothetical protein DDB_G0287315 [Dictyostelium discoideum AX4].
Contig13191 Amoebozoa-Dictyostelium_discoideum_AX4_gi66807425 6.30E-27 >XP_637435 actin related protein 6 [Dictyostelium discoideum AX4].
Contig638 Amoebozoa-Dictyostelium_discoideum_AX4_gi66807963 7.60E-08 >XP_637704 extracellular signal-regulated protein kinase [Dictyostelium discoideum AX4].
Contig16230 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809717 7.70E-73 >XP_638581 polyhydroxybutyrate depolymerase [Dictyostelium discoideum AX4].
Contig4695 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809811 4.80E-38 >XP_638629 hypothetical protein DDB_G0284435 [Dictyostelium discoideum AX4].
Contig7600 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809853 3.40E-09 >XP_638650 protein serine/threonine kinase [Dictyostelium discoideum AX4].
Contig1446 Amoebozoa-Dictyostelium_discoideum_AX4_gi66809891 6.40E-10 >XP_638669 protein phosphatase 2C-related protein [Dictyostelium discoideum AX4].
Contig4591 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810155 2.60E-08 >XP_638801 hypothetical protein DDB_G0283989 [Dictyostelium discoideum AX4].
Contig12607 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810664 1.90E-09 >XP_639039 ABC transporter A family protein [Dictyostelium discoideum AX4].
Contig12127 Amoebozoa-Dictyostelium_discoideum_AX4_gi66810930 7.20E-42 >XP_639172 G-protein subunit alpha 6 [Dictyostelium discoideum AX4].



Contig4532 Amoebozoa-Dictyostelium_discoideum_AX4_gi66811574 9.60E-15 >XP_639966 exocyst complex subunit 1 [Dictyostelium discoideum AX4].
Contig9330 Amoebozoa-Dictyostelium_discoideum_AX4_gi66812544 1.00E-08 >XP_640451 WD40 repeat-containing protein [Dictyostelium discoideum AX4].
Contig8505 Amoebozoa-Dictyostelium_discoideum_AX4_gi66812636 2.20E-20 >XP_640497 Rab GTPase domain-containing protein [Dictyostelium discoideum AX4].
Contig12417 Amoebozoa-Dictyostelium_discoideum_AX4_gi66813336 9.30E-37 >XP_640847 kinesin family member 3 [Dictyostelium discoideum AX4].
Contig13588 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814130 9.50E-45 >XP_641244 peptidase S10 family protein [Dictyostelium discoideum AX4].
Contig9069 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814176 8.00E-40 >XP_641267 hypothetical protein DDB_G0280371 [Dictyostelium discoideum AX4].
Contig12527 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814212 6.90E-17 >XP_641285 dynactin 62 kDa subunit [Dictyostelium discoideum AX4].
Contig4594 Amoebozoa-Dictyostelium_discoideum_AX4_gi66814402 1.00E-55 >XP_641380 Rab GTPase [Dictyostelium discoideum AX4].
Contig3754 Amoebozoa-Dictyostelium_discoideum_AX4_gi66815399 5.20E-18 >XP_641716 hypothetical protein DDB_G0279385 [Dictyostelium discoideum AX4].
Contig4837 Amoebozoa-Dictyostelium_discoideum_AX4_gi66815433 1.80E-42 >XP_641733 hypothetical protein DDB_G0279219 [Dictyostelium discoideum AX4].
Contig12048 Amoebozoa-Dictyostelium_discoideum_AX4_gi66818295 1.30E-21 >XP_642807 glycosylphosphatidylinositol phospholipase D [Dictyostelium discoideum AX4].
Contig5601 Amoebozoa-Dictyostelium_discoideum_AX4_gi66818727 7.00E-11 >XP_643023 hypothetical protein DDB_G0276673 [Dictyostelium discoideum AX4].
Contig13884 Amoebozoa-Dictyostelium_discoideum_AX4_gi66819133 1.10E-17 >XP_643226 hypothetical protein DDB_G0276279 [Dictyostelium discoideum AX4].
Contig1030 Amoebozoa-Dictyostelium_discoideum_AX4_gi66819573 1.90E-11 >XP_643446 myosin ID heavy chain [Dictyostelium discoideum AX4].
Contig1718 Amoebozoa-Dictyostelium_discoideum_AX4_gi66820432 6.90E-09 >XP_643832 hypothetical protein DDB_G0275049 [Dictyostelium discoideum AX4].
Contig8556 Amoebozoa-Dictyostelium_discoideum_AX4_gi66820851 3.60E-09 >XP_643982 peptidase C19 family protein [Dictyostelium discoideum AX4].
Contig14186 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821193 6.40E-10 >XP_644103 hypothetical protein DDB_G0274889 [Dictyostelium discoideum AX4].
Contig8910 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821211 4.90E-34 >XP_644109 hypothetical protein DDB_G0274897 [Dictyostelium discoideum AX4].
Contig7560 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821527 1.30E-12 >XP_644229 SNF2-related domain-containing protein [Dictyostelium discoideum AX4].
Contig15095 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821527 1.20E-35 >XP_644229 SNF2-related domain-containing protein [Dictyostelium discoideum AX4].
Contig8352 Amoebozoa-Dictyostelium_discoideum_AX4_gi66821689 7.50E-17 >XP_644286 EGF-like domain-containing protein [Dictyostelium discoideum AX4].
Contig11851 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824101 2.40E-83 >XP_645405 hypothetical protein DDB_G0271894 [Dictyostelium discoideum AX4].
Contig5448 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824129 2.50E-09 >XP_645419 hypothetical protein DDB_G0271944 [Dictyostelium discoideum AX4].
Contig12626 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824391 1.40E-18 >XP_645550 RNA polymerase III subunit [Dictyostelium discoideum AX4].
Contig16776 Amoebozoa-Dictyostelium_discoideum_AX4_gi66824895 5.60E-14 >XP_645802 hypothetical protein DDB_G0271490 [Dictyostelium discoideum AX4].
Contig1956 Amoebozoa-Dictyostelium_discoideum_AX4_gi66825137 6.30E-10 >XP_645923 leucine-rich repeat-containing protein [Dictyostelium discoideum AX4].
Contig12460 Amoebozoa-Dictyostelium_discoideum_AX4_gi66826453 1.20E-49 >XP_646581 vacuolar protein sorting-associated protein 26 [Dictyostelium discoideum AX4].
Contig12778 Amoebozoa-Dictyostelium_discoideum_AX4_gi66828209 1.50E-29 >XP_647459 hypothetical protein DDB_G0267974 [Dictyostelium discoideum AX4].
Contig13252 Amoebozoa-Dictyostelium_discoideum_AX4_gi66828295 2.10E-18 >XP_647502 phospholipase B-like protein [Dictyostelium discoideum AX4].
Contig6630 Amoebozoa-Dictyostelium_discoideum_AX4_gi66828447 5.80E-06 >XP_647578 hypothetical protein DDB_G0268134 [Dictyostelium discoideum AX4].
Contig11777 Amoebozoa-Dictyostelium_discoideum_AX4_gi66828629 4.00E-65 >XP_647668 RhoGAP domain-containing protein [Dictyostelium discoideum AX4].
Contig13337 Amoebozoa-Dictyostelium_discoideum_AX4_gi66828647 9.80E-24 >XP_647677 hypothetical protein DDB_G0268252 [Dictyostelium discoideum AX4].
Contig4177 Amoebozoa-Entamoeba_dispar_SAW760_gi167376936 9.30E-11 >XP_001734219 Rho/RAC guanine nucleotide exchange factor [Entamoeba dispar SAW760].
Contig506 Amoebozoa-Entamoeba_dispar_SAW760_gi167393600 1.40E-07 >XP_001740644 hypothetical protein [Entamoeba dispar SAW760].
Contig1827 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi1832312544.40E-09 >XP_655065 hypothetical protein [Entamoeba histolytica HM-1:IMSS].
Contig1213 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi1832352774.20E-08 >XP_653113 glycosyltransferase [Entamoeba histolytica HM-1:IMSS].
Contig13299 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi1832362031.60E-07 >XP_001914397 actin 2 protein [Entamoeba histolytica HM-1:IMSS].
Contig5525 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674624162.50E-16 >XP_647871 Actin-related protein 3 [Entamoeba histolytica HM-1:IMSS].
Contig4154 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674664699.80E-10 >XP_649382 Rho guanine nucleotide exchange factor [Entamoeba histolytica HM-1:IMSS].
Contig4737 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674664692.80E-19 >XP_649382 Rho guanine nucleotide exchange factor [Entamoeba histolytica HM-1:IMSS].
Contig1318 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674666311.90E-07 >XP_649463 ubiquitin-like [Entamoeba histolytica HM-1:IMSS].
Contig12347 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674698793.20E-51 >XP_650911 cdc48-like protein [Entamoeba histolytica HM-1:IMSS].
Contig1609 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674727673.90E-22 >XP_652171 synapsin [Entamoeba histolytica HM-1:IMSS].
Contig9272 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674727672.10E-47 >XP_652171 synapsin [Entamoeba histolytica HM-1:IMSS].
Contig1694 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674799762.20E-14 >XP_655361 Rho guanine nucleotide exchange factor [Entamoeba histolytica HM-1:IMSS].
Contig7449 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674833853.00E-09 >XP_656964 hypothetical protein [Entamoeba histolytica HM-1:IMSS].
Contig16271 Amoebozoa-Entamoeba_histolytica_HM_1_IMSS_gi674843463.00E-17 >XP_657393 hypothetical protein [Entamoeba histolytica HM-1:IMSS].
Contig4469 Aquificae-Aquifex_aeolicus_VF5_gi15606309 1.90E-54 >NP_213688 DNA polymerase III alpha subunit [Aquifex aeolicus VF5].
Contig4128 Aquificae-Aquifex_aeolicus_VF5_gi15606359 1.50E-104 >NP_213738 GDP-D-mannose dehydratase [Aquifex aeolicus VF5].
Contig376 Aquificae-Hydrogenivirga_sp_128_5_R1_1_gi163784323 2.30E-08 >ZP_02179229 hypothetical protein HG1285_04548 [Hydrogenivirga sp. 128-5-R1-1].
Contig4504 Aquificae-Hydrogenobacter_thermophilus_TK_6_gi2888178592.60E-13 >YP_003432206 phage uncharacterized protein [Hydrogenobacter thermophilus TK-6].
Contig5544 Aquificae-Persephonella_marina_EX_H1_gi225849930 3.50E-19 >YP_002730164 ankyrin domain protein [Persephonella marina EX-H1].
Contig5650 Aquificae-Sulfurihydrogenibium_sp_YO3AOP1_gi1889968482.60E-11 >YP_001931099 serine/threonine protein kinase [Sulfurihydrogenibium sp. YO3AOP1].
Contig5622 Archaea-Desulfurococcus_kamchatkensis_1221n_gi2188846793.10E-15 >YP_002429061 elongation factor 1-alpha [Desulfurococcus kamchatkensis 1221n].
Contig9484 Archaea-Methanobrevibacter_ruminantium_M1_gi2885612999.90E-07 >YP_003424785 adhesin-like protein [Methanobrevibacter ruminantium M1].
Contig5288 Archaea-Methanococcoides_burtonii_DSM_6242_gi917736582.60E-45 >YP_566350 A-macroglobulin like protein [Methanococcoides burtonii DSM 6242].
Contig5672 Archaea-Methanococcus_maripaludis_C7_gi150402428 1.90E-26 >YP_001329722 hypothetical protein MmarC7_0502 [Methanococcus maripaludis C7].
Contig9623 Archaea-Natronomonas_pharaonis_DSM_2160_gi768027952.10E-14 >YP_330890 3-hydroxyacyl-CoA dehydrogenase 3/ enoyl-CoA hydratase I 3 [Natronomonas pharaonis DSM 2160].
Contig4152 Archaea-Pyrococcus_furiosus_DSM_3638_gi18978254 5.10E-52 >NP_579611 cell division protein CDC48 [Pyrococcus furiosus DSM 3638].
Contig9547 Archaea-Sulfolobus_islandicus_Y_N_15_51_gi229581753 1.80E-28 >YP_002840152 AAA family ATPase, CDC48 subfamily [Sulfolobus islandicus Y.N.15.51].
Contig8877 Archaea-Sulfolobus_islandicus_Y_N_15_51_gi229582572 1.50E-19 >YP_002840971 Ankyrin [Sulfolobus islandicus Y.N.15.51].
Contig8539 Archaea-Thermococcus_onnurineus_NA1_gi212224199 6.10E-22 >YP_002307435 hypothetical protein TON_1050 [Thermococcus onnurineus NA1].
Contig12246 BacteriaUnclassified-Thermobaculum_terrenum_ATCC_BAA_798_gi2698397773.90E-28 >YP_003324470 homocitrate synthase [Thermobaculum terrenum ATCC BAA-798].
Contig5220 BacteroidetesChlorobi-Algoriphagus_sp_PR1_gi3117452934.00E-13 >ZP_07719078 fasciclin domain protein [Algoriphagus sp. PR1].
Contig2421 BacteroidetesChlorobi-Bacteroides_finegoldii_DSM_17565_gi2556924032.40E-12 >ZP_05416078 DNA packaging protein gp3 [Bacteroides finegoldii DSM 17565].
Contig1490 BacteroidetesChlorobi-Bacteroides_intestinalis_DSM_17393_gi1894680405.50E-08 >ZP_03016825 hypothetical protein BACINT_04434 [Bacteroides intestinalis DSM 17393].
Contig17444 BacteroidetesChlorobi-Bacteroides_sp_3_1_23_gi2991460381.40E-07 >ZP_07039106 conserved hypothetical protein [Bacteroides sp. 3_1_23].
Contig9310 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895021042.30E-10 >YP_001957821 hypothetical protein Aasi_0703 [Candidatus Amoebophilus asiaticus 5a2].
Contig59 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895022365.40E-36 >YP_001957953 hypothetical protein Aasi_0854 [Candidatus Amoebophilus asiaticus 5a2].
Contig4930 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895022368.70E-28 >YP_001957953 hypothetical protein Aasi_0854 [Candidatus Amoebophilus asiaticus 5a2].
Contig10294 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895023361.60E-07 >YP_001958053 hypothetical protein Aasi_0966 [Candidatus Amoebophilus asiaticus 5a2].
Contig15251 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895025596.50E-23 >YP_001958276 hypothetical protein Aasi_1221 [Candidatus Amoebophilus asiaticus 5a2].
Contig9050 BacteroidetesChlorobi-Candidatus_Amoebophilus_asiaticus_5a2_gi1895027383.10E-25 >YP_001958455 hypothetical protein Aasi_1435 [Candidatus Amoebophilus asiaticus 5a2].
Contig6880 BacteroidetesChlorobi-Chitinophaga_pinensis_DSM_2588_gi2564255706.20E-46 >YP_003126223 HAD-superfamily hydrolase, subfamily IA, variant 3 [Chitinophaga pinensis DSM 2588].
Contig4909 BacteroidetesChlorobi-Chlorobaculum_parvum_NCIB_8327_gi1932124874.90E-35 >YP_001998440 band 7 protein [Chlorobaculum parvum NCIB 8327].
Contig12195 BacteroidetesChlorobi-Chloroherpeton_thalassium_ATCC_35110_gi1932150221.90E-19 >YP_001996221 TPR repeat-containing protein [Chloroherpeton thalassium ATCC 35110].
Contig17228 BacteroidetesChlorobi-Chryseobacterium_gleum_ATCC_35910_gi3007769961.60E-06 >ZP_07086854 conserved hypothetical protein [Chryseobacterium gleum ATCC 35910].
Contig2642 BacteroidetesChlorobi-Cytophaga_hutchinsonii_ATCC_33406_gi1106377607.90E-10 >YP_677967 two component sensor histidine kinase [Cytophaga hutchinsonii ATCC 33406].
Contig5636 BacteroidetesChlorobi-Dyadobacter_fermentans_DSM_18053_gi2550355431.40E-22 >YP_003086164 lipoprotein [Dyadobacter fermentans DSM 18053].
Contig1982 BacteroidetesChlorobi-Dyadobacter_fermentans_DSM_18053_gi2550361928.00E-31 >YP_003086813 acetyl-CoA acetyltransferase [Dyadobacter fermentans DSM 18053].
Contig5412 BacteroidetesChlorobi-Dyadobacter_fermentans_DSM_18053_gi2550370483.80E-92 >YP_003087669 Ribonucleoside-diphosphate reductase [Dyadobacter fermentans DSM 18053].
Contig6344 BacteroidetesChlorobi-Dyadobacter_fermentans_DSM_18053_gi2550387977.50E-22 >YP_003089418 hypothetical protein Dfer_5053 [Dyadobacter fermentans DSM 18053].
Contig2564 BacteroidetesChlorobi-Flavobacteria_bacterium_BAL38_gi1266625808.60E-15 >ZP_01733579 hypothetical protein FBBAL38_04475 [Flavobacteria bacterium BAL38].
Contig13844 BacteroidetesChlorobi-Flavobacteria_bacterium_BBFL7_gi898910192.80E-09 >ZP_01202527 phytoene dehydrogenase (phytone desaturase) [Flavobacteria bacterium BBFL7].
Contig1915 BacteroidetesChlorobi-Flavobacteria_bacterium_MS024_2A_gi2250114777.70E-11 >ZP_03701915 V-type H(+)-translocating pyrophosphatase [Flavobacteria bacterium MS024-2A].
Contig14645 BacteroidetesChlorobi-Flavobacterium_psychrophilum_JIP02_86_gi1500248325.80E-10 >YP_001295658 ornithine--oxo-acid transaminase [Flavobacterium psychrophilum JIP02/86].
Contig16180 BacteroidetesChlorobi-Flavobacterium_psychrophilum_JIP02_86_gi1500248325.70E-10 >YP_001295658 ornithine--oxo-acid transaminase [Flavobacterium psychrophilum JIP02/86].
Contig11619 BacteroidetesChlorobi-Gramella_forsetii_KT0803_gi1204360672.30E-61 >YP_861753 phytanoyl-CoA dioxygenase family protein [Gramella forsetii KT0803].
Contig5431 BacteroidetesChlorobi-Gramella_forsetii_KT0803_gi1204375194.10E-06 >YP_863205 O-carbamoyltransferase [Gramella forsetii KT0803].
Contig13798 BacteroidetesChlorobi-Leeuwenhoekiella_blandensis_MED217_gi861435058.50E-14 >ZP_01061890 putative beta-xylosidase [Leeuwenhoekiella blandensis MED217].
Contig5504 BacteroidetesChlorobi-Maribacter_sp_HTCC2170_gi3056657786.10E-21 >YP_003862065 perosamine synthetase [Maribacter sp. HTCC2170].
Contig5127 BacteroidetesChlorobi-Maribacter_sp_HTCC2170_gi3056657791.50E-20 >YP_003862066 hypothetical protein FB2170_05790 [Maribacter sp. HTCC2170].
Contig2011 BacteroidetesChlorobi-Marivirga_tractuosa_DSM_4126_gi3136753193.60E-07 >YP_004053315 cation efflux protein [Marivirga tractuosa DSM 4126].
Contig10231 BacteroidetesChlorobi-Microscilla_marina_ATCC_23134_gi1240063155.00E-06 >ZP_01691150 conserved hypothetical protein [Microscilla marina ATCC 23134].
Contig16222 BacteroidetesChlorobi-Microscilla_marina_ATCC_23134_gi1240093111.80E-26 >ZP_01693990 phytoene desaturase [Microscilla marina ATCC 23134].
Contig13826 BacteroidetesChlorobi-Mucilaginibacter_paludis_DSM_18603_gi3128897701.80E-30 >ZP_07749316 phytoene desaturase [Mucilaginibacter paludis DSM 18603].
Contig1550 BacteroidetesChlorobi-Prevotella_bergensis_DSM_17361_gi2618805612.70E-10 >ZP_06006988 aspartate carbamoyltransferase subunit catalytic [Prevotella bergensis DSM 17361].
Contig4694 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912183438.40E-49 >ZP_01255287 hypothetical protein P700755_04362 [Psychroflexus torquis ATCC 700755].
Contig8114 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912192803.40E-15 >ZP_01255992 hypothetical protein P700755_22201 [Psychroflexus torquis ATCC 700755].
Contig16836 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912198405.70E-12 >ZP_01256375 acetylornithine aminotransferase, putative [Psychroflexus torquis ATCC 700755].
Contig6639 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912208963.70E-35 >ZP_01257082 hypothetical protein P700755_30153 [Psychroflexus torquis ATCC 700755].
Contig1548 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912208971.70E-18 >ZP_01257083 hypothetical protein P700755_30158 [Psychroflexus torquis ATCC 700755].
Contig17275 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912209542.00E-08 >ZP_01257119 hypothetical protein P700755_23379 [Psychroflexus torquis ATCC 700755].
Contig3902 BacteroidetesChlorobi-Psychroflexus_torquis_ATCC_700755_gi912215925.10E-71 >ZP_01257319 ribonucleotide-diphosphate reductase alpha subunit [Psychroflexus torquis ATCC 700755].
Contig11832 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683156932.10E-66 >YP_003289412 ThiJ/PfpI domain-containing protein [Rhodothermus marinus DSM 4252].
Contig16556 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683156933.90E-67 >YP_003289412 ThiJ/PfpI domain-containing protein [Rhodothermus marinus DSM 4252].
Contig11660 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683164831.40E-38 >YP_003290202 Superoxide dismutase [Rhodothermus marinus DSM 4252].
Contig488 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683165598.80E-37 >YP_003290278 peptidase S9B dipeptidylpeptidase IV domain-containing protein [Rhodothermus marinus DSM 4252].
Contig11526 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683174081.70E-36 >YP_003291127 sulfate adenylyltransferase [Rhodothermus marinus DSM 4252].
Contig12546 BacteroidetesChlorobi-Rhodothermus_marinus_DSM_4252_gi2683183363.80E-11 >YP_003292055 hypothetical protein Rmar_2799 [Rhodothermus marinus DSM 4252].
Contig9275 BacteroidetesChlorobi-Salinibacter_ruber_DSM_13855_gi838152668.30E-08 >YP_446315 hypothetical protein SRU_2210 [Salinibacter ruber DSM 13855].
Contig6413 BacteroidetesChlorobi-Salinibacter_ruber_DSM_13855_gi838162562.30E-25 >YP_446860 hypothetical protein SRU_2768 [Salinibacter ruber DSM 13855].
Contig7213 BacteroidetesChlorobi-Sphingobacterium_spiritivorum_ATCC_33300_gi2275381371.10E-28 >ZP_03968186 conserved hypothetical protein [Sphingobacterium spiritivorum ATCC 33300].
Contig16510 BacteroidetesChlorobi-Spirosoma_linguale_DSM_74_gi2840366686.80E-14 >YP_003386598 histidine kinase [Spirosoma linguale DSM 74].
Contig4936 BacteroidetesChlorobi-Spirosoma_linguale_DSM_74_gi2840372081.30E-78 >YP_003387138 amidohydrolase [Spirosoma linguale DSM 74].
Contig255 BacteroidetesChlorobi-Spirosoma_linguale_DSM_74_gi2840375651.10E-09 >YP_003387495 glycosyl hydrolase family 98 carbohydrate binding module [Spirosoma linguale DSM 74].
Contig17127 ChlamydiaeVerrucomicrobia-bacterium_Ellin514_gi2239379421.90E-10 >ZP_03629841 Mannan endo-1,4-beta-mannosidase [bacterium Ellin514].
Contig8899 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464465225.80E-65 >YP_007887 hypothetical protein pc0888 [Candidatus Protochlamydia amoebophila UWE25].
Contig14344 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464465221.80E-12 >YP_007887 hypothetical protein pc0888 [Candidatus Protochlamydia amoebophila UWE25].
Contig14337 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464466261.90E-14 >YP_007991 hypothetical protein pc0992 [Candidatus Protochlamydia amoebophila UWE25].
Contig17586 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464466594.50E-14 >YP_008024 hypothetical protein pc1025 [Candidatus Protochlamydia amoebophila UWE25].
Contig10100 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464466669.10E-12 >YP_008031 hypothetical protein pc1032 [Candidatus Protochlamydia amoebophila UWE25].
Contig15008 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464467768.60E-08 >YP_008141 hypothetical protein pc1142 [Candidatus Protochlamydia amoebophila UWE25].
Contig4781 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.60E-40 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7277 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469065.30E-08 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7405 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469062.50E-09 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig8986 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469064.00E-36 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig9567 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.00E-16 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig9873 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469063.70E-14 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig12024 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469062.50E-21 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig13706 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469062.60E-36 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig13977 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469062.40E-17 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig14205 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.20E-14 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig14340 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469061.20E-25 >YP_008271 hypothetical protein pc1272 [Candidatus Protochlamydia amoebophila UWE25].
Contig7702 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469107.50E-13 >YP_008275 hypothetical protein pc1276 [Candidatus Protochlamydia amoebophila UWE25].
Contig17519 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464469103.70E-14 >YP_008275 hypothetical protein pc1276 [Candidatus Protochlamydia amoebophila UWE25].
Contig15509 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464470965.80E-08 >YP_008461 hypothetical protein pc1462 [Candidatus Protochlamydia amoebophila UWE25].
Contig16380 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464470962.30E-19 >YP_008461 hypothetical protein pc1462 [Candidatus Protochlamydia amoebophila UWE25].
Contig10719 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464471993.30E-06 >YP_008564 hypothetical protein pc1565 [Candidatus Protochlamydia amoebophila UWE25].
Contig2321 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475603.80E-07 >YP_008925 hypothetical protein pc1926 [Candidatus Protochlamydia amoebophila UWE25].
Contig9695 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475617.00E-11 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig15882 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475612.10E-06 >YP_008926 hypothetical protein pc1927 [Candidatus Protochlamydia amoebophila UWE25].
Contig15824 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464475682.80E-10 >YP_008933 hypothetical protein pc1934 [Candidatus Protochlamydia amoebophila UWE25].
Contig14170 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464476264.70E-07 >YP_008991 hypothetical protein pc1992 [Candidatus Protochlamydia amoebophila UWE25].
Contig7659 ChlamydiaeVerrucomicrobia-Candidatus_Protochlamydia_amoebophila_UWE25_gi464476278.40E-07 >YP_008992 hypothetical protein pc1993 [Candidatus Protochlamydia amoebophila UWE25].
Contig2260 ChlamydiaeVerrucomicrobia-Chlamydophila_caviae_GPIC_gi298406713.40E-10 >NP_829777 phosphoenolpyruvate carboxykinase [Chlamydophila caviae GPIC].
Contig3112 ChlamydiaeVerrucomicrobia-Chthoniobacter_flavus_Ellin428_gi1962322188.30E-11 >ZP_03131072 glycosyl transferase group 1 [Chthoniobacter flavus Ellin428].
Contig11689 ChlamydiaeVerrucomicrobia-Coraliomargarita_akajimensis_DSM_45221_gi2940559962.10E-42 >YP_003549654 hypothetical protein Caka_2468 [Coraliomargarita akajimensis DSM 45221].
Contig12806 ChlamydiaeVerrucomicrobia-Lentisphaera_araneosa_HTCC2155_gi1491955641.20E-105 >ZP_01872621 phosphoserine aminotransferase [Lentisphaera araneosa HTCC2155].
Contig3925 ChlamydiaeVerrucomicrobia-Lentisphaera_araneosa_HTCC2155_gi1491986605.30E-17 >ZP_01875704 hypothetical protein LNTAR_19095 [Lentisphaera araneosa HTCC2155].
Contig7511 ChlamydiaeVerrucomicrobia-Opitutus_terrae_PB90_1_gi1824141432.00E-28 >YP_001819209 FG-GAP repeat-containing protein [Opitutus terrae PB90-1].
Contig16357 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi2544436041.10E-13 >ZP_05057080 Phage Tail Collar Domain family [Verrucomicrobiae bacterium DG1235].
Contig2002 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi2544443515.90E-11 >ZP_05057827 hypothetical protein VDG1235_2590 [Verrucomicrobiae bacterium DG1235].
Contig8186 ChlamydiaeVerrucomicrobia-Verrucomicrobiae_bacterium_DG1235_gi2544457185.90E-16 >ZP_05059194 PAS fold family [Verrucomicrobiae bacterium DG1235].
Contig11992 ChlamydiaeVerrucomicrobia-Verrucomicrobium_spinosum_DSM_4136_gi1719124328.70E-15 >ZP_02927902 thioredoxin family protein [Verrucomicrobium spinosum DSM 4136].
Contig4592 ChlamydiaeVerrucomicrobia-Victivallis_vadensis_ATCC_BAA_548_gi2813559061.20E-13 >ZP_06242399 polymorphic outer membrane protein [Victivallis vadensis ATCC BAA-548].
Contig11833 ChlamydiaeVerrucomicrobia-Waddlia_chondrophila_WSU_86_1044_gi2976218082.10E-12 >YP_003709945 phosphoenolpyruvate carboxykinase [Waddlia chondrophila WSU 86-1044].
Contig14832 ChlamydiaeVerrucomicrobia-Waddlia_chondrophila_WSU_86_1044_gi2976218081.60E-47 >YP_003709945 phosphoenolpyruvate carboxykinase [Waddlia chondrophila WSU 86-1044].
Contig11817 ChlamydiaeVerrucomicrobia-Waddlia_chondrophila_WSU_86_1044_gi2976220464.90E-68 >YP_003710183 23S rRNA (Uracil-5-)-methyltransferase [Waddlia chondrophila WSU 86-1044].
Contig17230 Chloroflexi-Chloroflexus_aggregans_DSM_9485_gi2198477365.20E-08 >YP_002462169 laminin G [Chloroflexus aggregans DSM 9485].
Contig9604 Chloroflexi-Herpetosiphon_aurantiacus_ATCC_23779_gi1598973823.80E-30 >YP_001543629 enoyl-CoA hydratase/isomerase [Herpetosiphon aurantiacus ATCC 23779].
Contig17017 Chloroflexi-Herpetosiphon_aurantiacus_ATCC_23779_gi1598993681.10E-12 >YP_001545615 peptidase S8/S53 subtilisin kexin sedolisin [Herpetosiphon aurantiacus ATCC 23779].
Contig4514 Chloroflexi-Oscillochloris_trichoides_DG_6_gi309790313 2.70E-08 >ZP_07684880 Alpha/beta hydrolase fold-3 domain protein [Oscillochloris trichoides DG6].
Contig11771 Chloroflexi-Oscillochloris_trichoides_DG_6_gi309792574 1.90E-53 >ZP_07687036 AAA ATPase [Oscillochloris trichoides DG6].
Contig11609 Chloroflexi-Roseiflexus_castenholzii_DSM_13941_gi1567420494.40E-63 >YP_001432178 amine oxidase [Roseiflexus castenholzii DSM 13941].
Contig11837 Chloroflexi-Roseiflexus_castenholzii_DSM_13941_gi1567426022.20E-38 >YP_001432731 oligopeptidase B [Roseiflexus castenholzii DSM 13941].
Contig4219 Chloroflexi-Roseiflexus_sp_RS_1_gi148654401 8.70E-49 >YP_001274606 3-beta hydroxysteroid dehydrogenase/isomerase [Roseiflexus sp. RS-1].
Contig13176 Chloroflexi-Roseiflexus_sp_RS_1_gi148655047 1.60E-36 >YP_001275252 WD-40 repeat-containing protein [Roseiflexus sp. RS-1].
Contig8851 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 6.80E-11 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig9952 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 5.50E-10 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig10470 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 1.30E-09 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig12950 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 1.10E-07 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig14036 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 4.40E-12 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig15823 Chloroflexi-Roseiflexus_sp_RS_1_gi148657095 4.60E-06 >YP_001277300 PA14 domain-containing protein [Roseiflexus sp. RS-1].
Contig8619 Chloroflexi-Sphaerobacter_thermophilus_DSM_20745_gi2698376073.40E-30 >YP_003319835 endoribonuclease L-PSP [Sphaerobacter thermophilus DSM 20745].
Contig6830 Chloroflexi-Sphaerobacter_thermophilus_DSM_20745_gi2698378851.10E-23 >YP_003320113 2-hydroxyglutarate dehydrogenase [Sphaerobacter thermophilus DSM 20745].
Contig7620 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675158407.50E-08 >XP_001742261 hypothetical protein [Monosiga brevicollis MX1].
Contig9770 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675158426.10E-06 >XP_001742262 hypothetical protein [Monosiga brevicollis MX1].
Contig5657 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675159042.40E-23 >XP_001742293 hypothetical protein [Monosiga brevicollis MX1].
Contig11769 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675172133.40E-65 >XP_001742947 hypothetical protein [Monosiga brevicollis MX1].
Contig8604 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675174353.80E-12 >XP_001743058 hypothetical protein [Monosiga brevicollis MX1].
Contig11789 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675175176.00E-72 >XP_001743099 hypothetical protein [Monosiga brevicollis MX1].
Contig9301 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675179433.50E-24 >XP_001743312 hypothetical protein [Monosiga brevicollis MX1].
Contig5016 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675185887.90E-12 >XP_001743634 hypothetical protein [Monosiga brevicollis MX1].
Contig5605 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675185983.90E-29 >XP_001743639 hypothetical protein [Monosiga brevicollis MX1].
Contig7473 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675185985.50E-23 >XP_001743639 hypothetical protein [Monosiga brevicollis MX1].
Contig13543 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675187141.30E-34 >XP_001743697 hypothetical protein [Monosiga brevicollis MX1].
Contig4294 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675191781.20E-129 >XP_001743929 hypothetical protein [Monosiga brevicollis MX1].
Contig10426 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675194354.10E-06 >XP_001744057 hypothetical protein [Monosiga brevicollis MX1].
Contig4220 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675196333.00E-28 >XP_001744156 hypothetical protein [Monosiga brevicollis MX1].
Contig10800 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675196633.10E-28 >XP_001744171 hypothetical protein [Monosiga brevicollis MX1].
Contig9435 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675197195.00E-14 >XP_001744199 hypothetical protein [Monosiga brevicollis MX1].
Contig10417 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675197196.70E-38 >XP_001744199 hypothetical protein [Monosiga brevicollis MX1].
Contig3686 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675198792.00E-12 >XP_001744279 hypothetical protein [Monosiga brevicollis MX1].
Contig16883 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675202541.30E-22 >XP_001744466 hypothetical protein [Monosiga brevicollis MX1].
Contig854 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675202808.60E-13 >XP_001744479 hypothetical protein [Monosiga brevicollis MX1].
Contig10474 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675213513.70E-11 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig12102 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675213514.30E-18 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig12310 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675213518.20E-16 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig12526 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675213514.70E-12 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig14862 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675213511.20E-25 >XP_001745014 hypothetical protein [Monosiga brevicollis MX1].
Contig4676 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675217784.60E-07 >XP_001745227 hypothetical protein [Monosiga brevicollis MX1].
Contig8867 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675217784.90E-21 >XP_001745227 hypothetical protein [Monosiga brevicollis MX1].
Contig16513 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675222791.70E-10 >XP_001745477 hypothetical protein [Monosiga brevicollis MX1].
Contig11928 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675225677.90E-54 >XP_001745621 hypothetical protein [Monosiga brevicollis MX1].
Contig14531 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675233447.30E-17 >XP_001746009 hypothetical protein [Monosiga brevicollis MX1].
Contig11921 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675235294.00E-10 >XP_001746101 hypothetical protein [Monosiga brevicollis MX1].
Contig4622 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675241225.40E-09 >XP_001746397 hypothetical protein [Monosiga brevicollis MX1].
Contig8888 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675241561.30E-14 >XP_001746414 hypothetical protein [Monosiga brevicollis MX1].
Contig8960 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675247279.20E-53 >XP_001746699 hypothetical protein [Monosiga brevicollis MX1].
Contig16483 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675249803.60E-62 >XP_001746825 hypothetical protein [Monosiga brevicollis MX1].
Contig16328 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675255158.80E-07 >XP_001747092 hypothetical protein [Monosiga brevicollis MX1].
Contig4169 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675257971.30E-93 >XP_001747233 hypothetical protein [Monosiga brevicollis MX1].
Contig4279 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675259162.40E-42 >XP_001747292 hypothetical protein [Monosiga brevicollis MX1].
Contig4403 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675259164.00E-14 >XP_001747292 hypothetical protein [Monosiga brevicollis MX1].
Contig7775 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675260664.10E-07 >XP_001747367 hypothetical protein [Monosiga brevicollis MX1].
Contig8546 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675261261.70E-10 >XP_001747397 hypothetical protein [Monosiga brevicollis MX1].
Contig11816 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675261261.90E-08 >XP_001747397 hypothetical protein [Monosiga brevicollis MX1].
Contig5439 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675262993.40E-11 >XP_001747483 hypothetical protein [Monosiga brevicollis MX1].
Contig17381 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675269324.80E-13 >XP_001747799 hypothetical protein [Monosiga brevicollis MX1].
Contig5130 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675272331.20E-23 >XP_001747949 hypothetical protein [Monosiga brevicollis MX1].
Contig11899 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675272338.30E-09 >XP_001747949 hypothetical protein [Monosiga brevicollis MX1].
Contig12870 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675336789.10E-83 >XP_001748518 hypothetical protein [Monosiga brevicollis MX1].
Contig10284 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675343226.10E-10 >XP_001748839 hypothetical protein [Monosiga brevicollis MX1].
Contig16216 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675346251.40E-151 >XP_001748988 hypothetical protein [Monosiga brevicollis MX1].
Contig10686 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675348741.20E-07 >XP_001749112 hypothetical protein [Monosiga brevicollis MX1].
Contig4203 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675351452.50E-65 >XP_001749247 hypothetical protein [Monosiga brevicollis MX1].



Contig4880 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675358287.30E-10 >XP_001749587 hypothetical protein [Monosiga brevicollis MX1].
Contig493 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675359477.30E-13 >XP_001749646 hypothetical protein [Monosiga brevicollis MX1].
Contig17225 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675359475.80E-12 >XP_001749646 hypothetical protein [Monosiga brevicollis MX1].
Contig9093 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675360111.40E-07 >XP_001749678 hypothetical protein [Monosiga brevicollis MX1].
Contig13428 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675362823.60E-09 >XP_001749813 hypothetical protein [Monosiga brevicollis MX1].
Contig7996 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675362842.30E-22 >XP_001749814 hypothetical protein [Monosiga brevicollis MX1].
Contig12557 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675363201.10E-31 >XP_001749832 hypothetical protein [Monosiga brevicollis MX1].
Contig16479 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675363204.40E-10 >XP_001749832 hypothetical protein [Monosiga brevicollis MX1].
Contig4542 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675370601.20E-35 >XP_001750200 hypothetical protein [Monosiga brevicollis MX1].
Contig6447 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675371815.90E-78 >XP_001750260 hypothetical protein [Monosiga brevicollis MX1].
Contig1359 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675373502.00E-23 >XP_001750344 hypothetical protein [Monosiga brevicollis MX1].
Contig8735 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675374335.80E-15 >XP_001750385 hypothetical protein [Monosiga brevicollis MX1].
Contig7170 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675375014.60E-10 >XP_001750419 hypothetical protein [Monosiga brevicollis MX1].
Contig7369 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675375019.80E-14 >XP_001750419 hypothetical protein [Monosiga brevicollis MX1].
Contig462 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675375473.10E-23 >XP_001750442 hypothetical protein [Monosiga brevicollis MX1].
Contig5469 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675375881.80E-10 >XP_001750462 hypothetical protein [Monosiga brevicollis MX1].
Contig6728 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675376008.70E-24 >XP_001750468 hypothetical protein [Monosiga brevicollis MX1].
Contig16721 Choanoflagellida-Monosiga_brevicollis_MX1_gi1675381075.80E-22 >XP_001750719 hypothetical protein [Monosiga brevicollis MX1].
Contig12186 Choanoflagellida-Monosiga_ovata_esgi106846776_3 1.60E-29 >EC165153 MNE00005480 Monosiga ovata Non-normalized Monosiga ovata cDNA, mRNA sequence.
Contig4377 Choanoflagellida-Monosiga_ovata_esgi106846896_1 1.40E-14 >EC165273 MNE00005272 Monosiga ovata Non-normalized Monosiga ovata cDNA, mRNA sequence.
Contig530 Choanoflagellida-Monosiga_ovata_esgi106850025_2 8.90E-38 >EC168402 MNE00002362 Monosiga ovata Non-normalized Monosiga ovata cDNA, mRNA sequence.
Contig931 Choanoflagellida-Monosiga_ovata_esgi163019726_2 1.20E-10 >DC474539 DC474539 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-035K21 5', mRNA sequence.
Contig3164 Choanoflagellida-Monosiga_ovata_esgi163019752_4 9.60E-16 >DC474565 DC474565 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-035L11 3', mRNA sequence.
Contig481 Choanoflagellida-Monosiga_ovata_esgi163043735_4 9.90E-07 >DC464994 DC464994 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-021M13 3', mRNA sequence.
Contig11811 Choanoflagellida-Monosiga_ovata_esgi163057484_3 3.80E-21 >DC477994 DC477994 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-040L02 5', mRNA sequence.
Contig10434 Choanoflagellida-Monosiga_ovata_esgi163069317_6 1.70E-07 >DC495563 DC495563 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-066A14 5', mRNA sequence.
Contig12518 Choanoflagellida-Monosiga_ovata_esgi163072825_3 1.40E-10 >DC498497 DC498497 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-070E03 5', mRNA sequence.
Contig11979 Choanoflagellida-Monosiga_ovata_esgi163072826_5 1.50E-31 >DC498498 DC498498 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-070E03 3', mRNA sequence.
Contig11348 Choanoflagellida-Monosiga_ovata_esgi163074791_1 1.60E-34 >DC498695 DC498695 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-070I21 5', mRNA sequence.
Contig8615 Choanoflagellida-Monosiga_ovata_esgi163077071_3 8.80E-11 >DC498952 DC498952 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-070O19 5', mRNA sequence.
Contig15854 Choanoflagellida-Monosiga_ovata_esgi163078636_1 1.50E-15 >DC500185 DC500185 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-072L04 5', mRNA sequence.
Contig461 Choanoflagellida-Monosiga_ovata_esgi163079990_4 1.50E-09 >DC503503 DC503503 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-077I14 3', mRNA sequence.
Contig15188 Choanoflagellida-Monosiga_ovata_esgi163086350_3 3.10E-14 >DC507228 DC507228 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-082O04 5', mRNA sequence.
Contig13233 Choanoflagellida-Monosiga_ovata_esgi163090787_2 2.00E-47 >DC509993 DC509993 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-086O05 5', mRNA sequence.
Contig10915 Choanoflagellida-Monosiga_ovata_esgi163091121_2 2.20E-10 >DC510118 DC510118 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-087B02 5', mRNA sequence.
Contig7257 Choanoflagellida-Monosiga_ovata_esgi163094843_3 2.70E-18 >DC513139 DC513139 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-091H04 5', mRNA sequence.
Contig9618 Choanoflagellida-Monosiga_ovata_esgi163097445_3 7.80E-27 >DC516351 DC516351 Full length cDNA Library, Monosiga ovata, MOC Monosiga ovata cDNA clone MOC-096B04 5', mRNA sequence.
Contig3997 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583333697.80E-11 >YP_001514541 mercuric reductase [Acaryochloris marina MBIC11017].
Contig4539 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583344163.70E-47 >YP_001515588 TPR domain-containing protein [Acaryochloris marina MBIC11017].
Contig9179 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583356027.80E-48 >YP_001516774 adenylate/guanylate cyclase [Acaryochloris marina MBIC11017].
Contig16252 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583375961.80E-16 >YP_001518771 hypothetical protein AM1_4477 [Acaryochloris marina MBIC11017].
Contig14482 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583394991.80E-71 >YP_001520888 nonribosomal protein synthetase [Acaryochloris marina MBIC11017].
Contig12128 Cyanobacteria-Acaryochloris_marina_MBIC11017_gi1583408918.80E-36 >YP_001522059 sulfate permease [Acaryochloris marina MBIC11017].
Contig4498 Cyanobacteria-Anabaena_variabilis_ATCC_29413_gi759078355.00E-36 >YP_322131 non-ribosomal peptide synthase [Anabaena variabilis ATCC 29413].
Contig934 Cyanobacteria-Anabaena_variabilis_ATCC_29413_gi759078661.40E-51 >YP_322162 HTTM [Anabaena variabilis ATCC 29413].
Contig5535 Cyanobacteria-Anabaena_variabilis_ATCC_29413_gi759084022.00E-30 >YP_322698 peptidase C14 [Anabaena variabilis ATCC 29413].
Contig6562 Cyanobacteria-Anabaena_variabilis_ATCC_29413_gi759099141.60E-18 >YP_324210 retinal pigment epithelial membrane protein [Anabaena variabilis ATCC 29413].
Contig4774 Cyanobacteria-Arthrospira_maxima_CS_328_gi2095239723.70E-23 >ZP_03272524 transposase, IS605 OrfB family [Arthrospira maxima CS-328].
Contig4343 Cyanobacteria-Crocosphaera_watsonii_WH_8501_gi679212217.60E-157 >ZP_00514740 Beta-ketoacyl synthase:Acyl transferase region [Crocosphaera watsonii WH 8501].
Contig4302 Cyanobacteria-Cyanothece_sp_ATCC_51142_gi1720379922.10E-104 >YP_001804493 polyketide synthase [Cyanothece sp. ATCC 51142].
Contig6197 Cyanobacteria-Cyanothece_sp_CCY0110_gi126657679 2.90E-56 >ZP_01728834 Peptide synthetase [Cyanothece sp. CCY0110].
Contig6792 Cyanobacteria-Cyanothece_sp_CCY0110_gi126661112 4.30E-12 >ZP_01732192 hypothetical protein CY0110_09505 [Cyanothece sp. CCY0110].
Contig5908 Cyanobacteria-Cyanothece_sp_PCC_7425_gi220907831 5.60E-11 >YP_002483142 cytochrome P450 [Cyanothece sp. PCC 7425].
Contig2018 Cyanobacteria-Cyanothece_sp_PCC_7425_gi220910572 2.70E-13 >YP_002485883 fatty acid desaturase [Cyanothece sp. PCC 7425].
Contig6571 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307154785 4.20E-09 >YP_003890169 aldehyde dehydrogenase [Cyanothece sp. PCC 7822].
Contig16425 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307154892 7.90E-08 >YP_003890276 Cadherin [Cyanothece sp. PCC 7822].
Contig12143 Cyanobacteria-Cyanothece_sp_PCC_7822_gi307592186 2.30E-169 >YP_003899777 beta-ketoacyl synthase [Cyanothece sp. PCC 7822].
Contig5030 Cyanobacteria-Cyanothece_sp_PCC_8802_gi257058845 6.80E-44 >YP_003136733 hypothetical protein Cyan8802_0964 [Cyanothece sp. PCC 8802].
Contig1096 Cyanobacteria-Gloeobacter_violaceus_PCC_7421_gi375219153.50E-17 >NP_925292 hypothetical protein gll2346 [Gloeobacter violaceus PCC 7421].
Contig12285 Cyanobacteria-Lyngbya_sp_PCC_8106_gi119485606 1.20E-12 >ZP_01619881 hypothetical protein L8106_24525 [Lyngbya sp. PCC 8106].
Contig12263 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544100141.00E-12 >ZP_05023794 conserved hypothetical protein [Microcoleus chthonoplastes PCC 7420].
Contig5317 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544105652.90E-21 >ZP_05024344 Ras family, putative [Microcoleus chthonoplastes PCC 7420].
Contig6753 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544134317.30E-12 >ZP_05027201 phosphoglycerate mutase family protein, putative [Microcoleus chthonoplastes PCC 7420].
Contig11967 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544160613.40E-21 >ZP_05029817 Pentapeptide repeat protein [Microcoleus chthonoplastes PCC 7420].
Contig12228 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544164805.20E-06 >ZP_05030232 Alcohol dehydrogenase GroES-like domain family [Microcoleus chthonoplastes PCC 7420].
Contig8300 Cyanobacteria-Microcoleus_chthonoplastes_PCC_7420_gi2544167764.30E-07 >ZP_05030526 Putative Ig domain family [Microcoleus chthonoplastes PCC 7420].
Contig11624 Cyanobacteria-Microcystis_aeruginosa_NIES_843_gi1663673001.60E-163 >YP_001659573 leucyl-tRNA synthetase [Microcystis aeruginosa NIES-843].
Contig4640 Cyanobacteria-Microcystis_aeruginosa_NIES_843_gi1663687422.60E-29 >YP_001661015 McnC protein [Microcystis aeruginosa NIES-843].
Contig5259 Cyanobacteria-Nodularia_spumigena_CCY9414_gi1195088712.10E-65 >ZP_01628023 polyketide synthase [Nodularia spumigena CCY9414].
Contig1584 Cyanobacteria-Nodularia_spumigena_CCY9414_gi1195113553.10E-27 >ZP_01630468 glycine dehydrogenase [Nodularia spumigena CCY9414].
Contig7972 Cyanobacteria-Nodularia_spumigena_CCY9414_gi1195131391.30E-12 >ZP_01632190 probable non-ribosomal peptide synthetase [Nodularia spumigena CCY9414].
Contig11657 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi1866806315.00E-31 >YP_001863827 hypothetical protein Npun_R0083 [Nostoc punctiforme PCC 73102].
Contig12398 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi1866806315.80E-22 >YP_001863827 hypothetical protein Npun_R0083 [Nostoc punctiforme PCC 73102].
Contig5547 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi1866833691.40E-37 >YP_001866565 beta-ketoacyl synthase [Nostoc punctiforme PCC 73102].
Contig10155 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi1866834279.50E-10 >YP_001866623 non-ribosomal peptide synthetase [Nostoc punctiforme PCC 73102].
Contig16654 Cyanobacteria-Nostoc_punctiforme_PCC_73102_gi1866867252.40E-53 >YP_001869919 amino acid adenylation domain-containing protein [Nostoc punctiforme PCC 73102].
Contig5802 Cyanobacteria-Nostoc_sp_PCC_7120_gi17229140 1.40E-50 >NP_485688 hypothetical protein all1648 [Nostoc sp. PCC 7120].
Contig16588 Cyanobacteria-Nostoc_sp_PCC_7120_gi17231950 8.60E-09 >NP_488498 hypothetical protein all4458 [Nostoc sp. PCC 7120].
Contig17272 Cyanobacteria-Oscillatoria_sp_PCC_6506_gi300866286 3.10E-07 >ZP_07110994 ankyrin [Oscillatoria sp. PCC 6506].
Contig4280 Cyanobacteria-Oscillatoria_sp_PCC_6506_gi300868819 3.40E-120 >ZP_07113426 Polyketide synthase [Oscillatoria sp. PCC 6506].
Contig9647 Cyanobacteria-Prochlorococcus_marinus_str_MIT_9202_gi2545265043.00E-12 >ZP_05138556 putative UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase 110kDa subunit [Prochlorococcus marinus str. MIT 9202].
Contig5480 Cyanobacteria-Synechococcus_sp_CC9605_gi78211694 2.90E-15 >YP_380473 hypothetical protein Syncc9605_0142 [Synechococcus sp. CC9605].
Contig9292 Cyanobacteria-Synechococcus_sp_JA_3_3Ab_gi866055232.20E-42 >YP_474286 isopenicillin N-epimerase [Synechococcus sp. JA-3-3Ab].
Contig6000 Cyanobacteria-Synechococcus_sp_JA_3_3Ab_gi866058313.30E-07 >YP_474594 HNH endonuclease domain-containing protein [Synechococcus sp. JA-3-3Ab].
Contig17735 Cyanobacteria-Synechococcus_sp_PCC_7002_gi1700765931.90E-13 >YP_001733232 bumetanide-sensitive Na-K-Cl cotransporter [Synechococcus sp. PCC 7002].
Contig6954 Cyanobacteria-Synechococcus_sp_RS9916_gi116075542 3.30E-14 >ZP_01472801 hypothetical protein RS9916_38791 [Synechococcus sp. RS9916].
Contig12220 Cyanobacteria-Synechocystis_sp_PCC_6803_gi16331813 2.50E-19 >NP_442541 glucokinase [Synechocystis sp. PCC 6803].
Contig12124 Cyanobacteria-Thermosynechococcus_elongatus_BP_1_gi222988256.90E-58 >NP_682072 two-component hybrid sensor and regulator [Thermosynechococcus elongatus BP-1].
Contig5500 Cyanobacteria-Trichodesmium_erythraeum_IMS101_gi1134751962.60E-06 >YP_721257 chromosome segregation ATPase-like protein [Trichodesmium erythraeum IMS101].
Contig4464 Cyanobacteria-Trichodesmium_erythraeum_IMS101_gi1134772751.20E-115 >YP_723336 beta-ketoacyl synthase [Trichodesmium erythraeum IMS101].
Contig373 Deferribacteres-Denitrovibrio_acetiphilus_DSM_12809_gi2912861584.10E-27 >YP_003502974 ribokinase [Denitrovibrio acetiphilus DSM 12809].
Contig1879 DeinococciThermus-Deinococcus_deserti_VCD115_gi2263554322.00E-08 >YP_002785172 30S ribosomal protein S1 [Deinococcus deserti VCD115].
Contig14917 DeinococciThermus-Deinococcus_deserti_VCD115_gi2263575615.60E-06 >YP_002787301 hypothetical protein Deide_1p01141 [Deinococcus deserti VCD115].
Contig8313 DeinococciThermus-Meiothermus_ruber_DSM_1279_gi2912957521.10E-18 >YP_003507150 transmembrane domain-containing protein [Meiothermus ruber DSM 1279].
Contig13716 Elusimicrobia-Elusimicrobium_minutum_Pei191_gi1872515692.30E-13 >YP_001876051 adenosine deaminase [Elusimicrobium minutum Pei191].
Contig9276 Excavata-Giardia_lamblia_ATCC_50803_gi159118773 1.90E-12 >XP_001709605 Acyl-CoA synthetase [Giardia lamblia ATCC 50803].
Contig4150 Excavata-Leishmania_braziliensis_MHOM_BR_75_M2904_gi1543369641.50E-10 >XP_001564715 ring-box protein 1 [Leishmania braziliensis MHOM/BR/75/M2904].
Contig16388 Excavata-Leishmania_braziliensis_MHOM_BR_75_M2904_gi1543444494.90E-06 >XP_001568166 proteophosphoglycan ppg4 [Leishmania braziliensis MHOM/BR/75/M2904].
Contig4129 Excavata-Leishmania_braziliensis_MHOM_BR_75_M2904_gi1543444511.40E-06 >XP_001568167 proteophosphoglycan ppg4 [Leishmania braziliensis MHOM/BR/75/M2904].
Contig13649 Excavata-Leishmania_infantum_JPCM5_gi146080119 9.40E-08 >XP_001463937 surface antigen protein 2 [Leishmania infantum JPCM5].
Contig11900 Excavata-Leishmania_infantum_JPCM5_gi146080151 3.30E-21 >XP_001463946 surface antigen protein [Leishmania infantum JPCM5].
Contig2262 Excavata-Leishmania_infantum_JPCM5_gi146082450 5.10E-54 >XP_001464514 histone acethyltransferase-like protein [Leishmania infantum JPCM5].
Contig12255 Excavata-Leishmania_infantum_JPCM5_gi146083925 2.40E-08 >XP_001464877 hypothetical protein [Leishmania infantum JPCM5].
Contig13415 Excavata-Leishmania_major_strain_Friedlin_gi1578711518.70E-26 >XP_001684125 aldo/keto reductase family-like protein; aldo/keto reductase [Leishmania major strain Friedlin].
Contig6517 Excavata-Leishmania_major_strain_Friedlin_gi1578750348.50E-14 >XP_001685924 cyclophilin [Leishmania major strain Friedlin].
Contig5769 Excavata-Naegleria_gruberi_strain_NEG_M_gi290970074 8.90E-14 >XP_002668026 predicted protein [Naegleria gruberi].
Contig715 Excavata-Naegleria_gruberi_strain_NEG_M_gi290970662 3.00E-21 >XP_002668209 predicted protein [Naegleria gruberi].
Contig4486 Excavata-Naegleria_gruberi_strain_NEG_M_gi290972520 3.30E-59 >XP_002669000 predicted protein [Naegleria gruberi].
Contig11566 Excavata-Naegleria_gruberi_strain_NEG_M_gi290972765 2.00E-18 >XP_002669121 predicted protein [Naegleria gruberi].
Contig9513 Excavata-Naegleria_gruberi_strain_NEG_M_gi290973476 4.40E-16 >XP_002669474 predicted protein [Naegleria gruberi].
Contig16445 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974053 2.50E-60 >XP_002669761 predicted protein [Naegleria gruberi].
Contig406 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974128 2.10E-12 >XP_002669798 predicted protein [Naegleria gruberi].
Contig8390 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974128 1.40E-07 >XP_002669798 predicted protein [Naegleria gruberi].
Contig11642 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974128 7.10E-38 >XP_002669798 predicted protein [Naegleria gruberi].
Contig17161 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974128 1.40E-38 >XP_002669798 predicted protein [Naegleria gruberi].
Contig1836 Excavata-Naegleria_gruberi_strain_NEG_M_gi290974500 1.10E-25 >XP_002669983 predicted protein [Naegleria gruberi].
Contig11749 Excavata-Naegleria_gruberi_strain_NEG_M_gi290975459 4.50E-32 >XP_002670460 predicted protein [Naegleria gruberi].
Contig5487 Excavata-Naegleria_gruberi_strain_NEG_M_gi290976392 6.10E-19 >XP_002670924 predicted protein [Naegleria gruberi].
Contig11562 Excavata-Naegleria_gruberi_strain_NEG_M_gi290976392 4.00E-39 >XP_002670924 predicted protein [Naegleria gruberi].
Contig16226 Excavata-Naegleria_gruberi_strain_NEG_M_gi290976838 3.30E-43 >XP_002671146 predicted protein [Naegleria gruberi].
Contig5874 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977093 2.00E-09 >XP_002671273 predicted protein [Naegleria gruberi].
Contig5876 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977093 8.20E-06 >XP_002671273 predicted protein [Naegleria gruberi].
Contig6229 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977160 5.90E-06 >XP_002671306 predicted protein [Naegleria gruberi].
Contig8510 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977172 1.80E-11 >XP_002671312 predicted protein [Naegleria gruberi].
Contig2026 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977828 1.40E-13 >XP_002671639 hypothetical protein NAEGRDRAFT_59412 [Naegleria gruberi].
Contig1424 Excavata-Naegleria_gruberi_strain_NEG_M_gi290977911 1.60E-06 >XP_002671680 predicted protein [Naegleria gruberi].
Contig9142 Excavata-Naegleria_gruberi_strain_NEG_M_gi290978505 2.70E-07 >XP_002671976 PQ-loop domain-containing protein [Naegleria gruberi].
Contig3688 Excavata-Naegleria_gruberi_strain_NEG_M_gi290980239 2.30E-18 >XP_002672840 predicted protein [Naegleria gruberi].
Contig7332 Excavata-Naegleria_gruberi_strain_NEG_M_gi290980771 1.50E-13 >XP_002673105 predicted protein [Naegleria gruberi].
Contig15289 Excavata-Naegleria_gruberi_strain_NEG_M_gi290982089 1.10E-14 >XP_002673763 predicted protein [Naegleria gruberi].
Contig10340 Excavata-Naegleria_gruberi_strain_NEG_M_gi290984181 6.00E-07 >XP_002674806 predicted protein [Naegleria gruberi].
Contig4754 Excavata-Naegleria_gruberi_strain_NEG_M_gi290985002 6.00E-15 >XP_002675215 meiotic specific asynaptic protein [Naegleria gruberi].
Contig12163 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986173 8.30E-31 >XP_002675799 predicted protein [Naegleria gruberi].
Contig5872 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986380 7.20E-11 >XP_002675902 predicted protein [Naegleria gruberi].
Contig4181 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986556 1.30E-47 >XP_002675990 hypothetical protein NAEGRDRAFT_50007 [Naegleria gruberi].
Contig4588 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986556 1.50E-16 >XP_002675990 hypothetical protein NAEGRDRAFT_50007 [Naegleria gruberi].
Contig16472 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986556 1.00E-19 >XP_002675990 hypothetical protein NAEGRDRAFT_50007 [Naegleria gruberi].
Contig632 Excavata-Naegleria_gruberi_strain_NEG_M_gi290986795 3.10E-23 >XP_002676109 phosphoesterase [Naegleria gruberi].
Contig16294 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987231 2.10E-16 >XP_002676326 rhoGEF domain-containing protein [Naegleria gruberi].
Contig6811 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987325 3.00E-12 >XP_002676373 RhoGEF domain-containing protein [Naegleria gruberi].
Contig13474 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987325 8.90E-08 >XP_002676373 RhoGEF domain-containing protein [Naegleria gruberi].
Contig152 Excavata-Naegleria_gruberi_strain_NEG_M_gi290987898 1.20E-11 >XP_002676659 predicted protein [Naegleria gruberi].
Contig10581 Excavata-Naegleria_gruberi_strain_NEG_M_gi290988730 6.40E-08 >XP_002677046 predicted protein [Naegleria gruberi].
Contig216 Excavata-Naegleria_gruberi_strain_NEG_M_gi290990478 1.10E-30 >XP_002677863 hypothetical protein NAEGRDRAFT_79490 [Naegleria gruberi].
Contig5334 Excavata-Naegleria_gruberi_strain_NEG_M_gi290990478 2.50E-94 >XP_002677863 hypothetical protein NAEGRDRAFT_79490 [Naegleria gruberi].
Contig11783 Excavata-Naegleria_gruberi_strain_NEG_M_gi290991141 3.10E-68 >XP_002678194 predicted protein [Naegleria gruberi].
Contig13453 Excavata-Naegleria_gruberi_strain_NEG_M_gi290991296 5.10E-07 >XP_002678271 predicted protein [Naegleria gruberi].
Contig14254 Excavata-Naegleria_gruberi_strain_NEG_M_gi290991296 1.70E-12 >XP_002678271 predicted protein [Naegleria gruberi].
Contig11655 Excavata-Naegleria_gruberi_strain_NEG_M_gi290994100 3.80E-32 >XP_002679670 peptidase C19 family ubiquitinyl hydrolase [Naegleria gruberi].
Contig535 Excavata-Naegleria_gruberi_strain_NEG_M_gi290994266 7.70E-44 >XP_002679753 FtsX domain-containing protein [Naegleria gruberi].
Contig5316 Excavata-Naegleria_gruberi_strain_NEG_M_gi290995252 5.00E-10 >XP_002680209 predicted protein [Naegleria gruberi].
Contig12795 Excavata-Naegleria_gruberi_strain_NEG_M_gi290995428 1.70E-06 >XP_002680297 rabGTPase-activating protein [Naegleria gruberi].
Contig17759 Excavata-Naegleria_gruberi_strain_NEG_M_gi290995943 3.00E-10 >XP_002680542 predicted protein [Naegleria gruberi].
Contig4747 Excavata-Naegleria_gruberi_strain_NEG_M_gi290995959 4.20E-20 >XP_002680550 DNA dependent protein kinase catalytic subunit [Naegleria gruberi].
Contig3629 Excavata-Naegleria_gruberi_strain_NEG_M_gi290996220 1.10E-07 >XP_002680680 predicted protein [Naegleria gruberi].
Contig16113 Excavata-Naegleria_gruberi_strain_NEG_M_gi290996736 5.20E-09 >XP_002680938 predicted protein [Naegleria gruberi].
Contig12473 Excavata-Naegleria_gruberi_strain_NEG_M_gi290997035 8.10E-14 >XP_002681087 silent information regulator family protein [Naegleria gruberi].
Contig4645 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998063 1.60E-95 >XP_002681600 predicted protein [Naegleria gruberi].
Contig1284 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998213 8.90E-16 >XP_002681675 predicted protein [Naegleria gruberi].
Contig5759 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998213 8.20E-15 >XP_002681675 predicted protein [Naegleria gruberi].
Contig12556 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998906 1.10E-09 >XP_002682021 hypothetical protein NAEGRDRAFT_78224 [Naegleria gruberi].
Contig5293 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998966 1.70E-32 >XP_002682051 hypothetical protein NAEGRDRAFT_56792 [Naegleria gruberi].
Contig16311 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998966 4.30E-46 >XP_002682051 hypothetical protein NAEGRDRAFT_56792 [Naegleria gruberi].
Contig16505 Excavata-Naegleria_gruberi_strain_NEG_M_gi290998966 1.20E-52 >XP_002682051 hypothetical protein NAEGRDRAFT_56792 [Naegleria gruberi].
Contig340 Excavata-Naegleria_gruberi_strain_NEG_M_gi290999545 7.60E-13 >XP_002682340 predicted protein [Naegleria gruberi].
Contig11916 Excavata-Naegleria_gruberi_strain_NEG_M_gi290999655 9.40E-15 >XP_002682395 predicted protein [Naegleria gruberi].
Contig16746 Excavata-Naegleria_gruberi_strain_NEG_M_gi291000230 1.50E-13 >XP_002682682 predicted protein [Naegleria gruberi].
Contig12810 Excavata-Naegleria_gruberi_strain_NEG_M_gi291000414 2.20E-24 >XP_002682774 FtsX domain-containing protein [Naegleria gruberi].
Contig11813 Excavata-Naegleria_gruberi_strain_NEG_M_gi291000927 2.00E-24 >XP_002683030 predicted protein [Naegleria gruberi].
Contig3195 Excavata-Naegleria_gruberi_strain_NEG_M_gi291001003 3.20E-16 >XP_002683068 nucleoporin 155 [Naegleria gruberi].
Contig13039 Excavata-Naegleria_gruberi_strain_NEG_M_gi291001535 2.30E-18 >XP_002683334 N-acetyltransferase 5 [Naegleria gruberi].
Contig7129 Excavata-Naegleria_gruberi_strain_NEG_M_gi291001749 5.30E-13 >XP_002683441 predicted protein [Naegleria gruberi].
Contig122 Excavata-Naegleria_gruberi_strain_NEG_M_gi291001769 4.30E-06 >XP_002683451 predicted protein [Naegleria gruberi].
Contig12639 Excavata-Reclinomonas_americana_mt_gi11466533 1.60E-150 >NP_044782 NADH dehydrogenase subunit 7 [Reclinomonas americana].
Contig8856 Excavata-Reclinomonas_americana_mt_gi11466534 2.80E-33 >NP_044783 NADH dehydrogenase subunit 9 [Reclinomonas americana].
Contig12330 Excavata-Trichomonas_vaginalis_G3_gi123238866 5.70E-14 >XP_001287470 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig7312 Excavata-Trichomonas_vaginalis_G3_gi123367021 4.70E-12 >XP_001296865 protein kinase [Trichomonas vaginalis G3].
Contig1143 Excavata-Trichomonas_vaginalis_G3_gi123398905 1.60E-20 >XP_001301368 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig5380 Excavata-Trichomonas_vaginalis_G3_gi123400610 4.40E-06 >XP_001301688 Dolichyl-phosphate-mannose-protein mannosyltransferase [Trichomonas vaginalis G3].
Contig6815 Excavata-Trichomonas_vaginalis_G3_gi123410108 1.10E-17 >XP_001303611 Tubulin-tyrosine ligase family protein [Trichomonas vaginalis G3].
Contig4199 Excavata-Trichomonas_vaginalis_G3_gi123416643 1.10E-19 >XP_001304938 hypothetical protein [Trichomonas vaginalis G3].
Contig5333 Excavata-Trichomonas_vaginalis_G3_gi123431484 1.60E-27 >XP_001308190 hypothetical protein [Trichomonas vaginalis G3].
Contig5320 Excavata-Trichomonas_vaginalis_G3_gi123431636 1.50E-06 >XP_001308251 flocculin [Trichomonas vaginalis G3].
Contig14105 Excavata-Trichomonas_vaginalis_G3_gi123435605 1.30E-07 >XP_001309014 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig9097 Excavata-Trichomonas_vaginalis_G3_gi123446241 8.80E-46 >XP_001311873 CoA binding domain containing protein [Trichomonas vaginalis G3].
Contig690 Excavata-Trichomonas_vaginalis_G3_gi123446806 1.00E-07 >XP_001312150 Transmembrane amino acid transporter protein [Trichomonas vaginalis G3].
Contig1387 Excavata-Trichomonas_vaginalis_G3_gi123448592 2.30E-14 >XP_001313024 TRNA binding domain containing protein [Trichomonas vaginalis G3].
Contig13174 Excavata-Trichomonas_vaginalis_G3_gi123459116 2.20E-06 >XP_001316596 Dolichyl-phosphate-mannose-protein mannosyltransferase [Trichomonas vaginalis G3].
Contig5107 Excavata-Trichomonas_vaginalis_G3_gi123469906 1.50E-06 >XP_001318162 viral A-type inclusion protein [Trichomonas vaginalis G3].
Contig1794 Excavata-Trichomonas_vaginalis_G3_gi123471139 2.00E-09 >XP_001318771 glycosyl transferase [Trichomonas vaginalis G3].
Contig4320 Excavata-Trichomonas_vaginalis_G3_gi123475635 4.40E-15 >XP_001320994 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig9635 Excavata-Trichomonas_vaginalis_G3_gi123478463 3.50E-10 >XP_001322394 aminophospholipid translocase [Trichomonas vaginalis G3].
Contig4173 Excavata-Trichomonas_vaginalis_G3_gi123482208 3.00E-09 >XP_001323730 hypothetical protein [Trichomonas vaginalis G3].
Contig1995 Excavata-Trichomonas_vaginalis_G3_gi123484194 1.40E-16 >XP_001324213 GAF domain containing protein [Trichomonas vaginalis G3].
Contig11676 Excavata-Trichomonas_vaginalis_G3_gi123506042 2.70E-39 >XP_001329113 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig4237 Excavata-Trichomonas_vaginalis_G3_gi123507867 6.10E-20 >XP_001329506 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig3329 Excavata-Trichomonas_vaginalis_G3_gi123976114 2.70E-07 >XP_001330444 ankyrin repeat protein [Trichomonas vaginalis G3].
Contig16839 Excavata-Trichomonas_vaginalis_G3_gi154412577 1.40E-11 >XP_001579321 hypothetical protein [Trichomonas vaginalis G3].
Contig3891 Excavata-Trichomonas_vaginalis_G3_gi154416397 5.50E-11 >XP_001581221 DNA repair protein RAD51 homolog [Trichomonas vaginalis G3].
Contig4766 Excavata-Trichomonas_vaginalis_G3_gi154416763 2.50E-15 >XP_001581403 viral A-type inclusion protein [Trichomonas vaginalis G3].
Contig7199 Excavata-Trichomonas_vaginalis_G3_gi154421455 1.30E-08 >XP_001583741 hypothetical protein [Trichomonas vaginalis G3].
Contig38 Excavata-Trypanosoma_brucei_TREU927_gi71747718 3.60E-17 >XP_822914 hypothetical protein [Trypanosoma brucei TREU927].
Contig12317 Excavata-Trypanosoma_brucei_TREU927_gi71748748 6.10E-06 >XP_823429 short-chain dehydrogenase [Trypanosoma brucei TREU927].
Contig12067 Excavata-Trypanosoma_brucei_TREU927_gi71755957 4.60E-28 >XP_828893 RAD51 protein [Trypanosoma brucei TREU927].
Contig127 Excavata-Trypanosoma_brucei_TREU927_gi72390095 5.50E-11 >XP_845342 hypothetical protein [Trypanosoma brucei TREU927].
Contig2663 Excavata-Trypanosoma_brucei_TREU927_gi72390403 1.90E-11 >XP_845496 hypothetical protein [Trypanosoma brucei TREU927].
Contig14583 Excavata-Trypanosoma_brucei_TREU927_gi72391028 5.50E-06 >XP_845808 zinc finger protein [Trypanosoma brucei TREU927].
Contig5550 Excavata-Trypanosoma_congolense_esgi225649574_3 1.20E-36 >FN274300 FN274300 Trypanosoma congolense isolate IL300 procyclic stage Trypanosoma congolense cDNA clone TCpc12f04.q1k, mRNA sequence.
Contig7010 Excavata-Trypanosoma_congolense_esgi225652046_3 8.70E-37 >FN275283 FN275283 Trypanosoma congolense isolate IL300 procyclic stage Trypanosoma congolense cDNA clone TCpc21h05.q1k, mRNA sequence.
Contig2173 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi714157294.80E-12 >XP_809921 ankyrin [Trypanosoma cruzi strain CL Brener].
Contig1235 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi716502531.30E-14 >XP_813828 hypothetical protein [Trypanosoma cruzi strain CL Brener].
Contig16321 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi716514955.50E-36 >XP_814425 hypothetical protein [Trypanosoma cruzi strain CL Brener].
Contig6511 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi716555652.20E-29 >XP_816344 histone acethyltransferase-like protein [Trypanosoma cruzi strain CL Brener].
Contig2000 Excavata-Trypanosoma_cruzi_strain_CL_Brener_gi716652575.20E-19 >XP_819600 kinesin [Trypanosoma cruzi strain CL Brener].
Contig7855 FibrobacteresAcidobacteria-Candidatus_Solibacter_usitatus_Ellin6076_gi1166192311.10E-06 >YP_821387 alpha/beta hydrolase fold protein [Candidatus Solibacter usitatus Ellin6076].
Contig2781 FibrobacteresAcidobacteria-Candidatus_Solibacter_usitatus_Ellin6076_gi1166231664.00E-07 >YP_825322 inositol oxygenase [Candidatus Solibacter usitatus Ellin6076].
Contig777 FibrobacteresAcidobacteria-Candidatus_Solibacter_usitatus_Ellin6076_gi1166244141.80E-10 >YP_826570 histidine kinase [Candidatus Solibacter usitatus Ellin6076].
Contig1189 FibrobacteresAcidobacteria-Terriglobus_saanensis_SP1PR4_gi3078215283.00E-16 >ZP_07651826 metallophosphoesterase [Acidobacterium sp. SP1PR4].
Contig17126 Firmicutes-Acetivibrio_cellulolyticus_CD2_gi303240378 4.10E-09 >ZP_07326896 conserved hypothetical protein [Acetivibrio cellulolyticus CD2].
Contig7268 Firmicutes-Acetohalobium_arabaticum_DSM_5501_gi3023916472.10E-25 >YP_003827467 PhoH family protein [Acetohalobium arabaticum DSM 5501].
Contig8658 Firmicutes-Alicyclobacillus_acidocaldarius_subsp_acidocaldarius_DSM_446_gi2585124657.20E-15 >YP_003185899 aldehyde Dehydrogenase [Alicyclobacillus acidocaldarius subsp. acidocaldarius DSM 446].
Contig1830 Firmicutes-Anaerococcus_hydrogenalis_DSM_7454_gi2126959389.30E-16 >ZP_03304066 hypothetical protein ANHYDRO_00471 [Anaerococcus hydrogenalis DSM 7454].
Contig1677 Firmicutes-Anaerococcus_prevotii_DSM_20548_gi2570668562.70E-28 >YP_003153112 ATPase associated with various cellular activities AAA_5 [Anaerococcus prevotii DSM 20548].
Contig4382 Firmicutes-Bacillus_cellulosilyticus_DSM_2522_gi3171280352.30E-45 >YP_004094317 sulfate transporter [Bacillus cellulosilyticus DSM 2522].
Contig108 Firmicutes-Bacillus_cellulosilyticus_DSM_2522_gi3171288701.30E-06 >YP_004095152 major facilitator superfamily MFS_1 [Bacillus cellulosilyticus DSM 2522].
Contig6616 Firmicutes-Bacillus_cereus_G9241_gi47569655 4.10E-07 >ZP_00240331 prophage LambdaSa2, HNH endonuclease family protein [Bacillus cereus G9241].
Contig1183 Firmicutes-Bacillus_cereus_Rock3_42_gi229090298 2.20E-13 >ZP_04221542 hypothetical protein bcere0021_11270 [Bacillus cereus Rock3-42].



Contig5787 Firmicutes-Bacillus_cytotoxicus_NVH_391_98_gi1529754527.60E-07 >YP_001374969 glycosyl transferase family protein [Bacillus cereus subsp. cytotoxis NVH 391-98].
Contig7092 Firmicutes-Bacillus_megaterium_DSM_319_gi295702757 1.20E-07 >YP_003595832 amidohydrolase [Bacillus megaterium DSM 319].
Contig15431 Firmicutes-Bacillus_megaterium_QM_B1551_gi2945000696.30E-17 >YP_003563769 gamma-glutamyltransferase [Bacillus megaterium QM B1551].
Contig16337 Firmicutes-Bacillus_thuringiensis_serovar_andalousiensis_BGSC_4AW1_gi2289363904.70E-14 >ZP_04099188 hypothetical protein bthur0009_48270 [Bacillus thuringiensis serovar andalousiensis BGSC 4AW1].
Contig6823 Firmicutes-Bacillus_thuringiensis_serovar_sotto_str_T04001_gi2289635451.50E-07 >ZP_04124699 hypothetical protein bthur0004_4230 [Bacillus thuringiensis serovar sotto str. T04001].
Contig16280 Firmicutes-Caldicellulosiruptor_saccharolyticus_DSM_8903_gi1462969603.60E-258 >YP_001180731 pyruvate phosphate dikinase [Caldicellulosiruptor saccharolyticus DSM 8903].
Contig14775 Firmicutes-Clostridium_asparagiforme_DSM_15981_gi2253882175.20E-09 >ZP_03757941 hypothetical protein CLOSTASPAR_01952 [Clostridium asparagiforme DSM 15981].
Contig7160 Firmicutes-Clostridium_asparagiforme_DSM_15981_gi2253900418.70E-52 >ZP_03759765 hypothetical protein CLOSTASPAR_03791 [Clostridium asparagiforme DSM 15981].
Contig7971 Firmicutes-Clostridium_botulinum_B_str_Eklund_17B_gi1879352091.60E-15 >YP_001886804 inner membrane protein YicO [Clostridium botulinum B str. Eklund 17B].
Contig12172 Firmicutes-Clostridium_butyricum_5521_gi182417447 6.80E-09 >ZP_02948774 hypothetical protein CBY_0393 [Clostridium butyricum 5521].
Contig16578 Firmicutes-Clostridium_carboxidivorans_P7_gi255528121 3.00E-26 >ZP_05394950 hypothetical protein CcarbDRAFT_4951 [Clostridium carboxidivorans P7].
Contig5725 Firmicutes-Clostridium_carboxidivorans_P7_gi296185191 5.00E-20 >ZP_06853601 hypothetical protein CLCAR_0605 [Clostridium carboxidivorans P7].
Contig590 Firmicutes-Clostridium_carboxidivorans_P7_gi296186316 1.20E-08 >ZP_06854720 membrane protein, putative [Clostridium carboxidivorans P7].
Contig11667 Firmicutes-Clostridium_lentocellum_DSM_5427_gi2964413981.90E-21 >ZP_06883473 Conserved carboxylase region [Clostridium lentocellum DSM 5427].
Contig10396 Firmicutes-Clostridium_nexile_DSM_1787_gi210617621 1.80E-06 >ZP_03291660 hypothetical protein CLONEX_03884 [Clostridium nexile DSM 1787].
Contig3224 Firmicutes-Enterococcus_faecium_E1636_gi294616331 1.90E-16 >ZP_06696124 GDP-mannose 6-dehydrogenase [Enterococcus faecium E1636].
Contig15206 Firmicutes-Eubacterium_limosum_KIST612_gi310829610 1.40E-12 >YP_003961967 hypothetical protein ELI_4062 [Eubacterium limosum KIST612].
Contig6278 Firmicutes-Gemella_haemolysans_ATCC_10379_gi2418889462.00E-06 >ZP_04776250 glycerol kinase [Gemella haemolysans ATCC 10379].
Contig13318 Firmicutes-Geobacillus_sp_WCH70_gi239827913 3.30E-10 >YP_002950537 stage VI sporulation protein D [Geobacillus sp. WCH70].
Contig12905 Firmicutes-Halanaerobium_sp_sapolanicus_gi312143707 1.50E-08 >YP_003995153 chromosome segregation protein SMC [Halanaerobium sp. 'sapolanicus'].
Contig2112 Firmicutes-Holdemania_filiformis_DSM_12042_gi2239844035.40E-09 >ZP_03634542 hypothetical protein HOLDEFILI_01836 [Holdemania filiformis DSM 12042].
Contig9090 Firmicutes-Lactococcus_lactis_subsp_lactis_KF147_gi2814906342.50E-14 >YP_003352614 glycosyltransferase [Lactococcus lactis subsp. lactis KF147].
Contig4904 Firmicutes-Paenibacillus_curdlanolyticus_YK9_gi3044081061.30E-06 >ZP_07389756 conserved hypothetical protein [Paenibacillus curdlanolyticus YK9].
Contig8594 Firmicutes-Paenibacillus_polymyxa_E681_gi308070482 2.60E-11 >YP_003872087 nucleoside-diphosphate-sugar epimerase [Paenibacillus polymyxa E681].
Contig4407 Firmicutes-Paenibacillus_polymyxa_E681_gi308071460 2.70E-07 >YP_003873065 homocysteine S-methyltransferase (S-methylmethionine:homocysteine methyltransferase) [Paenibacillus polymyxa E681].
Contig2481 Firmicutes-Paenibacillus_polymyxa_SC2_gi310642236 3.70E-09 >YP_003946994 protein [Paenibacillus polymyxa SC2].
Contig14760 Firmicutes-Paenibacillus_polymyxa_SC2_gi310642236 2.60E-09 >YP_003946994 protein [Paenibacillus polymyxa SC2].
Contig13626 Firmicutes-Paenibacillus_sp_Y412MC10_gi261406171 4.20E-11 >YP_003242412 Non-specific serine/threonine protein kinase [Paenibacillus sp. Y412MC10].
Contig4348 Firmicutes-Ruminococcus_flavefaciens_FD_1_gi2686113462.90E-06 >ZP_06145073 cobyrinic acid ac-diamide synthase [Ruminococcus flavefaciens FD-1].
Contig9570 Firmicutes-Symbiobacterium_thermophilum_IAM_14863_gi518937513.70E-10 >YP_076442 cation-transporting ATPase [Symbiobacterium thermophilum IAM 14863].
Contig6795 Firmicutes-Thermaerobacter_subterraneus_DSM_13965_gi3139028229.40E-12 >ZP_07836219 spermidine synthase [Thermaerobacter subterraneus DSM 13965].
Contig11087 Firmicutes-Thermaerobacter_subterraneus_DSM_13965_gi3139029212.50E-23 >ZP_07836317 NAD(P)H quinone oxidoreductase, PIG3 family [Thermaerobacter subterraneus DSM 13965].
Contig4107 Firmicutes-Thermoanaerobacter_italicus_Ab9_gi2895785888.70E-106 >YP_003477215 hypothetical protein Thit_1395 [Thermoanaerobacter italicus Ab9].
Contig8826 Firmicutes-Thermoanaerobacter_pseudethanolicus_ATCC_33223_gi1670366614.00E-73 >YP_001664239 calcium-translocating P-type ATPase [Thermoanaerobacter pseudethanolicus ATCC 33223].
Contig1320 Firmicutes-Thermoanaerobacter_wiegelii_Rt8_B1_gi3072669756.90E-32 >ZP_07548492 deoxyribose-phosphate aldolase [Thermoanaerobacter wiegelii Rt8.B1].
Contig16541 Firmicutes-Thermoanaerobacter_wiegelii_Rt8_B1_gi3072672865.00E-59 >ZP_07548786 ATPase, P-type (transporting), HAD superfamily, subfamily IC [Thermoanaerobacter wiegelii Rt8.B1].
Contig8821 Firmicutes-Thermoanaerobacterium_thermosaccharolyticum_DSM_571_gi3043174059.60E-57 >YP_003852550 asparagine synthase (glutamine-hydrolyzing) [Thermoanaerobacterium thermosaccharolyticum DSM 571].
Contig12872 Firmicutes-Thermosediminibacter_oceani_DSM_16646_gi3023906136.90E-30 >YP_003826434 hypoxanthine phosphoribosyltransferase [Thermosediminibacter oceani DSM 16646].
Contig8571 Fungi-Ajellomyces_capsulatus_NAm1_gi154275580 9.70E-07 >XP_001538641 predicted protein [Ajellomyces capsulatus NAm1].
Contig17203 Fungi-Ajellomyces_dermatitidis_SLH14081_gi261193369 7.30E-16 >XP_002623090 MATE efflux family protein subfamily [Ajellomyces dermatitidis SLH14081].
Contig12462 Fungi-Ajellomyces_dermatitidis_SLH14081_gi261194992 3.90E-09 >XP_002623900 actin cortical patch component [Ajellomyces dermatitidis SLH14081].
Contig6440 Fungi-Arthroderma_benhamiae_CBS_112371_gi3025071403.30E-39 >XP_003015531 hypothetical protein ARB_05842 [Arthroderma benhamiae CBS 112371].
Contig10380 Fungi-Arthroderma_gypseum_CBS_118893_gi3150401511.10E-29 >XP_003169453 myosin-1 [Arthroderma gypseum CBS 118893].
Contig2138 Fungi-Arthroderma_otae_CBS_113480_gi296818765 2.40E-21 >XP_002849719 conserved hypothetical protein [Arthroderma otae CBS 113480].
Contig13742 Fungi-Ashbya_gossypii_ATCC_10895_gi302307755 1.10E-07 >NP_984483 ADR387Wp [Ashbya gossypii ATCC 10895].
Contig16473 Fungi-Ashbya_gossypii_ATCC_10895_gi45190733 1.40E-10 >NP_984987 AER128Wp [Ashbya gossypii ATCC 10895].
Contig617 Fungi-Ashbya_gossypii_ATCC_10895_gi45190773 5.00E-29 >NP_985027 AER169Cp [Ashbya gossypii ATCC 10895].
Contig5447 Fungi-Aspergillus_clavatus_NRRL_1_gi121705726 1.80E-12 >XP_001271126 ubiquitin [Aspergillus clavatus NRRL 1].
Contig16481 Fungi-Aspergillus_clavatus_NRRL_1_gi121708329 5.70E-19 >XP_001272097 sulfate transporter family protein [Aspergillus clavatus NRRL 1].
Contig2972 Fungi-Aspergillus_fumigatus_Af293_gi70986270 4.60E-07 >XP_748629 MYND domain protein [Aspergillus fumigatus Af293].
Contig437 Fungi-Aspergillus_nidulans_FGSC_A4_gi67900772 3.00E-31 >XP_680642 hypothetical protein AN7373.2 [Aspergillus nidulans FGSC A4].
Contig16820 Fungi-Aspergillus_niger_CBS_513_88_gi145256666 4.20E-82 >XP_001401478 cytokinesis protein sepH [Aspergillus niger CBS 513.88].
Contig7238 Fungi-Aspergillus_oryzae_RIB40_gi169779629 5.50E-13 >XP_001824279 ankyrin repeat-containing protein [Aspergillus oryzae RIB40].
Contig11603 Fungi-Aspergillus_oryzae_RIB40_gi169780432 1.10E-101 >XP_001824680 sulfate adenylyltransferase [Aspergillus oryzae RIB40].
Contig7989 Fungi-Aspergillus_oryzae_RIB40_gi169785663 1.30E-06 >XP_001827292 hypothetical protein AOR_1_1440024 [Aspergillus oryzae RIB40].
Contig7701 Fungi-Aspergillus_oryzae_RIB40_gi317138945 2.20E-35 >XP_001817167 aconitate hydratase [Aspergillus oryzae RIB40].
Contig16629 Fungi-Aspergillus_terreus_NIH2624_gi115391143 2.20E-08 >XP_001213076 predicted protein [Aspergillus terreus NIH2624].
Contig6189 Fungi-Aspergillus_terreus_NIH2624_gi115397177 3.30E-15 >XP_001214180 exoglucanase 1 precursor [Aspergillus terreus NIH2624].
Contig7271 Fungi-Aspergillus_terreus_NIH2624_gi115398109 9.00E-11 >XP_001214646 hypothetical protein ATEG_05468 [Aspergillus terreus NIH2624].
Contig3995 Fungi-Aspergillus_terreus_NIH2624_gi115402049 4.60E-09 >XP_001217101 hypothetical protein ATEG_08515 [Aspergillus terreus NIH2624].
Contig8598 Fungi-Aspergillus_terreus_NIH2624_gi115491583 6.30E-06 >XP_001210419 conserved hypothetical protein [Aspergillus terreus NIH2624].
Contig3425 Fungi-Botryotinia_fuckeliana_B05_10_gi154291609 6.90E-10 >XP_001546386 hypothetical protein BC1G_15073 [Botryotinia fuckeliana B05.10].
Contig12131 Fungi-Candida_dubliniensis_CD36_gi241953693 2.60E-30 >XP_002419568 ion transporter, putative [Candida dubliniensis CD36].
Contig16065 Fungi-Candida_dubliniensis_CD36_gi241957962 3.90E-16 >XP_002421700 ARP2/3 complex subunit, putative [Candida dubliniensis CD36].
Contig920 Fungi-Candida_glabrata_CBS_138_gi50284933 2.50E-09 >XP_444894 hypothetical protein [Candida glabrata CBS 138].
Contig8625 Fungi-Candida_glabrata_CBS_138_gi50287363 6.90E-19 >XP_446111 hypothetical protein [Candida glabrata CBS 138].
Contig6444 Fungi-Chaetomium_globosum_CBS_148_51_gi1162026852.50E-11 >XP_001227154 hypothetical protein CHGG_09227 [Chaetomium globosum CBS 148.51].
Contig7565 Fungi-Chaetomium_globosum_CBS_148_51_gi1162026851.60E-06 >XP_001227154 hypothetical protein CHGG_09227 [Chaetomium globosum CBS 148.51].
Contig12511 Fungi-Chaetomium_globosum_CBS_148_51_gi1162048778.40E-13 >XP_001228249 hypothetical protein CHGG_10322 [Chaetomium globosum CBS 148.51].
Contig9336 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260940687 1.30E-08 >XP_002614643 hypothetical protein CLUG_05421 [Clavispora lusitaniae ATCC 42720].
Contig17192 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260940997 1.20E-40 >XP_002615338 conserved hypothetical protein [Clavispora lusitaniae ATCC 42720].
Contig9496 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260943626 1.70E-09 >XP_002616111 hypothetical protein CLUG_03352 [Clavispora lusitaniae ATCC 42720].
Contig14851 Fungi-Clavispora_lusitaniae_ATCC_42720_gi260944046 5.00E-18 >XP_002616321 hypothetical protein CLUG_03562 [Clavispora lusitaniae ATCC 42720].
Contig1290 Fungi-Coccidioides_immitis_RS_gi119181571 4.50E-25 >XP_001241990 tubulin gamma chain [Coccidioides immitis RS].
Contig9786 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi3033121875.00E-17 >XP_003066105 hypothetical protein CPC735_053300 [Coccidioides posadasii C735 delta SOWgp].
Contig1066 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi3033161831.10E-09 >XP_003068096 hypothetical protein CPC735_043950 [Coccidioides posadasii C735 delta SOWgp].
Contig15406 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi3033173603.00E-27 >XP_003068682 hypothetical protein CPC735_007090 [Coccidioides posadasii C735 delta SOWgp].
Contig6749 Fungi-Coccidioides_posadasii_C735_delta_SOWgp_gi3033200258.90E-26 >XP_003070012 kinase domain containing protein [Coccidioides posadasii C735 delta SOWgp].
Contig16459 Fungi-Coprinopsis_cinerea_okayama7_130_gi169845563 8.30E-51 >XP_001829501 ATP dependent DNA ligase [Coprinopsis cinerea okayama7#130].
Contig5425 Fungi-Coprinopsis_cinerea_okayama7_130_gi169847089 7.20E-07 >XP_001830256 hypothetical protein CC1G_01892 [Coprinopsis cinerea okayama7#130].
Contig14836 Fungi-Coprinopsis_cinerea_okayama7_130_gi169848403 2.90E-13 >XP_001830909 ADP-ribosylation factor [Coprinopsis cinerea okayama7#130].
Contig10769 Fungi-Coprinopsis_cinerea_okayama7_130_gi169848889 1.00E-07 >XP_001831149 microtubule binding protein [Coprinopsis cinerea okayama7#130].
Contig11790 Fungi-Coprinopsis_cinerea_okayama7_130_gi169857697 5.20E-13 >XP_001835496 phosphatidylserine synthase 2 [Coprinopsis cinerea okayama7#130].
Contig5671 Fungi-Coprinopsis_cinerea_okayama7_130_gi169868449 2.90E-28 >XP_001840797 proteasome 26S subunit [Coprinopsis cinerea okayama7#130].
Contig5262 Fungi-Coprinopsis_cinerea_okayama7_130_gi299739478 4.80E-79 >XP_001835316 transcriptional factor B3 [Coprinopsis cinerea okayama7#130].
Contig1047 Fungi-Coprinopsis_cinerea_okayama7_130_gi299740925 6.20E-33 >XP_001834099 citrate transporter [Coprinopsis cinerea okayama7#130].
Contig13175 Fungi-Coprinopsis_cinerea_okayama7_130_gi299745004 2.10E-33 >XP_001831405 helicase [Coprinopsis cinerea okayama7#130].
Contig16339 Fungi-Coprinopsis_cinerea_okayama7_130_gi299745004 3.60E-34 >XP_001831405 helicase [Coprinopsis cinerea okayama7#130].
Contig8507 Fungi-Coprinopsis_cinerea_okayama7_130_gi299746164 8.90E-29 >XP_002911013 hypothetical protein CC1G_15553 [Coprinopsis cinerea okayama7#130].
Contig15842 Fungi-Coprinopsis_cinerea_okayama7_130_gi299746452 7.60E-09 >XP_001837988 ankyrin repeat domain-containing protein 29 [Coprinopsis cinerea okayama7#130].
Contig14282 Fungi-Coprinopsis_cinerea_okayama7_130_gi299747855 2.20E-10 >XP_001837291 hypothetical protein CC1G_00427 [Coprinopsis cinerea okayama7#130].
Contig4533 Fungi-Coprinopsis_cinerea_okayama7_130_gi299750754 2.70E-16 >XP_001829802 hypothetical protein CC1G_06011 [Coprinopsis cinerea okayama7#130].
Contig1873 Fungi-Coprinopsis_cinerea_okayama7_130_gi299755967 9.30E-26 >XP_001829007 DNA repair and recombination protein pif1 [Coprinopsis cinerea okayama7#130].
Contig1632 Fungi-Cryptococcus_neoformans_var_neoformans_JEC21_gi582674201.90E-09 >XP_570866 hypothetical protein [Cryptococcus neoformans var. neoformans JEC21].
Contig6309 Fungi-Cryptococcus_neoformans_var_neoformans_JEC21_gi582699221.10E-41 >XP_572117 WD repeat protein [Cryptococcus neoformans var. neoformans JEC21].
Contig5195 Fungi-Gibberella_zeae_PH_1_gi46124417 4.50E-14 >XP_386762 hypothetical protein FG06586.1 [Gibberella zeae PH-1].
Contig1051 Fungi-Gibberella_zeae_PH_1_gi46138183 6.40E-09 >XP_390782 hypothetical protein FG10606.1 [Gibberella zeae PH-1].
Contig1251 Fungi-Kluyveromyces_lactis_NRRL_Y_1140_gi50303485 1.10E-16 >XP_451684 hypothetical protein [Kluyveromyces lactis NRRL Y-1140].
Contig16055 Fungi-Kluyveromyces_lactis_NRRL_Y_1140_gi50309345 2.40E-07 >XP_454680 hypothetical protein [Kluyveromyces lactis NRRL Y-1140].
Contig6180 Fungi-Kluyveromyces_lactis_NRRL_Y_1140_gi50309579 2.10E-06 >XP_454801 hypothetical protein [Kluyveromyces lactis NRRL Y-1140].
Contig16713 Fungi-Laccaria_bicolor_S238N_H82_gi170084221 8.40E-53 >XP_001873334 predicted protein [Laccaria bicolor S238N-H82].
Contig11878 Fungi-Laccaria_bicolor_S238N_H82_gi170084347 2.40E-10 >XP_001873397 predicted protein [Laccaria bicolor S238N-H82].
Contig16343 Fungi-Laccaria_bicolor_S238N_H82_gi170086824 2.00E-26 >XP_001874635 exocyst complex component sec6 [Laccaria bicolor S238N-H82].
Contig16526 Fungi-Laccaria_bicolor_S238N_H82_gi170094961 1.90E-17 >XP_001878701 predicted protein [Laccaria bicolor S238N-H82].
Contig16482 Fungi-Laccaria_bicolor_S238N_H82_gi170096366 1.30E-12 >XP_001879403 predicted protein [Laccaria bicolor S238N-H82].
Contig5697 Fungi-Laccaria_bicolor_S238N_H82_gi170097057 1.50E-20 >XP_001879748 predicted protein [Laccaria bicolor S238N-H82].
Contig10275 Fungi-Laccaria_bicolor_S238N_H82_gi170097057 2.30E-07 >XP_001879748 predicted protein [Laccaria bicolor S238N-H82].
Contig11867 Fungi-Laccaria_bicolor_S238N_H82_gi170097433 1.10E-06 >XP_001879936 predicted protein [Laccaria bicolor S238N-H82].
Contig4413 Fungi-Laccaria_bicolor_S238N_H82_gi170099251 3.50E-28 >XP_001880844 fatty acid synthase [Laccaria bicolor S238N-H82].
Contig4182 Fungi-Laccaria_bicolor_S238N_H82_gi170103993 6.60E-12 >XP_001883211 predicted protein [Laccaria bicolor S238N-H82].
Contig12437 Fungi-Laccaria_bicolor_S238N_H82_gi170107951 4.60E-23 >XP_001885185 predicted protein [Laccaria bicolor S238N-H82].
Contig12874 Fungi-Magnaporthe_oryzae_70_15_gi145603424 2.90E-07 >XP_369403 hypothetical protein [Magnaporthe oryzae 70-15].
Contig4599 Fungi-Magnaporthe_oryzae_70_15_gi145608552 1.60E-06 >XP_370022 hypothetical protein MGG_06537 [Magnaporthe oryzae 70-15].
Contig7811 Fungi-Magnaporthe_oryzae_70_15_gi145610181 6.00E-23 >XP_366588 hypothetical protein MGG_12628 [Magnaporthe oryzae 70-15].
Contig16458 Fungi-Magnaporthe_oryzae_70_15_gi145613542 5.10E-07 >XP_363625 hypothetical protein MGG_01551 [Magnaporthe oryzae 70-15].
Contig2237 Fungi-Magnaporthe_oryzae_70_15_gi145615424 7.80E-07 >XP_360210 hypothetical protein MGG_05584 [Magnaporthe oryzae 70-15].
Contig12219 Fungi-Magnaporthe_oryzae_70_15_gi39941070 1.20E-11 >XP_360072 hypothetical protein MGG_05447 [Magnaporthe oryzae 70-15].
Contig575 Fungi-Magnaporthe_oryzae_70_15_gi39942580 4.90E-12 >XP_360827 hypothetical protein MGG_03370 [Magnaporthe oryzae 70-15].
Contig8817 Fungi-Malassezia_globosa_CBS_7966_gi164655526 7.60E-14 >XP_001728892 hypothetical protein MGL_3886 [Malassezia globosa CBS 7966].
Contig17653 Fungi-Malassezia_globosa_CBS_7966_gi164659778 1.10E-12 >XP_001731013 hypothetical protein MGL_2012 [Malassezia globosa CBS 7966].
Contig16221 Fungi-Malassezia_globosa_CBS_7966_gi164660082 1.80E-76 >XP_001731164 hypothetical protein MGL_1347 [Malassezia globosa CBS 7966].
Contig218 Fungi-Malassezia_globosa_CBS_7966_gi164661241 6.00E-11 >XP_001731743 hypothetical protein MGL_1011 [Malassezia globosa CBS 7966].
Contig13137 Fungi-Malassezia_globosa_CBS_7966_gi164662146 2.80E-12 >XP_001732195 hypothetical protein MGL_0788 [Malassezia globosa CBS 7966].
Contig17499 Fungi-Meyerozyma_guilliermondii_ATCC_6260_gi1464147328.60E-11 >XP_001483336 iron sulfur cluster assembly protein 1, mitochondrial precursor [Meyerozyma guilliermondii ATCC 6260].
Contig11903 Fungi-Meyerozyma_guilliermondii_ATCC_6260_gi1464205581.50E-21 >XP_001486234 hypothetical protein PGUG_01905 [Meyerozyma guilliermondii ATCC 6260].
Contig1906 Fungi-Moniliophthora_perniciosa_FA553_gi238576881 1.30E-09 >XP_002388195 hypothetical protein MPER_12818 [Moniliophthora perniciosa FA553].
Contig519 Fungi-Moniliophthora_perniciosa_FA553_gi238589854 2.80E-06 >XP_002392141 hypothetical protein MPER_08324 [Moniliophthora perniciosa FA553].
Contig8660 Fungi-Moniliophthora_perniciosa_FA553_gi238590965 4.00E-21 >XP_002392473 hypothetical protein MPER_07943 [Moniliophthora perniciosa FA553].
Contig13641 Fungi-Moniliophthora_perniciosa_FA553_gi238596011 2.60E-17 >XP_002393936 hypothetical protein MPER_06255 [Moniliophthora perniciosa FA553].
Contig5097 Fungi-Moniliophthora_perniciosa_mt_gi49147033 2.90E-12 >YP_025890 DNA-directed DNA polymerase [Moniliophthora perniciosa].
Contig13315 Fungi-Nectria_haematococca_mpVI_77_13_4_gi3028927693.10E-10 >XP_003045266 hypothetical protein NECHADRAFT_22286 [Nectria haematococca mpVI 77-13-4].
Contig14185 Fungi-Nectria_haematococca_mpVI_77_13_4_gi3028932261.10E-14 >XP_003045494 predicted protein [Nectria haematococca mpVI 77-13-4].
Contig8789 Fungi-Nectria_haematococca_mpVI_77_13_4_gi3028994424.20E-41 >XP_003048051 predicted protein [Nectria haematococca mpVI 77-13-4].
Contig12612 Fungi-Nectria_haematococca_mpVI_77_13_4_gi3029064362.10E-19 >XP_003049481 hypothetical protein NECHADRAFT_82890 [Nectria haematococca mpVI 77-13-4].
Contig8270 Fungi-Nosema_ceranae_BRL01_gi300706227 8.30E-14 >XP_002995402 hypothetical protein NCER_101719 [Nosema ceranae BRL01].
Contig12590 Fungi-Penicillium_chrysogenum_Wisconsin_54_1255_gi2559405841.20E-13 >XP_002561061 Pc16g07350 [Penicillium chrysogenum Wisconsin 54-1255].
Contig6846 Fungi-Penicillium_chrysogenum_Wisconsin_54_1255_gi2559570474.10E-11 >XP_002569276 Pc21g23090 [Penicillium chrysogenum Wisconsin 54-1255].
Contig3927 Fungi-Penicillium_marneffei_ATCC_18224_gi212532473 3.30E-08 >XP_002146393 sodium/calcium exchanger protein [Penicillium marneffei ATCC 18224].
Contig14636 Fungi-Penicillium_marneffei_ATCC_18224_gi212534524 7.20E-07 >XP_002147418 protease S8 tripeptidyl peptidase I, putative [Penicillium marneffei ATCC 18224].
Contig8802 Fungi-Phaeosphaeria_nodorum_SN15_gi169609703 7.20E-08 >XP_001798270 hypothetical protein SNOG_07944 [Phaeosphaeria nodorum SN15].
Contig6072 Fungi-Phaeosphaeria_nodorum_SN15_gi169612762 7.80E-17 >XP_001799798 hypothetical protein SNOG_09508 [Phaeosphaeria nodorum SN15].
Contig3892 Fungi-Phaeosphaeria_nodorum_SN15_gi169615298 1.10E-10 >XP_001801065 hypothetical protein SNOG_10806 [Phaeosphaeria nodorum SN15].
Contig17002 Fungi-Phaeosphaeria_nodorum_SN15_gi169615298 1.30E-08 >XP_001801065 hypothetical protein SNOG_10806 [Phaeosphaeria nodorum SN15].
Contig6615 Fungi-Phaeosphaeria_nodorum_SN15_gi169621077 7.40E-07 >XP_001803949 hypothetical protein SNOG_13742 [Phaeosphaeria nodorum SN15].
Contig12160 Fungi-Pichia_pastoris_GS115_gi254572339 2.60E-11 >XP_002493279 Lumazine synthase (6,7-dimethyl-8-ribityllumazine synthase, also known as DMRL synthase) [Pichia pastoris GS115].
Contig16418 Fungi-Pichia_pastoris_GS115_gi254573870 6.00E-06 >XP_002494044 Putative protein of unknown function [Pichia pastoris GS115].
Contig11607 Fungi-Podospora_anserina_S_mat_gi171689886 5.20E-27 >XP_001909882 hypothetical protein [Podospora anserina S mat+].
Contig13114 Fungi-Postia_placenta_Mad_698_R_gi242221851 9.60E-08 >XP_002476665 predicted protein [Postia placenta Mad-698-R].
Contig674 Fungi-Pyrenophora_tritici_repentis_Pt_1C_BFP_gi1892007339.60E-18 >XP_001936703 DNA polymerase epsilon catalytic subunit A [Pyrenophora tritici-repentis Pt-1C-BFP].
Contig2280 Fungi-Pyrenophora_tritici_repentis_Pt_1C_BFP_gi1892070803.50E-13 >XP_001939874 splicesome-associated protein [Pyrenophora tritici-repentis Pt-1C-BFP].
Contig5752 Fungi-Saccharomyces_cerevisiae_S288c_gi14318474 9.60E-11 >NP_116609 Sec53p [Saccharomyces cerevisiae S288c].
Contig569 Fungi-Scheffersomyces_stipitis_CBS_6054_gi308198245 5.90E-09 >XP_001387179 protein necessary for high temperature growth [Scheffersomyces stipitis CBS 6054].
Contig4554 Fungi-Schizophyllum_commune_H4_8_gi302686976 3.80E-08 >XP_003033168 hypothetical protein SCHCODRAFT_84929 [Schizophyllum commune H4-8].
Contig11966 Fungi-Schizophyllum_commune_H4_8_gi302689583 2.40E-09 >XP_003034471 hypothetical protein SCHCODRAFT_14921 [Schizophyllum commune H4-8].
Contig12020 Fungi-Schizophyllum_commune_H4_8_gi302697985 7.70E-06 >XP_003038671 hypothetical protein SCHCODRAFT_80836 [Schizophyllum commune H4-8].
Contig5082 Fungi-Schizosaccharomyces_japonicus_yFS275_gi2134016931.60E-88 >XP_002171619 kinesin heavy chain [Schizosaccharomyces japonicus yFS275].
Contig7068 Fungi-Schizosaccharomyces_japonicus_yFS275_gi2134048101.30E-35 >XP_002173177 phospholipid-transporting ATPase [Schizosaccharomyces japonicus yFS275].
Contig9300 Fungi-Schizosaccharomyces_japonicus_yFS275_gi2134058096.20E-07 >XP_002173676 translation initiation factor eIF-2B subunit epsilon [Schizosaccharomyces japonicus yFS275].
Contig11549 Fungi-Schizosaccharomyces_japonicus_yFS275_gi2134106018.60E-29 >XP_002176070 glucan 1,3-beta-glucosidase [Schizosaccharomyces japonicus yFS275].
Contig8620 Fungi-Schizosaccharomyces_pombe_972h_gi19112435 1.20E-09 >NP_595643 triose phosphate transporter [Schizosaccharomyces pombe 972h-].
Contig4285 Fungi-Schizosaccharomyces_pombe_972h_gi19114219 3.50E-23 >NP_593307 GIN4 family protein kinase Cdr2 [Schizosaccharomyces pombe 972h-].
Contig16217 Fungi-Schizosaccharomyces_pombe_972h_gi19114394 6.20E-176 >NP_593482 exonuclease II Exo2 [Schizosaccharomyces pombe 972h-].
Contig7661 Fungi-Schizosaccharomyces_pombe_972h_gi19115197 3.90E-10 >NP_594285 translation initiation factor eIF2B epsilon subunit [Schizosaccharomyces pombe 972h-].
Contig12960 Fungi-Schizosaccharomyces_pombe_972h_gi19115366 4.80E-06 >NP_594454 seven transmembrane receptor-like protein [Schizosaccharomyces pombe 972h-].
Contig5912 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi1560409568.90E-28 >XP_001587464 hypothetical protein SS1G_11456 [Sclerotinia sclerotiorum 1980].
Contig2560 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi1560442862.90E-07 >XP_001588699 hypothetical protein SS1G_10246 [Sclerotinia sclerotiorum 1980].
Contig4221 Fungi-Sclerotinia_sclerotiorum_1980_UF_70_gi1560651951.80E-40 >XP_001598519 hypothetical protein SS1G_00608 [Sclerotinia sclerotiorum 1980].
Contig9403 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242783554 1.20E-06 >XP_002480210 NADH-cytochrome b5 reductase [Talaromyces stipitatus ATCC 10500].
Contig13638 Fungi-Talaromyces_stipitatus_ATCC_10500_gi242816801 8.60E-40 >XP_002486819 ankyrin repeat-containing protein, putative [Talaromyces stipitatus ATCC 10500].
Contig8401 Fungi-Trichophyton_verrucosum_HKI_0517_gi302654790 1.60E-14 >XP_003019194 hypothetical protein TRV_06800 [Trichophyton verrucosum HKI 0517].
Contig9890 Fungi-Tuber_melanosporum_Mel28_gi296418571 2.10E-15 >XP_002838904 hypothetical protein [Tuber melanosporum Mel28].
Contig8093 Fungi-Tuber_melanosporum_Mel28_gi296419313 9.00E-08 >XP_002839258 hypothetical protein [Tuber melanosporum Mel28].
Contig16333 Fungi-Tuber_melanosporum_Mel28_gi296421974 5.90E-51 >XP_002840538 hypothetical protein [Tuber melanosporum Mel28].
Contig6937 Fungi-Uncinocarpus_reesii_1704_gi258576977 1.70E-14 >XP_002542670 aspartate aminotransferase [Uncinocarpus reesii 1704].
Contig2944 Fungi-Ustilago_maydis_521_gi71003994 1.10E-18 >XP_756663 hypothetical protein UM00516.1 [Ustilago maydis 521].
Contig11532 Fungi-Ustilago_maydis_521_gi71021241 9.20E-21 >XP_760851 hypothetical protein UM04704.1 [Ustilago maydis 521].
Contig1465 Fungi-Ustilago_maydis_521_gi71022477 5.00E-17 >XP_761468 hypothetical protein UM05321.1 [Ustilago maydis 521].
Contig8797 Fungi-Ustilago_maydis_521_gi71024649 2.20E-15 >XP_762554 hypothetical protein UM06407.1 [Ustilago maydis 521].
Contig5848 Fungi-Vanderwaltozyma_polyspora_DSM_70294_gi1568372411.20E-14 >XP_001642651 hypothetical protein Kpol_378p4 [Vanderwaltozyma polyspora DSM 70294].
Contig9631 Fungi-Verticillium_albo_atrum_VaMs_102_gi302418116 3.20E-07 >XP_003006889 long-chain-fatty-acid-CoA ligase [Verticillium albo-atrum VaMs.102].
Contig14792 Fungi-Yarrowia_lipolytica_CLIB122_gi210075971 1.90E-21 >XP_505096 YALI0F06791p [Yarrowia lipolytica].
Contig4369 Fungi-Yarrowia_lipolytica_CLIB122_gi50551371 2.10E-15 >XP_503159 YALI0D22616p [Yarrowia lipolytica].
Contig12916 Fungi-Yarrowia_lipolytica_CLIB122_gi50552438 5.80E-40 >XP_503629 YALI0E06501p [Yarrowia lipolytica].
Contig7936 Fungi-Zygosaccharomyces_rouxii_CBS_732_gi2545787803.60E-07 >XP_002495376 ZYRO0B09812p [Zygosaccharomyces rouxii].
Contig9535 Fungi-Zygosaccharomyces_rouxii_CBS_732_gi2545853495.80E-06 >XP_002498242 ZYRO0G05654p [Zygosaccharomyces rouxii].
Contig8943 Gemmatimonadetes-Gemmatimonas_aurantiaca_T_27_gi2262261201.20E-14 >YP_002760226 ATP synthase alpha chain [Gemmatimonas aurantiaca T-27].
Contig7377 Gemmatimonadetes-Gemmatimonas_aurantiaca_T_27_gi2262274321.00E-29 >YP_002761538 beta-lactamase family protein [Gemmatimonas aurantiaca T-27].
Contig4489 Glaucophyta-Glaucocystis_nostochinearum_esgi106804274_25.40E-23 >EC122651 GNE00009560 Normalized (1-4 kb) Glaucocystis nostochinearum cDNA, mRNA sequence.
Contig7651 Metazoa-Acyrthosiphon_pisum_gi193579956 4.80E-16 >XP_001951746 PREDICTED: actin-related protein 3-like [Acyrthosiphon pisum].
Contig4359 Metazoa-Acyrthosiphon_pisum_gi193582333 9.30E-06 >XP_001945863 PREDICTED: serine/threonine-protein kinase SIK1-like [Acyrthosiphon pisum].
Contig8832 Metazoa-Acyrthosiphon_pisum_gi193603766 5.80E-12 >XP_001948812 PREDICTED: similar to Zinc finger protein 271 (Zinc finger protein 7) (HZF7) (Zinc finger protein ZNFphex133) (Epstein-Barr virus-induced zinc finger protein) (ZNF-EB) (CT-ZFP48) (Zinc finger protein dp) (ZNF-dp) [Acyrthosiphon pisum].
Contig12478 Metazoa-Acyrthosiphon_pisum_gi193605836 1.80E-30 >XP_001944025 PREDICTED: probable methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial-like [Acyrthosiphon pisum].
Contig4331 Metazoa-Acyrthosiphon_pisum_gi193610563 7.10E-12 >XP_001947126 PREDICTED: similar to RhoGAP93B CG3421-PA [Acyrthosiphon pisum].
Contig4615 Metazoa-Acyrthosiphon_pisum_gi193620105 2.00E-20 >XP_001947728 PREDICTED: similar to orf [Acyrthosiphon pisum].
Contig16197 Metazoa-Acyrthosiphon_pisum_gi193632011 4.40E-12 >XP_001947632 PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 2, mitochondrial-like [Acyrthosiphon pisum].
Contig15450 Metazoa-Acyrthosiphon_pisum_gi193681033 2.90E-07 >XP_001947910 PREDICTED: actin-related protein 5-like [Acyrthosiphon pisum].
Contig136 Metazoa-Acyrthosiphon_pisum_gi193690683 3.30E-15 >XP_001942942 PREDICTED: serine/threonine-protein kinase 6-A-like [Acyrthosiphon pisum].
Contig4991 Metazoa-Acyrthosiphon_pisum_gi288869481 1.70E-08 >NP_001165848 yellow-y [Acyrthosiphon pisum].
Contig6528 Metazoa-Aedes_aegypti_gi157106389 1.80E-33 >XP_001649301 ankyrin 2,3/unc44 [Aedes aegypti].
Contig4791 Metazoa-Aedes_aegypti_gi157106769 3.00E-24 >XP_001649474 ankyrin 2,3/unc44 [Aedes aegypti].
Contig11798 Metazoa-Aedes_aegypti_gi157106769 1.50E-19 >XP_001649474 ankyrin 2,3/unc44 [Aedes aegypti].
Contig11908 Metazoa-Aedes_aegypti_gi157110169 2.60E-10 >XP_001650981 Plenty of SH3s, putative [Aedes aegypti].
Contig5630 Metazoa-Aedes_aegypti_gi157115928 1.40E-28 >XP_001652719 pyruvate dehydrogenase [Aedes aegypti].
Contig2057 Metazoa-Aedes_aegypti_gi157120317 1.30E-11 >XP_001653604 hypothetical protein AaeL_AAEL001543 [Aedes aegypti].
Contig5357 Metazoa-Aedes_aegypti_gi157120914 4.00E-07 >XP_001659792 synaptotagmin, putative [Aedes aegypti].
Contig13335 Metazoa-Aedes_aegypti_gi157121563 8.20E-20 >XP_001659906 retinoid-inducible serine carboxypeptidase (serine carboxypeptidase [Aedes aegypti].
Contig12056 Metazoa-Aedes_aegypti_gi157134231 7.00E-08 >XP_001663199 brefeldin a-inhibited guanine nucleotide-exchange protein [Aedes aegypti].
Contig5646 Metazoa-Aedes_aegypti_gi157138251 5.60E-06 >XP_001664198 hypothetical protein AaeL_AAEL003788 [Aedes aegypti].
Contig6258 Metazoa-Ailuropoda_melanoleuca_gi301754411 3.90E-09 >XP_002913052 PREDICTED: phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 1 protein-like [Ailuropoda melanoleuca].
Contig8443 Metazoa-Ailuropoda_melanoleuca_gi301755588 6.80E-09 >XP_002913651 PREDICTED: kelch-like protein 8-like [Ailuropoda melanoleuca].
Contig4288 Metazoa-Ailuropoda_melanoleuca_gi301763327 7.20E-38 >XP_002917080 PREDICTED: sodium/calcium exchanger 3-like isoform 3 [Ailuropoda melanoleuca].
Contig11698 Metazoa-Ailuropoda_melanoleuca_gi301766892 2.20E-13 >XP_002918867 PREDICTED: LOW QUALITY PROTEIN: titin-like [Ailuropoda melanoleuca].
Contig14127 Metazoa-Ailuropoda_melanoleuca_gi301774060 2.10E-09 >XP_002922449 PREDICTED: obg-like ATPase 1-like [Ailuropoda melanoleuca].
Contig11644 Metazoa-Ailuropoda_melanoleuca_gi301782403 6.80E-44 >XP_002926616 PREDICTED: pyridine nucleotide-disulfide oxidoreductase domain-containing protein 1-like [Ailuropoda melanoleuca].
Contig16349 Metazoa-Ailuropoda_melanoleuca_gi301787049 1.20E-31 >XP_002928941 PREDICTED: transcription factor IIIB 90 kDa subunit-like [Ailuropoda melanoleuca].
Contig1191 Metazoa-Ailuropoda_melanoleuca_gi301791136 9.30E-07 >XP_002930561 PREDICTED: nicotinamide riboside kinase 1-like [Ailuropoda melanoleuca].
Contig7248 Metazoa-Anopheles_gambiae_str_PEST_gi158289442 3.40E-36 >XP_311162 AGAP000634-PA [Anopheles gambiae str. PEST].
Contig8181 Metazoa-Anopheles_gambiae_str_PEST_gi158292168 7.80E-10 >XP_313721 AGAP004434-PA [Anopheles gambiae str. PEST].
Contig6359 Metazoa-Anopheles_gambiae_str_PEST_gi158299484 8.80E-13 >XP_319604 AGAP008862-PA [Anopheles gambiae str. PEST].
Contig9945 Metazoa-Anopheles_gambiae_str_PEST_gi158301718 1.20E-30 >XP_321378 AGAP001711-PA [Anopheles gambiae str. PEST].
Contig5378 Metazoa-Apis_mellifera_gi110756306 2.30E-43 >XP_394455 PREDICTED: similar to SAC domain-containing protein 3 [Apis mellifera].
Contig6737 Metazoa-Apis_mellifera_gi110759446 1.90E-16 >XP_001120016 PREDICTED: FAD-linked sulfhydryl oxidase ALR isoform 1 [Apis mellifera].
Contig7244 Metazoa-Apis_mellifera_gi110761292 1.60E-61 >XP_393750 PREDICTED: similar to CG4562-PA [Apis mellifera].
Contig11801 Metazoa-Apis_mellifera_gi110765170 2.10E-17 >XP_624060 PREDICTED: similar to raptor [Apis mellifera].
Contig988 Metazoa-Apis_mellifera_gi110767272 6.60E-06 >XP_397433 PREDICTED: similar to CG6051-PA, partial [Apis mellifera].
Contig15735 Metazoa-Apis_mellifera_gi110768713 4.10E-29 >XP_623670 PREDICTED: similar to Lysosomal Pro-X carboxypeptidase precursor (Prolylcarboxypeptidase) (PRCP) (Proline carboxypeptidase) (Angiotensinase C) (Lysosomal carboxypeptidase C) [Apis mellifera].
Contig12345 Metazoa-Apis_mellifera_gi48106137 1.60E-86 >XP_393051 PREDICTED: pontin protein isoform 1 [Apis mellifera].



Contig13170 Metazoa-Apis_mellifera_gi66518074 2.80E-11 >XP_396986 PREDICTED: peptidylprolyl isomerase domain and WD repeat-containing protein 1 isoform 1 [Apis mellifera].
Contig12787 Metazoa-Apis_mellifera_gi66560571 8.80E-14 >XP_623750 PREDICTED: myotrophin-like isoform 2 [Apis mellifera].
Contig5644 Metazoa-Bombyx_mori_gi114052112 7.50E-10 >NP_001040218 trafficking protein particle complex 1 [Bombyx mori].
Contig2142 Metazoa-Bos_taurus_gi119887071 1.40E-08 >XP_001251672 PREDICTED: keratin associated protein-like [Bos taurus].
Contig287 Metazoa-Bos_taurus_gi119901484 2.90E-10 >XP_869777 PREDICTED: monooxygenase, DBH-like 1 [Bos taurus].
Contig80 Metazoa-Bos_taurus_gi194667270 1.30E-12 >XP_608573 PREDICTED: stabilin 2, partial [Bos taurus].
Contig12868 Metazoa-Bos_taurus_gi194674083 8.10E-14 >XP_580530 PREDICTED: hypothetical protein [Bos taurus].
Contig16285 Metazoa-Bos_taurus_gi194678537 1.40E-16 >XP_584462 PREDICTED: NLR family, CARD domain containing 3 [Bos taurus].
Contig11412 Metazoa-Bos_taurus_gi297462170 3.50E-11 >XP_001787884 PREDICTED: Zinc finger protein 420-like [Bos taurus].
Contig15420 Metazoa-Bos_taurus_gi297472284 1.60E-08 >XP_002685831 PREDICTED: heparan sulfate proteoglycan 2 [Bos taurus].
Contig12331 Metazoa-Bos_taurus_gi297481690 2.20E-07 >XP_002692267 PREDICTED: ubiquitin-conjugating enzyme E2D 3-like [Bos taurus].
Contig1377 Metazoa-Bos_taurus_gi297487358 1.50E-06 >XP_002696198 PREDICTED: chromobox-like protein 4 [Bos taurus].
Contig7567 Metazoa-Bos_taurus_gi62752055 1.30E-06 >NP_001015559 protein Jade-1 [Bos taurus].
Contig4148 Metazoa-Bos_taurus_gi84370181 4.50E-12 >NP_001033661 transmembrane protein 53 [Bos taurus].
Contig5577 Metazoa-Branchiostoma_floridae_gi260782022 1.20E-25 >XP_002586092 hypothetical protein BRAFLDRAFT_139422 [Branchiostoma floridae].
Contig12552 Metazoa-Branchiostoma_floridae_gi260782036 1.40E-06 >XP_002586099 hypothetical protein BRAFLDRAFT_252327 [Branchiostoma floridae].
Contig16913 Metazoa-Branchiostoma_floridae_gi260782559 3.60E-08 >XP_002586353 hypothetical protein BRAFLDRAFT_177612 [Branchiostoma floridae].
Contig6896 Metazoa-Branchiostoma_floridae_gi260783059 6.40E-08 >XP_002586596 hypothetical protein BRAFLDRAFT_131326 [Branchiostoma floridae].
Contig16864 Metazoa-Branchiostoma_floridae_gi260784587 6.10E-15 >XP_002587347 hypothetical protein BRAFLDRAFT_238917 [Branchiostoma floridae].
Contig6677 Metazoa-Branchiostoma_floridae_gi260784699 7.50E-21 >XP_002587402 hypothetical protein BRAFLDRAFT_160765 [Branchiostoma floridae].
Contig14287 Metazoa-Branchiostoma_floridae_gi260785054 3.60E-11 >XP_002587578 hypothetical protein BRAFLDRAFT_95718 [Branchiostoma floridae].
Contig16584 Metazoa-Branchiostoma_floridae_gi260786970 2.00E-27 >XP_002588529 hypothetical protein BRAFLDRAFT_79485 [Branchiostoma floridae].
Contig11401 Metazoa-Branchiostoma_floridae_gi260787823 1.90E-08 >XP_002588951 hypothetical protein BRAFLDRAFT_125434 [Branchiostoma floridae].
Contig724 Metazoa-Branchiostoma_floridae_gi260790657 9.60E-27 >XP_002590358 hypothetical protein BRAFLDRAFT_76619 [Branchiostoma floridae].
Contig2194 Metazoa-Branchiostoma_floridae_gi260790657 6.30E-20 >XP_002590358 hypothetical protein BRAFLDRAFT_76619 [Branchiostoma floridae].
Contig7421 Metazoa-Branchiostoma_floridae_gi260790657 2.20E-20 >XP_002590358 hypothetical protein BRAFLDRAFT_76619 [Branchiostoma floridae].
Contig15734 Metazoa-Branchiostoma_floridae_gi260790657 4.40E-19 >XP_002590358 hypothetical protein BRAFLDRAFT_76619 [Branchiostoma floridae].
Contig12565 Metazoa-Branchiostoma_floridae_gi260791283 2.40E-17 >XP_002590669 hypothetical protein BRAFLDRAFT_89470 [Branchiostoma floridae].
Contig6009 Metazoa-Branchiostoma_floridae_gi260791718 4.80E-67 >XP_002590875 hypothetical protein BRAFLDRAFT_115975 [Branchiostoma floridae].
Contig9078 Metazoa-Branchiostoma_floridae_gi260793374 2.00E-14 >XP_002591687 hypothetical protein BRAFLDRAFT_223511 [Branchiostoma floridae].
Contig7944 Metazoa-Branchiostoma_floridae_gi260793621 3.30E-48 >XP_002591810 hypothetical protein BRAFLDRAFT_123545 [Branchiostoma floridae].
Contig525 Metazoa-Branchiostoma_floridae_gi260794096 7.80E-14 >XP_002592046 hypothetical protein BRAFLDRAFT_79635 [Branchiostoma floridae].
Contig15862 Metazoa-Branchiostoma_floridae_gi260795400 2.30E-16 >XP_002592693 hypothetical protein BRAFLDRAFT_67132 [Branchiostoma floridae].
Contig5887 Metazoa-Branchiostoma_floridae_gi260795869 4.60E-19 >XP_002592927 hypothetical protein BRAFLDRAFT_275695 [Branchiostoma floridae].
Contig13237 Metazoa-Branchiostoma_floridae_gi260796097 6.00E-07 >XP_002593041 hypothetical protein BRAFLDRAFT_278559 [Branchiostoma floridae].
Contig16974 Metazoa-Branchiostoma_floridae_gi260796791 5.40E-18 >XP_002593388 hypothetical protein BRAFLDRAFT_206726 [Branchiostoma floridae].
Contig12440 Metazoa-Branchiostoma_floridae_gi260799081 1.50E-25 >XP_002594528 hypothetical protein BRAFLDRAFT_87751 [Branchiostoma floridae].
Contig4226 Metazoa-Branchiostoma_floridae_gi260799941 3.00E-32 >XP_002594909 hypothetical protein BRAFLDRAFT_110777 [Branchiostoma floridae].
Contig5883 Metazoa-Branchiostoma_floridae_gi260800035 2.50E-26 >XP_002594942 hypothetical protein BRAFLDRAFT_130501 [Branchiostoma floridae].
Contig17149 Metazoa-Branchiostoma_floridae_gi260800771 6.40E-06 >XP_002595270 hypothetical protein BRAFLDRAFT_179129 [Branchiostoma floridae].
Contig3672 Metazoa-Branchiostoma_floridae_gi260801677 1.20E-10 >XP_002595722 hypothetical protein BRAFLDRAFT_113575 [Branchiostoma floridae].
Contig659 Metazoa-Branchiostoma_floridae_gi260802891 6.70E-23 >XP_002596325 hypothetical protein BRAFLDRAFT_76126 [Branchiostoma floridae].
Contig16984 Metazoa-Branchiostoma_floridae_gi260802901 1.70E-08 >XP_002596330 hypothetical protein BRAFLDRAFT_215515 [Branchiostoma floridae].
Contig1530 Metazoa-Branchiostoma_floridae_gi260803479 1.50E-06 >XP_002596617 hypothetical protein BRAFLDRAFT_159547 [Branchiostoma floridae].
Contig9707 Metazoa-Branchiostoma_floridae_gi260803521 5.40E-11 >XP_002596638 hypothetical protein BRAFLDRAFT_219218 [Branchiostoma floridae].
Contig4159 Metazoa-Branchiostoma_floridae_gi260803661 6.40E-29 >XP_002596708 hypothetical protein BRAFLDRAFT_219194 [Branchiostoma floridae].
Contig5638 Metazoa-Branchiostoma_floridae_gi260803838 6.60E-59 >XP_002596796 hypothetical protein BRAFLDRAFT_211833 [Branchiostoma floridae].
Contig12083 Metazoa-Branchiostoma_floridae_gi260803838 9.60E-47 >XP_002596796 hypothetical protein BRAFLDRAFT_211833 [Branchiostoma floridae].
Contig7083 Metazoa-Branchiostoma_floridae_gi260808484 1.20E-24 >XP_002599037 hypothetical protein BRAFLDRAFT_104267 [Branchiostoma floridae].
Contig3827 Metazoa-Branchiostoma_floridae_gi260808821 7.50E-07 >XP_002599205 hypothetical protein BRAFLDRAFT_64442 [Branchiostoma floridae].
Contig4845 Metazoa-Branchiostoma_floridae_gi260808821 8.00E-26 >XP_002599205 hypothetical protein BRAFLDRAFT_64442 [Branchiostoma floridae].
Contig13013 Metazoa-Branchiostoma_floridae_gi260809600 9.50E-08 >XP_002599593 hypothetical protein BRAFLDRAFT_217843 [Branchiostoma floridae].
Contig12603 Metazoa-Branchiostoma_floridae_gi260809656 4.30E-32 >XP_002599621 hypothetical protein BRAFLDRAFT_77720 [Branchiostoma floridae].
Contig2301 Metazoa-Branchiostoma_floridae_gi260810764 3.00E-23 >XP_002600118 hypothetical protein BRAFLDRAFT_66627 [Branchiostoma floridae].
Contig1145 Metazoa-Branchiostoma_floridae_gi260812794 9.10E-06 >XP_002601105 hypothetical protein BRAFLDRAFT_214712 [Branchiostoma floridae].
Contig4644 Metazoa-Branchiostoma_floridae_gi260813571 4.40E-26 >XP_002601491 hypothetical protein BRAFLDRAFT_241775 [Branchiostoma floridae].
Contig598 Metazoa-Branchiostoma_floridae_gi260814063 2.20E-17 >XP_002601735 hypothetical protein BRAFLDRAFT_76045 [Branchiostoma floridae].
Contig11547 Metazoa-Branchiostoma_floridae_gi260814175 4.60E-22 >XP_002601791 hypothetical protein BRAFLDRAFT_215349 [Branchiostoma floridae].
Contig4244 Metazoa-Branchiostoma_floridae_gi260814872 1.30E-08 >XP_002602137 hypothetical protein BRAFLDRAFT_197145 [Branchiostoma floridae].
Contig12222 Metazoa-Branchiostoma_floridae_gi260815239 1.50E-13 >XP_002602381 hypothetical protein BRAFLDRAFT_63538 [Branchiostoma floridae].
Contig8193 Metazoa-Branchiostoma_floridae_gi260815611 7.20E-06 >XP_002602566 hypothetical protein BRAFLDRAFT_127172 [Branchiostoma floridae].
Contig276 Metazoa-Branchiostoma_floridae_gi260816809 3.10E-19 >XP_002603280 hypothetical protein BRAFLDRAFT_126970 [Branchiostoma floridae].
Contig8848 Metazoa-Branchiostoma_floridae_gi260817744 7.00E-06 >XP_002603745 hypothetical protein BRAFLDRAFT_283569 [Branchiostoma floridae].
Contig7632 Metazoa-Branchiostoma_floridae_gi260818928 8.20E-09 >XP_002604634 hypothetical protein BRAFLDRAFT_92868 [Branchiostoma floridae].
Contig3191 Metazoa-Branchiostoma_floridae_gi260819088 2.50E-19 >XP_002604869 hypothetical protein BRAFLDRAFT_217157 [Branchiostoma floridae].
Contig7106 Metazoa-Branchiostoma_floridae_gi260819250 8.10E-14 >XP_002604950 hypothetical protein BRAFLDRAFT_92590 [Branchiostoma floridae].
Contig14587 Metazoa-Branchiostoma_floridae_gi260819802 3.20E-25 >XP_002605225 hypothetical protein BRAFLDRAFT_92306 [Branchiostoma floridae].
Contig11839 Metazoa-Branchiostoma_floridae_gi260819925 5.20E-17 >XP_002605286 hypothetical protein BRAFLDRAFT_95869 [Branchiostoma floridae].
Contig2981 Metazoa-Branchiostoma_floridae_gi260819935 9.20E-19 >XP_002605291 hypothetical protein BRAFLDRAFT_95865 [Branchiostoma floridae].
Contig6878 Metazoa-Branchiostoma_floridae_gi260821402 7.40E-21 >XP_002606022 hypothetical protein BRAFLDRAFT_115963 [Branchiostoma floridae].
Contig4212 Metazoa-Branchiostoma_floridae_gi260821637 1.70E-12 >XP_002606139 hypothetical protein BRAFLDRAFT_88050 [Branchiostoma floridae].
Contig4607 Metazoa-Branchiostoma_floridae_gi260821637 3.50E-39 >XP_002606139 hypothetical protein BRAFLDRAFT_88050 [Branchiostoma floridae].
Contig11615 Metazoa-Branchiostoma_floridae_gi260821637 1.70E-86 >XP_002606139 hypothetical protein BRAFLDRAFT_88050 [Branchiostoma floridae].
Contig16870 Metazoa-Branchiostoma_floridae_gi260821639 6.00E-18 >XP_002606140 hypothetical protein BRAFLDRAFT_88051 [Branchiostoma floridae].
Contig2990 Metazoa-Branchiostoma_floridae_gi260823760 3.70E-09 >XP_002606836 hypothetical protein BRAFLDRAFT_130446 [Branchiostoma floridae].
Contig689 Metazoa-Branchiostoma_floridae_gi260823802 4.20E-27 >XP_002606857 hypothetical protein BRAFLDRAFT_126337 [Branchiostoma floridae].
Contig8954 Metazoa-Branchiostoma_floridae_gi260824723 1.40E-66 >XP_002607317 hypothetical protein BRAFLDRAFT_100651 [Branchiostoma floridae].
Contig5165 Metazoa-Branchiostoma_floridae_gi260827389 2.40E-44 >XP_002608647 hypothetical protein BRAFLDRAFT_97676 [Branchiostoma floridae].
Contig12237 Metazoa-Branchiostoma_floridae_gi260827686 8.30E-18 >XP_002608795 hypothetical protein BRAFLDRAFT_125598 [Branchiostoma floridae].
Contig9654 Metazoa-Branchiostoma_floridae_gi260828075 8.80E-09 >XP_002608989 hypothetical protein BRAFLDRAFT_124004 [Branchiostoma floridae].
Contig4417 Metazoa-Branchiostoma_floridae_gi260828195 7.80E-17 >XP_002609049 hypothetical protein BRAFLDRAFT_84865 [Branchiostoma floridae].
Contig13270 Metazoa-Branchiostoma_floridae_gi260829425 7.10E-08 >XP_002609662 hypothetical protein BRAFLDRAFT_123576 [Branchiostoma floridae].
Contig200 Metazoa-Branchiostoma_floridae_gi260829567 3.10E-09 >XP_002609733 hypothetical protein BRAFLDRAFT_159431 [Branchiostoma floridae].
Contig5823 Metazoa-Branchiostoma_floridae_gi260829611 7.10E-40 >XP_002609755 hypothetical protein BRAFLDRAFT_78583 [Branchiostoma floridae].
Contig29 Metazoa-Branchiostoma_floridae_gi260831065 1.70E-12 >XP_002610480 hypothetical protein BRAFLDRAFT_85621 [Branchiostoma floridae].
Contig11845 Metazoa-Branchiostoma_floridae_gi260831236 1.90E-56 >XP_002610565 hypothetical protein BRAFLDRAFT_117849 [Branchiostoma floridae].
Contig11621 Metazoa-Branchiostoma_floridae_gi260831844 1.30E-21 >XP_002610868 hypothetical protein BRAFLDRAFT_94884 [Branchiostoma floridae].
Contig13627 Metazoa-Branchiostoma_floridae_gi260832492 1.40E-23 >XP_002611191 hypothetical protein BRAFLDRAFT_59886 [Branchiostoma floridae].
Contig12042 Metazoa-Branchiostoma_floridae_gi260832750 3.70E-42 >XP_002611320 hypothetical protein BRAFLDRAFT_120339 [Branchiostoma floridae].
Contig9737 Metazoa-Branchiostoma_floridae_gi260832926 7.70E-06 >XP_002611408 hypothetical protein BRAFLDRAFT_117230 [Branchiostoma floridae].
Contig11680 Metazoa-Branchiostoma_floridae_gi260833574 9.50E-06 >XP_002611732 hypothetical protein BRAFLDRAFT_98697 [Branchiostoma floridae].
Contig8792 Metazoa-Branchiostoma_floridae_gi260833646 7.90E-07 >XP_002611823 hypothetical protein BRAFLDRAFT_83154 [Branchiostoma floridae].
Contig12401 Metazoa-Branchiostoma_floridae_gi260834801 6.10E-99 >XP_002612398 hypothetical protein BRAFLDRAFT_114443 [Branchiostoma floridae].
Contig10668 Metazoa-Branchiostoma_floridae_gi260835632 5.80E-17 >XP_002612812 hypothetical protein BRAFLDRAFT_225793 [Branchiostoma floridae].
Contig16768 Metazoa-Branchiostoma_floridae_gi260836579 1.60E-18 >XP_002613283 hypothetical protein BRAFLDRAFT_113783 [Branchiostoma floridae].
Contig4732 Metazoa-Branchiostoma_floridae_gi260841461 3.10E-23 >XP_002613934 hypothetical protein BRAFLDRAFT_283981 [Branchiostoma floridae].
Contig6953 Metazoa-Brugia_malayi_gi170575662 5.10E-11 >XP_001893330 BTB/POZ domain containing protein [Brugia malayi].
Contig1851 Metazoa-Brugia_malayi_gi170579202 9.00E-06 >XP_001894724 G-patch domain containing protein [Brugia malayi].
Contig9944 Metazoa-Brugia_malayi_gi170592076 7.50E-09 >XP_001900795 T-cell receptor beta chain ANA 11 [Brugia malayi].
Contig12549 Metazoa-Caenorhabditis_briggsae_gi268530204 1.00E-19 >XP_002630228 Hypothetical protein CBG00643 [Caenorhabditis briggsae].
Contig11582 Metazoa-Caenorhabditis_briggsae_gi268559100 4.20E-13 >XP_002637541 C. briggsae CBR-HUM-2 protein [Caenorhabditis briggsae].
Contig6360 Metazoa-Caenorhabditis_briggsae_gi268567209 4.20E-07 >XP_002639919 Hypothetical protein CBG08251 [Caenorhabditis briggsae].
Contig12860 Metazoa-Caenorhabditis_briggsae_gi268578623 2.60E-09 >XP_002644294 C. briggsae CBR-DPY-3 protein [Caenorhabditis briggsae].
Contig14421 Metazoa-Caenorhabditis_elegans_gi17542820 2.70E-35 >NP_501752 FATty acid desaturase family member (fat-3) [Caenorhabditis elegans].
Contig9077 Metazoa-Caenorhabditis_elegans_gi17544582 1.40E-54 >NP_503062 hypothetical protein ZK550.6 [Caenorhabditis elegans].
Contig5938 Metazoa-Caenorhabditis_elegans_gi17557716 1.60E-09 >NP_505831 hypothetical protein C06H2.3 [Caenorhabditis elegans].
Contig2507 Metazoa-Caenorhabditis_remanei_gi308453333 1.10E-14 >XP_003089398 hypothetical protein CRE_13819 [Caenorhabditis remanei].
Contig12821 Metazoa-Caenorhabditis_remanei_gi308467650 2.70E-10 >XP_003096072 hypothetical protein CRE_05112 [Caenorhabditis remanei].
Contig17212 Metazoa-Caenorhabditis_remanei_gi308467650 1.70E-06 >XP_003096072 hypothetical protein CRE_05112 [Caenorhabditis remanei].
Contig3499 Metazoa-Caenorhabditis_remanei_gi308480912 4.70E-09 >XP_003102662 hypothetical protein CRE_03222 [Caenorhabditis remanei].
Contig12539 Metazoa-Caenorhabditis_remanei_gi308487636 5.00E-14 >XP_003106013 hypothetical protein CRE_20242 [Caenorhabditis remanei].
Contig2662 Metazoa-Caenorhabditis_remanei_gi308487676 1.40E-32 >XP_003106033 CRE-RPB-2 protein [Caenorhabditis remanei].
Contig14364 Metazoa-Caenorhabditis_remanei_gi308493847 5.30E-11 >XP_003109113 hypothetical protein CRE_11851 [Caenorhabditis remanei].
Contig9580 Metazoa-Caenorhabditis_remanei_gi308498648 7.50E-20 >XP_003111510 hypothetical protein CRE_03003 [Caenorhabditis remanei].
Contig1905 Metazoa-Caenorhabditis_remanei_gi308499649 8.90E-07 >XP_003112010 CRE-TBA-6 protein [Caenorhabditis remanei].
Contig472 Metazoa-Callithrix_jacchus_gi296206955 6.00E-09 >XP_002750443 PREDICTED: ubiquitin carboxyl-terminal hydrolase 48 isoform 2 [Callithrix jacchus].
Contig5940 Metazoa-Callithrix_jacchus_gi296218452 4.80E-06 >XP_002755458 PREDICTED: LRRC10-like protein ENSP00000367315-like [Callithrix jacchus].
Contig12064 Metazoa-Callithrix_jacchus_gi296218550 2.70E-22 >XP_002755487 PREDICTED: WD repeat-containing protein 74 isoform 2 [Callithrix jacchus].
Contig6707 Metazoa-Callithrix_jacchus_gi296230314 2.90E-14 >XP_002760652 PREDICTED: abnormal spindle-like microcephaly-associated protein homolog [Callithrix jacchus].
Contig13585 Metazoa-Callithrix_jacchus_gi296237413 2.90E-08 >XP_002763739 PREDICTED: protein spinster homolog 2-like, partial [Callithrix jacchus].
Contig10833 Metazoa-Canis_lupus_familiaris_gi73955138 4.40E-16 >XP_546521 PREDICTED: similar to ankyrin repeat and kinase domain containing 1 [Canis familiaris].
Contig4204 Metazoa-Canis_lupus_familiaris_gi73956667 9.60E-28 >XP_546739 PREDICTED: similar to EGF-like-domain, multiple 3 [Canis familiaris].
Contig10368 Metazoa-Canis_lupus_familiaris_gi73957135 1.20E-07 >XP_863212 PREDICTED: similar to nin one binding protein isoform 2 [Canis familiaris].
Contig13330 Metazoa-Canis_lupus_familiaris_gi73958902 2.00E-11 >XP_863355 PREDICTED: similar to G1 to S phase transition protein 1 homolog (GTP-binding protein GST1-HS) isoform 2 [Canis familiaris].
Contig4549 Metazoa-Canis_lupus_familiaris_gi73961584 4.20E-08 >XP_537249 PREDICTED: similar to GTP-binding protein Rit1 (Ras-like protein expressed in many tissues) (Ras-like without CAAX protein 1) [Canis familiaris].
Contig5426 Metazoa-Canis_lupus_familiaris_gi73982044 6.10E-15 >XP_533142 PREDICTED: similar to NAD-dependent deacetylase sirtuin-3, mitochondrial precursor (SIR2-like protein 3) (hSIRT3) isoform 1 [Canis familiaris].
Contig15144 Metazoa-Canis_lupus_familiaris_gi73986540 9.00E-09 >XP_867548 PREDICTED: similar to Lysosomal alpha-mannosidase precursor (Mannosidase, alpha B) (Lysosomal acid alpha-mannosidase) (Laman) (Mannosidase alpha class 2B member 1) isoform 2 [Canis familiaris].
Contig16403 Metazoa-Canis_lupus_familiaris_gi73994822 2.60E-06 >XP_864386 PREDICTED: similar to nitrogen fixation cluster-like isoform 3 [Canis familiaris].
Contig11180 Metazoa-Canis_lupus_familiaris_gi73996185 7.70E-37 >XP_848835 PREDICTED: similar to LINE-1 reverse transcriptase homolog [Canis familiaris].
Contig4516 Metazoa-Canis_lupus_familiaris_gi74001005 1.40E-31 >XP_854395 PREDICTED: similar to Endonuclease VIII-like 1 (Nei-like 1) (DNA glycosylase/AP lyase Neil1) (DNA-(apurinic or apyrimidinic site) lyase Neil1) (NEH1) (FPG1) [Canis familiaris].
Contig4839 Metazoa-Canis_lupus_familiaris_gi74006951 1.90E-16 >XP_852222 PREDICTED: similar to dehydrogenase/reductase (SDR family) X-linked [Canis familiaris].
Contig4510 Metazoa-Cavia_porcellus_gi290542331 4.50E-07 >NP_001166357 platelet-activating factor acetylhydrolase [Cavia porcellus].
Contig2831 Metazoa-Ciona_intestinalis_gi193788586 9.30E-16 >NP_001123340 Zn-finger (RING/cysteine-rich C6HC)-7 [Ciona intestinalis].
Contig7337 Metazoa-Ciona_intestinalis_gi198411747 3.00E-12 >XP_002125121 PREDICTED: similar to ilvB (bacterial acetolactate synthase)-like [Ciona intestinalis].
Contig11537 Metazoa-Ciona_intestinalis_gi198414778 2.00E-08 >XP_002127688 PREDICTED: similar to ubiquitin specific peptidase 37 [Ciona intestinalis].
Contig15101 Metazoa-Ciona_intestinalis_gi198415371 6.40E-06 >XP_002127275 PREDICTED: similar to regulator of G-protein signalling 3 RGS3s [Ciona intestinalis].
Contig11595 Metazoa-Ciona_intestinalis_gi198415494 3.40E-57 >XP_002119672 PREDICTED: similar to predicted protein [Ciona intestinalis].
Contig12073 Metazoa-Ciona_intestinalis_gi198417698 7.20E-06 >XP_002121723 PREDICTED: similar to GK12099, partial [Ciona intestinalis].
Contig12295 Metazoa-Ciona_intestinalis_gi198418181 2.00E-42 >XP_002125252 PREDICTED: similar to WD repeat domain 68 [Ciona intestinalis].
Contig6673 Metazoa-Ciona_intestinalis_gi198418434 1.20E-06 >XP_002119634 PREDICTED: similar to zonadhesin, partial [Ciona intestinalis].
Contig12181 Metazoa-Ciona_intestinalis_gi198419151 2.30E-09 >XP_002123456 PREDICTED: similar to mannose receptor C1 [Ciona intestinalis].
Contig5886 Metazoa-Ciona_intestinalis_gi198419492 1.10E-15 >XP_002119638 PREDICTED: similar to Y45F10A.7a [Ciona intestinalis].
Contig668 Metazoa-Ciona_intestinalis_gi198421194 1.60E-20 >XP_002121062 PREDICTED: G protein alpha subunit Gq [Ciona intestinalis].
Contig11629 Metazoa-Ciona_intestinalis_gi198421633 7.40E-30 >XP_002123991 PREDICTED: similar to TatD DNase domain containing 3 [Ciona intestinalis].
Contig2725 Metazoa-Ciona_intestinalis_gi198421918 9.80E-06 >XP_002127849 PREDICTED: similar to D19Bwg1357e protein isoform 1 [Ciona intestinalis].
Contig10120 Metazoa-Ciona_intestinalis_gi198422169 1.40E-06 >XP_002124905 PREDICTED: similar to visinin-like 1 [Ciona intestinalis].
Contig5146 Metazoa-Ciona_intestinalis_gi198422506 3.80E-13 >XP_002129352 PREDICTED: similar to predicted protein [Ciona intestinalis].
Contig16366 Metazoa-Ciona_intestinalis_gi198424274 2.30E-21 >XP_002131016 PREDICTED: similar to Membrane-bound transcription factor peptidase, site 2 [Ciona intestinalis].
Contig12139 Metazoa-Ciona_intestinalis_gi198425716 1.00E-05 >XP_002124003 PREDICTED: similar to ATP-binding cassette, sub-family A, member 5 [Ciona intestinalis].
Contig6458 Metazoa-Ciona_intestinalis_gi198426498 5.90E-33 >XP_002129188 PREDICTED: similar to predicted protein [Ciona intestinalis].
Contig14514 Metazoa-Ciona_intestinalis_gi198426626 6.10E-07 >XP_002122822 PREDICTED: similar to polydomain protein-like [Ciona intestinalis].
Contig11725 Metazoa-Ciona_intestinalis_gi198427482 1.80E-38 >XP_002122241 PREDICTED: similar to UPF0555 protein KIAA0776 [Ciona intestinalis].
Contig5715 Metazoa-Ciona_intestinalis_gi198430297 7.60E-18 >XP_002124637 PREDICTED: similar to Fibrillin-2 [Ciona intestinalis].
Contig7333 Metazoa-Ciona_intestinalis_gi198430297 4.40E-07 >XP_002124637 PREDICTED: similar to Fibrillin-2 [Ciona intestinalis].
Contig3 Metazoa-Ciona_intestinalis_gi198430961 1.30E-69 >XP_002124279 PREDICTED: similar to MGC115661 protein [Ciona intestinalis].
Contig8355 Metazoa-Ciona_intestinalis_gi198432073 5.00E-07 >XP_002131318 PREDICTED: similar to propionyl-Coenzyme A carboxylase, alpha polypeptide isoform 2 [Ciona intestinalis].
Contig9227 Metazoa-Ciona_intestinalis_gi198432535 1.30E-33 >XP_002131652 PREDICTED: similar to acetyl-CoA transporter [Ciona intestinalis].
Contig11935 Metazoa-Ciona_intestinalis_gi198432943 9.00E-08 >XP_002122477 PREDICTED: similar to RWD domain containing 3 [Ciona intestinalis].
Contig7397 Metazoa-Ciona_intestinalis_gi198433272 1.40E-11 >XP_002127099 PREDICTED: hypothetical protein [Ciona intestinalis].
Contig1680 Metazoa-Ciona_intestinalis_gi198435106 3.40E-17 >XP_002121833 PREDICTED: similar to Helicase domino [Ciona intestinalis].
Contig9543 Metazoa-Ciona_intestinalis_gi198436094 2.90E-08 >XP_002122131 PREDICTED: similar to acyl-Coenzyme A dehydrogenase family, member 11 [Ciona intestinalis].
Contig12516 Metazoa-Ciona_intestinalis_gi198436208 6.40E-15 >XP_002131199 PREDICTED: hypothetical protein [Ciona intestinalis].
Contig12016 Metazoa-Ciona_intestinalis_gi198436573 1.40E-16 >XP_002121247 PREDICTED: similar to Asparagine-linked glycosylation 10 homolog (yeast, alpha-1,2-glucosyltransferase) [Ciona intestinalis].
Contig7169 Metazoa-Ciona_intestinalis_gi74096201 9.30E-08 >NP_001027608 leprecan protein [Ciona intestinalis].
Contig8712 Metazoa-Culex_quinquefasciatus_gi170028353 1.00E-08 >XP_001842060 conserved hypothetical protein [Culex quinquefasciatus].
Contig11685 Metazoa-Culex_quinquefasciatus_gi170035031 6.40E-31 >XP_001845375 NADP-dependent leukotriene B4 12-hydroxydehydrogenase [Culex quinquefasciatus].
Contig9306 Metazoa-Culex_quinquefasciatus_gi170035601 4.30E-123 >XP_001845657 deoxyribodipyrimidine photo-lyase [Culex quinquefasciatus].
Contig11449 Metazoa-Culex_quinquefasciatus_gi170044808 1.80E-18 >XP_001850025 conserved hypothetical protein [Culex quinquefasciatus].
Contig992 Metazoa-Culex_quinquefasciatus_gi170046285 1.30E-24 >XP_001850702 conserved hypothetical protein [Culex quinquefasciatus].
Contig17394 Metazoa-Culex_quinquefasciatus_gi170049569 5.80E-06 >XP_001857534 ribonuclease H2 subunit A [Culex quinquefasciatus].
Contig11721 Metazoa-Culex_quinquefasciatus_gi170051025 3.00E-90 >XP_001861577 thymidylate synthase [Culex quinquefasciatus].
Contig17568 Metazoa-Culex_quinquefasciatus_gi170061084 3.00E-08 >XP_001866083 conserved hypothetical protein [Culex quinquefasciatus].
Contig15339 Metazoa-Danio_rerio_gi113681579 1.30E-11 >NP_001038614 F-box only protein 18 [Danio rerio].
Contig8766 Metazoa-Danio_rerio_gi148922833 4.50E-14 >NP_001092215 KDEL motif-containing protein 2 [Danio rerio].
Contig16382 Metazoa-Danio_rerio_gi160333075 1.00E-19 >NP_001103926 oxidoreductase NAD-binding domain-containing protein 1 [Danio rerio].
Contig12775 Metazoa-Danio_rerio_gi18858473 2.40E-116 >NP_571863 cryptochrome 5 [Danio rerio].
Contig7477 Metazoa-Danio_rerio_gi189523341 6.20E-17 >XP_682853 PREDICTED: myosin 10-like [Danio rerio].
Contig8818 Metazoa-Danio_rerio_gi189526746 8.10E-62 >XP_001921063 PREDICTED: putative ATP-dependent RNA helicase DHX57 [Danio rerio].
Contig10087 Metazoa-Danio_rerio_gi189527989 5.30E-07 >XP_001923943 PREDICTED: zinc finger protein 782-like [Danio rerio].
Contig5021 Metazoa-Danio_rerio_gi189528132 9.00E-22 >XP_695717 PREDICTED: cathepsin O [Danio rerio].
Contig16489 Metazoa-Danio_rerio_gi189528659 5.10E-75 >XP_001920565 PREDICTED: hypothetical protein [Danio rerio].
Contig1994 Metazoa-Danio_rerio_gi27545241 1.70E-07 >NP_775353 DNA polymerase epsilon subunit 2 [Danio rerio].
Contig17205 Metazoa-Danio_rerio_gi292612005 8.70E-09 >XP_001922584 PREDICTED: tubulin-specific chaperone D [Danio rerio].
Contig11123 Metazoa-Danio_rerio_gi292614238 2.70E-06 >XP_002662196 PREDICTED: zinc finger protein 214-like [Danio rerio].
Contig12588 Metazoa-Danio_rerio_gi292616232 3.80E-65 >XP_001331905 PREDICTED: lysosomal protective protein [Danio rerio].
Contig8410 Metazoa-Danio_rerio_gi292616450 1.70E-10 >XP_001919097 PREDICTED: flavoprotein oxidoreductase-like [Danio rerio].
Contig7852 Metazoa-Danio_rerio_gi292619191 1.40E-35 >XP_002663900 PREDICTED: multidrug resistance protein 3-like, partial [Danio rerio].
Contig366 Metazoa-Danio_rerio_gi292620402 1.70E-06 >XP_002664281 PREDICTED: egl nine homolog 1-like [Danio rerio].
Contig9204 Metazoa-Danio_rerio_gi292621816 8.40E-51 >XP_002664772 PREDICTED: structural maintenance of chromosomes 2-like [Danio rerio].
Contig16442 Metazoa-Danio_rerio_gi292628544 5.00E-111 >XP_002667001 PREDICTED: copine-8-like [Danio rerio].
Contig16766 Metazoa-Danio_rerio_gi292629488 1.40E-20 >XP_002667423 PREDICTED: hypothetical protein LOC335075, partial [Danio rerio].
Contig14208 Metazoa-Danio_rerio_gi292630412 4.50E-25 >XP_697864 PREDICTED: zinc finger protein 300-like [Danio rerio].
Contig1060 Metazoa-Danio_rerio_gi40363543 8.70E-08 >NP_954687 four and a half LIM domains [Danio rerio].
Contig11844 Metazoa-Danio_rerio_gi41053421 2.50E-78 >NP_956616 U5 small nuclear ribonucleoprotein 40 kDa protein [Danio rerio].
Contig1914 Metazoa-Danio_rerio_gi41053461 1.80E-96 >NP_956607 chromodomain-helicase-DNA-binding protein 1-like [Danio rerio].
Contig4546 Metazoa-Danio_rerio_gi41053628 3.90E-15 >NP_956577 endonuclease VIII-like 1 [Danio rerio].
Contig12388 Metazoa-Danio_rerio_gi41055176 1.60E-10 >NP_956905 TBC1 domain family member 5 [Danio rerio].
Contig544 Metazoa-Danio_rerio_gi41055744 3.80E-40 >NP_956473 dual specificity protein phosphatase CDC14B [Danio rerio].
Contig728 Metazoa-Danio_rerio_gi52218924 2.20E-21 >NP_001004536 ring finger protein 113A [Danio rerio].
Contig5040 Metazoa-Danio_rerio_gi54400372 4.40E-19 >NP_001005933 peroxisomal acyl-coenzyme A oxidase 1 [Danio rerio].
Contig16621 Metazoa-Danio_rerio_gi57526536 6.90E-17 >NP_001002740 eukaroytic elongation factor 2 kinase [Danio rerio].
Contig4586 Metazoa-Danio_rerio_gi68438619 6.60E-13 >XP_694400 PREDICTED: protein notum homolog [Danio rerio].
Contig16302 Metazoa-Danio_rerio_gi99028945 4.80E-70 >NP_001017711 G protein-coupled receptor kinase 1 b [Danio rerio].
Contig6766 Metazoa-Daphnia_carinata_esgi255916051_1 4.30E-09 >GD270861 lxz_0020_D01 Parthenogenetic water flea (Daphnia carinata) cDNA library Daphnia carinata cDNA 5', mRNA sequence.
Contig7001 Metazoa-Daphnia_carinata_esgi290774208_1 5.50E-21 >GR508851 LAaa_0053_F01 Gamogenetic water flea (Daphnia carinata) cDNA library Daphnia carinata cDNA 5', mRNA sequence.
Contig14246 Metazoa-Drosophila_ananassae_gi194754092 7.30E-06 >XP_001959331 GF12096 [Drosophila ananassae].
Contig4215 Metazoa-Drosophila_ananassae_gi194755581 2.80E-07 >XP_001960062 GF13179 [Drosophila ananassae].
Contig6089 Metazoa-Drosophila_ananassae_gi194760481 9.10E-06 >XP_001962468 GF14427 [Drosophila ananassae].
Contig5461 Metazoa-Drosophila_ananassae_gi194763212 1.00E-12 >XP_001963727 GF21173 [Drosophila ananassae].
Contig8883 Metazoa-Drosophila_ananassae_gi194766523 1.30E-63 >XP_001965374 GF24795 [Drosophila ananassae].
Contig12164 Metazoa-Drosophila_erecta_gi194855206 1.90E-09 >XP_001968495 GG24473 [Drosophila erecta].
Contig4327 Metazoa-Drosophila_erecta_gi194870567 2.00E-70 >XP_001972676 GG13754 [Drosophila erecta].
Contig16543 Metazoa-Drosophila_erecta_gi194870968 4.80E-12 >XP_001972758 GG15698 [Drosophila erecta].
Contig14059 Metazoa-Drosophila_erecta_gi194883923 1.90E-06 >XP_001976046 GG22638 [Drosophila erecta].
Contig397 Metazoa-Drosophila_erecta_gi194891391 1.00E-25 >XP_001977483 GG18228 [Drosophila erecta].
Contig15679 Metazoa-Drosophila_erecta_gi194899281 2.00E-07 >XP_001979189 GG25204 [Drosophila erecta].
Contig6506 Metazoa-Drosophila_grimshawi_gi195035423 4.60E-32 >XP_001989177 GH11579 [Drosophila grimshawi].
Contig4176 Metazoa-Drosophila_grimshawi_gi195051561 1.10E-19 >XP_001993122 GH13257 [Drosophila grimshawi].
Contig933 Metazoa-Drosophila_grimshawi_gi195052558 1.60E-09 >XP_001993322 GH13743 [Drosophila grimshawi].
Contig3047 Metazoa-Drosophila_grimshawi_gi195069731 2.30E-13 >XP_001997013 GH25262 [Drosophila grimshawi].
Contig4630 Metazoa-Drosophila_melanogaster_gi17137660 6.40E-42 >NP_477424 pten, isoform C [Drosophila melanogaster].
Contig9939 Metazoa-Drosophila_melanogaster_gi24654626 6.70E-16 >NP_725721 CG5033, isoform B [Drosophila melanogaster].
Contig5359 Metazoa-Drosophila_mojavensis_gi195113745 1.60E-80 >XP_002001428 GI10788 [Drosophila mojavensis].
Contig11734 Metazoa-Drosophila_mojavensis_gi195122372 3.20E-162 >XP_002005685 GI18942 [Drosophila mojavensis].
Contig6797 Metazoa-Drosophila_mojavensis_gi195131647 1.90E-06 >XP_002010257 GI15833 [Drosophila mojavensis].
Contig11647 Metazoa-Drosophila_persimilis_gi195148178 9.70E-06 >XP_002015051 GL19504 [Drosophila persimilis].
Contig13554 Metazoa-Drosophila_persimilis_gi195153743 3.80E-16 >XP_002017783 GL17359 [Drosophila persimilis].



Contig6326 Metazoa-Drosophila_persimilis_gi195174297 6.00E-11 >XP_002027915 GL27063 [Drosophila persimilis].
Contig12146 Metazoa-Drosophila_pseudoobscura_pseudoobscura_gi1984633393.90E-08 >XP_002135479 GA28568 [Drosophila pseudoobscura pseudoobscura].
Contig4225 Metazoa-Drosophila_sechellia_gi195350163 3.70E-11 >XP_002041611 GM16758 [Drosophila sechellia].
Contig13647 Metazoa-Drosophila_simulans_gi195569877 1.90E-07 >XP_002102935 GD19233 [Drosophila simulans].
Contig12169 Metazoa-Drosophila_simulans_gi195577558 8.50E-79 >XP_002078636 GD22416 [Drosophila simulans].
Contig17125 Metazoa-Drosophila_simulans_gi195578183 1.40E-14 >XP_002078945 GD22263 [Drosophila simulans].
Contig1329 Metazoa-Drosophila_simulans_gi195586978 7.70E-34 >XP_002083244 GD13631 [Drosophila simulans].
Contig14757 Metazoa-Drosophila_virilis_gi195398831 2.10E-25 >XP_002058024 GJ15719 [Drosophila virilis].
Contig11695 Metazoa-Drosophila_virilis_gi195402245 3.10E-36 >XP_002059717 GJ19634 [Drosophila virilis].
Contig14062 Metazoa-Drosophila_willistoni_gi195428707 1.30E-11 >XP_002062407 GK16672 [Drosophila willistoni].
Contig6201 Metazoa-Drosophila_willistoni_gi195443038 1.00E-48 >XP_002069246 GK21069 [Drosophila willistoni].
Contig10128 Metazoa-Drosophila_willistoni_gi195454292 1.70E-07 >XP_002074175 GK14504 [Drosophila willistoni].
Contig16801 Metazoa-Drosophila_yakuba_gi195491205 5.40E-24 >XP_002093462 GE21308 [Drosophila yakuba].
Contig5750 Metazoa-Equus_caballus_gi149729715 3.10E-09 >XP_001496533 PREDICTED: similar to methyltransferase like 6 [Equus caballus].
Contig16288 Metazoa-Equus_caballus_gi149732195 1.60E-38 >XP_001501430 PREDICTED: ubiquitin protein ligase E3 component n-recognin 2 [Equus caballus].
Contig12428 Metazoa-Equus_caballus_gi194205667 1.50E-26 >XP_001916033 PREDICTED: acyl-CoA synthetase long-chain family member 5 [Equus caballus].
Contig14552 Metazoa-Equus_caballus_gi194209415 2.20E-44 >XP_001487984 PREDICTED: similar to guanine nucleotide binding protein, alpha transducing 3 [Equus caballus].
Contig12600 Metazoa-Equus_caballus_gi194211518 5.40E-35 >XP_001497675 PREDICTED: similar to protein phosphatase 1, regulatory subunit 7 [Equus caballus].
Contig8031 Metazoa-Equus_caballus_gi194212285 1.10E-41 >XP_001488490 PREDICTED: similar to Myosin-Ia (Brush border myosin I) (BBM-I) (BBMI) (Myosin I heavy chain) (MIHC) [Equus caballus].
Contig9748 Metazoa-Equus_caballus_gi194216951 3.70E-06 >XP_001917986 PREDICTED: similar to keratin associated protein 4-11 isoform 2 [Equus caballus].
Contig16220 Metazoa-Equus_caballus_gi194220402 1.20E-08 >XP_001493814 PREDICTED: similar to ankyrin repeat domain 39 [Equus caballus].
Contig10327 Metazoa-Gallus_gallus_gi118087995 2.30E-11 >XP_001235127 PREDICTED: similar to phospholipase B1 [Gallus gallus].
Contig517 Metazoa-Gallus_gallus_gi118092702 5.20E-07 >XP_421632 PREDICTED: similar to sec7 domain family member [Gallus gallus].
Contig5674 Metazoa-Gallus_gallus_gi118094952 4.10E-06 >XP_422653 PREDICTED: similar to KIAA0793 protein [Gallus gallus].
Contig5080 Metazoa-Gallus_gallus_gi118095215 4.70E-63 >XP_422759 PREDICTED: similar to ALG3 protein [Gallus gallus].
Contig16736 Metazoa-Gallus_gallus_gi118095609 7.00E-35 >XP_413750 PREDICTED: similar to mKIAA1055 protein [Gallus gallus].
Contig17787 Metazoa-Gallus_gallus_gi118103785 4.10E-18 >XP_424731 PREDICTED: hypothetical protein [Gallus gallus].
Contig16371 Metazoa-Gallus_gallus_gi45382823 2.60E-12 >NP_989983 guanylate binding protein [Gallus gallus].
Contig4687 Metazoa-Gallus_gallus_gi45383033 3.40E-17 >NP_989904 cgABP260 [Gallus gallus].
Contig12097 Metazoa-Gallus_gallus_gi45383588 7.20E-17 >NP_989604 60S ribosomal protein L35 [Gallus gallus].
Contig12901 Metazoa-Gallus_gallus_gi50748490 1.00E-29 >XP_421270 PREDICTED: hypothetical protein [Gallus gallus].
Contig4702 Metazoa-Homo_sapiens_gi119874215 6.20E-19 >NP_858047 vacuolar protein sorting-associated protein 13B isoform 4 [Homo sapiens].
Contig4540 Metazoa-Homo_sapiens_gi194239666 9.20E-29 >NP_073604 apoptosis-enhancing nuclease [Homo sapiens].
Contig4604 Metazoa-Homo_sapiens_gi291219929 1.30E-29 >NP_001167460 putative GTP-binding protein Parf isoform 4 [Homo sapiens].
Contig7991 Metazoa-Hydra_magnipapillata_gi221104705 1.00E-08 >XP_002168960 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig16259 Metazoa-Hydra_magnipapillata_gi221110133 1.70E-29 >XP_002162694 PREDICTED: similar to heat shock 70 (HSP70) protein [Hydra magnipapillata].
Contig4653 Metazoa-Hydra_magnipapillata_gi221110704 2.50E-10 >XP_002156991 PREDICTED: similar to pol-like protein [Hydra magnipapillata].
Contig13393 Metazoa-Hydra_magnipapillata_gi221115710 4.00E-10 >XP_002158184 PREDICTED: protein tyrosine kinase 13, partial [Hydra magnipapillata].
Contig4491 Metazoa-Hydra_magnipapillata_gi221117510 5.40E-07 >XP_002157441 PREDICTED: similar to dual oxidase 2 [Hydra magnipapillata].
Contig14995 Metazoa-Hydra_magnipapillata_gi221117924 2.00E-06 >XP_002161541 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig16710 Metazoa-Hydra_magnipapillata_gi221118075 1.90E-23 >XP_002159806 PREDICTED: similar to Thioredoxin-like protein 4A [Hydra magnipapillata].
Contig17217 Metazoa-Hydra_magnipapillata_gi221120559 2.80E-13 >XP_002166044 PREDICTED: similar to dumpy CG33196-PB [Hydra magnipapillata].
Contig26 Metazoa-Hydra_magnipapillata_gi221122438 3.90E-09 >XP_002167652 PREDICTED: similar to Wu:fc27e05 protein, partial [Hydra magnipapillata].
Contig11961 Metazoa-Hydra_magnipapillata_gi221122749 2.10E-54 >XP_002163435 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig11258 Metazoa-Hydra_magnipapillata_gi221125036 4.70E-16 >XP_002165560 PREDICTED: similar to Protein strawberry notch homolog 1, partial [Hydra magnipapillata].
Contig13150 Metazoa-Hydra_magnipapillata_gi221128461 1.30E-21 >XP_002155940 PREDICTED: similar to predicted protein, partial [Hydra magnipapillata].
Contig17140 Metazoa-Hydra_magnipapillata_gi221129639 1.80E-13 >XP_002167608 PREDICTED: hypothetical protein [Hydra magnipapillata].
Contig4389 Metazoa-Hydra_magnipapillata_gi221130018 9.80E-08 >XP_002153957 PREDICTED: similar to predicted protein [Hydra magnipapillata].
Contig12212 Metazoa-Hydra_magnipapillata_gi221135749 2.40E-28 >XP_002171128 PREDICTED: similar to ankyrin 2,3/unc44, partial [Hydra magnipapillata].
Contig5692 Metazoa-Ixodes_scapularis_gi241068659 6.10E-53 >XP_002408500 F0F1-type ATP synthase, alpha subunit, putative [Ixodes scapularis].
Contig10159 Metazoa-Ixodes_scapularis_gi241122570 1.30E-16 >XP_002403582 ribosomal protein L31, putative [Ixodes scapularis].
Contig17031 Metazoa-Ixodes_scapularis_gi241151413 8.30E-08 >XP_002406672 conserved hypothetical protein [Ixodes scapularis].
Contig5529 Metazoa-Ixodes_scapularis_gi241261328 2.50E-16 >XP_002405133 acyl-CoA synthetase, putative [Ixodes scapularis].
Contig9144 Metazoa-Ixodes_scapularis_gi241561680 2.80E-06 >XP_002401210 growth hormone regulated Tbc protein, putative [Ixodes scapularis].
Contig12249 Metazoa-Ixodes_scapularis_gi241601860 3.70E-48 >XP_002405064 LMBR1 domain-containing protein 2-B, putative [Ixodes scapularis].
Contig12735 Metazoa-Ixodes_scapularis_gi241627628 2.00E-63 >XP_002408071 acetyltransferase, putative [Ixodes scapularis].
Contig5615 Metazoa-Ixodes_scapularis_gi241653611 9.40E-13 >XP_002410496 lysine-specific histone demethylase, putative [Ixodes scapularis].
Contig5121 Metazoa-Ixodes_scapularis_gi241746773 6.30E-24 >XP_002405586 TPIP alpha lipid phosphatase, putative [Ixodes scapularis].
Contig14402 Metazoa-Ixodes_scapularis_gi241842363 1.10E-07 >XP_002415392 bkm protein, putative [Ixodes scapularis].
Contig1701 Metazoa-Ixodes_scapularis_gi241855285 1.60E-08 >XP_002416009 Shk1 kinase-binding protein (Skb1), putative [Ixodes scapularis].
Contig6207 Metazoa-Ixodes_scapularis_gi241858003 1.60E-16 >XP_002416133 cyclic nucleotide phosphodiesterase, putative [Ixodes scapularis].
Contig14620 Metazoa-Ixodes_scapularis_gi241859183 1.20E-08 >XP_002416180 fetal alzheimer antigen, putative [Ixodes scapularis].
Contig12081 Metazoa-Loa_loa_gi312067331 1.80E-14 >XP_003136692 TK/FER protein kinase [Loa loa].
Contig9018 Metazoa-Loa_loa_gi312067865 8.30E-17 >XP_003136944 AGC/RSK/RSK protein kinase [Loa loa].
Contig11718 Metazoa-Loa_loa_gi312068859 5.60E-08 >XP_003137411 hypothetical protein LOAG_01825 [Loa loa].
Contig13544 Metazoa-Loa_loa_gi312070660 5.60E-18 >XP_003138249 hypothetical protein LOAG_02664 [Loa loa].
Contig2484 Metazoa-Loa_loa_gi312084107 3.30E-07 >XP_003144139 hypothetical protein LOAG_08561 [Loa loa].
Contig192 Metazoa-Loa_loa_gi312093911 8.40E-08 >XP_003147846 potassium voltage-gated channel subfamily Q member 5 [Loa loa].
Contig14020 Metazoa-Loa_loa_gi312103557 9.40E-06 >XP_003150182 hypothetical protein LOAG_14640 [Loa loa].
Contig1549 Metazoa-Macaca_mulatta_gi109080686 2.90E-17 >XP_001096945 PREDICTED: DNA repair protein RAD51 homolog 1-like, partial [Macaca mulatta].
Contig7064 Metazoa-Macaca_mulatta_gi109091252 2.10E-09 >XP_001118833 PREDICTED: enoyl-CoA hydratase, mitochondrial-like, partial [Macaca mulatta].
Contig6583 Metazoa-Macaca_mulatta_gi109099513 2.90E-28 >XP_001116793 PREDICTED: myosin-Ih-like, partial [Macaca mulatta].
Contig16687 Metazoa-Macaca_mulatta_gi109100913 1.80E-31 >XP_001085907 PREDICTED: peroxisomal trans-2-enoyl-CoA reductase [Macaca mulatta].
Contig6495 Metazoa-Macaca_mulatta_gi297277124 2.70E-14 >XP_001094463 PREDICTED: hypothetical protein LOC706123 [Macaca mulatta].
Contig16142 Metazoa-Macaca_mulatta_gi297282084 7.20E-08 >XP_001118360 PREDICTED: probable G-protein coupled receptor 157 [Macaca mulatta].
Contig1464 Metazoa-Macaca_mulatta_gi297284568 3.20E-12 >XP_001112150 PREDICTED: membrane-bound transcription factor site-1 protease [Macaca mulatta].
Contig829 Metazoa-Macaca_mulatta_gi297289851 2.40E-06 >XP_001118194 PREDICTED: mucin-17-like [Macaca mulatta].
Contig9289 Metazoa-Macaca_mulatta_gi297303171 5.80E-18 >XP_001119381 PREDICTED: serine/threonine-protein kinase rio2-like, partial [Macaca mulatta].
Contig15271 Metazoa-Monodelphis_domestica_gi126272364 5.50E-12 >XP_001377959 PREDICTED: similar to SPFH domain family, member 1 [Monodelphis domestica].
Contig11570 Metazoa-Monodelphis_domestica_gi126272941 4.60E-07 >XP_001371082 PREDICTED: beta-hexosaminidase subunit alpha-like [Monodelphis domestica].
Contig5368 Metazoa-Monodelphis_domestica_gi126281924 1.50E-06 >XP_001365810 PREDICTED: protein disulfide-isomerase A3-like [Monodelphis domestica].
Contig12608 Metazoa-Monodelphis_domestica_gi126309272 2.10E-11 >XP_001366689 PREDICTED: solute carrier family 12 member 9-like [Monodelphis domestica].
Contig5303 Metazoa-Monodelphis_domestica_gi126309577 4.70E-237 >XP_001368952 PREDICTED: heat shock 70 kDa protein 1 [Monodelphis domestica].
Contig7415 Metazoa-Monodelphis_domestica_gi126314668 3.90E-15 >XP_001374905 PREDICTED: similar to Zinc finger protein 420 [Monodelphis domestica].
Contig16223 Metazoa-Monodelphis_domestica_gi126314692 2.00E-07 >XP_001375453 PREDICTED: hypothetical protein [Monodelphis domestica].
Contig2636 Metazoa-Monodelphis_domestica_gi126322183 1.50E-41 >XP_001369420 PREDICTED: DDB1- and CUL4-associated factor 13-like [Monodelphis domestica].
Contig4322 Metazoa-Monodelphis_domestica_gi126327554 6.40E-22 >XP_001375152 PREDICTED: hypothetical protein [Monodelphis domestica].
Contig16335 Metazoa-Monodelphis_domestica_gi126340352 1.40E-93 >XP_001363078 PREDICTED: DNA/RNA-binding protein KIN17-like [Monodelphis domestica].
Contig11708 Metazoa-Mus_musculus_gi110625963 2.20E-22 >NP_082938 adenosine 3'-phospho 5'-phosphosulfate transporter 1 [Mus musculus].
Contig8815 Metazoa-Mus_musculus_gi164698440 9.00E-61 >NP_058555 bystin [Mus musculus].
Contig1951 Metazoa-Mus_musculus_gi18700004 5.80E-21 >NP_570934 3-ketoacyl-CoA thiolase A, peroxisomal precursor [Mus musculus].
Contig5687 Metazoa-Mus_musculus_gi226443061 1.20E-07 >NP_001028345 ubiquitin specific protease 31 [Mus musculus].
Contig4908 Metazoa-Mus_musculus_gi257153445 4.10E-13 >NP_075968 zinc phosphodiesterase ELAC protein 2 [Mus musculus].
Contig11192 Metazoa-Mus_musculus_gi309264270 2.50E-07 >XP_003086246 PREDICTED: hypothetical protein LOC100503705, partial [Mus musculus].
Contig7840 Metazoa-Mus_musculus_gi309267101 7.90E-08 >XP_003086952 PREDICTED: hypothetical protein LOC100505244, partial [Mus musculus].
Contig16995 Metazoa-Mus_musculus_gi309267151 1.90E-13 >XP_003086966 PREDICTED: hypothetical protein LOC100505071, partial [Mus musculus].
Contig10619 Metazoa-Mus_musculus_gi309272726 1.50E-31 >XP_003085590 PREDICTED: hypothetical protein LOC100503059, partial [Mus musculus].
Contig8490 Metazoa-Mus_musculus_gi37059803 1.00E-06 >NP_775281 microcephalin [Mus musculus].
Contig14969 Metazoa-Mus_musculus_gi84370328 2.00E-21 >NP_001033588 arylsulfatase I precursor [Mus musculus].
Contig12254 Metazoa-Nasonia_vitripennis_gi156537920 7.70E-26 >XP_001608145 PREDICTED: similar to coatomer delta subunit [Nasonia vitripennis].
Contig5256 Metazoa-Nasonia_vitripennis_gi156538689 5.70E-32 >XP_001607775 PREDICTED: similar to ENSANGP00000013951 [Nasonia vitripennis].
Contig4049 Metazoa-Nasonia_vitripennis_gi156540620 4.00E-17 >XP_001599437 PREDICTED: similar to copia-type polyprotein, putative [Nasonia vitripennis].
Contig16540 Metazoa-Nasonia_vitripennis_gi156546928 5.40E-20 >XP_001603288 PREDICTED: similar to phosphatidylethanolamine-binding protein isoform 3 [Nasonia vitripennis].
Contig1797 Metazoa-Nasonia_vitripennis_gi156549957 2.40E-21 >XP_001603224 PREDICTED: similar to ENSANGP00000016848 [Nasonia vitripennis].
Contig12717 Metazoa-Nasonia_vitripennis_gi156551350 9.00E-16 >XP_001602516 PREDICTED: similar to MGC53562 protein [Nasonia vitripennis].
Contig16499 Metazoa-Nasonia_vitripennis_gi156554888 2.00E-08 >XP_001606440 PREDICTED: hypothetical protein [Nasonia vitripennis].
Contig12006 Metazoa-Nematostella_vectensis_gi156312285 2.10E-62 >XP_001617801 hypothetical protein NEMVEDRAFT_v1g156669 [Nematostella vectensis].
Contig10072 Metazoa-Nematostella_vectensis_gi156322173 1.90E-06 >XP_001618303 hypothetical protein NEMVEDRAFT_v1g155018 [Nematostella vectensis].
Contig5382 Metazoa-Nematostella_vectensis_gi156325042 6.60E-19 >XP_001618544 hypothetical protein NEMVEDRAFT_v1g225021 [Nematostella vectensis].
Contig2177 Metazoa-Nematostella_vectensis_gi156339540 6.50E-08 >XP_001620192 hypothetical protein NEMVEDRAFT_v1g148823 [Nematostella vectensis].
Contig12201 Metazoa-Nematostella_vectensis_gi156343707 6.10E-15 >XP_001621087 hypothetical protein NEMVEDRAFT_v1g146084 [Nematostella vectensis].
Contig5096 Metazoa-Nematostella_vectensis_gi156346803 6.70E-48 >XP_001621535 hypothetical protein NEMVEDRAFT_v1g195674 [Nematostella vectensis].
Contig4806 Metazoa-Nematostella_vectensis_gi156350207 4.50E-10 >XP_001622188 predicted protein [Nematostella vectensis].
Contig12082 Metazoa-Nematostella_vectensis_gi156353132 1.10E-16 >XP_001622929 predicted protein [Nematostella vectensis].
Contig16469 Metazoa-Nematostella_vectensis_gi156353978 1.90E-42 >XP_001623182 predicted protein [Nematostella vectensis].
Contig4975 Metazoa-Nematostella_vectensis_gi156354009 3.10E-06 >XP_001623197 predicted protein [Nematostella vectensis].
Contig11881 Metazoa-Nematostella_vectensis_gi156356182 1.30E-07 >XP_001623808 predicted protein [Nematostella vectensis].
Contig11652 Metazoa-Nematostella_vectensis_gi156357255 6.80E-67 >XP_001624137 predicted protein [Nematostella vectensis].
Contig2032 Metazoa-Nematostella_vectensis_gi156357522 1.70E-10 >XP_001624266 predicted protein [Nematostella vectensis].
Contig16215 Metazoa-Nematostella_vectensis_gi156358635 9.10E-36 >XP_001624622 predicted protein [Nematostella vectensis].
Contig16279 Metazoa-Nematostella_vectensis_gi156360598 1.50E-12 >XP_001625114 predicted protein [Nematostella vectensis].
Contig16789 Metazoa-Nematostella_vectensis_gi156361893 5.20E-06 >XP_001625518 predicted protein [Nematostella vectensis].
Contig4146 Metazoa-Nematostella_vectensis_gi156362181 1.90E-44 >XP_001625659 predicted protein [Nematostella vectensis].
Contig4250 Metazoa-Nematostella_vectensis_gi156362246 5.10E-45 >XP_001625691 predicted protein [Nematostella vectensis].
Contig11602 Metazoa-Nematostella_vectensis_gi156363719 4.70E-93 >XP_001626188 predicted protein [Nematostella vectensis].
Contig8690 Metazoa-Nematostella_vectensis_gi156363786 9.40E-07 >XP_001626221 predicted protein [Nematostella vectensis].
Contig5398 Metazoa-Nematostella_vectensis_gi156364501 1.40E-45 >XP_001626386 predicted protein [Nematostella vectensis].
Contig16737 Metazoa-Nematostella_vectensis_gi156365753 1.10E-74 >XP_001626808 predicted protein [Nematostella vectensis].
Contig4268 Metazoa-Nematostella_vectensis_gi156365935 5.30E-70 >XP_001626897 predicted protein [Nematostella vectensis].
Contig4825 Metazoa-Nematostella_vectensis_gi156366809 2.10E-07 >XP_001627114 predicted protein [Nematostella vectensis].
Contig2974 Metazoa-Nematostella_vectensis_gi156368983 1.90E-39 >XP_001627970 predicted protein [Nematostella vectensis].
Contig11744 Metazoa-Nematostella_vectensis_gi156373084 4.70E-50 >XP_001629364 predicted protein [Nematostella vectensis].
Contig4351 Metazoa-Nematostella_vectensis_gi156373989 7.40E-21 >XP_001629592 predicted protein [Nematostella vectensis].
Contig194 Metazoa-Nematostella_vectensis_gi156374406 3.90E-35 >XP_001629798 predicted protein [Nematostella vectensis].
Contig17059 Metazoa-Nematostella_vectensis_gi156375552 1.90E-14 >XP_001630144 predicted protein [Nematostella vectensis].
Contig16296 Metazoa-Nematostella_vectensis_gi156375556 1.40E-47 >XP_001630146 predicted protein [Nematostella vectensis].
Contig4227 Metazoa-Nematostella_vectensis_gi156375877 7.80E-08 >XP_001630305 predicted protein [Nematostella vectensis].
Contig9781 Metazoa-Nematostella_vectensis_gi156377936 1.70E-09 >XP_001630901 predicted protein [Nematostella vectensis].
Contig13577 Metazoa-Nematostella_vectensis_gi156377982 9.60E-21 >XP_001630924 predicted protein [Nematostella vectensis].
Contig14863 Metazoa-Nematostella_vectensis_gi156378126 3.20E-22 >XP_001630995 predicted protein [Nematostella vectensis].
Contig10102 Metazoa-Nematostella_vectensis_gi156378356 3.60E-30 >XP_001631109 predicted protein [Nematostella vectensis].
Contig14986 Metazoa-Nematostella_vectensis_gi156378356 2.30E-50 >XP_001631109 predicted protein [Nematostella vectensis].
Contig12204 Metazoa-Nematostella_vectensis_gi156378516 3.20E-13 >XP_001631188 predicted protein [Nematostella vectensis].
Contig3471 Metazoa-Nematostella_vectensis_gi156378639 1.80E-11 >XP_001631249 predicted protein [Nematostella vectensis].
Contig11076 Metazoa-Nematostella_vectensis_gi156379174 5.20E-31 >XP_001631333 predicted protein [Nematostella vectensis].
Contig5278 Metazoa-Nematostella_vectensis_gi156381094 5.30E-32 >XP_001632101 predicted protein [Nematostella vectensis].
Contig16599 Metazoa-Nematostella_vectensis_gi156383964 2.20E-14 >XP_001633102 predicted protein [Nematostella vectensis].
Contig5514 Metazoa-Nematostella_vectensis_gi156384218 8.10E-08 >XP_001633228 predicted protein [Nematostella vectensis].
Contig8602 Metazoa-Nematostella_vectensis_gi156385069 6.00E-18 >XP_001633454 predicted protein [Nematostella vectensis].
Contig17011 Metazoa-Nematostella_vectensis_gi156385359 6.50E-09 >XP_001633598 predicted protein [Nematostella vectensis].
Contig4424 Metazoa-Nematostella_vectensis_gi156386560 7.10E-65 >XP_001633980 predicted protein [Nematostella vectensis].
Contig5045 Metazoa-Nematostella_vectensis_gi156388236 1.10E-63 >XP_001634607 predicted protein [Nematostella vectensis].
Contig5698 Metazoa-Nematostella_vectensis_gi156390401 2.20E-09 >XP_001635259 predicted protein [Nematostella vectensis].
Contig8936 Metazoa-Nematostella_vectensis_gi156391776 2.30E-06 >XP_001635726 predicted protein [Nematostella vectensis].
Contig4713 Metazoa-Nematostella_vectensis_gi156395555 6.90E-09 >XP_001637176 predicted protein [Nematostella vectensis].
Contig17714 Metazoa-Nematostella_vectensis_gi156395655 7.50E-15 >XP_001637226 predicted protein [Nematostella vectensis].
Contig13460 Metazoa-Nematostella_vectensis_gi156395663 3.10E-06 >XP_001637230 predicted protein [Nematostella vectensis].
Contig12140 Metazoa-Nematostella_vectensis_gi156398787 2.00E-36 >XP_001638369 predicted protein [Nematostella vectensis].
Contig9241 Metazoa-Nematostella_vectensis_gi156399407 9.90E-19 >XP_001638493 predicted protein [Nematostella vectensis].
Contig1881 Metazoa-Nematostella_vectensis_gi156399451 5.30E-08 >XP_001638515 predicted protein [Nematostella vectensis].
Contig2157 Metazoa-Nematostella_vectensis_gi156399499 9.90E-12 >XP_001638539 predicted protein [Nematostella vectensis].
Contig3624 Metazoa-Nematostella_vectensis_gi156399499 1.40E-15 >XP_001638539 predicted protein [Nematostella vectensis].
Contig4480 Metazoa-Nematostella_vectensis_gi156400144 1.30E-07 >XP_001638860 predicted protein [Nematostella vectensis].
Contig12416 Metazoa-Nematostella_vectensis_gi156402495 3.80E-44 >XP_001639626 predicted protein [Nematostella vectensis].
Contig4223 Metazoa-Nematostella_vectensis_gi156402899 1.30E-15 >XP_001639827 predicted protein [Nematostella vectensis].
Contig11815 Metazoa-Nematostella_vectensis_gi156403085 6.90E-60 >XP_001639920 predicted protein [Nematostella vectensis].
Contig4466 Metazoa-Nematostella_vectensis_gi156404105 3.20E-11 >XP_001640248 predicted protein [Nematostella vectensis].
Contig4202 Metazoa-Nematostella_vectensis_gi156404155 2.00E-46 >XP_001640273 predicted protein [Nematostella vectensis].
Contig13288 Metazoa-Nematostella_vectensis_gi156404600 5.70E-10 >XP_001640495 predicted protein [Nematostella vectensis].
Contig8913 Metazoa-Nematostella_vectensis_gi156405605 2.10E-38 >XP_001640822 predicted protein [Nematostella vectensis].
Contig4319 Metazoa-Nematostella_vectensis_gi156406717 1.60E-27 >XP_001641191 predicted protein [Nematostella vectensis].
Contig16390 Metazoa-Nematostella_vectensis_gi156407043 2.80E-65 >XP_001641354 predicted protein [Nematostella vectensis].
Contig11799 Metazoa-Nematostella_vectensis_gi156407374 8.80E-90 >XP_001641519 predicted protein [Nematostella vectensis].
Contig16262 Metazoa-Nematostella_vectensis_gi156407868 1.70E-42 >XP_001641579 predicted protein [Nematostella vectensis].
Contig16664 Metazoa-Ornithorhynchus_anatinus_gi149412246 3.10E-06 >XP_001511409 PREDICTED: similar to DNA polymerase beta2 [Ornithorhynchus anatinus].
Contig9961 Metazoa-Ornithorhynchus_anatinus_gi149460144 6.00E-11 >XP_001520252 PREDICTED: hypothetical protein, partial [Ornithorhynchus anatinus].
Contig4291 Metazoa-Ornithorhynchus_anatinus_gi149505154 4.30E-13 >XP_001506132 PREDICTED: similar to guanine nucleotide binding protein, alpha o [Ornithorhynchus anatinus].
Contig4108 Metazoa-Ornithorhynchus_anatinus_gi149535008 6.50E-29 >XP_001510634 PREDICTED: similar to ubiquitin specific peptidase 48, partial [Ornithorhynchus anatinus].
Contig6280 Metazoa-Ornithorhynchus_anatinus_gi149596012 7.20E-18 >XP_001521651 PREDICTED: similar to secretory pathway component Sec31B-1, partial [Ornithorhynchus anatinus].
Contig979 Metazoa-Ornithorhynchus_anatinus_gi149632115 2.50E-06 >XP_001514586 PREDICTED: similar to KIAA0379 protein [Ornithorhynchus anatinus].
Contig13181 Metazoa-Ornithorhynchus_anatinus_gi149633638 1.60E-06 >XP_001513213 PREDICTED: hypothetical protein [Ornithorhynchus anatinus].
Contig16747 Metazoa-Ornithorhynchus_anatinus_gi149633805 6.60E-16 >XP_001510724 PREDICTED: similar to WDR9 protein, form A [Ornithorhynchus anatinus].
Contig3266 Metazoa-Ornithorhynchus_anatinus_gi149637075 5.00E-09 >XP_001512472 PREDICTED: similar to ATP-binding cassette transporter 13 [Ornithorhynchus anatinus].
Contig54 Metazoa-Ornithorhynchus_anatinus_gi149637275 1.80E-11 >XP_001507489 PREDICTED: similar to RBM26 protein, partial [Ornithorhynchus anatinus].
Contig6754 Metazoa-Ornithorhynchus_anatinus_gi149637636 3.40E-29 >XP_001513817 PREDICTED: similar to ferredoxin-NADP reductase [Ornithorhynchus anatinus].
Contig742 Metazoa-Ornithorhynchus_anatinus_gi149638930 2.90E-19 >XP_001512813 PREDICTED: similar to N-acetylglucosamine-phosphate mutase [Ornithorhynchus anatinus].
Contig14950 Metazoa-Ornithorhynchus_anatinus_gi149640202 1.90E-08 >XP_001507434 PREDICTED: similar to zinc finger protein 690 [Ornithorhynchus anatinus].
Contig13033 Metazoa-Ornithorhynchus_anatinus_gi149640636 4.00E-10 >XP_001511943 PREDICTED: hypothetical protein [Ornithorhynchus anatinus].
Contig625 Metazoa-Ornithorhynchus_anatinus_gi149642204 8.50E-28 >XP_001509372 PREDICTED: hypothetical protein [Ornithorhynchus anatinus].
Contig17175 Metazoa-Oryctolagus_cuniculus_gi291390461 3.50E-18 >XP_002711724 PREDICTED: fucokinase [Oryctolagus cuniculus].
Contig1147 Metazoa-Oryctolagus_cuniculus_gi291402856 2.10E-29 >XP_002718238 PREDICTED: DNA helicase homolog PIF1 [Oryctolagus cuniculus].
Contig5196 Metazoa-Oryctolagus_cuniculus_gi291404003 4.90E-17 >XP_002718336 PREDICTED: CG13097-like isoform 2 [Oryctolagus cuniculus].
Contig11594 Metazoa-Oryctolagus_cuniculus_gi291404256 8.30E-109 >XP_002718616 PREDICTED: nucleolar protein GU2-like [Oryctolagus cuniculus].
Contig14774 Metazoa-Oryctolagus_cuniculus_gi291410593 9.80E-33 >XP_002721579 PREDICTED: MAP/microtubule affinity-regulating kinase 3-like [Oryctolagus cuniculus].
Contig7864 Metazoa-Pan_troglodytes_gi114577583 2.60E-08 >XP_001147989 PREDICTED: similar to RPS27A protein [Pan troglodytes].
Contig485 Metazoa-Pan_troglodytes_gi114609409 5.60E-07 >XP_001170256 PREDICTED: HBS1-like isoform 2 [Pan troglodytes].
Contig11905 Metazoa-Pan_troglodytes_gi114623963 1.10E-33 >XP_528488 PREDICTED: similar to Rraga protein [Pan troglodytes].
Contig11975 Metazoa-Pan_troglodytes_gi114633841 9.00E-06 >XP_001168483 PREDICTED: hypothetical protein LOC749395, partial [Pan troglodytes].
Contig16325 Metazoa-Pan_troglodytes_gi114650331 1.80E-144 >XP_509701 PREDICTED: ATP-binding cassette, sub-family C, member 4 isoform 8 [Pan troglodytes].
Contig5204 Metazoa-Pan_troglodytes_gi114670510 1.10E-07 >XP_511679 PREDICTED: hypothetical protein [Pan troglodytes].
Contig17664 Metazoa-Pan_troglodytes_gi114683138 9.10E-19 >XP_525384 PREDICTED: tyrosine-protein kinase Srms [Pan troglodytes].
Contig11630 Metazoa-Papio_anubis_gi281182784 1.30E-72 >NP_001162484 cysteine desulfurase, mitochondrial [Papio anubis].
Contig11715 Metazoa-Pediculus_humanus_corporis_gi242004801 3.50E-09 >XP_002423265 hypothetical protein Phum_PHUM046570 [Pediculus humanus corporis].
Contig16522 Metazoa-Pediculus_humanus_corporis_gi242006643 3.50E-50 >XP_002424158 deoxyhypusine synthase, putative [Pediculus humanus corporis].
Contig12275 Metazoa-Pediculus_humanus_corporis_gi242009745 1.70E-23 >XP_002425643 mtm1, mtmr1,2, putative [Pediculus humanus corporis].
Contig2942 Metazoa-Pediculus_humanus_corporis_gi242010392 4.00E-09 >XP_002425952 predicted protein [Pediculus humanus corporis].
Contig13343 Metazoa-Pediculus_humanus_corporis_gi242012269 9.60E-22 >XP_002426856 cytochrome c1, heme protein, putative [Pediculus humanus corporis].
Contig8207 Metazoa-Pediculus_humanus_corporis_gi242013000 2.40E-07 >XP_002427211 conserved hypothetical protein [Pediculus humanus corporis].
Contig9143 Metazoa-Pediculus_humanus_corporis_gi242014044 2.30E-15 >XP_002427708 Sulfatase-modifying factor 1 precursor, putative [Pediculus humanus corporis].
Contig12266 Metazoa-Pediculus_humanus_corporis_gi242014883 2.60E-73 >XP_002428112 down syndrome critical region protein, putative [Pediculus humanus corporis].
Contig4682 Metazoa-Pediculus_humanus_corporis_gi242015748 6.90E-88 >XP_002428509 gpi-anchor transamidase, putative [Pediculus humanus corporis].
Contig6452 Metazoa-Pediculus_humanus_corporis_gi242019950 3.20E-16 >XP_002430421 ran-binding protein, putative [Pediculus humanus corporis].
Contig2589 Metazoa-Pediculus_humanus_corporis_gi242021140 1.60E-13 >XP_002431004 Heat-shock protein 105 kDa, putative [Pediculus humanus corporis].
Contig12343 Metazoa-Pediculus_humanus_corporis_gi242021879 5.90E-28 >XP_002431370 ADP-ribosylation factor, putative [Pediculus humanus corporis].
Contig6154 Metazoa-Pediculus_humanus_corporis_gi242021881 1.70E-08 >XP_002431371 GPI transamidase component PIG-U, putative [Pediculus humanus corporis].
Contig4976 Metazoa-Pediculus_humanus_corporis_gi242023546 5.20E-16 >XP_002432193 Polypyrimidine tract-binding protein, putative [Pediculus humanus corporis].
Contig421 Metazoa-Pediculus_humanus_corporis_gi242023690 2.00E-14 >XP_002432264 Chromodomain helicase-DNA-binding protein, putative [Pediculus humanus corporis].
Contig12444 Metazoa-Pediculus_humanus_corporis_gi242025222 5.20E-20 >XP_002433025 conserved hypothetical protein [Pediculus humanus corporis].
Contig13634 Metazoa-Pongo_abelii_gi209413800 1.50E-09 >NP_001125903 thioredoxin [Pongo abelii].
Contig6938 Metazoa-Pongo_abelii_gi297661557 2.20E-07 >XP_002809304 PREDICTED: regulator of G-protein signaling 7-like, partial [Pongo abelii].
Contig4471 Metazoa-Pongo_abelii_gi297674406 1.20E-149 >XP_002815220 PREDICTED: SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5-like, partial [Pongo abelii].
Contig16889 Metazoa-Pongo_abelii_gi297684635 3.30E-10 >XP_002819940 PREDICTED: guanine nucleotide-binding protein subunit alpha-14-like, partial [Pongo abelii].
Contig16497 Metazoa-Pongo_abelii_gi297690115 1.00E-61 >XP_002822471 PREDICTED: alkylated DNA repair protein alkB homolog 8-like isoform 2 [Pongo abelii].
Contig12663 Metazoa-Pongo_abelii_gi297707512 9.50E-13 >XP_002830548 PREDICTED: LOW QUALITY PROTEIN: laminin subunit alpha-5-like, partial [Pongo abelii].
Contig14513 Metazoa-Pongo_abelii_gi297715218 3.70E-06 >XP_002833986 PREDICTED: ATP-binding cassette sub-family A member 3-like [Pongo abelii].
Contig12359 Metazoa-Rattus_norvegicus_gi157817815 2.00E-12 >NP_001101703 FERM, RhoGEF and pleckstrin domain-containing protein 2 [Rattus norvegicus].
Contig11887 Metazoa-Rattus_norvegicus_gi19923674 2.50E-21 >NP_037132 peptidyl-glycine alpha-amidating monooxygenase [Rattus norvegicus].



Contig9844 Metazoa-Rattus_norvegicus_gi293353254 4.30E-09 >XP_002728178 PREDICTED: hypothetical protein [Rattus norvegicus].
Contig702 Metazoa-Rattus_norvegicus_gi77628006 4.90E-44 >NP_001029299 probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase [Rattus norvegicus].
Contig4142 Metazoa-Saccoglossus_kowalevskii_gi291223306 8.80E-13 >XP_002731646 PREDICTED: THO complex 4-like [Saccoglossus kowalevskii].
Contig16941 Metazoa-Saccoglossus_kowalevskii_gi291223312 6.40E-13 >XP_002731654 PREDICTED: Protein Disulfide Isomerase family member (pdi-2)-like, partial [Saccoglossus kowalevskii].
Contig6909 Metazoa-Saccoglossus_kowalevskii_gi291223779 2.00E-06 >XP_002731886 PREDICTED: hypothetical protein, partial [Saccoglossus kowalevskii].
Contig14054 Metazoa-Saccoglossus_kowalevskii_gi291224421 1.80E-18 >XP_002732204 PREDICTED: DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 11-like [Saccoglossus kowalevskii].
Contig12675 Metazoa-Saccoglossus_kowalevskii_gi291224695 2.20E-07 >XP_002732343 PREDICTED: serine protease family S33, putative-like, partial [Saccoglossus kowalevskii].
Contig8029 Metazoa-Saccoglossus_kowalevskii_gi291226538 1.70E-12 >XP_002733257 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig12068 Metazoa-Saccoglossus_kowalevskii_gi291227129 3.60E-56 >XP_002733541 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig12781 Metazoa-Saccoglossus_kowalevskii_gi291227501 2.40E-27 >XP_002733721 PREDICTED: 26S proteasome non-ATPase regulatory subunit 9-like [Saccoglossus kowalevskii].
Contig5402 Metazoa-Saccoglossus_kowalevskii_gi291228238 1.00E-32 >XP_002734086 PREDICTED: thioredoxin reductase 1-like [Saccoglossus kowalevskii].
Contig16596 Metazoa-Saccoglossus_kowalevskii_gi291228579 9.30E-08 >XP_002734254 PREDICTED: Rufy2 protein-like [Saccoglossus kowalevskii].
Contig10564 Metazoa-Saccoglossus_kowalevskii_gi291228703 5.50E-08 >XP_002734313 PREDICTED: autoantigen La-like [Saccoglossus kowalevskii].
Contig3713 Metazoa-Saccoglossus_kowalevskii_gi291230133 5.20E-40 >XP_002735023 PREDICTED: CG8129-like [Saccoglossus kowalevskii].
Contig7239 Metazoa-Saccoglossus_kowalevskii_gi291230434 2.50E-07 >XP_002735171 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig4141 Metazoa-Saccoglossus_kowalevskii_gi291231158 7.50E-20 >XP_002735532 PREDICTED: arylsulfatase A-like [Saccoglossus kowalevskii].
Contig6966 Metazoa-Saccoglossus_kowalevskii_gi291231505 3.80E-10 >XP_002735705 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig16270 Metazoa-Saccoglossus_kowalevskii_gi291231900 2.70E-47 >XP_002735900 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig4767 Metazoa-Saccoglossus_kowalevskii_gi291232782 5.50E-38 >XP_002736333 PREDICTED: neurogenic locus notch homolog protein 2-like, partial [Saccoglossus kowalevskii].
Contig5414 Metazoa-Saccoglossus_kowalevskii_gi291233283 5.30E-43 >XP_002736585 PREDICTED: patatin-like phospholipase domain containing 7-like [Saccoglossus kowalevskii].
Contig9108 Metazoa-Saccoglossus_kowalevskii_gi291234032 1.30E-06 >XP_002736944 PREDICTED: neurogenic locus notch homolog protein 2-like, partial [Saccoglossus kowalevskii].
Contig3510 Metazoa-Saccoglossus_kowalevskii_gi291236175 1.50E-08 >XP_002738015 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig13828 Metazoa-Saccoglossus_kowalevskii_gi291236298 9.20E-06 >XP_002738077 PREDICTED: BTB/POZ domain containing protein 3-like [Saccoglossus kowalevskii].
Contig4522 Metazoa-Saccoglossus_kowalevskii_gi291238311 8.40E-28 >XP_002739074 PREDICTED: CG7772-like [Saccoglossus kowalevskii].
Contig7402 Metazoa-Saccoglossus_kowalevskii_gi291239107 1.20E-13 >XP_002739466 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig12790 Metazoa-Saccoglossus_kowalevskii_gi291239107 5.60E-27 >XP_002739466 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig9249 Metazoa-Saccoglossus_kowalevskii_gi291239177 7.30E-102 >XP_002739509 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig4222 Metazoa-Saccoglossus_kowalevskii_gi291239919 3.50E-53 >XP_002739869 PREDICTED: neuronal pentraxin 2-like [Saccoglossus kowalevskii].
Contig4511 Metazoa-Saccoglossus_kowalevskii_gi291239919 8.10E-18 >XP_002739869 PREDICTED: neuronal pentraxin 2-like [Saccoglossus kowalevskii].
Contig4518 Metazoa-Saccoglossus_kowalevskii_gi291239919 2.90E-17 >XP_002739869 PREDICTED: neuronal pentraxin 2-like [Saccoglossus kowalevskii].
Contig13060 Metazoa-Saccoglossus_kowalevskii_gi291241746 2.20E-15 >XP_002740771 PREDICTED: hypothetical protein [Saccoglossus kowalevskii].
Contig3638 Metazoa-Saccoglossus_kowalevskii_gi291242753 6.30E-06 >XP_002741274 PREDICTED: tubulin beta-4 chain-like isoform 2 [Saccoglossus kowalevskii].
Contig15084 Metazoa-Saccoglossus_kowalevskii_gi291243224 4.90E-25 >XP_002741503 PREDICTED: nudix-type motif 15-like [Saccoglossus kowalevskii].
Contig12261 Metazoa-Saccoglossus_kowalevskii_gi291243854 7.60E-28 >XP_002741815 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig1009 Metazoa-Saccoglossus_kowalevskii_gi291243929 1.20E-43 >XP_002741852 PREDICTED: predicted protein-like [Saccoglossus kowalevskii].
Contig11538 Metazoa-Saccoglossus_kowalevskii_gi291244677 3.00E-56 >XP_002742221 PREDICTED: proteoliaisin-like [Saccoglossus kowalevskii].
Contig5286 Metazoa-Saccoglossus_kowalevskii_gi291244830 9.10E-32 >XP_002742299 PREDICTED: galactosamine (N-acetyl)-6-sulfate sulfatase-like, partial [Saccoglossus kowalevskii].
Contig404 Metazoa-Salmo_salar_gi213512504 1.30E-20 >NP_001134724 Lysophospholipase-like protein 1 [Salmo salar].
Contig562 Metazoa-Salmo_salar_gi213513131 2.30E-08 >NP_001133389 nucleolar protein 14 [Salmo salar].
Contig5656 Metazoa-Salmo_salar_gi213513924 9.80E-75 >NP_001135207 4,5-dihydroxyphthalate dehydrogenase [Salmo salar].
Contig17672 Metazoa-Salmo_salar_gi213514278 6.50E-26 >NP_001134135 Probable Bax inhibitor 1 [Salmo salar].
Contig4303 Metazoa-Salmo_salar_gi291190713 5.00E-24 >NP_001167395 Asparagine-linked glycosylation protein 11 homolog [Salmo salar].
Contig4564 Metazoa-Schistosoma_mansoni_gi256079789 8.00E-07 >XP_002576167 four and A half lim domains [Schistosoma mansoni].
Contig6248 Metazoa-Strongylocentrotus_purpuratus_gi115613243 2.90E-30 >XP_795172 PREDICTED: similar to Vars protein, partial [Strongylocentrotus purpuratus].
Contig317 Metazoa-Strongylocentrotus_purpuratus_gi115613376 3.10E-50 >XP_001188240 PREDICTED: similar to WD repeat-containing protein 3, partial [Strongylocentrotus purpuratus].
Contig2917 Metazoa-Strongylocentrotus_purpuratus_gi115615514 2.80E-06 >XP_793026 PREDICTED: similar to Xpr1-prov protein, partial [Strongylocentrotus purpuratus].
Contig4341 Metazoa-Strongylocentrotus_purpuratus_gi115617927 1.30E-21 >XP_781701 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig10501 Metazoa-Strongylocentrotus_purpuratus_gi115628042 1.80E-16 >XP_793632 PREDICTED: similar to egg bindin receptor 1 precursor [Strongylocentrotus purpuratus].
Contig4398 Metazoa-Strongylocentrotus_purpuratus_gi115628164 1.00E-11 >XP_001188283 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig2288 Metazoa-Strongylocentrotus_purpuratus_gi115638041 6.40E-10 >XP_781438 PREDICTED: similar to zinc finger protein, partial [Strongylocentrotus purpuratus].
Contig7428 Metazoa-Strongylocentrotus_purpuratus_gi115638500 1.50E-36 >XP_001202494 PREDICTED: similar to 77 kD echinoderm microtubule-associated protein [Strongylocentrotus purpuratus].
Contig6213 Metazoa-Strongylocentrotus_purpuratus_gi115638677 1.00E-15 >XP_786610 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig12022 Metazoa-Strongylocentrotus_purpuratus_gi115642126 2.70E-19 >XP_001177499 PREDICTED: similar to PTEN [Strongylocentrotus purpuratus].
Contig5137 Metazoa-Strongylocentrotus_purpuratus_gi115649292 5.50E-54 >XP_001182260 PREDICTED: similar to Fanconi anemia complementation group D2, partial [Strongylocentrotus purpuratus].
Contig8906 Metazoa-Strongylocentrotus_purpuratus_gi115668724 7.50E-21 >XP_782299 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig4798 Metazoa-Strongylocentrotus_purpuratus_gi115674969 3.30E-16 >XP_001201303 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig4262 Metazoa-Strongylocentrotus_purpuratus_gi115680228 6.30E-49 >XP_001189652 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig5329 Metazoa-Strongylocentrotus_purpuratus_gi115686222 1.80E-16 >XP_784490 PREDICTED: similar to fibropellin Ia [Strongylocentrotus purpuratus].
Contig14103 Metazoa-Strongylocentrotus_purpuratus_gi115686265 9.80E-24 >XP_789901 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig12167 Metazoa-Strongylocentrotus_purpuratus_gi115688614 7.30E-12 >XP_791441 PREDICTED: similar to S-crystallin SL11 (Major lens polypeptide) [Strongylocentrotus purpuratus].
Contig13236 Metazoa-Strongylocentrotus_purpuratus_gi115694499 1.10E-13 >XP_001179012 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig5631 Metazoa-Strongylocentrotus_purpuratus_gi115699002 1.80E-07 >XP_780093 PREDICTED: similar to proteoliaisin, partial [Strongylocentrotus purpuratus].
Contig12050 Metazoa-Strongylocentrotus_purpuratus_gi115704803 4.10E-13 >XP_001199144 PREDICTED: similar to 13S condensin XCAP-D2 subunit, partial [Strongylocentrotus purpuratus].
Contig688 Metazoa-Strongylocentrotus_purpuratus_gi115712172 1.20E-11 >XP_799172 PREDICTED: similar to protein phosphatase X [Strongylocentrotus purpuratus].
Contig13287 Metazoa-Strongylocentrotus_purpuratus_gi115712971 7.40E-13 >XP_793563 PREDICTED: similar to putative ubiquinone biosynthesis protein AarF, partial [Strongylocentrotus purpuratus].
Contig6301 Metazoa-Strongylocentrotus_purpuratus_gi115722945 3.40E-14 >XP_794454 PREDICTED: similar to Os01g0631100 [Strongylocentrotus purpuratus].
Contig4399 Metazoa-Strongylocentrotus_purpuratus_gi115727641 1.00E-15 >XP_795324 PREDICTED: hypothetical protein, partial [Strongylocentrotus purpuratus].
Contig6337 Metazoa-Strongylocentrotus_purpuratus_gi115730844 1.80E-14 >XP_791237 PREDICTED: similar to nischarin, partial [Strongylocentrotus purpuratus].
Contig4405 Metazoa-Strongylocentrotus_purpuratus_gi115733205 2.90E-22 >XP_787735 PREDICTED: similar to KIAA0532 protein [Strongylocentrotus purpuratus].
Contig8373 Metazoa-Strongylocentrotus_purpuratus_gi115734741 2.20E-09 >XP_001197989 PREDICTED: similar to DnaJ (Hsp40) homolog, subfamily A, member 2 [Strongylocentrotus purpuratus].
Contig12897 Metazoa-Strongylocentrotus_purpuratus_gi115736695 1.10E-39 >XP_001201471 PREDICTED: similar to phosphoinositide-3-kinase, catalytic, beta polypeptide [Strongylocentrotus purpuratus].
Contig11829 Metazoa-Strongylocentrotus_purpuratus_gi115740280 1.90E-11 >XP_001185416 PREDICTED: similar to RNA polymerase I second largest subunit, partial [Strongylocentrotus purpuratus].
Contig12 Metazoa-Strongylocentrotus_purpuratus_gi115741827 3.10E-24 >XP_001198750 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig6014 Metazoa-Strongylocentrotus_purpuratus_gi115744161 2.80E-30 >XP_788958 PREDICTED: similar to Myotubularin-related protein 2 [Strongylocentrotus purpuratus].
Contig12130 Metazoa-Strongylocentrotus_purpuratus_gi115746620 3.40E-09 >XP_792817 PREDICTED: similar to Eukaryotic translation initiation factor 2-alpha kinase 4 (GCN2-like protein) [Strongylocentrotus purpuratus].
Contig15435 Metazoa-Strongylocentrotus_purpuratus_gi115746664 8.50E-07 >XP_789301 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig10763 Metazoa-Strongylocentrotus_purpuratus_gi115750707 4.30E-07 >XP_001202971 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig13047 Metazoa-Strongylocentrotus_purpuratus_gi115750707 1.90E-17 >XP_001202971 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig16451 Metazoa-Strongylocentrotus_purpuratus_gi115754788 1.70E-31 >XP_795975 PREDICTED: similar to Insulin-degrading enzyme, partial [Strongylocentrotus purpuratus].
Contig11317 Metazoa-Strongylocentrotus_purpuratus_gi115758008 7.20E-09 >XP_795205 PREDICTED: similar to mitochondrial chaperonin Hsp56 [Strongylocentrotus purpuratus].
Contig16228 Metazoa-Strongylocentrotus_purpuratus_gi115768291 1.40E-35 >XP_785219 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig12071 Metazoa-Strongylocentrotus_purpuratus_gi115772433 6.20E-08 >XP_791856 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig13401 Metazoa-Strongylocentrotus_purpuratus_gi115772455 7.20E-09 >XP_782226 PREDICTED: similar to Extra spindle poles-like 1 (S. cerevisiae) [Strongylocentrotus purpuratus].
Contig1369 Metazoa-Strongylocentrotus_purpuratus_gi115774655 7.30E-18 >XP_794835 PREDICTED: similar to microneme protein 4 [Strongylocentrotus purpuratus].
Contig11565 Metazoa-Strongylocentrotus_purpuratus_gi115803132 1.10E-57 >XP_001198853 PREDICTED: similar to endonuclease-reverse transcriptase [Strongylocentrotus purpuratus].
Contig17279 Metazoa-Strongylocentrotus_purpuratus_gi115843196 3.10E-16 >XP_790318 PREDICTED: similar to endonuclease-reverse transcriptase [Strongylocentrotus purpuratus].
Contig11663 Metazoa-Strongylocentrotus_purpuratus_gi115877255 5.20E-61 >XP_001190300 PREDICTED: similar to ankyrin 2,3/unc44, partial [Strongylocentrotus purpuratus].
Contig2203 Metazoa-Strongylocentrotus_purpuratus_gi115894381 1.50E-06 >XP_792274 PREDICTED: similar to hyalin [Strongylocentrotus purpuratus].
Contig12543 Metazoa-Strongylocentrotus_purpuratus_gi115896358 7.30E-16 >XP_783360 PREDICTED: similar to MGC53048 protein [Strongylocentrotus purpuratus].
Contig8120 Metazoa-Strongylocentrotus_purpuratus_gi115898538 1.00E-12 >XP_782912 PREDICTED: similar to alpha-aminoadipate aminotransferase [Strongylocentrotus purpuratus].
Contig336 Metazoa-Strongylocentrotus_purpuratus_gi115901570 3.80E-12 >XP_783551 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig301 Metazoa-Strongylocentrotus_purpuratus_gi115916214 1.70E-32 >XP_785267 PREDICTED: similar to LOC496139 protein [Strongylocentrotus purpuratus].
Contig4684 Metazoa-Strongylocentrotus_purpuratus_gi115923352 2.00E-09 >XP_787027 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig12654 Metazoa-Strongylocentrotus_purpuratus_gi115925447 6.00E-95 >XP_001177896 PREDICTED: similar to amoeboid myosin I [Strongylocentrotus purpuratus].
Contig4517 Metazoa-Strongylocentrotus_purpuratus_gi115935975 3.20E-141 >XP_001184881 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig15944 Metazoa-Strongylocentrotus_purpuratus_gi115944717 9.20E-06 >XP_001186707 PREDICTED: similar to endonuclease-reverse transcriptase, partial [Strongylocentrotus purpuratus].
Contig5452 Metazoa-Strongylocentrotus_purpuratus_gi115946610 1.30E-06 >XP_001192734 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig5162 Metazoa-Strongylocentrotus_purpuratus_gi115946758 6.40E-11 >XP_001196941 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig5532 Metazoa-Strongylocentrotus_purpuratus_gi115978442 6.40E-30 >XP_001189596 PREDICTED: similar to ankyrin 2,3/unc44 [Strongylocentrotus purpuratus].
Contig1334 Metazoa-Strongylocentrotus_purpuratus_gi72005313 4.10E-64 >XP_784007 PREDICTED: similar to PSMD3 [Strongylocentrotus purpuratus].
Contig16715 Metazoa-Strongylocentrotus_purpuratus_gi72038459 1.30E-22 >XP_784991 PREDICTED: similar to TGF beta-inducible nuclear protein 1 [Strongylocentrotus purpuratus].
Contig6033 Metazoa-Strongylocentrotus_purpuratus_gi72108071 8.00E-09 >XP_797342 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig1965 Metazoa-Strongylocentrotus_purpuratus_gi72126264 6.50E-06 >XP_795498 PREDICTED: similar to leucine zipper protein [Strongylocentrotus purpuratus].
Contig6770 Metazoa-Strongylocentrotus_purpuratus_gi72146807 8.90E-08 >XP_791879 PREDICTED: similar to ankyrin repeat domain 50 [Strongylocentrotus purpuratus].
Contig9454 Metazoa-Strongylocentrotus_purpuratus_gi72167685 2.10E-21 >XP_788498 PREDICTED: hypothetical protein [Strongylocentrotus purpuratus].
Contig4428 Metazoa-Sus_scrofa_gi226533697 2.20E-46 >NP_001152781 DNA excision repair protein ERCC-1 [Sus scrofa].
Contig13527 Metazoa-Sus_scrofa_gi305855148 5.80E-08 >NP_001182266 peptidyl-prolyl cis-trans isomerase FKBP4 [Sus scrofa].
Contig12096 Metazoa-Sus_scrofa_gi311247106 5.20E-22 >XP_003122482 PREDICTED: NADH dehydrogenase [ubiquinone] iron-sulfur protein 8, mitochondrial-like isoform 1 [Sus scrofa].
Contig8356 Metazoa-Sus_scrofa_gi311250133 2.10E-29 >XP_003123980 PREDICTED: DNA repair protein RAD50-like [Sus scrofa].
Contig8785 Metazoa-Sus_scrofa_gi311252012 1.20E-15 >XP_003124874 PREDICTED: u5 small nuclear ribonucleoprotein 200 kDa helicase-like [Sus scrofa].
Contig640 Metazoa-Sus_scrofa_gi311253853 4.20E-39 >XP_001925344 PREDICTED: DNA-dependent protein kinase catalytic subunit-like, partial [Sus scrofa].
Contig11982 Metazoa-Sus_scrofa_gi311256806 4.30E-54 >XP_003126823 PREDICTED: lipase maturation factor 2-like [Sus scrofa].
Contig9755 Metazoa-Sus_scrofa_gi311264849 1.20E-15 >XP_003130366 PREDICTED: kelch-like protein 20-like, partial [Sus scrofa].
Contig4160 Metazoa-Sus_scrofa_gi311266450 3.20E-43 >XP_003131097 PREDICTED: multidrug resistance-associated protein 4-like, partial [Sus scrofa].
Contig16773 Metazoa-Taeniopygia_guttata_gi224045826 4.40E-142 >XP_002189640 PREDICTED: chaperonin containing TCP1, subunit 5 (epsilon) [Taeniopygia guttata].
Contig386 Metazoa-Taeniopygia_guttata_gi224046489 8.10E-07 >XP_002198588 PREDICTED: OTU domain containing 6B [Taeniopygia guttata].
Contig13691 Metazoa-Taeniopygia_guttata_gi224047778 1.10E-19 >XP_002190200 PREDICTED: delta-like 1 [Taeniopygia guttata].
Contig8783 Metazoa-Taeniopygia_guttata_gi224051816 2.40E-10 >XP_002200375 PREDICTED: jagged 2 [Taeniopygia guttata].
Contig521 Metazoa-Taeniopygia_guttata_gi224052228 8.80E-55 >XP_002186954 PREDICTED: similar to phosphatase and tensin homolog [Taeniopygia guttata].
Contig12506 Metazoa-Taeniopygia_guttata_gi224053152 3.60E-27 >XP_002192948 PREDICTED: ornithine aminotransferase [Taeniopygia guttata].
Contig4323 Metazoa-Taeniopygia_guttata_gi224058032 6.80E-24 >XP_002191101 PREDICTED: HECT domain containing 3 [Taeniopygia guttata].
Contig12817 Metazoa-Taeniopygia_guttata_gi224071980 3.30E-35 >XP_002196403 PREDICTED: similar to musashi homolog 1 (Drosophila) [Taeniopygia guttata].
Contig16604 Metazoa-Tribolium_castaneum_gi189233731 2.40E-22 >XP_971025 PREDICTED: similar to AGAP002427-PA [Tribolium castaneum].
Contig14919 Metazoa-Tribolium_castaneum_gi189234753 2.60E-14 >XP_974490 PREDICTED: similar to STE20-like kinase (yeast) [Tribolium castaneum].
Contig4429 Metazoa-Tribolium_castaneum_gi189235268 2.80E-24 >XP_972827 PREDICTED: similar to laminin A chain, putative [Tribolium castaneum].
Contig5952 Metazoa-Tribolium_castaneum_gi189235908 6.80E-06 >XP_968668 PREDICTED: similar to AGAP004989-PB [Tribolium castaneum].
Contig13412 Metazoa-Tribolium_castaneum_gi189238704 3.80E-11 >XP_968978 PREDICTED: similar to Calcium-independent phospholipase A2-gamma (Intracellular membrane-associated calcium-independent phospholipase A2 gamma) (iPLA2-gamma) (Patatin-like phospholipase domain-containing protein 8) (Group VIB calcium-independent phospholipase [Tribolium castaneum].
Contig16917 Metazoa-Tribolium_castaneum_gi189240983 1.00E-17 >XP_966935 PREDICTED: similar to CG1523 CG1523-PA [Tribolium castaneum].
Contig7051 Metazoa-Tribolium_castaneum_gi91078436 2.00E-08 >XP_966533 PREDICTED: similar to TBC1 domain family member 12 [Tribolium castaneum].
Contig12066 Metazoa-Tribolium_castaneum_gi91078580 8.70E-37 >XP_971846 PREDICTED: similar to AGAP003461-PA [Tribolium castaneum].
Contig11852 Metazoa-Tribolium_castaneum_gi91080735 4.00E-09 >XP_975438 PREDICTED: similar to RING finger protein 121 [Tribolium castaneum].
Contig9059 Metazoa-Tribolium_castaneum_gi91081319 1.80E-07 >XP_969902 PREDICTED: similar to AGAP005894-PA [Tribolium castaneum].
Contig4485 Metazoa-Tribolium_castaneum_gi91083107 6.20E-07 >XP_969706 PREDICTED: similar to MMP37-like protein, mitochondrial [Tribolium castaneum].
Contig11787 Metazoa-Tribolium_castaneum_gi91084509 1.40E-13 >XP_966952 PREDICTED: similar to CG31988 CG31988-PA isoform 1 [Tribolium castaneum].
Contig12242 Metazoa-Tribolium_castaneum_gi91084695 9.00E-29 >XP_969196 PREDICTED: similar to Ufm1-conjugating enzyme 1 (Ubiquitin-fold modifier-conjugating enzyme 1) [Tribolium castaneum].
Contig7314 Metazoa-Tribolium_castaneum_gi91084763 1.10E-12 >XP_971970 PREDICTED: similar to apl5 protein (spac144.06 protein) [Tribolium castaneum].
Contig9016 Metazoa-Tribolium_castaneum_gi91085993 5.50E-09 >XP_972283 PREDICTED: similar to CG11253 CG11253-PA [Tribolium castaneum].
Contig12716 Metazoa-Tribolium_castaneum_gi91086457 9.50E-11 >XP_969562 PREDICTED: similar to AGAP009931-PA [Tribolium castaneum].
Contig4363 Metazoa-Tribolium_castaneum_gi91092544 3.50E-71 >XP_968085 PREDICTED: similar to XPA-binding protein 2 [Tribolium castaneum].
Contig2041 Metazoa-Tribolium_castaneum_gi91093697 5.10E-13 >XP_966486 PREDICTED: similar to ADAM metalloprotease, partial [Tribolium castaneum].
Contig16323 Metazoa-Trichoplax_adhaerens_gi195995477 2.00E-26 >XP_002107607 conserved hypothetical protein [Trichoplax adhaerens].
Contig12424 Metazoa-Trichoplax_adhaerens_gi195996361 1.30E-43 >XP_002108049 hypothetical protein TRIADDRAFT_52127 [Trichoplax adhaerens].
Contig9678 Metazoa-Trichoplax_adhaerens_gi195998279 3.70E-06 >XP_002109008 hypothetical protein TRIADDRAFT_52590 [Trichoplax adhaerens].
Contig4494 Metazoa-Trichoplax_adhaerens_gi195998389 3.90E-13 >XP_002109063 calmodulin [Trichoplax adhaerens].
Contig11551 Metazoa-Trichoplax_adhaerens_gi195998493 4.00E-36 >XP_002109115 hypothetical protein TRIADDRAFT_18245 [Trichoplax adhaerens].
Contig55 Metazoa-Trichoplax_adhaerens_gi195999266 1.40E-92 >XP_002109501 hypothetical protein TRIADDRAFT_53605 [Trichoplax adhaerens].
Contig6609 Metazoa-Trichoplax_adhaerens_gi195999800 4.10E-26 >XP_002109768 hypothetical protein TRIADDRAFT_21872 [Trichoplax adhaerens].
Contig9486 Metazoa-Trichoplax_adhaerens_gi195999942 1.10E-08 >XP_002109839 hypothetical protein TRIADDRAFT_20693 [Trichoplax adhaerens].
Contig1056 Metazoa-Trichoplax_adhaerens_gi196000550 1.50E-10 >XP_002110143 hypothetical protein TRIADDRAFT_20924 [Trichoplax adhaerens].
Contig8324 Metazoa-Trichoplax_adhaerens_gi196000550 1.70E-13 >XP_002110143 hypothetical protein TRIADDRAFT_20924 [Trichoplax adhaerens].
Contig5949 Metazoa-Trichoplax_adhaerens_gi196000819 1.20E-31 >XP_002110277 hypothetical protein TRIADDRAFT_23343 [Trichoplax adhaerens].
Contig766 Metazoa-Trichoplax_adhaerens_gi196003130 1.50E-36 >XP_002111432 hypothetical protein TRIADDRAFT_55458 [Trichoplax adhaerens].
Contig12148 Metazoa-Trichoplax_adhaerens_gi196003442 4.00E-52 >XP_002111588 hypothetical protein TRIADDRAFT_55768 [Trichoplax adhaerens].
Contig5456 Metazoa-Trichoplax_adhaerens_gi196003804 3.60E-19 >XP_002111769 hypothetical protein TRIADDRAFT_37477 [Trichoplax adhaerens].
Contig14837 Metazoa-Trichoplax_adhaerens_gi196004514 2.40E-14 >XP_002112124 hypothetical protein TRIADDRAFT_63890 [Trichoplax adhaerens].
Contig4614 Metazoa-Trichoplax_adhaerens_gi196006738 1.30E-12 >XP_002113235 hypothetical protein TRIADDRAFT_26979 [Trichoplax adhaerens].
Contig9379 Metazoa-Trichoplax_adhaerens_gi196006808 3.20E-06 >XP_002113270 hypothetical protein TRIADDRAFT_26180 [Trichoplax adhaerens].
Contig2763 Metazoa-Trichoplax_adhaerens_gi196006848 1.40E-06 >XP_002113290 hypothetical protein TRIADDRAFT_26230 [Trichoplax adhaerens].
Contig7895 Metazoa-Trichoplax_adhaerens_gi196007052 2.20E-16 >XP_002113392 hypothetical protein TRIADDRAFT_26755 [Trichoplax adhaerens].
Contig11884 Metazoa-Trichoplax_adhaerens_gi196008533 2.70E-36 >XP_002114132 hypothetical protein TRIADDRAFT_58283 [Trichoplax adhaerens].
Contig4345 Metazoa-Trichoplax_adhaerens_gi196008599 1.70E-28 >XP_002114165 hypothetical protein TRIADDRAFT_1133 [Trichoplax adhaerens].
Contig6285 Metazoa-Trichoplax_adhaerens_gi196008677 6.10E-07 >XP_002114204 hypothetical protein TRIADDRAFT_63350 [Trichoplax adhaerens].
Contig6320 Metazoa-Trichoplax_adhaerens_gi196010573 6.50E-18 >XP_002115151 hypothetical protein TRIADDRAFT_28849 [Trichoplax adhaerens].
Contig11965 Metazoa-Trichoplax_adhaerens_gi196011186 3.70E-35 >XP_002115457 hypothetical protein TRIADDRAFT_59420 [Trichoplax adhaerens].
Contig12118 Metazoa-Trichoplax_adhaerens_gi196011186 2.10E-31 >XP_002115457 hypothetical protein TRIADDRAFT_59420 [Trichoplax adhaerens].
Contig13915 Metazoa-Trichoplax_adhaerens_gi196011186 5.30E-37 >XP_002115457 hypothetical protein TRIADDRAFT_59420 [Trichoplax adhaerens].
Contig17389 Metazoa-Trichoplax_adhaerens_gi196011186 6.60E-17 >XP_002115457 hypothetical protein TRIADDRAFT_59420 [Trichoplax adhaerens].
Contig16563 Metazoa-Trichoplax_adhaerens_gi196011525 4.80E-14 >XP_002115626 hypothetical protein TRIADDRAFT_11804 [Trichoplax adhaerens].
Contig16253 Metazoa-Trichoplax_adhaerens_gi196012439 6.10E-61 >XP_002116082 hypothetical protein TRIADDRAFT_30320 [Trichoplax adhaerens].
Contig7868 Metazoa-Trichoplax_adhaerens_gi196013255 8.70E-22 >XP_002116489 hypothetical protein TRIADDRAFT_60454 [Trichoplax adhaerens].
Contig7120 Metazoa-Trichoplax_adhaerens_gi196015767 4.40E-12 >XP_002117739 hypothetical protein TRIADDRAFT_38479 [Trichoplax adhaerens].
Contig17210 Metazoa-Xenopus_laevis_gi147899019 9.70E-13 >NP_001086963 HECT domain containing 3 [Xenopus laevis].
Contig12308 Metazoa-Xenopus_laevis_gi147900849 5.30E-08 >NP_001085280 RNA polymerase-associated protein LEO1 [Xenopus laevis].
Contig12475 Metazoa-Xenopus_laevis_gi147901749 2.40E-30 >NP_001085353 solute carrier family 30 (zinc transporter), member 2 [Xenopus laevis].
Contig12032 Metazoa-Xenopus_laevis_gi147904838 2.80E-110 >NP_001086035 exportin-2 [Xenopus laevis].
Contig8325 Metazoa-Xenopus_laevis_gi147905630 9.70E-07 >NP_001085283 KDEL (Lys-Asp-Glu-Leu) containing 2 [Xenopus laevis].
Contig15668 Metazoa-Xenopus_laevis_gi147905806 1.60E-12 >NP_001085457 TRAF-type zinc finger domain containing 1 [Xenopus laevis].
Contig12080 Metazoa-Xenopus_laevis_gi147906507 2.60E-75 >NP_001085512 cap-specific mRNA (nucleoside-2'-O-)-methyltransferase 1 [Xenopus laevis].
Contig15307 Metazoa-Xenopus_laevis_gi148224889 5.40E-07 >NP_001089889 aldehyde dehydrogenase 6 family, member A1 [Xenopus laevis].
Contig5837 Metazoa-Xenopus_laevis_gi148226110 1.70E-08 >NP_001085466 MGC80147 protein [Xenopus laevis].
Contig3104 Metazoa-Xenopus_laevis_gi148232557 3.60E-14 >NP_001081577 Ran binding protein 1 [Xenopus laevis].
Contig3070 Metazoa-Xenopus_laevis_gi148232748 3.20E-06 >NP_001085707 regulator of G-protein signaling 14 [Xenopus laevis].
Contig13038 Metazoa-Xenopus_laevis_gi148234374 2.80E-15 >NP_001089160 Fanconi anemia, complementation group D2 [Xenopus laevis].
Contig15308 Metazoa-Xenopus_laevis_gi148234553 1.70E-17 >NP_001079089 E3 ubiquitin-protein ligase siah2 [Xenopus laevis].
Contig16250 Metazoa-Xenopus_laevis_gi148237261 1.00E-78 >NP_001090145 helicase-like transcription factor [Xenopus laevis].
Contig11622 Metazoa-Xenopus_Silurana_tropicalis_gi118404130 3.80E-37 >NP_001016461 hypothetical protein LOC549215 [Xenopus (Silurana) tropicalis].
Contig923 Metazoa-Xenopus_Silurana_tropicalis_gi118404448 3.30E-07 >NP_001072701 TBC1 domain family member 24 [Xenopus (Silurana) tropicalis].
Contig903 Metazoa-Xenopus_Silurana_tropicalis_gi118404490 1.70E-13 >NP_001072686 3-ketoacyl-CoA thiolase, peroxisomal [Xenopus (Silurana) tropicalis].
Contig16282 Metazoa-Xenopus_Silurana_tropicalis_gi148235030 7.30E-33 >NP_001090647 importin 9 [Xenopus (Silurana) tropicalis].
Contig10084 Metazoa-Xenopus_Silurana_tropicalis_gi189230230 4.60E-16 >NP_001121439 KRIT1, ankyrin repeat containing [Xenopus (Silurana) tropicalis].
Contig16363 Metazoa-Xenopus_Silurana_tropicalis_gi194018614 2.80E-113 >NP_001123394 ATG7 autophagy related 7 homolog [Xenopus (Silurana) tropicalis].
Contig16305 Metazoa-Xenopus_Silurana_tropicalis_gi213982719 8.00E-31 >NP_001135533 hypothetical protein LOC100216076 [Xenopus (Silurana) tropicalis].
Contig17346 Metazoa-Xenopus_Silurana_tropicalis_gi301604464 1.30E-06 >XP_002931858 PREDICTED: transcriptional regulator ATRX [Xenopus (Silurana) tropicalis].
Contig6104 Metazoa-Xenopus_Silurana_tropicalis_gi301606554 1.10E-08 >XP_002932882 PREDICTED: meiotically up-regulated gene 71 protein-like [Xenopus (Silurana) tropicalis].
Contig4601 Metazoa-Xenopus_Silurana_tropicalis_gi301608509 1.10E-10 >XP_002933829 PREDICTED: p-selectin-like [Xenopus (Silurana) tropicalis].
Contig12047 Metazoa-Xenopus_Silurana_tropicalis_gi301609074 1.70E-08 >XP_002934102 PREDICTED: mucin-4-like [Xenopus (Silurana) tropicalis].
Contig15410 Metazoa-Xenopus_Silurana_tropicalis_gi301611318 1.10E-06 >XP_002935185 PREDICTED: translation initiation factor eIF-2B subunit epsilon-like [Xenopus (Silurana) tropicalis].
Contig449 Metazoa-Xenopus_Silurana_tropicalis_gi301614515 9.50E-18 >XP_002936731 PREDICTED: proteasome-associated protein ECM29 homolog [Xenopus (Silurana) tropicalis].
Contig16493 Metazoa-Xenopus_Silurana_tropicalis_gi301616984 6.10E-48 >XP_002937925 PREDICTED: LOW QUALITY PROTEIN: WD repeat and FYVE domain-containing protein 3-like [Xenopus (Silurana) tropicalis].
Contig13430 Metazoa-Xenopus_Silurana_tropicalis_gi301620878 2.20E-17 >XP_002939792 PREDICTED: DNA excision repair protein ERCC-6-like [Xenopus (Silurana) tropicalis].
Contig11559 Metazoa-Xenopus_Silurana_tropicalis_gi301623590 1.60E-159 >XP_002941102 PREDICTED: spermatogenesis-associated protein 5-like [Xenopus (Silurana) tropicalis].
Contig11579 Metazoa-Xenopus_Silurana_tropicalis_gi301625008 1.10E-11 >XP_002941791 PREDICTED: dual specificity protein phosphatase 10-like [Xenopus (Silurana) tropicalis].
Contig291 Metazoa-Xenopus_Silurana_tropicalis_gi301631073 2.30E-11 >XP_002944633 PREDICTED: hypothetical protein LOC100486363, partial [Xenopus (Silurana) tropicalis].
Contig13566 Metazoa-Xenopus_Silurana_tropicalis_gi301632615 1.30E-20 >XP_002945377 PREDICTED: adenosine deaminase-like [Xenopus (Silurana) tropicalis].
Contig11883 Metazoa-Xenopus_Silurana_tropicalis_gi45360681 1.00E-05 >NP_989014 non-structural maintenance of chromosomes element 1 homolog [Xenopus (Silurana) tropicalis].
Contig4134 Metazoa-Xenopus_Silurana_tropicalis_gi53749722 4.10E-25 >NP_001005454 fragile X mental retardation protein 1 homolog [Xenopus (Silurana) tropicalis].
Contig12227 Metazoa-Xenopus_Silurana_tropicalis_gi56118632 1.90E-83 >NP_001007921 proliferating cell nuclear antigen [Xenopus (Silurana) tropicalis].
Contig16697 Metazoa-Xenopus_Silurana_tropicalis_gi58332810 2.50E-06 >NP_001011480 calcium and integrin binding 1 (calmyrin) [Xenopus (Silurana) tropicalis].
Contig6324 Metazoa-Xenopus_Silurana_tropicalis_gi71895767 3.60E-26 >NP_001025687 adenosine monophosphate deaminase 3 [Xenopus (Silurana) tropicalis].
Contig1042 Planctomycetes-Blastopirellula_marina_DSM_3645_gi873068175.20E-59 >ZP_01088963 polyketide synthase [Blastopirellula marina DSM 3645].
Contig4547 Planctomycetes-Blastopirellula_marina_DSM_3645_gi873116965.10E-06 >ZP_01093812 TrkA-C, di- and tricarboxylate transporter [Blastopirellula marina DSM 3645].
Contig14814 Planctomycetes-Gemmata_obscuriglobus_UQM_2246_gi1687045013.20E-45 >ZP_02736778 peptidase S9B, dipeptidylpeptidase IV-like protein [Gemmata obscuriglobus UQM 2246].
Contig6108 Planctomycetes-Pirellula_staleyi_DSM_6068_gi2837811501.00E-21 >YP_003371905 biopterin transport-like protein BT1 [Pirellula staleyi DSM 6068].
Contig11556 Planctomycetes-Planctomyces_limnophilus_DSM_3776_gi2961217171.00E-44 >YP_003629495 methyltransferase type 12 [Planctomyces limnophilus DSM 3776].
Contig7499 Planctomycetes-Planctomyces_limnophilus_DSM_3776_gi2961217889.90E-10 >YP_003629566 hypothetical protein Plim_1534 [Planctomyces limnophilus DSM 3776].
Contig12092 Planctomycetes-Planctomyces_limnophilus_DSM_3776_gi2961236521.10E-35 >YP_003631430 3'(2'),5'-bisphosphate nucleotidase [Planctomyces limnophilus DSM 3776].
Contig8435 Planctomycetes-Planctomyces_maris_DSM_8797_gi1491746414.70E-08 >ZP_01853267 hypothetical protein PM8797T_10219 [Planctomyces maris DSM 8797].
Contig4565 Planctomycetes-Planctomyces_maris_DSM_8797_gi1491751462.40E-06 >ZP_01853769 putative polysaccharide-degrading enzyme [Planctomyces maris DSM 8797].
Contig3724 Planctomycetes-Planctomyces_maris_DSM_8797_gi1491769863.30E-09 >ZP_01855595 peptidyl-prolyl cis-trans isomerase, cyclophilin type [Planctomyces maris DSM 8797].
Contig12053 Planctomycetes-Rhodopirellula_baltica_SH_1_gi324719511.10E-09 >NP_864945 glucosesorbosone dehydrogenase [Rhodopirellula baltica SH 1].
Contig11601 Planctomycetes-Rhodopirellula_baltica_SH_1_gi324739919.50E-20 >NP_866985 hypothetical protein RB5952 [Rhodopirellula baltica SH 1].
Contig16688 Proteobacteria-Acetobacter_pasteurianus_IFO_3283_01_gi2585411217.80E-11 >YP_003186554 hypothetical protein APA01_00160 [Acetobacter pasteurianus IFO 3283-01].
Contig15391 Proteobacteria-Acidiphilium_cryptum_JF_5_gi148259659 1.50E-16 >YP_001233786 GCN5-related N-acetyltransferase [Acidiphilium cryptum JF-5].
Contig153 Proteobacteria-Acidovorax_delafieldii_2AN_gi241763894 9.70E-09 >ZP_04761938 AMP-dependent synthetase and ligase [Acidovorax delafieldii 2AN].
Contig11606 Proteobacteria-Acidovorax_ebreus_TPSY_gi222109893 1.30E-138 >YP_002552157 chaperonin groel [Acidovorax ebreus TPSY].
Contig8525 Proteobacteria-Acidovorax_sp_JS42_gi121596073 2.60E-83 >YP_987969 response regulator receiver modulated CheB methylesterase [Acidovorax sp. JS42].
Contig4577 Proteobacteria-Afipia_sp_1NLS2_gi299133905 4.60E-103 >ZP_07027099 adenylate/guanylate cyclase with Chase sensor [Afipia sp. 1NLS2].



Contig6819 Proteobacteria-Agrobacterium_tumefaciens_str_C58_gi158915805.10E-14 >NP_357252 mannose-1-phosphate guanylyltransferase (GDP) [Agrobacterium tumefaciens str. C58].
Contig1942 Proteobacteria-Agrobacterium_vitis_S4_gi222150236 2.10E-11 >YP_002551193 acetyl-CoA synthetase [Agrobacterium vitis S4].
Contig16915 Proteobacteria-Alcanivorax_sp_DG881_gi254428488 1.20E-06 >ZP_05042195 hypothetical protein ADG881_1718 [Alcanivorax sp. DG881].
Contig12235 Proteobacteria-Alcanivorax_sp_DG881_gi254428717 6.90E-19 >ZP_05042424 hypothetical protein ADG881_1947 [Alcanivorax sp. DG881].
Contig11730 Proteobacteria-Alcanivorax_sp_DG881_gi254429789 2.40E-122 >ZP_05043496 3-hydroxyacyl-CoA dehydrogenase, C-terminal domain family [Alcanivorax sp. DG881].
Contig9232 Proteobacteria-Alkalilimnicola_ehrlichii_MLHE_1_gi1143191991.80E-25 >YP_740882 tRNA (guanine-N(7)-)-methyltransferase [Alkalilimnicola ehrlichii MLHE-1].
Contig5133 Proteobacteria-Alkalilimnicola_ehrlichii_MLHE_1_gi1143202383.90E-15 >YP_741921 phospholipase/carboxylesterase [Alkalilimnicola ehrlichii MLHE-1].
Contig5809 Proteobacteria-Allochromatium_vinosum_DSM_180_gi2889398595.70E-20 >YP_003442099 methylisocitrate lyase [Allochromatium vinosum DSM 180].
Contig9327 Proteobacteria-alpha_proteobacterium_BAL199_gi1637941757.40E-23 >ZP_02188147 Sel1 domain protein repeat-containing protein [alpha proteobacterium BAL199].
Contig13896 Proteobacteria-alpha_proteobacterium_BAL199_gi1637941751.10E-28 >ZP_02188147 Sel1 domain protein repeat-containing protein [alpha proteobacterium BAL199].
Contig3501 Proteobacteria-alpha_proteobacterium_BAL199_gi1637956982.40E-12 >ZP_02189663 hypothetical protein BAL199_07348 [alpha proteobacterium BAL199].
Contig9490 Proteobacteria-alpha_proteobacterium_BAL199_gi1637959191.20E-22 >ZP_02189883 Sel1 domain protein repeat-containing protein [alpha proteobacterium BAL199].
Contig1116 Proteobacteria-alpha_proteobacterium_BAL199_gi1637962332.90E-36 >ZP_02190194 hypothetical protein BAL199_18731 [alpha proteobacterium BAL199].
Contig5123 Proteobacteria-alpha_proteobacterium_BAL199_gi1637965288.70E-25 >ZP_02190487 oxidoreductase, short chain dehydrogenase/reductase family protein [alpha proteobacterium BAL199].
Contig16360 Proteobacteria-alpha_proteobacterium_BAL199_gi1637975231.20E-51 >ZP_02191474 50S ribosomal protein L9 [alpha proteobacterium BAL199].
Contig527 Proteobacteria-Alteromonas_macleodii_Deep_ecotype_gi1961567643.70E-08 >YP_002126253 2-oxoglutarate dehydrogenase complex, dehydrogenase (E1) component subunit beta [Alteromonas macleodii 'Deep ecotype'].
Contig4939 Proteobacteria-Anaeromyxobacter_sp_Fw109_5_gi1530057392.10E-17 >YP_001380064 hypothetical protein Anae109_2880 [Anaeromyxobacter sp. Fw109-5].
Contig17730 Proteobacteria-Anaeromyxobacter_sp_K_gi197122217 1.90E-11 >YP_002134168 hypothetical protein AnaeK_1810 [Anaeromyxobacter sp. K].
Contig4120 Proteobacteria-Arcobacter_nitrofigilis_DSM_7299_gi2962746022.70E-67 >YP_003657233 ATPase [Arcobacter nitrofigilis DSM 7299].
Contig3348 Proteobacteria-Asticcacaulis_excentricus_CB_48_gi3154992174.40E-33 >YP_004088021 nad-dependent epimerase/dehydratase [Asticcacaulis excentricus CB 48].
Contig12899 Proteobacteria-Aurantimonas_manganoxydans_SI85_9A1_gi904207031.50E-10 >ZP_01228609 putative selenide water dikinase [Aurantimonas manganoxydans SI85-9A1].
Contig962 Proteobacteria-Azorhizobium_caulinodans_ORS_571_gi1584242961.80E-17 >YP_001525588 hypothetical protein AZC_2672 [Azorhizobium caulinodans ORS 571].
Contig2023 Proteobacteria-Azorhizobium_caulinodans_ORS_571_gi1584252213.10E-29 >YP_001526513 DNA polymerase [Azorhizobium caulinodans ORS 571].
Contig7331 Proteobacteria-Azorhizobium_caulinodans_ORS_571_gi1584252221.70E-59 >YP_001526514 DNA primase [Azorhizobium caulinodans ORS 571].
Contig8468 Proteobacteria-Azospirillum_sp_B510_gi288956847 8.80E-10 >YP_003447188 NADPH2:quinone reductase [Azospirillum sp. B510].
Contig7742 Proteobacteria-Azospirillum_sp_B510_gi288962502 7.60E-44 >YP_003452797 formate dehydrogenase [Azospirillum sp. B510].
Contig13966 Proteobacteria-Azotobacter_vinelandii_DJ_gi226943172 1.30E-19 >YP_002798245 hypothetical protein Avin_10380 [Azotobacter vinelandii DJ].
Contig11684 Proteobacteria-Bdellovibrio_bacteriovorus_HD100_gi425219471.00E-08 >NP_967327 arsenate reductase [Bdellovibrio bacteriovorus HD100].
Contig2509 Proteobacteria-Bdellovibrio_bacteriovorus_HD100_gi425234984.50E-13 >NP_968878 hypothetical protein Bd2023 [Bdellovibrio bacteriovorus HD100].
Contig13503 Proteobacteria-Beggiatoa_sp_PS_gi153869450 4.40E-17 >ZP_01999045 ADP-ribosylation/Crystallin J1 [Beggiatoa sp. PS].
Contig8098 Proteobacteria-Beggiatoa_sp_PS_gi153871666 1.90E-19 >ZP_02000779 disease resistance protein [Beggiatoa sp. PS].
Contig16452 Proteobacteria-Beggiatoa_sp_PS_gi153877581 1.20E-29 >ZP_02004291 Phosphoglucomutase/phosphomannomutase [Beggiatoa sp. PS].
Contig2876 Proteobacteria-Beijerinckia_indica_subsp_indica_ATCC_9039_gi1826771966.70E-18 >YP_001831342 extradiol ring-cleavage dioxygenase class III protein subunit B [Beijerinckia indica subsp. indica ATCC 9039].
Contig16281 Proteobacteria-Bordetella_bronchiseptica_RB50_gi336037321.80E-28 >NP_891292 electron transfer flavoprotein beta-subunit [Bordetella bronchiseptica RB50].
Contig3186 Proteobacteria-Bradyrhizobium_japonicum_USDA_110_gi273788685.80E-13 >NP_770397 glutathione reductase [Bradyrhizobium japonicum USDA 110].
Contig6873 Proteobacteria-Bradyrhizobium_sp_ORS278_gi1463383562.10E-12 >YP_001203404 putative phycocyanobilin:ferredoxin oxidoreductase, PcyA-like [Bradyrhizobium sp. ORS278].
Contig7062 Proteobacteria-Bradyrhizobium_sp_ORS278_gi1463433487.60E-07 >YP_001208396 putative ABC-type branched-chain amino acid transport system, periplasmic component [Bradyrhizobium sp. ORS278].
Contig8749 Proteobacteria-Brevundimonas_sp_BAL3_gi254420970 3.40E-10 >ZP_05034694 Porphyromonas-type peptidyl-arginine deiminase family [Brevundimonas sp. BAL3].
Contig6902 Proteobacteria-Brevundimonas_subvibrioides_ATCC_15264_gi3023819162.10E-16 >YP_003817739 cytochrome C oxidase subunit I [Brevundimonas subvibrioides ATCC 15264].
Contig16023 Proteobacteria-Burkholderia_cenocepacia_MC0_3_gi1707353695.20E-18 >YP_001774483 short-chain dehydrogenase/reductase SDR [Burkholderia cenocepacia MC0-3].
Contig3271 Proteobacteria-Burkholderia_mallei_SAVP1_gi121599627 9.10E-06 >YP_991899 hypothetical protein BMASAVP1_A0550 [Burkholderia mallei SAVP1].
Contig5091 Proteobacteria-Burkholderia_oklahomensis_C6786_gi1675718927.50E-06 >ZP_02364766 two-component system sensor protein [Burkholderia oklahomensis C6786].
Contig4940 Proteobacteria-Burkholderia_phymatum_STM815_gi1864718122.00E-111 >YP_001863130 phospholipase C, phosphocholine-specific [Burkholderia phymatum STM815].
Contig16471 Proteobacteria-Burkholderia_phymatum_STM815_gi1864777711.80E-41 >YP_001859241 AMP-binding domain-containing protein [Burkholderia phymatum STM815].
Contig12650 Proteobacteria-Burkholderia_sp_Ch1_1_gi296163136 4.10E-12 >ZP_06845907 Electron-transferring-flavoprotein dehydrogenase [Burkholderia sp. Ch1-1].
Contig12008 Proteobacteria-Burkholderia_sp_H160_gi209517450 1.50E-42 >ZP_03266291 Fmu (Sun) domain protein [Burkholderia sp. H160].
Contig5857 Proteobacteria-Burkholderia_thailandensis_E264_gi837188952.00E-51 >YP_441636 acyl-CoA dehydrogenase domain-containing protein [Burkholderia thailandensis E264].
Contig12904 Proteobacteria-Burkholderia_thailandensis_MSMB43_gi1678363091.10E-11 >ZP_02463192 ankyrin repeat protein [Burkholderia thailandensis MSMB43].
Contig8553 Proteobacteria-Burkholderia_vietnamiensis_G4_gi1342939016.90E-65 >YP_001117637 hydroxylamine reductase [Burkholderia vietnamiensis G4].
Contig891 Proteobacteria-Burkholderiales_bacterium_1_1_47_gi3032583171.20E-67 >ZP_07344320 ribonucleoside-diphosphate reductase, alpha subunit [Burkholderiales bacterium 1_1_47].
Contig3152 Proteobacteria-Burkholderiales_bacterium_1_1_47_gi3032583172.90E-35 >ZP_07344320 ribonucleoside-diphosphate reductase, alpha subunit [Burkholderiales bacterium 1_1_47].
Contig4531 Proteobacteria-Burkholderiales_bacterium_1_1_47_gi3032583177.60E-163 >ZP_07344320 ribonucleoside-diphosphate reductase, alpha subunit [Burkholderiales bacterium 1_1_47].
Contig4580 Proteobacteria-Campylobacterales_bacterium_GD_1_gi2544577013.40E-10 >ZP_05071129 ankyrin repeat protein [Campylobacterales bacterium GD 1].
Contig8718 Proteobacteria-Candidatus_Accumulibacter_phosphatis_clade_IIA_str_UW_1_gi2570940032.10E-11 >YP_003167644 major facilitator superfamily protein [Candidatus Accumulibacter phosphatis clade IIA str. UW-1].
Contig16206 Proteobacteria-Candidatus_Pelagibacter_sp_HTCC7211_gi2544560973.10E-20 >ZP_05069526 NADH dehydrogenase (quinone), D subunit [Candidatus Pelagibacter sp. HTCC7211].
Contig5455 Proteobacteria-Candidatus_Puniceispirillum_marinum_IMCC1322_gi2940839568.90E-42 >YP_003550713 putative alternative thymidylate synthase [Candidatus Puniceispirillum marinum IMCC1322].
Contig6459 Proteobacteria-Candidatus_Puniceispirillum_marinum_IMCC1322_gi2940839562.70E-44 >YP_003550713 putative alternative thymidylate synthase [Candidatus Puniceispirillum marinum IMCC1322].
Contig3134 Proteobacteria-Cardiobacterium_hominis_ATCC_15826_gi2585462425.50E-12 >ZP_05706476 conserved hypothetical protein [Cardiobacterium hominis ATCC 15826].
Contig3363 Proteobacteria-Caulobacter_crescentus_CB15_gi161254244.40E-28 >NP_419988 sulfatase family protein [Caulobacter crescentus CB15].
Contig424 Proteobacteria-Caulobacter_segnis_ATCC_21756_gi2956906365.70E-28 >YP_003594329 glycoside hydrolase family 2 sugar binding protein [Caulobacter segnis ATCC 21756].
Contig7359 Proteobacteria-Caulobacter_sp_K31_gi167648036 8.30E-09 >YP_001685699 phosphotransferase domain-containing protein [Caulobacter sp. K31].
Contig11784 Proteobacteria-Cellvibrio_japonicus_Ueda107_gi1923600074.30E-110 >YP_001983518 MFS transporter [Cellvibrio japonicus Ueda107].
Contig4597 Proteobacteria-Colwellia_psychrerythraea_34H_gi712788038.00E-07 >YP_269669 major facilitator superfamily transporter [Colwellia psychrerythraea 34H].
Contig7656 Proteobacteria-Colwellia_psychrerythraea_34H_gi712815887.00E-20 >YP_271152 hypothetical protein CPS_4504 [Colwellia psychrerythraea 34H].
Contig8301 Proteobacteria-Comamonas_testosteroni_CNB_2_gi2646792201.80E-06 >YP_003279127 FMN-dependent alpha-hydroxy acid dehydrogenase [Comamonas testosteroni CNB-2].
Contig16714 Proteobacteria-Congregibacter_litoralis_KT71_gi887036124.60E-40 >ZP_01101328 protein containing DUF1445 [Congregibacter litoralis KT71].
Contig10066 Proteobacteria-Cupriavidus_taiwanensis_gi194291671 1.50E-08 >YP_002007578 sensor hybrid histidine kinase [Cupriavidus taiwanensis LMG 19424].
Contig3064 Proteobacteria-Dechloromonas_aromatica_RCB_gi719058701.10E-07 >YP_283457 FAD dependent oxidoreductase:electron transfer flavoprotein-ubiquinone oxidoreductase [Dechloromonas aromatica RCB].
Contig11591 Proteobacteria-Desulfatibacillum_alkenivorans_AK_01_gi2187791013.70E-11 >YP_002430419 regulator of chromosome condensation RCC1 [Desulfatibacillum alkenivorans AK-01].
Contig15146 Proteobacteria-Desulfatibacillum_alkenivorans_AK_01_gi2187804342.00E-27 >YP_002431752 thrombospondin, type 1 repeat protein [Desulfatibacillum alkenivorans AK-01].
Contig9953 Proteobacteria-Desulfobacterium_autotrophicum_HRM2_gi2243714071.50E-06 >YP_002605571 chorismate synthase [Desulfobacterium autotrophicum HRM2].
Contig10414 Proteobacteria-Desulfobacterium_autotrophicum_HRM2_gi2243714071.60E-31 >YP_002605571 chorismate synthase [Desulfobacterium autotrophicum HRM2].
Contig2329 Proteobacteria-Desulfococcus_oleovorans_Hxd3_gi1585211072.40E-07 >YP_001528977 multi-sensor hybrid histidine kinase [Desulfococcus oleovorans Hxd3].
Contig2897 Proteobacteria-Desulfococcus_oleovorans_Hxd3_gi1585212941.50E-10 >YP_001529164 GDP-mannose 4,6-dehydratase [Desulfococcus oleovorans Hxd3].
Contig11596 Proteobacteria-Desulfococcus_oleovorans_Hxd3_gi1585216094.90E-28 >YP_001529479 mercuric reductase [Desulfococcus oleovorans Hxd3].
Contig4813 Proteobacteria-Desulfomicrobium_baculatum_DSM_4028_gi2568288206.80E-15 >YP_003157548 Nitrilase/cyanide hydratase and apolipoprotein N- acyltransferase [Desulfomicrobium baculatum DSM 4028].
Contig16678 Proteobacteria-Desulfomicrobium_baculatum_DSM_4028_gi2568304815.10E-18 >YP_003159209 hypothetical protein Dbac_2717 [Desulfomicrobium baculatum DSM 4028].
Contig10689 Proteobacteria-Desulfovibrio_vulgaris_str_Hildenborough_gi465806652.30E-22 >YP_011473 ribosomal RNA large subunit methyltransferase J [Desulfovibrio vulgaris str. Hildenborough].
Contig16929 Proteobacteria-Desulfurivibrio_alkaliphilus_AHT2_gi2975686571.50E-13 >YP_003690001 hypothetical protein [Desulfurivibrio alkaliphilus AHT2].
Contig13245 Proteobacteria-Desulfurivibrio_alkaliphilus_AHT2_gi2975687748.90E-19 >YP_003690118 radical SAM enzyme, Cfr family [Desulfurivibrio alkaliphilus AHT2].
Contig1 Proteobacteria-Desulfurivibrio_alkaliphilus_AHT2_gi2975697517.10E-16 >YP_003691095 protein of unknown function DUF1555 [Desulfurivibrio alkaliphilus AHT2].
Contig8591 Proteobacteria-Desulfuromonas_acetoxidans_DSM_684_gi959302152.00E-69 >ZP_01312953 PhoH-like protein [Desulfuromonas acetoxidans DSM 684].
Contig12207 Proteobacteria-Dickeya_dadantii_3937_gi307132786 2.10E-13 >YP_003884802 Mannan endo-1,4-beta-mannosidase [Dickeya dadantii 3937].
Contig16639 Proteobacteria-Dinoroseobacter_shibae_DFL_12_gi1590443431.80E-10 >YP_001533137 hypothetical protein Dshi_1794 [Dinoroseobacter shibae DFL 12].
Contig4151 Proteobacteria-Edwardsiella_tarda_ATCC_23685_gi2946384952.70E-31 >ZP_06716694 putative ATPase component of ABC transporter with duplicated ATPase domain protein [Edwardsiella tarda ATCC 23685].
Contig4595 Proteobacteria-Enhydrobacter_aerosaccus_SK60_gi2574546261.90E-06 >ZP_05619882 copper-transporting ATPase 1 [Enhydrobacter aerosaccus SK60].
Contig4800 Proteobacteria-Enterobacter_cloacae_SCF1_gi311280045 1.10E-06 >YP_003942276 cell wall surface anchor family protein [Enterobacter cloacae SCF1].
Contig11909 Proteobacteria-Escherichia_coli_E24377A_gi157149401 7.50E-15 >YP_001451468 hypothetical protein EcE24377A_C0027 [Escherichia coli E24377A].
Contig9426 Proteobacteria-Escherichia_coli_OP50_gi297520067 3.10E-11 >ZP_06938453 acetyl-CoA synthetase [Escherichia coli OP50].
Contig17512 Proteobacteria-Ferrimonas_balearica_DSM_9799_gi3080492172.60E-12 >YP_003912783 gamma-glutamyltransferase 2 [Ferrimonas balearica DSM 9799].
Contig538 Proteobacteria-Francisella_novicida_U112_gi118498038 4.30E-08 >YP_899088 hypothetical protein FTN_1466 [Francisella tularensis subsp. novicida U112].
Contig12084 Proteobacteria-Francisella_philomiragia_subsp_philomiragia_ATCC_25015_gi2548775178.00E-08 >ZP_05250227 predicted protein [Francisella philomiragia subsp. philomiragia ATCC 25015].
Contig5422 Proteobacteria-Gallionella_capsiferriformans_ES_2_gi3028799991.80E-26 >YP_003848563 glycine dehydrogenase [Gallionella capsiferriformans ES-2].
Contig8772 Proteobacteria-gamma_proteobacterium_HdN1_gi3043116077.30E-30 >YP_003811205 Propionyl-CoA carboxylase [gamma proteobacterium HdN1].
Contig9596 Proteobacteria-gamma_proteobacterium_HdN1_gi3043118055.80E-06 >YP_003811403 hypothetical protein HDN1F_21750 [gamma proteobacterium HdN1].
Contig5916 Proteobacteria-gamma_proteobacterium_HdN1_gi3043132752.20E-35 >YP_003812873 Putative monooxygenase [gamma proteobacterium HdN1].
Contig3596 Proteobacteria-gamma_proteobacterium_HTCC2207_gi904175375.50E-06 >ZP_01225458 translation elongation factor G [marine gamma proteobacterium HTCC2207].
Contig403 Proteobacteria-gamma_proteobacterium_NOR5_3_gi2545155212.20E-08 >ZP_05127581 transcription factor jumonji/aspartyl beta-hydroxylase [gamma proteobacterium NOR5-3].
Contig17157 Proteobacteria-Geobacter_bemidjiensis_Bem_gi1971192731.10E-81 >YP_002139700 isocitrate dehydrogenase, NADP-dependent [Geobacter bemidjiensis Bem].
Contig11567 Proteobacteria-Geobacter_lovleyi_SZ_gi189425041 3.10E-60 >YP_001952218 mercuric reductase [Geobacter lovleyi SZ].
Contig4849 Proteobacteria-Geobacter_lovleyi_SZ_gi189425214 2.60E-08 >YP_001952391 Tfp pilus assembly protein tip-associated adhesin PilY1-like protein [Geobacter lovleyi SZ].
Contig11868 Proteobacteria-Geobacter_lovleyi_SZ_gi189426084 2.60E-56 >YP_001953261 hypothetical protein Glov_3035 [Geobacter lovleyi SZ].
Contig6659 Proteobacteria-Geobacter_metallireducens_GS_15_gi782244813.20E-65 >YP_386228 carboxyl transferase [Geobacter metallireducens GS-15].
Contig7015 Proteobacteria-Geobacter_sp_M18_gi255057797 1.40E-20 >ZP_05309970 histidine kinase [Geobacter sp. M18].
Contig12193 Proteobacteria-Haemophilus_influenzae_HK1212_gi2706678785.70E-07 >ZP_06222471 LicA protein [Haemophilus influenzae HK1212].
Contig1539 Proteobacteria-Haemophilus_influenzae_PittHH_gi1456375418.70E-10 >ZP_01793198 hypothetical protein CGSHiHH_04235 [Haemophilus influenzae PittHH].
Contig12911 Proteobacteria-Haemophilus_influenzae_PittHH_gi1456375412.40E-21 >ZP_01793198 hypothetical protein CGSHiHH_04235 [Haemophilus influenzae PittHH].
Contig2351 Proteobacteria-Hahella_chejuensis_KCTC_2396_gi836495212.00E-10 >YP_437956 threonine dehydratase [Hahella chejuensis KCTC 2396].
Contig4492 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621939811.10E-11 >YP_003265190 hypothetical protein Hoch_0666 [Haliangium ochraceum DSM 14365].
Contig6817 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941745.10E-36 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig8394 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941744.60E-23 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig8403 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941743.90E-24 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig13260 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941745.80E-18 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig17113 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941741.60E-14 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig17405 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621941744.80E-06 >YP_003265383 peptidase domain protein [Haliangium ochraceum DSM 14365].
Contig13564 Proteobacteria-Haliangium_ochraceum_DSM_14365_gi2621949673.20E-16 >YP_003266176 hypothetical protein Hoch_1734 [Haliangium ochraceum DSM 14365].
Contig13096 Proteobacteria-Helicobacter_winghamensis_ATCC_BAA_430_gi2377525891.10E-06 >ZP_04583069 methionine-R-sulfoxide reductase [Helicobacter winghamensis ATCC BAA-430].
Contig4933 Proteobacteria-Hyphomicrobium_denitrificans_ATCC_51888_gi3000224831.80E-129 >YP_003755094 5-aminolevulinic acid synthase [Hyphomicrobium denitrificans ATCC 51888].
Contig4935 Proteobacteria-Hyphomonas_neptunium_ATCC_15444_gi1147975996.80E-08 >YP_761499 Kazal domain-containing protein [Hyphomonas neptunium ATCC 15444].
Contig9014 Proteobacteria-Hyphomonas_neptunium_ATCC_15444_gi1147976551.00E-31 >YP_760153 hypothetical protein HNE_1437 [Hyphomonas neptunium ATCC 15444].
Contig14748 Proteobacteria-Hyphomonas_neptunium_ATCC_15444_gi1147984344.10E-27 >YP_761180 selenoprotein [Hyphomonas neptunium ATCC 15444].
Contig16707 Proteobacteria-Idiomarina_baltica_OS145_gi85712448 4.00E-33 >ZP_01043497 Alanyl-tRNA synthetase [Idiomarina baltica OS145].
Contig13667 Proteobacteria-Idiomarina_baltica_OS145_gi85712769 1.40E-26 >ZP_01043813 Adenosine deaminase [Idiomarina baltica OS145].
Contig16462 Proteobacteria-Labrenzia_alexandrii_DFL_11_gi2545037494.10E-63 >ZP_05115900 putative permease subfamily [Labrenzia alexandrii DFL-11].
Contig14955 Proteobacteria-Laribacter_hongkongensis_HLHK9_gi2269407242.70E-08 >YP_002795798 arsenite-anitmonite efflux pump, ArsB family precursor [Laribacter hongkongensis HLHK9].
Contig12718 Proteobacteria-Lawsonia_intracellularis_PHE_MN1_00_gi949866282.70E-09 >YP_594561 hypothetical protein LI0184 [Lawsonia intracellularis PHE/MN1-00].
Contig5161 Proteobacteria-Legionella_longbeachae_NSW150_gi2891640744.40E-33 >YP_003454212 erythromycin esterase [Legionella longbeachae NSW150].
Contig10492 Proteobacteria-Legionella_longbeachae_NSW150_gi2891646971.70E-11 >YP_003454835 hypothetical protein LLO_1358 [Legionella longbeachae NSW150].
Contig98 Proteobacteria-Leptothrix_cholodnii_SP_6_gi171060409 9.50E-39 >YP_001792758 outer membrane adhesin-like protein [Leptothrix cholodnii SP-6].
Contig4863 Proteobacteria-Leptothrix_cholodnii_SP_6_gi171060929 1.60E-08 >YP_001793278 hypothetical protein Lcho_4262 [Leptothrix cholodnii SP-6].
Contig16426 Proteobacteria-Limnobacter_sp_MED105_gi149927370 9.00E-13 >ZP_01915625 hypothetical protein LMED105_00752 [Limnobacter sp. MED105].
Contig16467 Proteobacteria-Lutiella_nitroferrum_2002_gi224826999 9.10E-77 >ZP_03700097 acyl-CoA dehydrogenase domain protein [Lutiella nitroferrum 2002].
Contig10770 Proteobacteria-Magnetococcus_sp_MC_1_gi117925293 7.90E-17 >YP_865910 Sel1 domain-containing protein [Magnetococcus sp. MC-1].
Contig10786 Proteobacteria-Magnetococcus_sp_MC_1_gi117925293 2.30E-13 >YP_865910 Sel1 domain-containing protein [Magnetococcus sp. MC-1].
Contig11688 Proteobacteria-Magnetococcus_sp_MC_1_gi117925293 1.20E-79 >YP_865910 Sel1 domain-containing protein [Magnetococcus sp. MC-1].
Contig15768 Proteobacteria-Magnetococcus_sp_MC_1_gi117925293 3.60E-07 >YP_865910 Sel1 domain-containing protein [Magnetococcus sp. MC-1].
Contig124 Proteobacteria-Magnetospirillum_magneticum_AMB_1_gi833123743.10E-18 >YP_422638 RTX toxins and related Ca2+-binding protein [Magnetospirillum magneticum AMB-1].
Contig14561 Proteobacteria-Magnetospirillum_magneticum_AMB_1_gi833123906.30E-08 >YP_422654 Signal transduction histidine kinase [Magnetospirillum magneticum AMB-1].
Contig15182 Proteobacteria-Magnetospirillum_magnetotacticum_MS_1_gi230098036.10E-12 >ZP_00050716 COG2124: Cytochrome P450 [Magnetospirillum magnetotacticum MS-1].
Contig5263 Proteobacteria-Magnetospirillum_magnetotacticum_MS_1_gi462010122.80E-68 >ZP_00056039 COG1960: Acyl-CoA dehydrogenases [Magnetospirillum magnetotacticum MS-1].
Contig15126 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi1195029001.20E-10 >ZP_01624985 hypothetical protein MGP2080_06327 [marine gamma proteobacterium HTCC2080].
Contig16534 Proteobacteria-marine_gamma_proteobacterium_HTCC2080_gi1195053146.30E-09 >ZP_01627388 hypothetical protein MGP2080_13899 [marine gamma proteobacterium HTCC2080].
Contig10077 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi1194768566.60E-22 >ZP_01617137 Putative integral membrane protein [marine gamma proteobacterium HTCC2143].
Contig5432 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi1194771342.50E-23 >ZP_01617370 major facilitator family transporter [marine gamma proteobacterium HTCC2143].
Contig4401 Proteobacteria-marine_gamma_proteobacterium_HTCC2143_gi1194776493.90E-19 >ZP_01617799 hypothetical protein GP2143_09310 [marine gamma proteobacterium HTCC2143].
Contig11617 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi2544820342.40E-20 >ZP_05095276 hypothetical protein GPB2148_105 [marine gamma proteobacterium HTCC2148].
Contig11754 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi2544820345.30E-11 >ZP_05095276 hypothetical protein GPB2148_105 [marine gamma proteobacterium HTCC2148].
Contig7231 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi2544820722.20E-07 >ZP_05095314 Taurine catabolism dioxygenase TauD, TfdA family [marine gamma proteobacterium HTCC2148].
Contig8584 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi2544828601.40E-08 >ZP_05096097 enoyl-CoA hydratase/isomerase family protein [marine gamma proteobacterium HTCC2148].
Contig5599 Proteobacteria-marine_gamma_proteobacterium_HTCC2148_gi2544830087.70E-19 >ZP_05096243 alpha/beta hydrolase fold domain protein [marine gamma proteobacterium HTCC2148].
Contig12247 Proteobacteria-Marinobacter_algicola_DG893_gi1493761733.00E-60 >ZP_01893938 oxidoreductase, 2OG-Fe(II) oxygenase family protein [Marinobacter algicola DG893].
Contig5026 Proteobacteria-Marinomonas_sp_MWYL1_gi152995472 1.60E-06 >YP_001340307 class V aminotransferase [Marinomonas sp. MWYL1].
Contig5925 Proteobacteria-Marinomonas_sp_MWYL1_gi152997630 3.80E-20 >YP_001342465 alanyl-tRNA synthetase [Marinomonas sp. MWYL1].
Contig13939 Proteobacteria-Marinomonas_sp_MWYL1_gi152998459 9.00E-18 >YP_001343294 ATP synthase F1 subunit alpha [Marinomonas sp. MWYL1].
Contig1054 Proteobacteria-Maritimibacter_alkaliphilus_HTCC2654_gi846877656.40E-09 >ZP_01015636 pyrazinamidase/nicotinamidase [Maritimibacter alkaliphilus HTCC2654].
Contig1086 Proteobacteria-Mesorhizobium_loti_MAFF303099_gi134740862.10E-07 >NP_105654 hypothetical protein mlr4884 [Mesorhizobium loti MAFF303099].
Contig4874 Proteobacteria-Mesorhizobium_loti_MAFF303099_gi134764549.90E-12 >NP_108024 rhizopine catabolism protein mocD [Mesorhizobium loti MAFF303099].
Contig3766 Proteobacteria-Mesorhizobium_opportunistum_WSM2075_gi2604641823.40E-26 >ZP_05812375 dihydrolipoamide dehydrogenase [Mesorhizobium opportunistum WSM2075].
Contig12774 Proteobacteria-Methylobacillus_flagellatus_KT_gi917750782.80E-26 >YP_544834 electron-transferring-flavoprotein dehydrogenase [Methylobacillus flagellatus KT].
Contig14769 Proteobacteria-Methylobacter_tundripaludum_SV96_gi3078219485.10E-59 >ZP_07652180 D-isomer specific 2-hydroxyacid dehydrogenase NAD-binding [Methylobacter tundripaludum SV96].
Contig11885 Proteobacteria-Methylobacter_tundripaludum_SV96_gi3078237713.10E-13 >ZP_07653999 glucokinase [Methylobacter tundripaludum SV96].
Contig12948 Proteobacteria-Methylobacter_tundripaludum_SV96_gi3078263023.60E-29 >ZP_07656509 Inorganic diphosphatase [Methylobacter tundripaludum SV96].
Contig16278 Proteobacteria-Methylobacterium_extorquens_PA1_gi1638496115.50E-86 >YP_001637654 hypothetical protein Mext_0157 [Methylobacterium extorquens PA1].
Contig4366 Proteobacteria-Methylobacterium_nodulans_ORS_2060_gi2209256802.30E-14 >YP_002500982 amino acid adenylation domain-containing protein [Methylobacterium nodulans ORS 2060].
Contig6907 Proteobacteria-Methylobacterium_sp_4_46_gi170738530 1.10E-77 >YP_001767185 Beta-ketoacyl synthase [Methylobacterium sp. 4-46].
Contig16935 Proteobacteria-Methylobacterium_sp_4_46_gi1707385305.90E-112 >YP_001767185 Beta-ketoacyl synthase [Methylobacterium sp. 4-46].
Contig1626 Proteobacteria-Methylobacterium_sp_4_46_gi170740654 2.00E-24 >YP_001769309 curli production assembly/transport component CsgG [Methylobacterium sp. 4-46].
Contig133 Proteobacteria-Methylococcus_capsulatus_str_Bath_gi538038364.00E-13 >YP_114534 nonribosomal peptide synthetase [Methylococcus capsulatus str. Bath].
Contig4558 Proteobacteria-Methylococcus_capsulatus_str_Bath_gi538045501.20E-18 >YP_113579 2OG-Fe(II) oxygenase family protein [Methylococcus capsulatus str. Bath].
Contig15994 Proteobacteria-Methylococcus_capsulatus_str_Bath_gi538050433.30E-07 >YP_113138 glycosyl transferase group 2 family protein [Methylococcus capsulatus str. Bath].
Contig779 Proteobacteria-Methylophaga_thiooxydans_DMS010_gi2544912091.70E-34 >ZP_05104390 Redoxin superfamily [Methylophaga thiooxidans DMS010].
Contig11888 Proteobacteria-Methylophilales_bacterium_HTCC2181_gi1185941916.50E-63 >ZP_01551538 hypothetical protein MB2181_00945 [Methylophilales bacterium HTCC2181].
Contig14899 Proteobacteria-Methylotenera_mobilis_JLW8_gi2539961226.80E-88 >YP_003048186 2-methylcitrate synthase/citrate synthase II [Methylotenera mobilis JLW8].
Contig4193 Proteobacteria-Moraxella_catarrhalis_RH4_gi296113980 9.30E-06 >YP_003627918 translation initiation factor IF-2 [Moraxella catarrhalis RH4].
Contig6864 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087597151.50E-19 >YP_634459 hypothetical protein MXAN_6334 [Myxococcus xanthus DK 1622].
Contig15728 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087597155.20E-14 >YP_634459 hypothetical protein MXAN_6334 [Myxococcus xanthus DK 1622].
Contig4353 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087599024.50E-71 >YP_634365 putative polysaccharide-degrading enzyme [Myxococcus xanthus DK 1622].
Contig5267 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087606442.60E-22 >YP_632698 polyketide synthase type I [Myxococcus xanthus DK 1622].
Contig1611 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087617772.10E-09 >YP_633399 glycosy hydrolase family protein [Myxococcus xanthus DK 1622].
Contig7034 Proteobacteria-Myxococcus_xanthus_DK_1622_gi1087620834.30E-35 >YP_635276 putative bis(5'-nucleosyl)-tetraphosphatase, symmetrical [Myxococcus xanthus DK 1622].
Contig17114 Proteobacteria-Neisseria_mucosa_ATCC_25996_gi2613648156.30E-26 >ZP_05977698 Sel1 repeat protein [Neisseria mucosa ATCC 25996].
Contig10110 Proteobacteria-Neisseria_sicca_ATCC_29256_gi2550682591.40E-14 >ZP_05320114 Sel1 repeat protein [Neisseria sicca ATCC 29256].
Contig12825 Proteobacteria-Nitratiruptor_sp_SB155_2_gi152989804 1.20E-14 >YP_001355526 hypothetical protein NIS_0052 [Nitratiruptor sp. SB155-2].
Contig4470 Proteobacteria-Nitrobacter_winogradskyi_Nb_255_gi756758101.30E-07 >YP_318231 hypothetical protein Nwi_1618 [Nitrobacter winogradskyi Nb-255].
Contig16266 Proteobacteria-Nitrosococcus_halophilus_Nc4_gi2924931732.70E-89 >YP_003528612 glutamate/cysteine ligase [Nitrosococcus halophilus Nc4].
Contig16218 Proteobacteria-Nitrosococcus_oceani_ATCC_19707_gi771646831.10E-67 >YP_343208 TrkA-C, di- and tricarboxylate transporters [Nitrosococcus oceani ATCC 19707].
Contig8691 Proteobacteria-Nitrosomonas_europaea_ATCC_19718_gi302487298.20E-25 >NP_840799 ABC transporter ATP-binding protein/permease [Nitrosomonas europaea ATCC 19718].
Contig8864 Proteobacteria-Nitrosomonas_europaea_ATCC_19718_gi302495131.20E-67 >NP_841583 multicopper oxidase type 1 [Nitrosomonas europaea ATCC 19718].
Contig5231 Proteobacteria-Novosphingobium_aromaticivorans_DSM_12444_gi871990676.20E-32 >YP_496324 branched-chain alpha-keto acid dehydrogenase E1 component [Novosphingobium aromaticivorans DSM 12444].
Contig16000 Proteobacteria-Oceanicola_batsensis_HTCC2597_gi845007541.10E-32 >ZP_00999003 hypothetical protein OB2597_12366 [Oceanicola batsensis HTCC2597].
Contig609 Proteobacteria-Octadecabacter_antarcticus_238_gi2544501489.40E-43 >ZP_05063585 Taurine catabolism dioxygenase TauD, TfdA family [Octadecabacter antarcticus 238].
Contig11380 Proteobacteria-Orientia_tsutsugamushi_str_Ikeda_gi1891844934.20E-12 >YP_001938278 NADH dehydrogenase subunit M [Orientia tsutsugamushi str. Ikeda].
Contig5652 Proteobacteria-Oxalobacter_formigenes_HOxBLS_gi2377464503.00E-08 >ZP_04576930 Sel1 repeat-containing protein [Oxalobacter formigenes HOxBLS].
Contig16790 Proteobacteria-Paracoccus_denitrificans_PD1222_gi1193836061.80E-08 >YP_914662 MORN repeat-containing protein [Paracoccus denitrificans PD1222].
Contig16517 Proteobacteria-Parvibaculum_lavamentivorans_DS_1_gi1542519044.10E-47 >YP_001412728 ribonuclease Z [Parvibaculum lavamentivorans DS-1].
Contig890 Proteobacteria-Parvularcula_bermudensis_HTCC2503_gi3043215572.80E-14 >YP_003855200 Beta-lactamase [Parvularcula bermudensis HTCC2503].
Contig965 Proteobacteria-Pectobacterium_wasabiae_WPP163_gi2618198943.40E-30 >YP_003258000 Ig family protein [Pectobacterium wasabiae WPP163].
Contig6193 Proteobacteria-Pelobacter_carbinolicus_DSM_2380_gi779198773.60E-09 >YP_357692 3-phosphoserine phosphatase [Pelobacter carbinolicus DSM 2380].
Contig16679 Proteobacteria-Pelobacter_propionicus_DSM_2379_gi1185810579.40E-11 >YP_902307 YbaK/prolyl-tRNA synthetase associated protein [Pelobacter propionicus DSM 2379].
Contig9101 Proteobacteria-Pelobacter_propionicus_DSM_2379_gi1185813956.30E-11 >YP_902645 chitinase-like protein [Pelobacter propionicus DSM 2379].
Contig5797 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149916830 3.20E-07 >ZP_01905332 hypothetical protein PPSIR1_05698 [Plesiocystis pacifica SIR-1].
Contig8498 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149916831 1.60E-15 >ZP_01905333 hypothetical protein PPSIR1_05703 [Plesiocystis pacifica SIR-1].
Contig12692 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919664 5.40E-16 >ZP_01908142 monoamine oxidase (Flavin containing) [Plesiocystis pacifica SIR-1].
Contig176 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919665 4.30E-34 >ZP_01908143 hypothetical protein PPSIR1_03318 [Plesiocystis pacifica SIR-1].
Contig12132 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919725 6.30E-08 >ZP_01908203 hypothetical protein PPSIR1_03618 [Plesiocystis pacifica SIR-1].
Contig4948 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919892 4.30E-13 >ZP_01908368 putative lipoprotein [Plesiocystis pacifica SIR-1].
Contig13510 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149919892 3.80E-15 >ZP_01908368 putative lipoprotein [Plesiocystis pacifica SIR-1].
Contig12058 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921008 2.20E-07 >ZP_01909468 hypothetical protein PPSIR1_02888 [Plesiocystis pacifica SIR-1].
Contig522 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921037 4.60E-19 >ZP_01909497 MFS permease [Plesiocystis pacifica SIR-1].
Contig1678 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921037 5.40E-20 >ZP_01909497 MFS permease [Plesiocystis pacifica SIR-1].
Contig8810 Proteobacteria-Plesiocystis_pacifica_SIR_1_gi149921434 2.30E-19 >ZP_01909887 hypothetical protein PPSIR1_26758 [Plesiocystis pacifica SIR-1].
Contig8695 Proteobacteria-Polaromonas_naphthalenivorans_CJ2_gi1215832121.70E-09 >YP_973648 hypothetical protein Pnap_4841 [Polaromonas naphthalenivorans CJ2].
Contig8897 Proteobacteria-Providencia_alcalifaciens_DSM_30120_gi2127119872.00E-55 >ZP_03320115 hypothetical protein PROVALCAL_03063 [Providencia alcalifaciens DSM 30120].
Contig14367 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi1098983542.80E-11 >YP_661609 transketolase, central region [Pseudoalteromonas atlantica T6c].
Contig12867 Proteobacteria-Pseudoalteromonas_atlantica_T6c_gi1098991836.80E-06 >YP_662438 SyrP protein, putative [Pseudoalteromonas atlantica T6c].
Contig13279 Proteobacteria-Pseudomonas_entomophila_L48_gi1047821082.80E-10 >YP_608606 non ribosomal peptide synthetase [Pseudomonas entomophila L48].
Contig7161 Proteobacteria-Pseudomonas_fluorescens_Pf0_1_gi774599507.00E-18 >YP_349457 GCN5-like N-acetyltransferase [Pseudomonas fluorescens Pf0-1].
Contig12075 Proteobacteria-Pseudomonas_stutzeri_A1501_gi1462835351.50E-22 >YP_001173688 alkylhydroperoxidase [Pseudomonas stutzeri A1501].
Contig8048 Proteobacteria-Pseudomonas_syringae_pv_syringae_FF5_gi2896721944.30E-06 >ZP_06493084 Nitrilase/cyanide hydratase and apolipoprotein N-acyltransferase [Pseudomonas syringae pv. syringae FF5].
Contig13597 Proteobacteria-Pseudovibrio_sp_JE062_gi254471531 2.00E-27 >ZP_05084933 CalU12 protein [Pseudovibrio sp. JE062].
Contig142 Proteobacteria-Pseudovibrio_sp_JE062_gi254472502 6.80E-06 >ZP_05085902 YbaK/prolyl-tRNA synthetase associated region [Pseudovibrio sp. JE062].
Contig4989 Proteobacteria-Psychrobacter_arcticus_273_4_gi710663453.20E-07 >YP_265072 metallo-beta-lactamase superfamily protein [Psychrobacter arcticus 273-4].
Contig1068 Proteobacteria-Ralstonia_pickettii_12D_gi241662872 9.90E-28 >YP_002981232 ATP-dependent chaperone ClpB [Ralstonia pickettii 12D].
Contig5166 Proteobacteria-Rhizobium_etli_8C_3_gi218514646 5.30E-18 >ZP_03511486 glycine dehydrogenase [Rhizobium etli 8C-3].
Contig12177 Proteobacteria-Rhizobium_etli_Brasil_5_gi218506896 6.00E-17 >ZP_03504774 translation-associated GTPase [Rhizobium etli Brasil 5].
Contig7541 Proteobacteria-Rhizobium_etli_CFN_42_gi86357403 8.00E-17 >YP_469295 thiosulfate sulfurtransferase [Rhizobium etli CFN 42].
Contig6920 Proteobacteria-Rhizobium_etli_IE4771_gi218660950 2.60E-07 >ZP_03516880 putative homospermidine synthase [Rhizobium etli IE4771].



Contig606 Proteobacteria-Rhizobium_leguminosarum_bv_trifolii_WSM2304_gi2095522262.80E-06 >YP_002284141 ribokinase [Rhizobium leguminosarum bv. trifolii WSM2304].
Contig4349 Proteobacteria-Rhodobacter_capsulatus_SB_1003_gi2946765163.30E-34 >YP_003577131 hypothetical protein RCAP_rcc00961 [Rhodobacter capsulatus SB 1003].
Contig298 Proteobacteria-Rhodobacter_sphaeroides_2_4_1_gi774654922.10E-25 >YP_354995 hypothetical protein RSP_3491 [Rhodobacter sphaeroides 2.4.1].
Contig9057 Proteobacteria-Rhodobacter_sphaeroides_KD131_gi2216409164.50E-35 >YP_002527178 hypothetical protein RSKD131_2817 [Rhodobacter sphaeroides KD131].
Contig3580 Proteobacteria-Rhodobacteraceae_bacterium_HTCC2083_gi2544621901.00E-06 >ZP_05075606 glyoxalase family protein [Rhodobacterales bacterium HTCC2083].
Contig14502 Proteobacteria-Rhodobacteraceae_bacterium_HTCC2083_gi2544621901.60E-06 >ZP_05075606 glyoxalase family protein [Rhodobacterales bacterium HTCC2083].
Contig8878 Proteobacteria-Rhodobacteraceae_bacterium_HTCC2150_gi1267270015.60E-17 >ZP_01742839 2,5-diketo-D-gluconic acid reductase A [Rhodobacterales bacterium HTCC2150].
Contig9671 Proteobacteria-Rhodobacteraceae_bacterium_HTCC2150_gi1267277476.90E-09 >ZP_01743578 probable hydrolase [Rhodobacterales bacterium HTCC2150].
Contig12396 Proteobacteria-Rhodobacterales_bacterium_Y4I_gi2544655625.20E-27 >ZP_05078973 major facilitator superfamily MFS_1 [Rhodobacterales bacterium Y4I].
Contig16652 Proteobacteria-Rhodomicrobium_vannielii_ATCC_17100_gi3121154404.00E-165 >YP_004013036 ATP-dependent chaperone ClpB [Rhodomicrobium vannielii ATCC 17100].
Contig12849 Proteobacteria-Rhodopseudomonas_palustris_BisA53_gi1155255681.00E-08 >YP_782479 30S ribosomal protein S5 [Rhodopseudomonas palustris BisA53].
Contig8363 Proteobacteria-Rhodopseudomonas_palustris_BisB5_gi919765804.20E-06 >YP_569239 short-chain dehydrogenase/reductase SDR [Rhodopseudomonas palustris BisB5].
Contig5377 Proteobacteria-Rhodopseudomonas_palustris_BisB5_gi919774718.70E-11 >YP_570130 Outer membrane autotransporter barrel [Rhodopseudomonas palustris BisB5].
Contig14725 Proteobacteria-Rhodospirillum_centenum_SW_gi2099648582.30E-07 >YP_002297773 oxidoreductase, short chain dehydrogenase [Rhodospirillum centenum SW].
Contig4543 Proteobacteria-Rhodospirillum_rubrum_ATCC_11170_gi835949045.90E-183 >YP_428656 acetyl-coenzyme A synthetase [Rhodospirillum rubrum ATCC 11170].
Contig11701 Proteobacteria-Rhodospirillum_rubrum_ATCC_11170_gi835949041.50E-161 >YP_428656 acetyl-coenzyme A synthetase [Rhodospirillum rubrum ATCC 11170].
Contig7287 Proteobacteria-Rickettsia_bellii_RML369_C_gi91204909 5.00E-23 >YP_537264 ATP synthase alpha chain [Rickettsia bellii RML369-C].
Contig12426 Proteobacteria-Rickettsia_endosymbiont_of_Ixodes_scapularis_gi2399484822.10E-11 >ZP_04700235 LicD protein [Rickettsia endosymbiont of Ixodes scapularis].
Contig12728 Proteobacteria-Roseibium_sp_TrichSKD4_gi307946716 9.70E-11 >ZP_07662051 ribosome-associated GTPase EngA [Roseibium sp. TrichSKD4].
Contig3816 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149912525 3.20E-08 >ZP_01901059 hypothetical protein RAZWK3B_01015 [Roseobacter sp. AzwK-3b].
Contig6518 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149915011 1.70E-06 >ZP_01903540 hypothetical protein RAZWK3B_16605 [Roseobacter sp. AzwK-3b].
Contig3780 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149915013 1.80E-31 >ZP_01903542 hypothetical protein RAZWK3B_16615 [Roseobacter sp. AzwK-3b].
Contig7073 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149915013 3.50E-07 >ZP_01903542 hypothetical protein RAZWK3B_16615 [Roseobacter sp. AzwK-3b].
Contig11895 Proteobacteria-Roseobacter_sp_AzwK_3b_gi149916460 1.90E-29 >ZP_01904978 hypothetical protein RAZWK3B_12724 [Roseobacter sp. AzwK-3b].
Contig7297 Proteobacteria-Roseobacter_sp_GAI101_gi254485927 1.40E-15 >ZP_05099132 ATP synthase F1, alpha subunit [Roseobacter sp. GAI101].
Contig12402 Proteobacteria-Roseobacter_sp_GAI101_gi254487681 4.10E-27 >ZP_05100886 thiol-disulfide oxidoreductase domain protein [Roseobacter sp. GAI101].
Contig9905 Proteobacteria-Roseobacter_sp_MED193_gi86137633 1.30E-06 >ZP_01056210 NAD(P)+ transhydrogenase, beta subunit [Roseobacter sp. MED193].
Contig12057 Proteobacteria-Roseovarius_sp_217_gi85706132 2.20E-49 >ZP_01037227 sulfate adenylyltransferase [Roseovarius sp. 217].
Contig4727 Proteobacteria-Ruegeria_sp_TM1040_gi99078591 9.60E-12 >YP_611849 saccharopine dehydrogenase [Ruegeria sp. TM1040].
Contig241 Proteobacteria-Ruegeria_sp_TM1040_gi99080945 2.60E-22 >YP_613099 TPR repeat-containing protein [Ruegeria sp. TM1040].
Contig4661 Proteobacteria-Saccharophagus_degradans_2_40_gi900228751.10E-41 >YP_528702 hypothetical protein Sde_3233 [Saccharophagus degradans 2-40].
Contig5355 Proteobacteria-Sagittula_stellata_E_37_gi126728297 7.30E-10 >ZP_01744113 hypothetical protein SSE37_19942 [Sagittula stellata E-37].
Contig760 Proteobacteria-Sagittula_stellata_E_37_gi126729937 4.00E-13 >ZP_01745749 putative alpha/beta hydrolase [Sagittula stellata E-37].
Contig16315 Proteobacteria-Sagittula_stellata_E_37_gi126731028 1.50E-11 >ZP_01746836 Ser/Thr protein phosphatase/nucleotidase, putative [Sagittula stellata E-37].
Contig2455 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_404ty_gi2130230722.20E-14 >ZP_03337519 3-ketoacyl-(acyl-carrier-protein) reductase [Salmonella enterica subsp. enterica serovar Typhi str. 404ty].
Contig13071 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_AG3_gi2898082071.00E-33 >ZP_06538836 acetyl-CoA synthetase [Salmonella enterica subsp. enterica serovar Typhi str. AG3].
Contig16318 Proteobacteria-Salmonella_enterica_subsp_enterica_serovar_Typhi_str_E98_0664_gi2135860831.20E-28 >ZP_03367909 B12-dependent methionine synthase [Salmonella enterica subsp. enterica serovar Typhi str. E98-0664].
Contig17789 Proteobacteria-Serratia_proteamaculans_568_gi1573694661.10E-08 >YP_001477455 glycoside hydrolase family protein [Serratia proteamaculans 568].
Contig791 Proteobacteria-Shewanella_loihica_PV_4_gi127513653 1.10E-22 >YP_001094850 ribokinase-like domain-containing protein [Shewanella loihica PV-4].
Contig8167 Proteobacteria-Shewanella_loihica_PV_4_gi127513949 2.50E-22 >YP_001095146 endonuclease I [Shewanella loihica PV-4].
Contig6738 Proteobacteria-Shewanella_putrefaciens_200_gi1245453601.00E-08 >ZP_01704565 Membrane protein involved in colicin uptake-like protein [Shewanella putrefaciens 200].
Contig17080 Proteobacteria-Shewanella_sp_ANA_3_gi117920460 1.80E-25 >YP_869652 putative PAS/PAC sensor protein [Shewanella sp. ANA-3].
Contig12733 Proteobacteria-Shewanella_woodyi_ATCC_51908_gi1707257131.20E-17 >YP_001759739 phosphate/phosphonate ABC transporter periplasmic protein-like protein [Shewanella woodyi ATCC 51908].
Contig6567 Proteobacteria-Silicibacter_lacuscaerulensis_ITI_1157_gi2604338542.60E-13 >ZP_05787825 putative glutaredoxin family protein [Silicibacter lacuscaerulensis ITI-1157].
Contig12408 Proteobacteria-Silicibacter_sp_TrichCH4B_gi259416811 2.60E-24 >ZP_05740731 2-methylcitrate synthase [Silicibacter sp. TrichCH4B].
Contig12109 Proteobacteria-Sinorhizobium_fredii_NGR234_gi2278201182.30E-27 >YP_002824089 hypothetical protein NGR_b18890 [Sinorhizobium fredii NGR234].
Contig12606 Proteobacteria-Sinorhizobium_meliloti_1021_gi16262708 2.80E-58 >NP_435501 threonine synthase [Sinorhizobium meliloti 1021].
Contig5781 Proteobacteria-Sinorhizobium_meliloti_SM11_gi1904100863.30E-07 >YP_001965610 non-ribosomal peptide synthetase modules [Sinorhizobium meliloti].
Contig15643 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624500421.90E-06 >YP_001612409 keratin associated protein 5-4 [Sorangium cellulosum 'So ce 56'].
Contig16370 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624501201.80E-16 >YP_001612487 hypothetical protein [Sorangium cellulosum 'So ce 56'].
Contig12657 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624513213.80E-17 >YP_001613688 hypothetical protein [Sorangium cellulosum 'So ce 56'].
Contig4360 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624518383.30E-42 >YP_001614205 hypothetical protein sce3565 [Sorangium cellulosum 'So ce 56'].
Contig11585 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624524612.30E-13 >YP_001614828 RTX family exoprotein [Sorangium cellulosum 'So ce 56'].
Contig5742 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624531372.00E-09 >YP_001615504 hypothetical protein sce4861 [Sorangium cellulosum 'So ce 56'].
Contig2446 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624553851.20E-06 >YP_001617752 hypothetical protein sce7103 [Sorangium cellulosum 'So ce 56'].
Contig9186 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624560581.10E-19 >YP_001618425 two-component hybrid histidine kinase [Sorangium cellulosum 'So ce 56'].
Contig3138 Proteobacteria-Sorangium_cellulosum_So_ce_56_gi1624570188.20E-15 >YP_001619385 hypothetical protein [Sorangium cellulosum 'So ce 56'].
Contig3665 Proteobacteria-Sphingobium_chlorophenolicum_L_1_gi3072940844.80E-15 >ZP_07573928 peptidase U61 LD-carboxypeptidase A [Sphingobium chlorophenolicum L-1].
Contig14778 Proteobacteria-Sphingomonas_wittichii_RW1_gi1485541542.10E-13 >YP_001261736 hypothetical protein Swit_1233 [Sphingomonas wittichii RW1].
Contig4827 Proteobacteria-Sphingomonas_wittichii_RW1_gi1485573604.80E-12 >YP_001264942 hypothetical protein Swit_4466 [Sphingomonas wittichii RW1].
Contig4866 Proteobacteria-Sphingomonas_wittichii_RW1_gi1485573602.30E-23 >YP_001264942 hypothetical protein Swit_4466 [Sphingomonas wittichii RW1].
Contig13251 Proteobacteria-Sphingopyxis_alaskensis_RB2256_gi1034882953.10E-23 >YP_617856 50S ribosomal protein L3 [Sphingopyxis alaskensis RB2256].
Contig10624 Proteobacteria-Starkeya_novella_DSM_506_gi2982907321.20E-16 >YP_003692671 hypothetical protein Snov_0721 [Starkeya novella DSM 506].
Contig14132 Proteobacteria-Stenotrophomonas_maltophilia_R551_3_gi1943644918.70E-08 >YP_002027101 asparaginase [Stenotrophomonas maltophilia R551-3].
Contig12360 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi1153733589.30E-32 >ZP_01460657 hypothetical protein STIAU_8781 [Stigmatella aurantiaca DW4/3-1].
Contig13891 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi1153733582.30E-07 >ZP_01460657 hypothetical protein STIAU_8781 [Stigmatella aurantiaca DW4/3-1].
Contig4139 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi1153756393.90E-21 >ZP_01462895 oxidoreductase, short chain dehydrogenase/reductase family [Stigmatella aurantiaca DW4/3-1].
Contig12594 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi3108176173.40E-10 >YP_003949975 prolyl oligopeptidase family protein [Stigmatella aurantiaca DW4/3-1].
Contig12893 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi3108199951.90E-16 >YP_003952353 kynurenine 3-monooxygenase [Stigmatella aurantiaca DW4/3-1].
Contig13873 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi3108199951.70E-14 >YP_003952353 kynurenine 3-monooxygenase [Stigmatella aurantiaca DW4/3-1].
Contig4241 Proteobacteria-Stigmatella_aurantiaca_DW4_3_1_gi3108252113.80E-15 >YP_003957569 hypothetical protein STAUR_7987 [Stigmatella aurantiaca DW4/3-1].
Contig5078 Proteobacteria-Sulfitobacter_sp_EE_36_gi83944483 5.30E-09 >ZP_00956936 hypothetical protein EE36_14158 [Sulfitobacter sp. EE-36].
Contig4723 Proteobacteria-Sulfurimonas_denitrificans_DSM_1251_gi787781213.10E-08 >YP_394436 histidine kinase [Sulfurimonas denitrificans DSM 1251].
Contig641 Proteobacteria-Syntrophobacter_fumaroxidans_MPOB_gi1167509132.70E-20 >YP_847600 hypothetical protein Sfum_3494 [Syntrophobacter fumaroxidans MPOB].
Contig8127 Proteobacteria-Syntrophus_aciditrophicus_SB_gi858584894.10E-21 >YP_460691 UDP-glucose 6-dehydrogenase [Syntrophus aciditrophicus SB].
Contig9749 Proteobacteria-Teredinibacter_turnerae_T7901_gi2547845048.20E-06 >YP_003071932 hypothetical protein TERTU_0252 [Teredinibacter turnerae T7901].
Contig4988 Proteobacteria-Teredinibacter_turnerae_T7901_gi2547874072.30E-28 >YP_003074836 sulfotransferase [Teredinibacter turnerae T7901].
Contig6519 Proteobacteria-Thioalkalivibrio_sp_HL_EbGR7_gi2209336593.90E-21 >YP_002512558 hypothetical protein Tgr7_0474 [Thioalkalivibrio sp. HL-EbGR7].
Contig5338 Proteobacteria-Thioalkalivibrio_sp_HL_EbGR7_gi2209350982.50E-10 >YP_002513997 thiol-disulphide oxidoreductase DCC [Thioalkalivibrio sp. HL-EbGR7].
Contig1348 Proteobacteria-Tolumonas_auensis_DSM_9187_gi2378078131.70E-09 >YP_002892253 L-rhamnose 1-epimerase [Tolumonas auensis DSM 9187].
Contig2450 Proteobacteria-Variovorax_paradoxus_S110_gi2398153995.90E-08 >YP_002944309 Fibronectin type III domain protein [Variovorax paradoxus S110].
Contig73 Proteobacteria-Vibrio_mimicus_VM603_gi258626056 1.60E-08 >ZP_05720910 conserved hypothetical protein [Vibrio mimicus VM603].
Contig518 Proteobacteria-Vibrio_shilonii_AK1_gi149188309 3.50E-21 >ZP_01866603 Alcohol dehydrogenase, zinc-binding protein [Vibrio shilonii AK1].
Contig13156 Proteobacteria-Vibrio_shilonii_AK1_gi149190795 1.60E-14 >ZP_01869060 hypothetical protein VSAK1_07169 [Vibrio shilonii AK1].
Contig12618 Proteobacteria-Vibrio_sp_RC341_gi261212750 2.40E-11 >ZP_05927034 hypothetical protein VCJ_003026 [Vibrio sp. RC341].
Contig17745 Proteobacteria-Vibrio_vulnificus_CMCP6_gi27367166 3.00E-10 >NP_762693 Autoinducer 2 sensor kinase/phosphatase luxQ [Vibrio vulnificus CMCP6].
Contig1230 Proteobacteria-Vibrio_vulnificus_YJ016_gi37680217 2.40E-10 >NP_934826 hypothetical protein VV2033 [Vibrio vulnificus YJ016].
Contig13967 Proteobacteria-Wolbachia_endosymbiont_of_Muscidifurax_uniraptor_gi2256774293.20E-11 >ZP_03788395 ankyrin repeat domain protein [Wolbachia endosymbiont of Muscidifurax uniraptor].
Contig16310 Proteobacteria-Xanthobacter_autotrophicus_Py2_gi1542468681.80E-06 >YP_001417826 alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Xanthobacter autotrophicus Py2].
Contig1014 Proteobacteria-Xanthomonas_campestris_pv_campestris_str_B100_gi1889909223.60E-15 >YP_001902932 exported beta-lactamase [Xanthomonas campestris pv. campestris str. B100].
Contig4605 Proteobacteria-Xanthomonas_campestris_pv_vasculorum_NCPPB702_gi2896645422.60E-108 >ZP_06486123 succinyl-diaminopimelate desuccinylase [Xanthomonas campestris pv. vasculorum NCPPB702].
Contig4484 Proteobacteria-Xanthomonas_campestris_pv_vesicatoria_str_85_10_gi780476591.00E-12 >YP_363834 putative filamentous hemagglutinin-like protein [Xanthomonas campestris pv. vesicatoria str. 85-10].
Contig13372 Proteobacteria-Xenorhabdus_nematophila_ATCC_19061_gi3007222222.90E-13 >YP_003711506 2-methylisocitrate lyase [Xenorhabdus nematophila ATCC 19061].
Contig6109 Rhizaria-Reticulomyxa_filosa_esgi113374939_1 6.80E-49 >EE664353 31435_jaR130 R. filosa cDNA library Reticulomyxa filosa cDNA clone 31435_jaR130, mRNA sequence.
Contig2790 Rhizaria-Reticulomyxa_filosa_esgi113375008_6 2.30E-21 >EE664422 31988_re903 R. filosa cDNA library Reticulomyxa filosa cDNA clone 31988_re903, mRNA sequence.
Contig761 Rhizaria-Reticulomyxa_filosa_esgi113375610_2 1.40E-51 >EE665025 33662_re1616 R. filosa cDNA library Reticulomyxa filosa cDNA clone 33662_re1616, mRNA sequence.
Contig4450 Rhizaria-Reticulomyxa_filosa_esgi113375624_2 4.60E-25 >EE665039 33675_re1629 R. filosa cDNA library Reticulomyxa filosa cDNA clone 33675_re1629, mRNA sequence.
Contig8448 Rhizaria-Reticulomyxa_filosa_esgi113376285_1 4.40E-20 >EE665700 27424_sn59 R. filosa cDNA library Reticulomyxa filosa cDNA clone 27424_sn59, mRNA sequence.
Contig7843 Rhizaria-Reticulomyxa_filosa_esgi113376332_6 8.80E-09 >EE665747 30587_re652 R. filosa cDNA library Reticulomyxa filosa cDNA clone 30587_re652, mRNA sequence.
Contig12660 Rhodophyta-Plocamiocolax_pulvinata_mt_gi313768558 1.10E-111 >YP_004062232 NADH dehydrogenase subunit 4 [Plocamiocolax pulvinata].
Contig16557 Rhodophyta-Porphyra_haitanensis_esgi61665187_1 4.10E-21 >DN607687 EST02898 Sporophyte cDNA Library Porphyra haitanensis cDNA 5', mRNA sequence.
Contig1612 Rhodophyta-Porphyra_yezoensis_esgi31927620_3 6.20E-23 >AU190707 AU190707 Porphyra yezoensis TU-1 sporophytes Porphyra yezoensis cDNA clone PFL006b05_r 5', mRNA sequence.
Contig815 Rhodophyta-Porphyra_yezoensis_esgi3702015_4 2.70E-16 >AI168845 p202 Porphyra yezoensis in Lambda UniZAP Porphyra yezoensis cDNA clone 201 3' similar to RAD51 protein, mRNA sequence.
Contig4309 Spirochaetes-Borrelia_burgdorferi_B31_gi11496756 7.50E-06 >NP_045547 hypothetical protein BBI16 [Borrelia burgdorferi B31].
Contig4232 Spirochaetes-Brachyspira_pilosicoli_95_1000_gi3008711501.10E-103 >YP_003786022 GDP-D-mannose dehydratase [Brachyspira pilosicoli 95/1000].
Contig10005 Spirochaetes-Leptospira_biflexa_serovar_Patoc_strain_Patoc_1_Ames_gi1899128213.90E-12 >YP_001964376 acetyl-CoA synthetase [Leptospira biflexa serovar Patoc strain 'Patoc 1 (Ames)'].
Contig3197 Spirochaetes-Spirochaeta_smaragdinae_DSM_11293_gi3023380443.90E-10 >YP_003803250 adenylate kinase [Spirochaeta smaragdinae DSM 11293].
Contig17491 Spirochaetes-Spirochaeta_thermophila_DSM_6192_gi3077190381.30E-13 >YP_003874570 hypothetical protein STHERM_c13570 [Spirochaeta thermophila DSM 6192].
Contig4816 Spirochaetes-Spirochaeta_thermophila_DSM_6192_gi3077192111.40E-08 >YP_003874743 hypothetical protein STHERM_c15300 [Spirochaeta thermophila DSM 6192].
Contig16347 Spirochaetes-Treponema_vincentii_ATCC_35580_gi2574585275.20E-07 >ZP_05623663 cell wall/surface repeat protein [Treponema vincentii ATCC 35580].
Contig11444 Stramenopiles-Chrysodidymus_synuroideus_mt_gi114664695.10E-34 >NP_038172 NADH dehydrogenase subunit 5 [Chrysodidymus synuroideus].
Contig12632 Stramenopiles-Dictyota_dichotoma_mt_gi84508518 4.20E-62 >YP_448681 NADH dehydrogenase subunit 1 [Dictyota dichotoma].
Contig17178 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191095051.70E-12 >XP_002176507 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5108 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191097994.40E-08 >XP_002176653 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig251 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191099432.30E-07 >XP_002176724 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig776 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191101214.30E-12 >XP_002176812 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig12170 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191105236.20E-112 >XP_002177013 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig701 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191107051.10E-10 >XP_002177104 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig14265 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191107056.70E-25 >XP_002177104 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig14797 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191112098.30E-09 >XP_002177356 precursor of ligase long chain acyl-coa ligase [Phaeodactylum tricornutum CCAP 1055/1].
Contig12344 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191114971.00E-12 >XP_002177500 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig16251 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191117473.60E-22 >XP_002177625 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig3046 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191117894.60E-23 >XP_002177646 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig16387 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191121751.10E-06 >XP_002177839 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig12262 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191124811.30E-10 >XP_002177992 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig10000 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191125452.50E-09 >XP_002178024 chaperone, dnaj-like protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig12095 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191135173.20E-11 >XP_002186342 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig12528 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191139907.60E-30 >XP_002176177 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5000 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191146231.00E-13 >XP_002176477 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig13192 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191153813.20E-20 >XP_002178486 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig3364 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191155331.40E-51 >XP_002178562 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig10522 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191163844.20E-42 >XP_002178987 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig9007 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191164044.80E-08 >XP_002178997 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig9226 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191170333.00E-06 >XP_002179311 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig16555 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191171791.60E-98 >XP_002179384 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig49 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191172273.10E-13 >XP_002179408 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig898 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191184021.20E-12 >XP_002179975 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig14122 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191185672.60E-17 >XP_002180053 silent information regulator protein Sir2 [Phaeodactylum tricornutum CCAP 1055/1].
Contig244 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191193891.20E-42 >XP_002180456 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig7023 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191194931.10E-14 >XP_002180506 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig17111 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191202173.50E-11 >XP_002180852 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig16658 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191209156.10E-48 >XP_002185689 hypothetical protein PHATR_52110 [Phaeodactylum tricornutum CCAP 1055/1].
Contig4634 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191209934.10E-71 >XP_002185728 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig596 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191217691.60E-27 >XP_002181232 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig6243 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191219831.60E-18 >XP_002181335 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig12386 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191227512.10E-10 >XP_002181703 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig10923 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191229454.50E-07 >XP_002181796 dihydrolipoamide acetyl transferase [Phaeodactylum tricornutum CCAP 1055/1].
Contig12540 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191238926.10E-17 >XP_002182250 ubiquitin extension protein 1/2 [Phaeodactylum tricornutum CCAP 1055/1].
Contig4121 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191245691.10E-30 >XP_002182573 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig5951 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191248051.70E-08 >XP_002182686 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig6090 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191251353.30E-20 >XP_002182843 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig7138 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191258455.60E-16 >XP_002183182 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig820 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191259674.60E-22 >XP_002183240 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig1141 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191259676.30E-49 >XP_002183240 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig7492 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191265022.00E-07 >XP_002183495 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig905 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191272691.80E-58 >XP_002183861 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig4666 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191278092.70E-08 >XP_002184120 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig11865 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191278746.80E-19 >XP_002184151 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig33 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191288831.10E-08 >XP_002184631 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig1742 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191291299.20E-14 >XP_002184749 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig9231 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191297621.30E-08 >XP_002185050 predicted protein [Phaeodactylum tricornutum CCAP 1055/1].
Contig477 Stramenopiles-Phaeodactylum_tricornutum_CCAP_1055_1_gi2191305551.90E-25 >XP_002185428 heat shock protein Hsp70 [Phaeodactylum tricornutum CCAP 1055/1].
Contig2880 Stramenopiles-Phytophthora_brassicae_esgi144589585_31.40E-11 >ES279922 PP028G03.XT7 non-sporulating culture of P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig13379 Stramenopiles-Phytophthora_brassicae_esgi144590947_37.20E-25 >ES281284 PP4.T7X.A06 non-sporulating culture of P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig9929 Stramenopiles-Phytophthora_brassicae_esgi144598218_26.00E-12 >ES288554 PR029A09.XT7 nitrogen starvation culture of P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig1925 Stramenopiles-Phytophthora_brassicae_esgi144598891_21.30E-12 >ES289227 pq009-f04.T7.187939.ab1 non-sporulating culture of P. brassicae Phytophthora brassicae cDNA, mRNA sequence.
Contig11546 Stramenopiles-Phytophthora_infestans_T30_4_gi3010876401.20E-14 >XP_002894702 arginase, putative [Phytophthora infestans T30-4].
Contig16552 Stramenopiles-Phytophthora_infestans_T30_4_gi3010899982.90E-29 >XP_002895247 LAG1 longevity assurance [Phytophthora infestans T30-4].
Contig7743 Stramenopiles-Phytophthora_infestans_T30_4_gi3010912931.40E-22 >XP_002895834 vacuolar protein sorting-associated protein, putative [Phytophthora infestans T30-4].
Contig4144 Stramenopiles-Phytophthora_infestans_T30_4_gi3010912954.00E-145 >XP_002895835 divalent anion:Na symporter (DASS) family protein [Phytophthora infestans T30-4].
Contig11608 Stramenopiles-Phytophthora_infestans_T30_4_gi3010915462.10E-19 >XP_002895956 transmembrane protein, putative [Phytophthora infestans T30-4].
Contig4210 Stramenopiles-Phytophthora_infestans_T30_4_gi3010924546.60E-20 >XP_002997083 mitogen-activated protein kinase, putative [Phytophthora infestans T30-4].
Contig16745 Stramenopiles-Phytophthora_infestans_T30_4_gi3010937504.20E-26 >XP_002997720 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4365 Stramenopiles-Phytophthora_infestans_T30_4_gi3010944553.90E-54 >XP_002896333 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig14858 Stramenopiles-Phytophthora_infestans_T30_4_gi3010949421.50E-14 >XP_002896574 calcium/calmodulin-dependent protein kinase, putative [Phytophthora infestans T30-4].
Contig13009 Stramenopiles-Phytophthora_infestans_T30_4_gi3011014737.10E-10 >XP_002899825 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4886 Stramenopiles-Phytophthora_infestans_T30_4_gi3011024581.90E-109 >XP_002900316 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4114 Stramenopiles-Phytophthora_infestans_T30_4_gi3011032501.30E-99 >XP_002900711 helitron helicase-like protein [Phytophthora infestans T30-4].
Contig5611 Stramenopiles-Phytophthora_infestans_T30_4_gi3011034361.10E-45 >XP_002900804 sporangia induced mitogen-activated protein kinase, putative [Phytophthora infestans T30-4].
Contig676 Stramenopiles-Phytophthora_infestans_T30_4_gi3011046051.10E-24 >XP_002901387 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4545 Stramenopiles-Phytophthora_infestans_T30_4_gi3011049721.20E-33 >XP_002901570 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig5257 Stramenopiles-Phytophthora_infestans_T30_4_gi3011059295.00E-31 >XP_002902048 solute carrier family, facilitated glucose transporter, putative [Phytophthora infestans T30-4].
Contig11733 Stramenopiles-Phytophthora_infestans_T30_4_gi3011062221.10E-08 >XP_002902194 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig7800 Stramenopiles-Phytophthora_infestans_T30_4_gi3011063861.60E-08 >XP_002902276 lactation elevated protein 1 [Phytophthora infestans T30-4].
Contig11113 Stramenopiles-Phytophthora_infestans_T30_4_gi3011065761.60E-11 >XP_002902371 endoplasmic reticulum-Golgi intermediate compartment protein, putative [Phytophthora infestans T30-4].
Contig16227 Stramenopiles-Phytophthora_infestans_T30_4_gi3011066017.20E-44 >XP_002902383 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig11706 Stramenopiles-Phytophthora_infestans_T30_4_gi3011072092.20E-87 >XP_002902687 NADPH-cytochrome P450 reductase, putative [Phytophthora infestans T30-4].
Contig13735 Stramenopiles-Phytophthora_infestans_T30_4_gi3011078842.70E-25 >XP_002903024 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig12689 Stramenopiles-Phytophthora_infestans_T30_4_gi3011082731.70E-19 >XP_002903218 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig4256 Stramenopiles-Phytophthora_infestans_T30_4_gi3011115569.00E-35 >XP_002904857 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig13868 Stramenopiles-Phytophthora_infestans_T30_4_gi3011115747.60E-13 >XP_002904866 peptidase, putative [Phytophthora infestans T30-4].
Contig16314 Stramenopiles-Phytophthora_infestans_T30_4_gi3011115743.10E-43 >XP_002904866 peptidase, putative [Phytophthora infestans T30-4].
Contig15394 Stramenopiles-Phytophthora_infestans_T30_4_gi3011123281.20E-26 >XP_002905243 DEAD/DEAH box RNA helicase, putative [Phytophthora infestans T30-4].
Contig16921 Stramenopiles-Phytophthora_infestans_T30_4_gi3011130451.10E-14 >XP_002998293 dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex, putative [Phytophthora infestans T30-4].
Contig1838 Stramenopiles-Phytophthora_infestans_T30_4_gi3011133302.20E-06 >XP_002998435 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig12400 Stramenopiles-Phytophthora_infestans_T30_4_gi3011135322.10E-81 >XP_002998536 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig16124 Stramenopiles-Phytophthora_infestans_T30_4_gi3011138945.50E-09 >XP_002998717 Drug/Metabolite Transporter (DMT) Superfamily [Phytophthora infestans T30-4].
Contig2127 Stramenopiles-Phytophthora_infestans_T30_4_gi3011166619.00E-24 >XP_002906059 Metal Ion (Mn2 -iron) Transporter (Nramp) Family [Phytophthora infestans T30-4].
Contig11690 Stramenopiles-Phytophthora_infestans_T30_4_gi3011171402.20E-71 >XP_002906298 serine/threonine protein kinase [Phytophthora infestans T30-4].
Contig10365 Stramenopiles-Phytophthora_infestans_T30_4_gi3011172481.30E-12 >XP_002906352 pyruvate dehydrogenase E1 component subunit alpha [Phytophthora infestans T30-4].
Contig149 Stramenopiles-Phytophthora_infestans_T30_4_gi3011172583.20E-09 >XP_002906357 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig6042 Stramenopiles-Phytophthora_infestans_T30_4_gi3011172582.80E-08 >XP_002906357 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig6037 Stramenopiles-Phytophthora_infestans_T30_4_gi3011173441.20E-17 >XP_002906400 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig12547 Stramenopiles-Phytophthora_infestans_T30_4_gi3011174209.60E-36 >XP_002906438 glucokinase, putative [Phytophthora infestans T30-4].
Contig161 Stramenopiles-Phytophthora_infestans_T30_4_gi3011178745.90E-62 >XP_002906665 serine/threonine-protein phosphatase 5 [Phytophthora infestans T30-4].
Contig16274 Stramenopiles-Phytophthora_infestans_T30_4_gi3011178841.80E-18 >XP_002906670 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig2337 Stramenopiles-Phytophthora_infestans_T30_4_gi3011180345.30E-12 >XP_002906745 Voltage-gated Ion Channel (VIC) Superfamily [Phytophthora infestans T30-4].
Contig8101 Stramenopiles-Phytophthora_infestans_T30_4_gi3011182167.70E-45 >XP_002906836 2,3-bisphosphoglycerate-independent phosphoglycerate mutase, putative [Phytophthora infestans T30-4].
Contig17560 Stramenopiles-Phytophthora_infestans_T30_4_gi3011182541.30E-17 >XP_002906855 tripeptidyl-peptidase, putative [Phytophthora infestans T30-4].
Contig11920 Stramenopiles-Phytophthora_infestans_T30_4_gi3011183583.20E-15 >XP_002906907 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig8423 Stramenopiles-Phytophthora_infestans_T30_4_gi3011185582.40E-08 >XP_002907007 transcription initiation factor TFIID subunit 6, putative [Phytophthora infestans T30-4].
Contig13118 Stramenopiles-Phytophthora_infestans_T30_4_gi3011186511.90E-13 >XP_002907053 protein kinase, putative [Phytophthora infestans T30-4].
Contig4354 Stramenopiles-Phytophthora_infestans_T30_4_gi3011192396.50E-209 >XP_002907347 DNA-directed RNA polymerase I subunit RPA2, putative [Phytophthora infestans T30-4].
Contig5270 Stramenopiles-Phytophthora_infestans_T30_4_gi3011210425.10E-176 >XP_002908248 metalloprotease family M01, putative [Phytophthora infestans T30-4].
Contig10289 Stramenopiles-Phytophthora_infestans_T30_4_gi3011212608.20E-19 >XP_002908357 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig5277 Stramenopiles-Phytophthora_infestans_T30_4_gi3011217321.70E-13 >XP_002908593 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig9530 Stramenopiles-Phytophthora_infestans_T30_4_gi3011231457.40E-08 >XP_002909299 N-acetylglucosamine-1-phosphotransferase subunits alpha/beta, putative [Phytophthora infestans T30-4].
Contig4637 Stramenopiles-Phytophthora_infestans_T30_4_gi3011234159.70E-13 >XP_002909434 conserved hypothetical protein [Phytophthora infestans T30-4].
Contig10484 Stramenopiles-Phytophthora_nicotianae_esgi40545215_35.70E-10 >CD051606 ds261 P. nicotianae zoospore Phytophthora nicotianae cDNA, mRNA sequence.
Contig4755 Stramenopiles-Phytophthora_parasitica_esgi222391681_41.70E-25 >FK937489 ppo3h07h20t.1 Phytophthora parasitica appressorium cDNA library Phytophthora parasitica cDNA, mRNA sequence.
Contig4600 Stramenopiles-Phytophthora_parasitica_esgi222405539_13.40E-22 >FK934856 ppo3h06p16t.1 Phytophthora parasitica appressorium cDNA library Phytophthora parasitica cDNA, mRNA sequence.
Contig2021 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239929731.70E-07 >XP_002286170 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig1669 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239932954.60E-08 >XP_002286331 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig8962 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239936294.10E-10 >XP_002286498 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11598 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239937272.20E-42 >XP_002286547 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11682 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239937275.30E-08 >XP_002286547 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig6620 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239942051.50E-23 >XP_002286786 predicted protein [Thalassiosira pseudonana CCMP1335].



Contig571 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239942393.00E-36 >XP_002286803 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig4528 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239955177.70E-256 >XP_002287432 cycloartenol synthase;-2,3-epoxysqualene mutase-like protein [Thalassiosira pseudonana CCMP1335].
Contig8527 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239955936.90E-51 >XP_002287470 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11780 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239971643.10E-14 >XP_002288255 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig5208 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239973706.70E-57 >XP_002288358 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig16922 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239977921.50E-19 >XP_002288569 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig2406 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239981842.90E-18 >XP_002288765 hypothetical protein THAPSDRAFT_261734 [Thalassiosira pseudonana CCMP1335].
Contig234 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2239991715.00E-15 >XP_002289258 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig7316 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240002031.60E-11 >XP_002289774 hypothetical protein THAPSDRAFT_22248 [Thalassiosira pseudonana CCMP1335].
Contig4457 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240012281.80E-19 >XP_002290286 selenocysteine-specific elongation factor SelB [Thalassiosira pseudonana CCMP1335].
Contig2962 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240019926.20E-33 >XP_002290668 v-type h-atpase [Thalassiosira pseudonana CCMP1335].
Contig12463 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240025919.90E-12 >XP_002290967 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig15006 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240034271.20E-15 >XP_002291385 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11635 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240037692.40E-12 >XP_002291556 sodium/hydrogen exchanger, Na+/H+ exchanger, antiporter [Thalassiosira pseudonana CCMP1335].
Contig5708 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240052144.70E-08 >XP_002296258 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11637 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240054300 >XP_002296366 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig162 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240054992.10E-09 >XP_002291710 hypothetical protein THAPSDRAFT_14727 [Thalassiosira pseudonana CCMP1335].
Contig11563 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240056252.50E-73 >XP_002291773 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig489 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240063976.10E-27 >XP_002292159 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig16265 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240077694.90E-92 >XP_002292844 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig7082 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240089171.50E-24 >XP_002293417 Long-chain-fatty-acid--CoA ligase [Thalassiosira pseudonana CCMP1335].
Contig3169 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240090452.50E-07 >XP_002293481 MYB DNA binding protein/ transcription factor-like protein [Thalassiosira pseudonana CCMP1335].
Contig3987 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240099981.40E-07 >XP_002293957 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig8879 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240101082.40E-28 >XP_002294012 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig5012 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240103091.50E-14 >XP_002294112 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig4506 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240106531.20E-87 >XP_002294284 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11541 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240112392.00E-20 >XP_002295394 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig11738 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240115511.70E-15 >XP_002295550 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig8722 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240118161.80E-19 >XP_002294561 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig16455 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240118184.60E-24 >XP_002294562 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig16962 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240120901.80E-96 >XP_002294698 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig6695 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240150065.00E-22 >XP_002297164 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig8314 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240150061.00E-15 >XP_002297164 predicted protein [Thalassiosira pseudonana CCMP1335].
Contig10572 Stramenopiles-Thalassiosira_pseudonana_CCMP1335_gi2240156791.70E-10 >XP_002297489 hypothetical protein THAPSDRAFT_bd1542 [Thalassiosira pseudonana CCMP1335].
Contig14634 Stramenopiles-Thalassiosira_pseudonana_mt_gi743251661.30E-19 >YP_316588 NADH dehydrogenase subunit 5 [Thalassiosira pseudonana].
Contig9721 Synergistetes-Anaerobaculum_hydrogeniformans_ATCC_BAA_1850_gi2895230561.50E-09 >ZP_06439910 alanine--tRNA ligase [Anaerobaculum hydrogeniformans ATCC BAA-1850].
Contig4096 Synergistetes-Dethiosulfovibrio_peptidovorans_DSM_11002_gi2885732023.50E-46 >ZP_06391559 major facilitator superfamily MFS_1 [Dethiosulfovibrio peptidovorans DSM 11002].
Contig5413 Synergistetes-Jonquetella_anthropi_E3_33_E1_gi2606556181.30E-29 >ZP_05861104 conserved hypothetical protein [Jonquetella anthropi E3_33 E1].
Contig8202 Telonemida-Telonema_subtilis_gi259475639_5 5.70E-43 >FN392447 Telonema subtilis partial mRNA for calreticulin, contig 25408.
Contig14229 Tenericutes-Mycoplasma_conjunctivae_HRC_581_gi2400476643.80E-15 >YP_002961052 hypothetical protein MCJ_005500 [Mycoplasma conjunctivae HRC/581].
Contig6607 Tenericutes-Mycoplasma_leachii_PG50_gi313664938 1.60E-12 >YP_004046809 PARCEL domain protein [Mycoplasma leachii PG50].
Contig4423 Thermotogae-Thermotoga_sp_RQ2_gi170289504 3.10E-13 >YP_001739742 histidyl-tRNA synthetase [Thermotoga sp. RQ2].
Contig8849 Vira-Acanthamoeba_polyphaga_mimivirus_gi311977474 3.60E-10 >YP_003986594 putative transposase [Acanthamoeba polyphaga mimivirus].
Contig6667 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi1553713683.50E-18 >YP_001426902 hypothetical protein ATCV1_Z421L [Acanthocystis turfacea Chlorella virus 1].
Contig4170 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi1553717653.50E-39 >YP_001427299 hypothetical protein ATCV1_Z818L [Acanthocystis turfacea Chlorella virus 1].
Contig4126 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi1553717851.40E-204 >YP_001427319 hypothetical protein ATCV1_Z838L [Acanthocystis turfacea Chlorella virus 1].
Contig4131 Vira-Acanthocystis_turfacea_Chlorella_virus_1_gi1553717852.20E-200 >YP_001427319 hypothetical protein ATCV1_Z838L [Acanthocystis turfacea Chlorella virus 1].
Contig15103 Vira-African_swine_fever_virus_gi9628248 5.80E-07 >NP_042834 ubiquitin-conjugating enzyme [African swine fever virus].
Contig6816 Vira-Human_herpesvirus_8_gi139472804 1.30E-08 >YP_001129431 LANA [Human herpesvirus 8].
Contig5076 Vira-Klebsiella_phage_KP15_gi294661451 2.40E-14 >YP_003579904 gp41 replication and recombination DNA helicase [Klebsiella phage KP15].
Contig16014 Vira-Lymantria_xylina_MNPV_gi292397713 2.80E-10 >YP_003517779 ubiquitin [Lymantria xylina MNPV].
Contig8187 Vira-Lymantria_xylina_MNPV_gi292397721 3.90E-11 >YP_003517787 helicase-2 [Lymantria xylina MNPV].
Contig7502 Vira-Paramecium_bursaria_Chlorella_virus_1_gi9632186 4.40E-20 >NP_049038 hypothetical protein PBCV1_A682L [Paramecium bursaria Chlorella virus 1].
Contig10455 Vira-Paramecium_bursaria_Chlorella_virus_1_gi9632186 3.20E-06 >NP_049038 hypothetical protein PBCV1_A682L [Paramecium bursaria Chlorella virus 1].
Contig135 Vira-Phormidium_phage_Pf_WMP3_gi148747831 7.00E-26 >YP_001285797 capsid protein [Phormidium phage Pf-WMP3].
Contig7356 Vira-Prochlorococcus_phage_P_SSM2_gi61805896 2.10E-06 >YP_214256 hypothetical protein PSSM2_024 [Prochlorococcus phage P-SSM2].
Contig2806 Vira-Prochlorococcus_phage_P_SSM2_gi61806014 1.90E-06 >YP_214374 RNA-DNA + DNA-DNA helicase [Prochlorococcus phage P-SSM2].
Contig17711 Vira-Prochlorococcus_phage_P_SSM2_gi61806168 2.10E-11 >YP_214528 hypothetical protein PSSM2_297 [Prochlorococcus phage P-SSM2].
Contig5493 Vira-Prochlorococcus_phage_P_SSM4_gi61806206 9.20E-86 >YP_214565 ssDNA binding protein [Prochlorococcus phage P-SSM4].
Contig8084 Vira-Synechococcus_phage_P60_gi18640487 4.60E-12 >NP_570328 RP primase/helicase [Synechococcus phage P60].
Contig3247 Vira-Synechococcus_phage_S_PM2_gi58532895 3.20E-38 >YP_195118 Virulence Associated protein [Synechococcus phage S-PM2].
Contig3338 Vira-Synechococcus_phage_S_PM2_gi58532895 6.30E-32 >YP_195118 Virulence Associated protein [Synechococcus phage S-PM2].
Contig8345 Vira-Synechococcus_phage_S_PM2_gi58532895 8.60E-31 >YP_195118 Virulence Associated protein [Synechococcus phage S-PM2].
Contig3736 Vira-Synechococcus_phage_S_PM2_gi58532957 1.70E-25 >YP_195180 virion structural protein [Synechococcus phage S-PM2].
Contig8532 Vira-Synechococcus_phage_S_PM2_gi58532974 7.40E-09 >YP_195197 glutaredoxin [Synechococcus phage S-PM2].
Contig3916 Vira-Synechococcus_phage_S_PM2_gi58532985 1.80E-13 >YP_195208 virion structural protein [Synechococcus phage S-PM2].
Contig4174 Vira-Synechococcus_phage_S_PM2_gi58532997 7.30E-66 >YP_195220 rnh RNaseH [Synechococcus phage S-PM2].
Contig16041 Vira-Synechococcus_phage_S_RSM4_gi255928951 3.90E-11 >YP_003097263 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig7056 Vira-Synechococcus_phage_S_RSM4_gi255928971 1.30E-28 >YP_003097283 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig2915 Vira-Synechococcus_phage_S_RSM4_gi255928974 6.60E-39 >YP_003097286 ribonucleotide reductase B subunit [Synechococcus phage S-RSM4].
Contig8798 Vira-Synechococcus_phage_S_RSM4_gi255928974 7.80E-65 >YP_003097286 ribonucleotide reductase B subunit [Synechococcus phage S-RSM4].
Contig4122 Vira-Synechococcus_phage_S_RSM4_gi255928975 0 >YP_003097287 ribonucleotide reductase A subunit [Synechococcus phage S-RSM4].
Contig8144 Vira-Synechococcus_phage_S_RSM4_gi255928976 5.90E-61 >YP_003097288 DNA primase subunit [Synechococcus phage S-RSM4].
Contig6680 Vira-Synechococcus_phage_S_RSM4_gi255928979 1.60E-46 >YP_003097291 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig5841 Vira-Synechococcus_phage_S_RSM4_gi255928983 2.90E-63 >YP_003097295 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig6662 Vira-Synechococcus_phage_S_RSM4_gi255928992 3.40E-62 >YP_003097304 recA-like recombination protein [Synechococcus phage S-RSM4].
Contig8412 Vira-Synechococcus_phage_S_RSM4_gi255928992 3.20E-11 >YP_003097304 recA-like recombination protein [Synechococcus phage S-RSM4].
Contig3460 Vira-Synechococcus_phage_S_RSM4_gi255928994 2.30E-80 >YP_003097306 DNA Polymerase [Synechococcus phage S-RSM4].
Contig7157 Vira-Synechococcus_phage_S_RSM4_gi255928994 1.10E-65 >YP_003097306 DNA Polymerase [Synechococcus phage S-RSM4].
Contig8447 Vira-Synechococcus_phage_S_RSM4_gi255928999 6.60E-73 >YP_003097311 RegA [Synechococcus phage S-RSM4].
Contig8511 Vira-Synechococcus_phage_S_RSM4_gi255929008 4.20E-55 >YP_003097320 T4-like sliding clamp protein [Synechococcus phage S-RSM4].
Contig6883 Vira-Synechococcus_phage_S_RSM4_gi255929071 2.80E-27 >YP_003097383 strucutural protein [Synechococcus phage S-RSM4].
Contig11464 Vira-Synechococcus_phage_S_RSM4_gi255929071 2.40E-27 >YP_003097383 strucutural protein [Synechococcus phage S-RSM4].
Contig17218 Vira-Synechococcus_phage_S_RSM4_gi255929135 3.40E-11 >YP_003097447 putative short tail fibre [Synechococcus phage S-RSM4].
Contig8209 Vira-Synechococcus_phage_S_RSM4_gi255929139 2.10E-18 >YP_003097451 hypothetical cyanophage protein [Synechococcus phage S-RSM4].
Contig6835 Vira-Synechococcus_phage_syn9_gi113200691 7.20E-12 >YP_717854 gp184 [Synechococcus phage syn9].
Contig4124 Vira-Synechococcus_phage_syn9_gi113200737 1.40E-38 >YP_717672 gp232 [Synechococcus phage syn9].
Contig17784 Vira-Thermus_phage_phiYS40_gi118197632 4.00E-06 >YP_874025 RecA/RadA recombinase [Thermus phage phiYS40].
Contig4453 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2977982383.00E-13 >XP_002867003 hypothetical protein ARALYDRAFT_490975 [Arabidopsis lyrata subsp. lyrata].
Contig13567 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2977995122.40E-06 >XP_002867640 hypothetical protein ARALYDRAFT_492352 [Arabidopsis lyrata subsp. lyrata].
Contig5948 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978027121.80E-08 >XP_002869240 hypothetical protein ARALYDRAFT_913154 [Arabidopsis lyrata subsp. lyrata].
Contig1503 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978045123.60E-15 >XP_002870140 hypothetical protein ARALYDRAFT_493210 [Arabidopsis lyrata subsp. lyrata].
Contig16362 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978076172.40E-14 >XP_002871692 hypothetical protein ARALYDRAFT_488442 [Arabidopsis lyrata subsp. lyrata].
Contig16394 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978189904.10E-35 >XP_002877378 phosphatidate cytidylyltransferase family protein [Arabidopsis lyrata subsp. lyrata].
Contig10281 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978255996.90E-06 >XP_002880682 ein3-binding F box protein 1 [Arabidopsis lyrata subsp. lyrata].
Contig8406 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978282812.90E-06 >XP_002882023 hypothetical protein ARALYDRAFT_904009 [Arabidopsis lyrata subsp. lyrata].
Contig17592 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978428794.10E-11 >XP_002889321 hypothetical protein ARALYDRAFT_477275 [Arabidopsis lyrata subsp. lyrata].
Contig5467 Viridiplantae-Arabidopsis_lyrata_subsp_lyrata_gi2978497229.10E-19 >XP_002892742 hypothetical protein ARALYDRAFT_888699 [Arabidopsis lyrata subsp. lyrata].
Contig5319 Viridiplantae-Arabidopsis_thaliana_gi15224228 4.80E-59 >NP_179466 DNA excision repair protein E [Arabidopsis thaliana].
Contig11962 Viridiplantae-Arabidopsis_thaliana_gi15229489 1.40E-39 >NP_189008 protein transport protein SEC23 [Arabidopsis thaliana].
Contig4875 Viridiplantae-Arabidopsis_thaliana_gi18402984 4.00E-22 >NP_566683 Mitochondrial substrate carrier family protein [Arabidopsis thaliana].
Contig11224 Viridiplantae-Arabidopsis_thaliana_gi18411603 1.40E-16 >NP_567212 CAAX prenyl protease 1-like protein [Arabidopsis thaliana].
Contig11943 Viridiplantae-Arabidopsis_thaliana_gi30682419 3.50E-06 >NP_563894 endonuclease/exonuclease/phosphatase-like protein [Arabidopsis thaliana].
Contig5780 Viridiplantae-Arabidopsis_thaliana_gi30687226 1.60E-13 >NP_850629 glycine-rich RNA-binding protein 4 [Arabidopsis thaliana].
Contig3190 Viridiplantae-Arabidopsis_thaliana_gi30697320 1.10E-18 >NP_200806 ribonuclease P subunit Rpp30 [Arabidopsis thaliana].
Contig2019 Viridiplantae-Arabidopsis_thaliana_gi42568525 3.50E-39 >NP_568806 myosin 2 [Arabidopsis thaliana].
Contig13548 Viridiplantae-Arabidopsis_thaliana_gi79324899 5.50E-74 >NP_001031534 serine/threonine-protein phosphatase 5 [Arabidopsis thaliana].
Contig11918 Viridiplantae-Chlamydomonas_reinhardtii_gi159464916 1.00E-11 >XP_001690687 hypothetical protein CHLREDRAFT_133381 [Chlamydomonas reinhardtii].
Contig9842 Viridiplantae-Chlamydomonas_reinhardtii_gi159465183 3.80E-08 >XP_001690802 ARF-like GTPase ARLP2, atypical [Chlamydomonas reinhardtii].
Contig16480 Viridiplantae-Chlamydomonas_reinhardtii_gi159465187 6.60E-13 >XP_001690804 prolyl 4-hydroxylase [Chlamydomonas reinhardtii].
Contig6679 Viridiplantae-Chlamydomonas_reinhardtii_gi159469153 1.40E-59 >XP_001692732 ADPH--cytochrome P450 reductase-related protein [Chlamydomonas reinhardtii].
Contig515 Viridiplantae-Chlamydomonas_reinhardtii_gi159469257 4.50E-15 >XP_001692784 predicted protein [Chlamydomonas reinhardtii].
Contig12375 Viridiplantae-Chlamydomonas_reinhardtii_gi159469919 3.60E-17 >XP_001693107 glycine cleavage system, T protein [Chlamydomonas reinhardtii].
Contig11580 Viridiplantae-Chlamydomonas_reinhardtii_gi159471175 1.40E-15 >XP_001693732 predicted protein [Chlamydomonas reinhardtii].
Contig4409 Viridiplantae-Chlamydomonas_reinhardtii_gi159471946 2.50E-32 >XP_001694117 strictosidine synthase [Chlamydomonas reinhardtii].
Contig12696 Viridiplantae-Chlamydomonas_reinhardtii_gi159474678 7.10E-128 >XP_001695452 predicted protein [Chlamydomonas reinhardtii].
Contig14961 Viridiplantae-Chlamydomonas_reinhardtii_gi159474722 1.10E-27 >XP_001695474 peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii].
Contig16668 Viridiplantae-Chlamydomonas_reinhardtii_gi159475960 2.30E-42 >XP_001696082 hypothetical protein CHLREDRAFT_119551 [Chlamydomonas reinhardtii].
Contig8258 Viridiplantae-Chlamydomonas_reinhardtii_gi159476454 1.60E-23 >XP_001696326 xanthine/uracil/vitamin C permease-like protein [Chlamydomonas reinhardtii].
Contig65 Viridiplantae-Chlamydomonas_reinhardtii_gi159479326 2.30E-08 >XP_001697744 hypothetical protein CHLREDRAFT_176449 [Chlamydomonas reinhardtii].
Contig11716 Viridiplantae-Chlamydomonas_reinhardtii_gi159479686 7.70E-11 >XP_001697921 hypothetical protein CHLREDRAFT_105918 [Chlamydomonas reinhardtii].
Contig2571 Viridiplantae-Chlamydomonas_reinhardtii_gi159480322 2.30E-53 >XP_001698233 hypothetical protein CHLREDRAFT_139213 [Chlamydomonas reinhardtii].
Contig12464 Viridiplantae-Chlamydomonas_reinhardtii_gi159480932 2.30E-12 >XP_001698536 peptidyl-prolyl cis-trans isomerase, cyclophilin-type [Chlamydomonas reinhardtii].
Contig948 Viridiplantae-Chlamydomonas_reinhardtii_gi159481036 7.70E-11 >XP_001698588 RabGAP/TBC protein [Chlamydomonas reinhardtii].
Contig16372 Viridiplantae-Chlamydomonas_reinhardtii_gi159481951 7.10E-07 >XP_001699038 hypothetical protein CHLREDRAFT_106366 [Chlamydomonas reinhardtii].
Contig12894 Viridiplantae-Chlamydomonas_reinhardtii_gi159481959 7.40E-12 >XP_001699042 hypothetical protein CHLREDRAFT_121110 [Chlamydomonas reinhardtii].
Contig893 Viridiplantae-Chlamydomonas_reinhardtii_gi159482352 1.40E-16 >XP_001699235 hypothetical protein CHLREDRAFT_193636 [Chlamydomonas reinhardtii].
Contig1485 Viridiplantae-Chlamydomonas_reinhardtii_gi159482948 3.00E-57 >XP_001699527 flagellar associated protein [Chlamydomonas reinhardtii].
Contig6252 Viridiplantae-Chlamydomonas_reinhardtii_gi159483775 1.40E-13 >XP_001699936 hypothetical protein CHLREDRAFT_166690 [Chlamydomonas reinhardtii].
Contig16651 Viridiplantae-Chlamydomonas_reinhardtii_gi159484100 1.20E-14 >XP_001700098 biquitin carboxyl-terminal hydrolase [Chlamydomonas reinhardtii].
Contig1274 Viridiplantae-Chlamydomonas_reinhardtii_gi159484504 1.60E-06 >XP_001700296 predicted protein [Chlamydomonas reinhardtii].
Contig8948 Viridiplantae-Chlamydomonas_reinhardtii_gi159485030 3.40E-37 >XP_001700552 flagellar associated protein [Chlamydomonas reinhardtii].
Contig16594 Viridiplantae-Chlamydomonas_reinhardtii_gi159488540 4.20E-24 >XP_001702265 hypothetical protein CHLREDRAFT_140320 [Chlamydomonas reinhardtii].
Contig5540 Viridiplantae-Chlamydomonas_reinhardtii_gi159488982 5.00E-12 >XP_001702476 5,10-methylenetetrahydrofolate reductase [Chlamydomonas reinhardtii].
Contig11711 Viridiplantae-Chlamydomonas_reinhardtii_gi159489382 3.90E-11 >XP_001702676 predicted protein [Chlamydomonas reinhardtii].
Contig16970 Viridiplantae-Chlamydomonas_reinhardtii_gi159489584 1.10E-06 >XP_001702777 predicted protein [Chlamydomonas reinhardtii].
Contig15134 Viridiplantae-Chlamydomonas_reinhardtii_gi159489988 3.40E-10 >XP_001702971 enolase [Chlamydomonas reinhardtii].
Contig12625 Viridiplantae-Chlamydomonas_reinhardtii_gi159491677 4.40E-36 >XP_001703786 predicted protein [Chlamydomonas reinhardtii].
Contig10597 Viridiplantae-Mesostigma_viride_esgi60424809_6 5.90E-08 >DN256199 Meso02933 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2a25f12.t7, mRNA sequence.
Contig6610 Viridiplantae-Mesostigma_viride_esgi60426588_3 3.70E-08 >DN257978 Meso02721 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2a50g08.t7, mRNA sequence.
Contig671 Viridiplantae-Mesostigma_viride_esgi60429460_3 4.40E-06 >DN260850 Meso00821 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2b10e05.r1, mRNA sequence.
Contig9158 Viridiplantae-Mesostigma_viride_esgi60429779_2 2.00E-09 >DN261169 Meso00474 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2b12d02.t7, mRNA sequence.
Contig12513 Viridiplantae-Mesostigma_viride_esgi60429779_3 2.10E-07 >DN261169 Meso00474 Mesostigma vegetative library Mesostigma viride cDNA clone Meso2b12d02.t7, mRNA sequence.
Contig4809 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032714032.10E-92 >XP_003055063 predicted protein [Micromonas pusilla CCMP1545].
Contig534 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032723131.90E-22 >XP_003055518 type II secretory pathway family protein [Micromonas pusilla CCMP1545].
Contig1861 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032737008.60E-12 >XP_003056203 predicted protein [Micromonas pusilla CCMP1545].
Contig11977 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032743888.40E-10 >XP_003056515 predicted protein [Micromonas pusilla CCMP1545].
Contig10561 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032754206.80E-07 >XP_003057004 glucokinase [Micromonas pusilla CCMP1545].
Contig4432 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032758781.00E-145 >XP_003057233 heat shock protein 70, mitochondrial precursor [Micromonas pusilla CCMP1545].
Contig12655 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032775872.90E-16 >XP_003058087 predicted protein [Micromonas pusilla CCMP1545].
Contig9839 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032776077.40E-06 >XP_003058097 predicted protein [Micromonas pusilla CCMP1545].
Contig17236 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032777011.60E-13 >XP_003058144 predicted protein [Micromonas pusilla CCMP1545].
Contig9661 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032790181.20E-09 >XP_003058802 predicted protein [Micromonas pusilla CCMP1545].
Contig14416 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032790189.90E-08 >XP_003058802 predicted protein [Micromonas pusilla CCMP1545].
Contig6590 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032794221.40E-19 >XP_003059004 SNF2 super family [Micromonas pusilla CCMP1545].
Contig12072 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032798833.00E-23 >XP_003059234 predicted protein [Micromonas pusilla CCMP1545].
Contig10183 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032801356.30E-65 >XP_003059360 predicted protein [Micromonas pusilla CCMP1545].
Contig1119 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032813825.50E-47 >XP_003059983 predicted protein [Micromonas pusilla CCMP1545].
Contig15037 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032813827.80E-07 >XP_003059983 predicted protein [Micromonas pusilla CCMP1545].
Contig3263 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032825395.60E-08 >XP_003060561 predicted protein [Micromonas pusilla CCMP1545].
Contig396 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032829599.90E-26 >XP_003060771 predicted protein [Micromonas pusilla CCMP1545].
Contig3910 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032829592.00E-07 >XP_003060771 predicted protein [Micromonas pusilla CCMP1545].
Contig12881 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032837708.00E-16 >XP_003061176 predicted protein [Micromonas pusilla CCMP1545].
Contig16235 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032850532.40E-17 >XP_003061817 predicted protein [Micromonas pusilla CCMP1545].
Contig739 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032852242.30E-68 >XP_003061902 predicted protein [Micromonas pusilla CCMP1545].
Contig9982 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032855721.30E-20 >XP_003062076 predicted protein [Micromonas pusilla CCMP1545].
Contig1314 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032873129.70E-08 >XP_003062945 sodium/solute symporter [Micromonas pusilla CCMP1545].
Contig6376 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032873703.00E-13 >XP_003062974 mastigoneme-like protein [Micromonas pusilla CCMP1545].
Contig6549 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032873701.70E-15 >XP_003062974 mastigoneme-like protein [Micromonas pusilla CCMP1545].
Contig9352 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032878991.10E-17 >XP_003063238 resistance-nodulation-cell division superfamily [Micromonas pusilla CCMP1545].
Contig7962 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032891502.80E-23 >XP_003063863 predicted protein [Micromonas pusilla CCMP1545].
Contig14667 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032891801.90E-15 >XP_003063878 predicted protein [Micromonas pusilla CCMP1545].
Contig12018 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032895671.80E-15 >XP_003064071 predicted protein [Micromonas pusilla CCMP1545].
Contig16680 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032895671.70E-12 >XP_003064071 predicted protein [Micromonas pusilla CCMP1545].
Contig5134 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032905901.50E-07 >XP_003064582 predicted protein [Micromonas pusilla CCMP1545].
Contig12563 Viridiplantae-Micromonas_pusilla_CCMP1545_gi3032908477.90E-07 >XP_003064710 predicted protein [Micromonas pusilla CCMP1545].
Contig4 Viridiplantae-Micromonas_sp_RCC299_gi255071165 1.60E-07 >XP_002507664 predicted protein [Micromonas sp. RCC299].
Contig1921 Viridiplantae-Micromonas_sp_RCC299_gi255071223 1.00E-07 >XP_002507693 predicted protein [Micromonas sp. RCC299].
Contig7410 Viridiplantae-Micromonas_sp_RCC299_gi255071223 1.00E-06 >XP_002507693 predicted protein [Micromonas sp. RCC299].
Contig1540 Viridiplantae-Micromonas_sp_RCC299_gi255071257 2.90E-34 >XP_002507710 predicted protein [Micromonas sp. RCC299].
Contig7626 Viridiplantae-Micromonas_sp_RCC299_gi255071861 2.90E-08 >XP_002499605 predicted protein [Micromonas sp. RCC299].
Contig11564 Viridiplantae-Micromonas_sp_RCC299_gi255072005 4.20E-16 >XP_002499677 Propeptide/ADAMs family protein fusion [Micromonas sp. RCC299].
Contig2675 Viridiplantae-Micromonas_sp_RCC299_gi255072419 4.50E-37 >XP_002499884 glycosyltransferase family 41 protein [Micromonas sp. RCC299].
Contig16267 Viridiplantae-Micromonas_sp_RCC299_gi255072441 1.90E-49 >XP_002499895 predicted protein [Micromonas sp. RCC299].
Contig12196 Viridiplantae-Micromonas_sp_RCC299_gi255073133 5.80E-09 >XP_002500241 predicted protein [Micromonas sp. RCC299].
Contig349 Viridiplantae-Micromonas_sp_RCC299_gi255073379 4.70E-38 >XP_002500364 anaphase promoting complex 3 [Micromonas sp. RCC299].
Contig5136 Viridiplantae-Micromonas_sp_RCC299_gi255073427 6.30E-24 >XP_002500388 predicted protein [Micromonas sp. RCC299].
Contig10192 Viridiplantae-Micromonas_sp_RCC299_gi255073427 3.90E-28 >XP_002500388 predicted protein [Micromonas sp. RCC299].
Contig8816 Viridiplantae-Micromonas_sp_RCC299_gi255073453 2.40E-19 >XP_002500401 predicted protein [Micromonas sp. RCC299].
Contig5353 Viridiplantae-Micromonas_sp_RCC299_gi255075791 4.00E-06 >XP_002501570 predicted protein [Micromonas sp. RCC299].
Contig7606 Viridiplantae-Micromonas_sp_RCC299_gi255075843 1.70E-39 >XP_002501596 predicted protein [Micromonas sp. RCC299].
Contig6862 Viridiplantae-Micromonas_sp_RCC299_gi255076041 5.10E-26 >XP_002501695 predicted protein [Micromonas sp. RCC299].
Contig4311 Viridiplantae-Micromonas_sp_RCC299_gi255076209 5.90E-38 >XP_002501779 set domain protein [Micromonas sp. RCC299].
Contig4116 Viridiplantae-Micromonas_sp_RCC299_gi255076711 0 >XP_002502027 predicted protein [Micromonas sp. RCC299].
Contig634 Viridiplantae-Micromonas_sp_RCC299_gi255078036 6.50E-18 >XP_002502598 hypothetical protein MICPUN_113339 [Micromonas sp. RCC299].
Contig7795 Viridiplantae-Micromonas_sp_RCC299_gi255078036 7.60E-31 >XP_002502598 hypothetical protein MICPUN_113339 [Micromonas sp. RCC299].
Contig5790 Viridiplantae-Micromonas_sp_RCC299_gi255078338 1.10E-07 >XP_002502749 oxoglutarate dehydrogenase, E1 component [Micromonas sp. RCC299].
Contig12198 Viridiplantae-Micromonas_sp_RCC299_gi255078338 1.60E-35 >XP_002502749 oxoglutarate dehydrogenase, E1 component [Micromonas sp. RCC299].
Contig16319 Viridiplantae-Micromonas_sp_RCC299_gi255078520 3.40E-101 >XP_002502840 p-type ATPase superfamily [Micromonas sp. RCC299].
Contig11827 Viridiplantae-Micromonas_sp_RCC299_gi255079330 7.90E-44 >XP_002503245 predicted protein [Micromonas sp. RCC299].
Contig6651 Viridiplantae-Micromonas_sp_RCC299_gi255080808 4.60E-10 >XP_002503977 predicted protein [Micromonas sp. RCC299].
Contig16539 Viridiplantae-Micromonas_sp_RCC299_gi255081476 8.50E-16 >XP_002507960 glutamate-gated ion channel neurotransmitter receptor family [Micromonas sp. RCC299].
Contig13284 Viridiplantae-Micromonas_sp_RCC299_gi255081837 1.40E-15 >XP_002508137 predicted protein [Micromonas sp. RCC299].
Contig2971 Viridiplantae-Micromonas_sp_RCC299_gi255082187 6.20E-12 >XP_002508312 predicted protein [Micromonas sp. RCC299].
Contig2441 Viridiplantae-Micromonas_sp_RCC299_gi255082736 5.80E-11 >XP_002504354 predicted protein [Micromonas sp. RCC299].
Contig6058 Viridiplantae-Micromonas_sp_RCC299_gi255082972 5.30E-19 >XP_002504472 voltage-gated ion channel superfamily [Micromonas sp. RCC299].
Contig15544 Viridiplantae-Micromonas_sp_RCC299_gi255083164 9.00E-10 >XP_002504568 predicted protein [Micromonas sp. RCC299].
Contig10606 Viridiplantae-Micromonas_sp_RCC299_gi255083214 2.90E-12 >XP_002504593 predicted protein [Micromonas sp. RCC299].
Contig4441 Viridiplantae-Micromonas_sp_RCC299_gi255083520 8.50E-06 >XP_002504746 condensin complex component [Micromonas sp. RCC299].
Contig7557 Viridiplantae-Micromonas_sp_RCC299_gi255083564 1.40E-09 >XP_002504768 predicted protein [Micromonas sp. RCC299].
Contig7894 Viridiplantae-Micromonas_sp_RCC299_gi255083593 2.00E-10 >XP_002508371 mastigoneme-like protein [Micromonas sp. RCC299].
Contig4477 Viridiplantae-Micromonas_sp_RCC299_gi255084111 2.90E-35 >XP_002508630 predicted protein [Micromonas sp. RCC299].
Contig17358 Viridiplantae-Micromonas_sp_RCC299_gi255085034 1.20E-62 >XP_002504948 ribosomal protein S8E [Micromonas sp. RCC299].
Contig8844 Viridiplantae-Micromonas_sp_RCC299_gi255085510 8.80E-18 >XP_002505186 predicted protein [Micromonas sp. RCC299].
Contig12880 Viridiplantae-Micromonas_sp_RCC299_gi255085722 9.10E-15 >XP_002505292 predicted protein [Micromonas sp. RCC299].
Contig402 Viridiplantae-Micromonas_sp_RCC299_gi255086211 2.60E-16 >XP_002509072 predicted protein [Micromonas sp. RCC299].
Contig9328 Viridiplantae-Micromonas_sp_RCC299_gi255086253 5.40E-18 >XP_002509093 predicted protein [Micromonas sp. RCC299].
Contig887 Viridiplantae-Micromonas_sp_RCC299_gi255086851 2.00E-08 >XP_002509392 major facilitator superfamily [Micromonas sp. RCC299].
Contig4100 Viridiplantae-Micromonas_sp_RCC299_gi255087158 2.60E-31 >XP_002505502 predicted protein [Micromonas sp. RCC299].
Contig15532 Viridiplantae-Micromonas_sp_RCC299_gi255089360 9.40E-07 >XP_002506602 predicted protein [Micromonas sp. RCC299].
Contig5101 Viridiplantae-Micromonas_sp_RCC299_gi255089743 3.60E-08 >XP_002506793 Phosphate:Na+ symporter [Micromonas sp. RCC299].
Contig4419 Viridiplantae-Micromonas_sp_RCC299_gi255089817 1.60E-21 >XP_002506830 predicted protein [Micromonas sp. RCC299].
Contig30 Viridiplantae-Micromonas_sp_RCC299_gi255089959 2.30E-24 >XP_002506901 predicted protein [Micromonas sp. RCC299].
Contig12786 Viridiplantae-Nephroselmis_olivacea_mt_gi110225658 5.40E-153 >YP_665664 cytochrome c oxidase subunit 1 [Nephroselmis olivacea].
Contig5084 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154367841.70E-17 >NP_001043135 Os01g0502400 [Oryza sativa Japonica Group].
Contig12292 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154380167.20E-60 >NP_001043437 Os01g0588700 [Oryza sativa Japonica Group].
Contig17206 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154386232.30E-14 >NP_001043591 Os01g0618500 [Oryza sativa Japonica Group].



Contig8831 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154463576.50E-28 >NP_001046958 Os02g0516600 [Oryza sativa Japonica Group].
Contig16345 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154486012.20E-132 >NP_001048080 Os02g0741300 [Oryza sativa Japonica Group].
Contig4031 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154503432.20E-21 >NP_001048772 Os03g0118400 [Oryza sativa Japonica Group].
Contig11723 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154503431.70E-112 >NP_001048772 Os03g0118400 [Oryza sativa Japonica Group].
Contig14288 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154597644.30E-06 >NP_001053482 Os04g0549300 [Oryza sativa Japonica Group].
Contig11958 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154611045.90E-26 >NP_001054152 Os04g0661900 [Oryza sativa Japonica Group].
Contig5950 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154633953.00E-56 >NP_001055297 Os05g0357600 [Oryza sativa Japonica Group].
Contig14886 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154662564.10E-36 >NP_001056727 Os06g0136600 [Oryza sativa Japonica Group].
Contig4197 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154675682.00E-24 >NP_001057383 Os06g0275900 [Oryza sativa Japonica Group].
Contig16638 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154735893.50E-22 >NP_001060393 Os07g0636200 [Oryza sativa Japonica Group].
Contig11818 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154742851.30E-22 >NP_001060741 Os07g0694700 [Oryza sativa Japonica Group].
Contig2681 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154798311.30E-08 >NP_001063509 Os09g0483400 [Oryza sativa Japonica Group].
Contig4704 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154815843.00E-06 >NP_001064385 Os10g0342300 [Oryza sativa Japonica Group].
Contig4408 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154829863.20E-36 >NP_001065086 Os10g0520700 [Oryza sativa Japonica Group].
Contig12270 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154859691.10E-98 >NP_001068128 Os11g0572800 [Oryza sativa Japonica Group].
Contig1126 Viridiplantae-Oryza_sativa_Japonica_Group_gi1154891104.00E-21 >NP_001067042 Os12g0564600 [Oryza sativa Japonica Group].
Contig2319 Viridiplantae-Oryza_sativa_Japonica_Group_gi2976068907.10E-27 >NP_001059147 Os07g0205200 [Oryza sativa Japonica Group].
Contig12418 Viridiplantae-Oryza_sativa_Japonica_Group_gi2976108123.40E-15 >NP_001065110 Os10g0524700 [Oryza sativa Japonica Group].
Contig16256 Viridiplantae-Oryza_sativa_Japonica_Group_gi2977263537.20E-28 >NP_001175540 Os08g0368000 [Oryza sativa Japonica Group].
Contig1576 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453406692.10E-15 >XP_001415443 MFS family transporter: acetyl-CoA [Ostreococcus lucimarinus CCE9901].
Contig3003 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453408911.90E-30 >XP_001415551 H+-PPase family transporter: proton [Ostreococcus lucimarinus CCE9901].
Contig6674 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453408915.20E-35 >XP_001415551 H+-PPase family transporter: proton [Ostreococcus lucimarinus CCE9901].
Contig11775 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453441905.70E-74 >XP_001416620 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig12435 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453452336.90E-06 >XP_001417121 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig4243 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453455401.30E-18 >XP_001417265 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig4608 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453457471.50E-89 >XP_001417362 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig2165 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453482969.60E-24 >XP_001418588 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig13131 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453507742.20E-11 >XP_001419773 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig17047 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453510664.50E-06 >XP_001419908 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig11670 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453519451.30E-73 >XP_001420320 predicted protein [Ostreococcus lucimarinus CCE9901].
Contig444 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453536161.10E-12 >XP_001421103 P-ATPase family transporter: cation [Ostreococcus lucimarinus CCE9901].
Contig7059 Viridiplantae-Ostreococcus_lucimarinus_CCE9901_gi1453552251.10E-13 >XP_001421866 MC family transporter [Ostreococcus lucimarinus CCE9901].
Contig12482 Viridiplantae-Ostreococcus_tauri_gi308798717 1.50E-25 >XP_003074138 putative oxidoreductase (ISS) [Ostreococcus tauri].
Contig5254 Viridiplantae-Ostreococcus_tauri_gi308800626 3.70E-08 >XP_003075094 Serine proteinase inhibitor (KU family) (ISS) [Ostreococcus tauri].
Contig8267 Viridiplantae-Ostreococcus_tauri_gi308806085 2.60E-44 >XP_003080354 COG0702: Predicted nucleoside-diphosphate-sugar epimerases (ISS) [Ostreococcus tauri].
Contig17150 Viridiplantae-Ostreococcus_tauri_gi308806626 7.30E-07 >XP_003080624 putative ribonucleotide reductase small subunit (ISS) [Ostreococcus tauri].
Contig12725 Viridiplantae-Ostreococcus_tauri_gi308807160 2.00E-06 >XP_003080891 protein transport protein Sec23 (ISS) [Ostreococcus tauri].
Contig12649 Viridiplantae-Ostreococcus_tauri_gi308807833 1.20E-83 >XP_003081227 MET-10+related protein-like (ISS) [Ostreococcus tauri].
Contig11802 Viridiplantae-Ostreococcus_tauri_gi308810669 5.60E-143 >XP_003082643 ATPase type 13A (ISS) [Ostreococcus tauri].
Contig11981 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1679970179.50E-51 >XP_001751215 predicted protein [Physcomitrella patens subsp. patens].
Contig16630 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1679998411.00E-20 >XP_001752625 predicted protein [Physcomitrella patens subsp. patens].
Contig841 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680022694.90E-16 >XP_001753836 predicted protein [Physcomitrella patens subsp. patens].
Contig6606 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680029289.50E-22 >XP_001754165 predicted protein [Physcomitrella patens subsp. patens].
Contig31 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680037365.00E-40 >XP_001754568 predicted protein [Physcomitrella patens subsp. patens].
Contig4358 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680049424.70E-09 >XP_001755170 sensory histidine protein kinase [Physcomitrella patens subsp. patens].
Contig12076 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680078933.50E-24 >XP_001756642 predicted protein [Physcomitrella patens subsp. patens].
Contig6441 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680094192.50E-06 >XP_001757403 MM-ALDH [Physcomitrella patens subsp. patens].
Contig4454 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680103312.00E-12 >XP_001757858 predicted protein [Physcomitrella patens subsp. patens].
Contig1581 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680162966.00E-09 >XP_001760685 predicted protein [Physcomitrella patens subsp. patens].
Contig16623 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680172455.20E-35 >XP_001761158 predicted protein [Physcomitrella patens subsp. patens].
Contig4923 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680195581.60E-110 >XP_001762311 predicted protein [Physcomitrella patens subsp. patens].
Contig12397 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680196882.00E-26 >XP_001762376 predicted protein [Physcomitrella patens subsp. patens].
Contig5364 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680198951.50E-06 >XP_001762479 SWR1 complex protein, SNF2 family DNA-dependent ATPase [Physcomitrella patens subsp. patens].
Contig17415 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680220833.80E-17 >XP_001763570 predicted protein [Physcomitrella patens subsp. patens].
Contig17562 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680229697.30E-18 >XP_001764011 predicted protein [Physcomitrella patens subsp. patens].
Contig670 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680248983.70E-84 >XP_001764972 predicted protein [Physcomitrella patens subsp. patens].
Contig5484 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680249607.60E-55 >XP_001765003 predicted protein [Physcomitrella patens subsp. patens].
Contig6174 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680250365.50E-17 >XP_001765041 Rab18/RabC-family small GTPase [Physcomitrella patens subsp. patens].
Contig11673 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680252251.80E-102 >XP_001765135 SNF2 family DNA-dependent ATPase [Physcomitrella patens subsp. patens].
Contig8768 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680330732.70E-54 >XP_001769041 predicted protein [Physcomitrella patens subsp. patens].
Contig4314 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680345444.50E-20 >XP_001769772 predicted protein [Physcomitrella patens subsp. patens].
Contig880 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680349801.30E-13 >XP_001769989 predicted protein [Physcomitrella patens subsp. patens].
Contig2038 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680356902.30E-07 >XP_001770342 predicted protein [Physcomitrella patens subsp. patens].
Contig558 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680360283.80E-18 >XP_001770510 predicted protein [Physcomitrella patens subsp. patens].
Contig4179 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680369351.00E-25 >XP_001770961 predicted protein [Physcomitrella patens subsp. patens].
Contig5094 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680378835.30E-12 >XP_001771432 predicted protein [Physcomitrella patens subsp. patens].
Contig611 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680400142.10E-29 >XP_001772491 ATP-binding cassette transporter, subfamily D, member 5, group PMP protein PpABCD5 [Physcomitrella patens subsp. patens].
Contig11578 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680455121.70E-87 >XP_001775221 SM/Sec1-family protein [Physcomitrella patens subsp. patens].
Contig63 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680472042.80E-34 >XP_001776061 SWIRM domain protein [Physcomitrella patens subsp. patens].
Contig6403 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680486637.40E-20 >XP_001776785 predicted protein [Physcomitrella patens subsp. patens].
Contig7338 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680495741.70E-25 >XP_001777237 predicted protein [Physcomitrella patens subsp. patens].
Contig11561 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680495983.30E-13 >XP_001777249 ATP-binding cassette transporter, subfamily A, group AOH, member 1 protein PpABCA1 [Physcomitrella patens subsp. patens].
Contig4263 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680502931.10E-115 >XP_001777594 predicted protein [Physcomitrella patens subsp. patens].
Contig4301 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680561083.50E-70 >XP_001780064 ATP-binding cassette transporter, subfamily G, member 3, group WBC protein PpABCG3 [Physcomitrella patens subsp. patens].
Contig1307 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680575563.50E-23 >XP_001780780 predicted protein [Physcomitrella patens subsp. patens].
Contig4912 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680589846.30E-39 >XP_001781485 predicted protein [Physcomitrella patens subsp. patens].
Contig15900 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680594314.00E-06 >XP_001781706 predicted protein [Physcomitrella patens subsp. patens].
Contig471 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680619677.60E-34 >XP_001782956 predicted protein [Physcomitrella patens subsp. patens].
Contig13104 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680643515.70E-82 >XP_001784126 predicted protein [Physcomitrella patens subsp. patens].
Contig3537 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680674085.60E-15 >XP_001785610 predicted protein [Physcomitrella patens subsp. patens].
Contig5112 Viridiplantae-Physcomitrella_patens_subsp_patens_gi1680689012.80E-06 >XP_001786250 predicted protein [Physcomitrella patens subsp. patens].
Contig981 Viridiplantae-Populus_trichocarpa_gi224060987 9.40E-12 >XP_002300309 predicted protein [Populus trichocarpa].
Contig4161 Viridiplantae-Populus_trichocarpa_gi224063076 6.30E-08 >XP_002300984 predicted protein [Populus trichocarpa].
Contig15663 Viridiplantae-Populus_trichocarpa_gi224067343 6.50E-08 >XP_002302470 predicted protein [Populus trichocarpa].
Contig12694 Viridiplantae-Populus_trichocarpa_gi224075531 4.70E-14 >XP_002304669 predicted protein [Populus trichocarpa].
Contig13693 Viridiplantae-Populus_trichocarpa_gi224076221 4.40E-10 >XP_002304908 predicted protein [Populus trichocarpa].
Contig300 Viridiplantae-Populus_trichocarpa_gi224077528 3.30E-23 >XP_002305287 predicted protein [Populus trichocarpa].
Contig5171 Viridiplantae-Populus_trichocarpa_gi224079385 8.40E-43 >XP_002305846 predicted protein [Populus trichocarpa].
Contig16488 Viridiplantae-Populus_trichocarpa_gi224081718 2.50E-32 >XP_002306480 predicted protein [Populus trichocarpa].
Contig5563 Viridiplantae-Populus_trichocarpa_gi224085529 8.70E-15 >XP_002307608 predicted protein [Populus trichocarpa].
Contig9732 Viridiplantae-Populus_trichocarpa_gi224089112 1.80E-07 >XP_002308639 predicted protein [Populus trichocarpa].
Contig12040 Viridiplantae-Populus_trichocarpa_gi224093214 7.50E-11 >XP_002309836 predicted protein [Populus trichocarpa].
Contig4198 Viridiplantae-Populus_trichocarpa_gi224098238 1.20E-07 >XP_002311140 predicted protein [Populus trichocarpa].
Contig4438 Viridiplantae-Populus_trichocarpa_gi224099199 5.80E-09 >XP_002311400 predicted protein [Populus trichocarpa].
Contig1709 Viridiplantae-Populus_trichocarpa_gi224099217 1.60E-17 >XP_002311407 predicted protein [Populus trichocarpa].
Contig4632 Viridiplantae-Populus_trichocarpa_gi224103451 1.00E-50 >XP_002334052 predicted protein [Populus trichocarpa].
Contig7806 Viridiplantae-Populus_trichocarpa_gi224103967 3.60E-06 >XP_002313265 calcium dependent protein kinase 25 [Populus trichocarpa].
Contig1971 Viridiplantae-Populus_trichocarpa_gi224104547 5.30E-09 >XP_002313474 predicted protein [Populus trichocarpa].
Contig11825 Viridiplantae-Populus_trichocarpa_gi224105657 2.00E-42 >XP_002313890 predicted protein [Populus trichocarpa].
Contig5356 Viridiplantae-Populus_trichocarpa_gi224108776 1.80E-09 >XP_002333344 predicted protein [Populus trichocarpa].
Contig4922 Viridiplantae-Populus_trichocarpa_gi224112120 1.20E-57 >XP_002316089 predicted protein [Populus trichocarpa].
Contig8077 Viridiplantae-Populus_trichocarpa_gi224116578 2.50E-15 >XP_002331931 predicted protein [Populus trichocarpa].
Contig15430 Viridiplantae-Populus_trichocarpa_gi224117822 6.90E-15 >XP_002331640 predicted protein [Populus trichocarpa].
Contig12981 Viridiplantae-Populus_trichocarpa_gi224118658 9.00E-34 >XP_002331416 predicted protein [Populus trichocarpa].
Contig9177 Viridiplantae-Populus_trichocarpa_gi224119662 5.70E-12 >XP_002331215 predicted protein [Populus trichocarpa].
Contig5924 Viridiplantae-Populus_trichocarpa_gi224124040 2.30E-16 >XP_002319230 predicted protein [Populus trichocarpa].
Contig484 Viridiplantae-Populus_trichocarpa_gi224126741 6.40E-12 >XP_002319915 predicted protein [Populus trichocarpa].
Contig6053 Viridiplantae-Populus_trichocarpa_gi224127576 2.10E-07 >XP_002329312 predicted protein [Populus trichocarpa].
Contig12005 Viridiplantae-Populus_trichocarpa_gi224129794 9.10E-14 >XP_002328804 predicted protein [Populus trichocarpa].
Contig7031 Viridiplantae-Populus_trichocarpa_gi224132364 4.30E-32 >XP_002321321 predicted protein [Populus trichocarpa].
Contig12123 Viridiplantae-Populus_trichocarpa_gi224140571 3.30E-29 >XP_002323656 predicted protein [Populus trichocarpa].
Contig11703 Viridiplantae-Populus_trichocarpa_gi224140927 7.20E-57 >XP_002323828 predicted protein [Populus trichocarpa].
Contig13590 Viridiplantae-Populus_trichocarpa_gi224144974 4.80E-56 >XP_002325481 predicted protein [Populus trichocarpa].
Contig6685 Viridiplantae-Populus_trichocarpa_gi224164428 5.50E-09 >XP_002338684 predicted protein [Populus trichocarpa].
Contig11991 Viridiplantae-Ricinus_communis_gi255536995 1.40E-09 >XP_002509564 thymidylate kinase, putative [Ricinus communis].
Contig11702 Viridiplantae-Ricinus_communis_gi255540663 9.20E-123 >XP_002511396 ataxia telangiectasia mutated, putative [Ricinus communis].
Contig3470 Viridiplantae-Ricinus_communis_gi255541482 2.30E-14 >XP_002511805 cleavage and polyadenylation specificity factor, putative [Ricinus communis].
Contig16570 Viridiplantae-Ricinus_communis_gi255545196 7.10E-17 >XP_002513659 conserved hypothetical protein [Ricinus communis].
Contig7862 Viridiplantae-Ricinus_communis_gi255545800 4.20E-13 >XP_002513960 seryl-tRNA synthetase, putative [Ricinus communis].
Contig203 Viridiplantae-Ricinus_communis_gi255547948 1.10E-19 >XP_002515031 steroid dehydrogenase, putative [Ricinus communis].
Contig6918 Viridiplantae-Ricinus_communis_gi255548247 4.90E-114 >XP_002515180 prolyl-tRNA synthetase, putative [Ricinus communis].
Contig11763 Viridiplantae-Ricinus_communis_gi255548938 9.50E-56 >XP_002515525 dead box ATP-dependent RNA helicase, putative [Ricinus communis].
Contig7904 Viridiplantae-Ricinus_communis_gi255549607 8.80E-08 >XP_002515855 fk506 binding protein, putative [Ricinus communis].
Contig11767 Viridiplantae-Ricinus_communis_gi255558446 1.30E-52 >XP_002520248 rnase h, putative [Ricinus communis].
Contig6505 Viridiplantae-Ricinus_communis_gi255564824 1.20E-14 >XP_002523406 RNA binding protein, putative [Ricinus communis].
Contig16358 Viridiplantae-Ricinus_communis_gi255568038 1.50E-35 >XP_002524996 bile acid:sodium symporter, putative [Ricinus communis].
Contig16304 Viridiplantae-Ricinus_communis_gi255568221 3.80E-11 >XP_002525086 conserved hypothetical protein [Ricinus communis].
Contig9728 Viridiplantae-Ricinus_communis_gi255575651 2.10E-14 >XP_002528725 Purple acid phosphatase precursor, putative [Ricinus communis].
Contig16330 Viridiplantae-Ricinus_communis_gi255577121 4.80E-19 >XP_002529444 RNA binding protein, putative [Ricinus communis].
Contig9322 Viridiplantae-Ricinus_communis_gi255583092 7.60E-09 >XP_002532313 protein binding protein, putative [Ricinus communis].
Contig5216 Viridiplantae-Ricinus_communis_gi255587817 2.40E-19 >XP_002534406 acyl-CoA thioesterase, putative [Ricinus communis].
Contig8882 Viridiplantae-Selaginella_moellendorffii_gi302755166 6.40E-12 >XP_002961007 hypothetical protein SELMODRAFT_139698 [Selaginella moellendorffii].
Contig964 Viridiplantae-Selaginella_moellendorffii_gi302755776 2.80E-13 >XP_002961312 hypothetical protein SELMODRAFT_70578 [Selaginella moellendorffii].
Contig5984 Viridiplantae-Selaginella_moellendorffii_gi302755856 1.30E-24 >XP_002961352 hypothetical protein SELMODRAFT_266598 [Selaginella moellendorffii].
Contig1421 Viridiplantae-Selaginella_moellendorffii_gi302756423 3.70E-25 >XP_002961635 hypothetical protein SELMODRAFT_77222 [Selaginella moellendorffii].
Contig12456 Viridiplantae-Selaginella_moellendorffii_gi302757249 1.00E-09 >XP_002962048 hypothetical protein SELMODRAFT_77552 [Selaginella moellendorffii].
Contig2029 Viridiplantae-Selaginella_moellendorffii_gi302768084 3.40E-29 >XP_002967462 hypothetical protein SELMODRAFT_86830 [Selaginella moellendorffii].
Contig11973 Viridiplantae-Selaginella_moellendorffii_gi302773289 8.10E-25 >XP_002970062 hypothetical protein SELMODRAFT_146775 [Selaginella moellendorffii].
Contig5929 Viridiplantae-Selaginella_moellendorffii_gi302780515 8.60E-14 >XP_002972032 hypothetical protein SELMODRAFT_412492 [Selaginella moellendorffii].
Contig6135 Viridiplantae-Selaginella_moellendorffii_gi302781608 2.30E-25 >XP_002972578 hypothetical protein SELMODRAFT_97647 [Selaginella moellendorffii].
Contig16530 Viridiplantae-Selaginella_moellendorffii_gi302782275 4.70E-09 >XP_002972911 hypothetical protein SELMODRAFT_8465 [Selaginella moellendorffii].
Contig13000 Viridiplantae-Selaginella_moellendorffii_gi302783633 1.70E-28 >XP_002973589 ARF-like GTPase [Selaginella moellendorffii].
Contig16798 Viridiplantae-Selaginella_moellendorffii_gi302783633 1.90E-14 >XP_002973589 ARF-like GTPase [Selaginella moellendorffii].
Contig11934 Viridiplantae-Selaginella_moellendorffii_gi302784064 3.60E-24 >XP_002973804 hypothetical protein SELMODRAFT_100054 [Selaginella moellendorffii].
Contig2115 Viridiplantae-Selaginella_moellendorffii_gi302785686 1.40E-18 >XP_002974614 hypothetical protein SELMODRAFT_442574 [Selaginella moellendorffii].
Contig12253 Viridiplantae-Selaginella_moellendorffii_gi302787645 2.70E-53 >XP_002975592 hypothetical protein SELMODRAFT_150725 [Selaginella moellendorffii].
Contig11279 Viridiplantae-Selaginella_moellendorffii_gi302787763 2.50E-31 >XP_002975651 hypothetical protein SELMODRAFT_103418 [Selaginella moellendorffii].
Contig8521 Viridiplantae-Selaginella_moellendorffii_gi302788764 2.20E-26 >XP_002976151 hypothetical protein SELMODRAFT_175383 [Selaginella moellendorffii].
Contig15329 Viridiplantae-Selaginella_moellendorffii_gi302790792 4.00E-10 >XP_002977163 hypothetical protein SELMODRAFT_56514 [Selaginella moellendorffii].
Contig15033 Viridiplantae-Selaginella_moellendorffii_gi302792815 1.10E-25 >XP_002978173 hypothetical protein SELMODRAFT_443725 [Selaginella moellendorffii].
Contig13715 Viridiplantae-Selaginella_moellendorffii_gi302795308 2.90E-77 >XP_002979417 hypothetical protein SELMODRAFT_110816 [Selaginella moellendorffii].
Contig15866 Viridiplantae-Selaginella_moellendorffii_gi302797022 2.00E-08 >XP_002980272 hypothetical protein SELMODRAFT_419954 [Selaginella moellendorffii].
Contig1807 Viridiplantae-Selaginella_moellendorffii_gi302797599 2.60E-11 >XP_002980560 hypothetical protein SELMODRAFT_112929 [Selaginella moellendorffii].
Contig1580 Viridiplantae-Selaginella_moellendorffii_gi302800231 3.90E-34 >XP_002981873 hypothetical protein SELMODRAFT_115310 [Selaginella moellendorffii].
Contig11846 Viridiplantae-Selaginella_moellendorffii_gi302801291 8.00E-31 >XP_002982402 hypothetical protein SELMODRAFT_116152 [Selaginella moellendorffii].
Contig12461 Viridiplantae-Selaginella_moellendorffii_gi302802223 5.60E-19 >XP_002982867 hypothetical protein SELMODRAFT_52119 [Selaginella moellendorffii].
Contig121 Viridiplantae-Selaginella_moellendorffii_gi302802403 4.80E-22 >XP_002982956 hypothetical protein SELMODRAFT_117369 [Selaginella moellendorffii].
Contig11675 Viridiplantae-Selaginella_moellendorffii_gi302802945 5.40E-136 >XP_002983226 hypothetical protein SELMODRAFT_155690 [Selaginella moellendorffii].
Contig4289 Viridiplantae-Selaginella_moellendorffii_gi302803352 4.20E-14 >XP_002983429 hypothetical protein SELMODRAFT_234255 [Selaginella moellendorffii].
Contig11643 Viridiplantae-Selaginella_moellendorffii_gi302803390 3.50E-31 >XP_002983448 hypothetical protein SELMODRAFT_118353 [Selaginella moellendorffii].
Contig13429 Viridiplantae-Selaginella_moellendorffii_gi302803829 5.10E-49 >XP_002983667 hypothetical protein SELMODRAFT_180432 [Selaginella moellendorffii].
Contig8942 Viridiplantae-Selaginella_moellendorffii_gi302804484 1.60E-23 >XP_002983994 hypothetical protein SELMODRAFT_3011 [Selaginella moellendorffii].
Contig1571 Viridiplantae-Selaginella_moellendorffii_gi302807714 1.40E-10 >XP_002985551 ATP-binding cassette transporter [Selaginella moellendorffii].
Contig9462 Viridiplantae-Selaginella_moellendorffii_gi302807787 9.50E-24 >XP_002985587 ATP-binding cassette transporter [Selaginella moellendorffii].
Contig13067 Viridiplantae-Selaginella_moellendorffii_gi302808868 3.00E-06 >XP_002986128 hypothetical protein SELMODRAFT_425101 [Selaginella moellendorffii].
Contig6926 Viridiplantae-Selaginella_moellendorffii_gi302810147 3.10E-12 >XP_002986765 hypothetical protein SELMODRAFT_182621 [Selaginella moellendorffii].
Contig17541 Viridiplantae-Selaginella_moellendorffii_gi302811701 2.10E-12 >XP_002987539 hypothetical protein SELMODRAFT_447032 [Selaginella moellendorffii].
Contig392 Viridiplantae-Selaginella_moellendorffii_gi302812436 5.00E-31 >XP_002987905 hypothetical protein SELMODRAFT_269334 [Selaginella moellendorffii].
Contig859 Viridiplantae-Selaginella_moellendorffii_gi302817525 6.50E-38 >XP_002990438 hypothetical protein SELMODRAFT_131662 [Selaginella moellendorffii].
Contig7568 Viridiplantae-Selaginella_moellendorffii_gi302817760 2.20E-06 >XP_002990555 hypothetical protein SELMODRAFT_131901 [Selaginella moellendorffii].
Contig13796 Viridiplantae-Selaginella_moellendorffii_gi302819132 8.70E-24 >XP_002991237 hypothetical protein SELMODRAFT_236236 [Selaginella moellendorffii].
Contig2867 Viridiplantae-Selaginella_moellendorffii_gi302820017 8.30E-53 >XP_002991677 hypothetical protein SELMODRAFT_272222 [Selaginella moellendorffii].
Contig7214 Viridiplantae-Selaginella_moellendorffii_gi302820426 1.30E-19 >XP_002991880 hypothetical protein SELMODRAFT_430138 [Selaginella moellendorffii].
Contig5324 Viridiplantae-Selaginella_moellendorffii_gi302821362 9.20E-13 >XP_002992344 hypothetical protein SELMODRAFT_135101 [Selaginella moellendorffii].
Contig8111 Viridiplantae-Selaginella_moellendorffii_gi302821768 5.50E-10 >XP_002992545 hypothetical protein SELMODRAFT_135519 [Selaginella moellendorffii].
Contig8328 Viridiplantae-Selaginella_moellendorffii_gi302822926 2.70E-06 >XP_002993118 hypothetical protein SELMODRAFT_187248 [Selaginella moellendorffii].
Contig16342 Viridiplantae-Selaginella_moellendorffii_gi302823393 3.00E-72 >XP_002993349 hypothetical protein SELMODRAFT_137032 [Selaginella moellendorffii].
Contig5182 Viridiplantae-Selaginella_moellendorffii_gi302823558 2.00E-55 >XP_002993431 hypothetical protein SELMODRAFT_137112 [Selaginella moellendorffii].
Contig16635 Viridiplantae-Sorghum_bicolor_gi242033289 2.40E-15 >XP_002464039 hypothetical protein SORBIDRAFT_01g011110 [Sorghum bicolor].
Contig13881 Viridiplantae-Sorghum_bicolor_gi242033817 6.90E-07 >XP_002464303 hypothetical protein SORBIDRAFT_01g015855 [Sorghum bicolor].
Contig4953 Viridiplantae-Sorghum_bicolor_gi242033923 2.00E-83 >XP_002464356 hypothetical protein SORBIDRAFT_01g016830 [Sorghum bicolor].
Contig12362 Viridiplantae-Sorghum_bicolor_gi242037547 8.20E-07 >XP_002466168 hypothetical protein SORBIDRAFT_01g002750 [Sorghum bicolor].
Contig12736 Viridiplantae-Sorghum_bicolor_gi242040995 2.60E-21 >XP_002467892 hypothetical protein SORBIDRAFT_01g035980 [Sorghum bicolor].
Contig17646 Viridiplantae-Sorghum_bicolor_gi242045732 5.80E-07 >XP_002460737 hypothetical protein SORBIDRAFT_02g034060 [Sorghum bicolor].
Contig17500 Viridiplantae-Sorghum_bicolor_gi242058513 3.90E-07 >XP_002458402 hypothetical protein SORBIDRAFT_03g032820 [Sorghum bicolor].
Contig12378 Viridiplantae-Sorghum_bicolor_gi242059941 7.00E-07 >XP_002459116 hypothetical protein SORBIDRAFT_03g046200 [Sorghum bicolor].
Contig8790 Viridiplantae-Sorghum_bicolor_gi242060668 7.70E-07 >XP_002451623 hypothetical protein SORBIDRAFT_04g004790 [Sorghum bicolor].
Contig11993 Viridiplantae-Sorghum_bicolor_gi242063784 3.20E-29 >XP_002453181 hypothetical protein SORBIDRAFT_04g001220 [Sorghum bicolor].
Contig4722 Viridiplantae-Sorghum_bicolor_gi242064220 1.50E-07 >XP_002453399 hypothetical protein SORBIDRAFT_04g005300 [Sorghum bicolor].
Contig1903 Viridiplantae-Sorghum_bicolor_gi242072230 5.10E-07 >XP_002446051 hypothetical protein SORBIDRAFT_06g001010 [Sorghum bicolor].
Contig5063 Viridiplantae-Sorghum_bicolor_gi242081373 6.60E-33 >XP_002445455 hypothetical protein SORBIDRAFT_07g019510 [Sorghum bicolor].
Contig4281 Viridiplantae-Sorghum_bicolor_gi242085820 1.90E-10 >XP_002443335 hypothetical protein SORBIDRAFT_08g017700 [Sorghum bicolor].
Contig13640 Viridiplantae-Sorghum_bicolor_gi242088309 1.20E-14 >XP_002439987 hypothetical protein SORBIDRAFT_09g023900 [Sorghum bicolor].
Contig12284 Viridiplantae-Sorghum_bicolor_gi242088771 8.10E-11 >XP_002440218 hypothetical protein SORBIDRAFT_09g027940 [Sorghum bicolor].
Contig2434 Viridiplantae-Sorghum_bicolor_gi242089531 3.30E-23 >XP_002440598 hypothetical protein SORBIDRAFT_09g003820 [Sorghum bicolor].
Contig5419 Viridiplantae-Sorghum_bicolor_gi242090461 1.30E-13 >XP_002441063 hypothetical protein SORBIDRAFT_09g019690 [Sorghum bicolor].
Contig5335 Viridiplantae-Vitis_vinifera_gi225423777 5.00E-23 >XP_002277322 PREDICTED: hypothetical protein [Vitis vinifera].
Contig10221 Viridiplantae-Vitis_vinifera_gi225425126 7.20E-09 >XP_002273398 PREDICTED: hypothetical protein [Vitis vinifera].
Contig5250 Viridiplantae-Vitis_vinifera_gi225427780 1.40E-12 >XP_002268781 PREDICTED: hypothetical protein [Vitis vinifera].
Contig11574 Viridiplantae-Vitis_vinifera_gi225430997 4.50E-06 >XP_002278934 PREDICTED: hypothetical protein [Vitis vinifera].
Contig16607 Viridiplantae-Vitis_vinifera_gi225433339 8.30E-22 >XP_002285579 PREDICTED: hypothetical protein [Vitis vinifera].
Contig9094 Viridiplantae-Vitis_vinifera_gi225434694 4.70E-08 >XP_002279876 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12078 Viridiplantae-Vitis_vinifera_gi225435331 2.70E-20 >XP_002285194 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12616 Viridiplantae-Vitis_vinifera_gi225436416 9.20E-54 >XP_002273250 PREDICTED: hypothetical protein [Vitis vinifera].
Contig13579 Viridiplantae-Vitis_vinifera_gi225436416 6.80E-13 >XP_002273250 PREDICTED: hypothetical protein [Vitis vinifera].
Contig13235 Viridiplantae-Vitis_vinifera_gi225437152 3.00E-20 >XP_002274621 PREDICTED: hypothetical protein [Vitis vinifera].
Contig7065 Viridiplantae-Vitis_vinifera_gi225438483 2.70E-15 >XP_002278249 PREDICTED: similar to 26S proteasome subunit RPN5b [Vitis vinifera].
Contig4143 Viridiplantae-Vitis_vinifera_gi225440266 7.40E-10 >XP_002278827 PREDICTED: hypothetical protein [Vitis vinifera].
Contig13107 Viridiplantae-Vitis_vinifera_gi225441385 4.80E-37 >XP_002278032 PREDICTED: hypothetical protein [Vitis vinifera].
Contig9745 Viridiplantae-Vitis_vinifera_gi225445456 9.80E-22 >XP_002285099 PREDICTED: hypothetical protein [Vitis vinifera].
Contig1806 Viridiplantae-Vitis_vinifera_gi225447095 1.20E-06 >XP_002273297 PREDICTED: hypothetical protein [Vitis vinifera].
Contig16332 Viridiplantae-Vitis_vinifera_gi225447512 7.40E-20 >XP_002267947 PREDICTED: hypothetical protein [Vitis vinifera].
Contig537 Viridiplantae-Vitis_vinifera_gi225449024 1.90E-14 >XP_002272997 PREDICTED: hypothetical protein [Vitis vinifera].
Contig806 Viridiplantae-Vitis_vinifera_gi225450139 5.30E-18 >XP_002275509 PREDICTED: hypothetical protein [Vitis vinifera].
Contig16606 Viridiplantae-Vitis_vinifera_gi225457516 8.90E-20 >XP_002269752 PREDICTED: hypothetical protein [Vitis vinifera].
Contig12283 Viridiplantae-Vitis_vinifera_gi225464936 6.60E-30 >XP_002275292 PREDICTED: hypothetical protein [Vitis vinifera].
Contig1734 Viridiplantae-Vitis_vinifera_gi225466764 4.40E-08 >XP_002268951 PREDICTED: hypothetical protein [Vitis vinifera].
Contig5478 Viridiplantae-Vitis_vinifera_gi225466866 1.40E-09 >XP_002267836 PREDICTED: hypothetical protein isoform 3 [Vitis vinifera].
Contig12322 Viridiplantae-Vitis_vinifera_gi225467526 8.70E-41 >XP_002270004 PREDICTED: hypothetical protein [Vitis vinifera].
Contig620 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829198 1.60E-07 >XP_002946166 hypothetical protein VOLCADRAFT_102784 [Volvox carteri f. nagariensis].
Contig9398 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829336 2.40E-14 >XP_002946235 hypothetical protein VOLCADRAFT_55571 [Volvox carteri f. nagariensis].
Contig1586 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829577 3.70E-56 >XP_002946355 trypsin family [Volvox carteri f. nagariensis].
Contig902 Viridiplantae-Volvox_carteri_f_nagariensis_gi302829933 9.10E-22 >XP_002946533 engulfment and motility protein [Volvox carteri f. nagariensis].
Contig15454 Viridiplantae-Volvox_carteri_f_nagariensis_gi302831215 2.20E-10 >XP_002947173 hypothetical protein VOLCADRAFT_56724 [Volvox carteri f. nagariensis].
Contig7343 Viridiplantae-Volvox_carteri_f_nagariensis_gi302831604 6.60E-35 >XP_002947367 hypothetical protein VOLCADRAFT_87679 [Volvox carteri f. nagariensis].
Contig8974 Viridiplantae-Volvox_carteri_f_nagariensis_gi302832243 4.40E-07 >XP_002947686 hypothetical protein VOLCADRAFT_109638 [Volvox carteri f. nagariensis].
Contig16879 Viridiplantae-Volvox_carteri_f_nagariensis_gi302832387 3.00E-24 >XP_002947758 hypothetical protein VOLCADRAFT_116516 [Volvox carteri f. nagariensis].



Contig13785 Viridiplantae-Volvox_carteri_f_nagariensis_gi302832552 6.30E-09 >XP_002947840 hypothetical protein VOLCADRAFT_88148 [Volvox carteri f. nagariensis].
Contig1804 Viridiplantae-Volvox_carteri_f_nagariensis_gi302832850 6.30E-09 >XP_002947989 hypothetical protein VOLCADRAFT_88144 [Volvox carteri f. nagariensis].
Contig13037 Viridiplantae-Volvox_carteri_f_nagariensis_gi302835066 8.80E-06 >XP_002949095 hypothetical protein VOLCADRAFT_33997 [Volvox carteri f. nagariensis].
Contig8179 Viridiplantae-Volvox_carteri_f_nagariensis_gi302835307 1.70E-15 >XP_002949215 hypothetical protein VOLCADRAFT_104274 [Volvox carteri f. nagariensis].
Contig6166 Viridiplantae-Volvox_carteri_f_nagariensis_gi302835401 2.20E-27 >XP_002949262 hypothetical protein VOLCADRAFT_59216 [Volvox carteri f. nagariensis].
Contig16248 Viridiplantae-Volvox_carteri_f_nagariensis_gi302836957 8.30E-25 >XP_002950038 hypothetical protein VOLCADRAFT_90474 [Volvox carteri f. nagariensis].
Contig16346 Viridiplantae-Volvox_carteri_f_nagariensis_gi302837001 9.70E-32 >XP_002950060 hypothetical protein VOLCADRAFT_90518 [Volvox carteri f. nagariensis].
Contig14078 Viridiplantae-Volvox_carteri_f_nagariensis_gi302837460 3.60E-16 >XP_002950289 hypothetical protein VOLCADRAFT_90770 [Volvox carteri f. nagariensis].
Contig232 Viridiplantae-Volvox_carteri_f_nagariensis_gi302837538 4.30E-16 >XP_002950328 hypothetical protein VOLCADRAFT_90848 [Volvox carteri f. nagariensis].
Contig9214 Viridiplantae-Volvox_carteri_f_nagariensis_gi302837538 8.70E-07 >XP_002950328 hypothetical protein VOLCADRAFT_90848 [Volvox carteri f. nagariensis].
Contig5464 Viridiplantae-Volvox_carteri_f_nagariensis_gi302837740 3.90E-77 >XP_002950429 hypothetical protein VOLCADRAFT_74602 [Volvox carteri f. nagariensis].
Contig8600 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838001 7.30E-07 >XP_002950559 hypothetical protein VOLCADRAFT_91078 [Volvox carteri f. nagariensis].
Contig2432 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838532 2.10E-08 >XP_002950824 hypothetical protein VOLCADRAFT_35590 [Volvox carteri f. nagariensis].
Contig11797 Viridiplantae-Volvox_carteri_f_nagariensis_gi302838767 4.00E-07 >XP_002950941 hypothetical protein VOLCADRAFT_104918 [Volvox carteri f. nagariensis].
Contig9507 Viridiplantae-Volvox_carteri_f_nagariensis_gi302839079 3.80E-21 >XP_002951097 hypothetical protein VOLCADRAFT_91554 [Volvox carteri f. nagariensis].
Contig3069 Viridiplantae-Volvox_carteri_f_nagariensis_gi302839196 6.20E-21 >XP_002951155 hypothetical protein VOLCADRAFT_74917 [Volvox carteri f. nagariensis].
Contig5490 Viridiplantae-Volvox_carteri_f_nagariensis_gi302839619 5.90E-26 >XP_002951366 hypothetical protein VOLCADRAFT_41454 [Volvox carteri f. nagariensis].
Contig9365 Viridiplantae-Volvox_carteri_f_nagariensis_gi302839870 5.30E-06 >XP_002951491 hypothetical protein VOLCADRAFT_92047 [Volvox carteri f. nagariensis].
Contig5169 Viridiplantae-Volvox_carteri_f_nagariensis_gi302840985 3.50E-25 >XP_002952038 hypothetical protein VOLCADRAFT_121040 [Volvox carteri f. nagariensis].
Contig5385 Viridiplantae-Volvox_carteri_f_nagariensis_gi302847439 2.90E-08 >XP_002955254 hypothetical protein VOLCADRAFT_96131 [Volvox carteri f. nagariensis].
Contig4799 Viridiplantae-Volvox_carteri_f_nagariensis_gi302847622 1.60E-26 >XP_002955345 hypothetical protein VOLCADRAFT_106747 [Volvox carteri f. nagariensis].
Contig17271 Viridiplantae-Volvox_carteri_f_nagariensis_gi302850279 6.70E-23 >XP_002956667 hypothetical protein VOLCADRAFT_67197 [Volvox carteri f. nagariensis].
Contig5264 Viridiplantae-Volvox_carteri_f_nagariensis_gi302850587 7.70E-55 >XP_002956820 hypothetical protein VOLCADRAFT_97893 [Volvox carteri f. nagariensis].
Contig16925 Viridiplantae-Volvox_carteri_f_nagariensis_gi302851418 4.50E-26 >XP_002957233 hypothetical protein VOLCADRAFT_83997 [Volvox carteri f. nagariensis].
Contig4157 Viridiplantae-Volvox_carteri_f_nagariensis_gi302853987 1.70E-86 >XP_002958505 hypothetical protein VOLCADRAFT_108163 [Volvox carteri f. nagariensis].
Contig6450 Viridiplantae-Volvox_carteri_f_nagariensis_gi302856851 2.50E-11 >XP_002959726 hypothetical protein VOLCADRAFT_71691 [Volvox carteri f. nagariensis].
Contig4624 Viridiplantae-Zea_mays_gi212275370 6.30E-38 >NP_001130122 hypothetical protein LOC100191216 [Zea mays].
Contig4693 Viridiplantae-Zea_mays_gi219362797 2.70E-15 >NP_001137096 hypothetical protein LOC100217272 [Zea mays].
Contig15343 Viridiplantae-Zea_mays_gi219363271 1.90E-14 >NP_001137122 hypothetical protein LOC100217302 [Zea mays].
Contig7639 Viridiplantae-Zea_mays_gi226492916 1.30E-10 >NP_001148581 replication factor C subunit 2 [Zea mays].
Contig11520 Viridiplantae-Zea_mays_gi226493562 2.50E-08 >NP_001145699 hypothetical protein LOC100279203 [Zea mays].
Contig6294 Viridiplantae-Zea_mays_gi226496357 1.00E-08 >NP_001149007 RNA-binding motif protein, X-linked 2 [Zea mays].
Contig11922 Viridiplantae-Zea_mays_gi226507544 1.10E-10 >NP_001152483 LOC100286123 [Zea mays].
Contig15463 Viridiplantae-Zea_mays_gi226507709 5.10E-07 >NP_001144306 hypothetical protein LOC100277195 [Zea mays].
Contig2042 Viridiplantae-Zea_mays_gi226510036 2.40E-40 >NP_001147911 ATP-dependent RNA helicase DDX23 [Zea mays].
Contig5568 Viridiplantae-Zea_mays_gi259490687 1.00E-05 >NP_001159331 hypothetical protein LOC100304425 [Zea mays].
Contig4213 Viridiplantae-Zea_mays_gi293331561 1.80E-19 >NP_001169685 hypothetical protein LOC100383566 [Zea mays].
Contig13492 Viridiplantae-Zea_mays_gi293333744 3.90E-15 >NP_001169338 hypothetical protein LOC100383205 [Zea mays].
Contig7382 Viridiplantae-Zea_mays_gi293333855 5.90E-14 >NP_001170760 hypothetical protein LOC100384853 [Zea mays].
Contig4582 Viridiplantae-Zea_mays_gi293335820 1.60E-32 >NP_001169698 hypothetical protein LOC100383579 [Zea mays].
Contig6205 Viridiplantae-Zea_mays_gi308080266 4.50E-17 >NP_001183187 hypothetical protein LOC100501566 [Zea mays].




