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FEATURES             Location/Qualifiers
     source          1..675
                     /organism="Pyrococcus abyssi GE5"
                     /mol_type="genomic DNA"
                     /strain="Orsay"
                     /type_material="type strain of Pyrococcus abyssi"
                     /db_xref="taxon:272844"
     gene            <1..4
                     /locus_tag="PAB0351"
     CDS             <1..4
                     /locus_tag="PAB0351"
                     /codon_start=2
                     /transl_table=11
                     /product="ABC transporter, permease component"
                     /protein_id="CAB49439.1"
                     /db_xref="GOA:Q9V1B0"
                     /db_xref="InterPro:IPR001626"
                     /db_xref="InterPro:IPR029022"
                     /db_xref="UniProtKB/TrEMBL:Q9V1B0"
                     /translation="MIEEYLLRAFLASLMVGTLLGLLSPLINLKGIAFLTHATFHALL
                     FGAVLGMILGLIFGNLSLIFWISLLTAIAIVIGIAEMEIRGYSSDTAVGVMAGVIAGL
                     TVLGFGVLYKVMASRPYFALSESIVSYLTGEIFLITFNDLLLLVIGGLIVFLIMIAFY
                     RDFLYLSFDPEGLESHGGNVRLYLMILYFLVGSIGGLIVKTVGLITLQVLAVLPGAIA
                     MSIARRIRELVAISLGLTLTIQVASTFLGYYFDIPPSGLATILLATIYGALALGRKVA
                     "
     gene            1..675
                     /gene="rnhB"
                     /locus_tag="PAB0352"
     CDS             1..675
[bookmark: _GoBack]                     /gene="rnhB"
                     /locus_tag="PAB0352"
                     /codon_start=1
                     /transl_table=11
                     /product="rnhB ribonuclease HII"
                     /protein_id="CAB49440.1"
                     /db_xref="GOA:Q9V1A9"
                     /db_xref="InterPro:IPR001352"
                     /db_xref="InterPro:IPR004649"
                     /db_xref="InterPro:IPR012337"
                     /db_xref="InterPro:IPR020787"
                     /db_xref="InterPro:IPR023160"
                     /db_xref="InterPro:IPR024567"
                     /db_xref="UniProtKB/Swiss-Prot:Q9V1A9"
                     /translation="MKVAGADEAGRGPVIGPLVIVAAVVEEDKIRSLTKLGVKDSKQL
                     TPAQREKLFDEIVKVLDDYSVVIVSPQDIDGRKGSMNELEVENFVKALNSLKVKPEVI
                     YIDSADVKAERFAENIRSRLAYEAKVVAEHKADAKYEIVSAASILAKVIRDREIEKLK
                     AEYGDFGSGYPSDPRTKKWLEEWYSKHGNFPPIVRRTWDTAKKIEEKFKRAQLTLDNF
                     LKRFRN"
     gene            complement(637..>675)
                     /locus_tag="PAB2015"
     CDS             complement(637..>675)
                     /locus_tag="PAB2015"
                     /codon_start=1
                     /transl_table=11
                     /product="Hypothetical protein"
                     /protein_id="CAB49441.1"
                     /db_xref="GOA:Q9V1A8"
                     /db_xref="InterPro:IPR003342"
                     /db_xref="UniProtKB/TrEMBL:Q9V1A8"
                     /translation="MVKEAKLNDYMGDEVWYVSSTRNILHLLGINVSYVENGSVGVNV
                     FLKEPLYVGKVRVKFLGITLEKPVREAPQIPEFAEKLGVTVEYYPFNYTRNESQWEDL
                     KLRIWEVAERNSFVEYYSYSNFPGVFYRIPVENYKNFTEELREIGNITIIPGYKYPDE
                     ENIHKYLNTEHPFLGKDIIALGMLIEDKPFYWRIPGIIEHALIVIIVTLVAYKITKSY
                     LASSIAATFAALDPLLFATGIVAMLDIHVAFFIALFMLFLALDRIRLSGIALGLAAAT
                     KLSGAFAFPILWFKILKEKDLKEYLISGLVLPMVSFLIPEITIIKAIGFIPWLEEFIA
                     SFSWHLSFKGEHPSEAPFWMWFVSLKPFPFHFDPDVYAVTDPILMISMIVFVFAVPYV
                     SLRRKGLSEIFWMFWSIIAFFALQYILGGKTQFIFYATPLIPPGAVALGVISYEIIKW
                     EYFERSLRIYLNYLRSIAKPLKKVIKR"
ORIGIN      
        1 atgaaggttg ccggagcaga tgaagcgggg agagggcccg ttataggacc actagttata
       61 gttgccgcag ttgttgaaga agacaaaatc agatccttaa ctaagctagg agttaaggat
      121 tcaaagcagt tgacgccagc tcagagggaa aagctattcg atgagatagt taaagttctt
      181 gatgactact cggtcgtaat agtgtcccct caagatatag acggcagaaa ggggtcaatg
      241 aacgagcttg aggttgagaa cttcgttaag gccttgaact ccctgaaggt caagcctgaa
      301 gttatctaca tagattcggc cgacgttaaa gccgagagat tcgccgagaa cattaggtcg
      361 agactagctt atgaagcaaa ggtggttgcg gagcataagg cggatgccaa gtacgagatc
      421 gtttcagcgg cctcgattct ggcaaaggtc ataagggata gggaaattga gaagctgaag
      481 gcagaatatg gagacttcgg atctggatac cctagcgatc ccaggactaa gaagtggctt
      541 gaggagtggt actctaaaca tggcaatttc cctccaatag tcaggagaac ttgggataca
      601 gccaagaaaa ttgaggagaa atttaagagg gcccagctaa cgcttgataa ctttcttaag
      661 cggtttcgca attga
//
