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Location/Qualifiers
1..675
/organism="Pyrococcus abyssi GE5"
/mol type="genomic DNA"
/strain="Orsay"
/type material="type strain of Pyrococcus abyssi"
/db xref="taxon:272844"
<l..4
/locus_tag="PABO351"
<l..4
/locus_tag="PABO351"
/codon_start=2
/transl table=11
/product="ABC transporter, permease component"
/protein id="CAB49439.1"
/db_xref="GOA:Q9V1BO"
/db_xref="InterPro:IPR001626"
/db_xref="InterPro:IPR029022"
/db_xref="UniProtKB/TrEMBL:Q9V1BO"
/translation="MIEEYLLRAFLASLMVGTLLGLLSPLINLKGIAFLTHATFHALL
FGAVLGMILGLIFGNLSLIFWISLLTAIAIVIGIAEMEIRGYSSDTAVGVMAGVIAGL
TVLGFGVLYKVMASRPYFALSESIVSYLTGEIFLITENDLLLLVIGGLIVFLIMIAFY
RDFLYLSFDPEGLESHGGNVRLYLMILYFLVGSIGGLIVKTVGLITLQVLAVLPGAIA
MSIARRIRELVAISLGLTLTIQVASTFLGYYFDIPPSGLATILLATIYGALALGRKVA
1..675
/gene="rnhB"
/locus_tag="PAB0352"
1..675
/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"
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ORIGIN

//

/db_xref="InterPro:IPR020787"
/db_xref="InterPro:IPR023160"
/db_xref="InterPro:IPR024567"
/db_xref="UniProtKB/Swiss-Prot:Q9V1A9"
/translation="MKVAGADEAGRGPVIGPLVIVAAVVEEDKIRSLTKLGVKDSKQL
TPAQREKLFDEIVKVLDDYSVVIVSPQDIDGRKGSMNELEVENEVKALNSLKVKPEVI
YIDSADVKAERFAENIRSRLAYEAKVVAEHKADAKYEIVSAASILAKVIRDREIEKLK
AEYGDFGSGYPSDPRTKKWLEEWYSKHGNFPPIVRRTWDTAKKIEEKFKRAQLTLDNFE
LKRERN"

complement (637..>675)

/locus_tag="PAB2015"

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
FLKEPLYVGKVRVKFLGITLEKPVREAPQIPEFAEKLGVTVEYYPENYTRNESQWEDL
KLRIWEVAERNSEFVEYYSYSNFPGVEFYRIPVENYKNFTEELREIGNITIIPGYKYPDE
ENIHKYLNTEHPFLGKDIIALGMLIEDKPFYWRIPGIIEHALIVIIVTLVAYKITKSY
LASSIAATFAALDPLLFATGIVAMLDIHVAFFIALFMLFLALDRIRLSGIALGLAAAT
KLSGAFAFPILWFKILKEKDLKEYLISGLVLPMVSFLIPEITIIKAIGFIPWLEEFIA
SFSWHLSFKGEHPSEAPFWMWEVSLKPFPFHFDPDVYAVTDPILMISMIVEVFAVPYV

SLRRKGLSEIFWMFWSIIAFFALQYILGGKTQFIFYATPLIPPGAVALGVISYEIIKW

EYFERSLRIYLNYLRSIAKPLKKVIKR"
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