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     gene            1..1194 

                     /locus_tag="OK116_07905" 

     CDS             1..1194 

                     /locus_tag="OK116_07905" 

                     /inference="COORDINATES: ab initio 

                     prediction:GeneMarkS-2+" 

                     /note="Derived by automated computational analysis using 

                     gene prediction method: GeneMarkS-2+." 

                     /codon_start=1 

                     /transl_table=11 

                     /product="hypothetical protein" 

                     /protein_id="WCF16655.1" 

                     /translation="MNRDANGLLQLIADKRLCRAIVAESPRTALALFQAIANTRKYGI 

                     EIESFARNIFHEALDNKDSFLYQEADGHASGLIGDHKPFTQAMFANYEMVVNIKTFLL 

                     PDEDAMRKWDAAQCEIYCRVVLISFRNYISQAYRGDSSELSWAMGEITIAASDLCTLN 

                     ERSSAGDSDVLRRLALVIQFIKDAVRILDQEGVPDHVHIRVRVGDDSLPVLYGYIVTM 

                     IDTVISYTLKVSSPKLVRDIQYKSVWTKLFYHSTFNGPAGQVVAFKLRRRLYNQIAGI 

                     RIDEMGCLRNFRGAKILRFCLNVLALAVIRGNDYKSDRRFHYRVLHRAVLAWTKKHFV 

                     WLHSHHPRLAESCLGNHITYDAEHLRLAYTHPAKGSIGNVSYLALNPAPPPPEPVAAS 

                     AVPNA" 

ORIGIN       

        1 ttgaacagag acgccaacgg cctattgcag ctcatcgctg acaaaaggct gtgccgtgcc 

       61 attgtcgcgg agtcaccacg cacggcactg gccctgttcc aagcaatcgc caacaccagg 

      121 aaatatggca ttgagataga gagcttcgcc cggaatatct tccatgaggc gctggataac 

      181 aaggactcct ttctctatca ggaggctgat ggccacgcat cgggcctgat cggtgatcac 

      241 aagcccttca ctcaggcgat gttcgccaac tatgagatgg tcgtgaacat caaaactttc 

      301 cttctccctg acgaagacgc catgcggaaa tgggacgccg cgcagtgtga gatctactgc 

      361 agggtggtgt tgataagctt tcgcaactac atcagtcaag cgtatcgagg cgattcctcc 

      421 gagctgtctt gggccatggg tgaaattaca attgctgcct ctgatctctg cacgttgaac 

      481 gaacgcagca gtgccggtga tagcgatgtg ttacgccgtc ttgctcttgt gatccagttc 

      541 atcaaagacg cggtcaggat tctcgaccag gagggagttc ctgaccacgt ccacattcgt 

      601 gtgagagtgg gcgacgactc tctgccagtc ttgtacggtt acatcgtcac catgattgac 

      661 acggtgatct cctatacttt gaaagtcagc tcgccaaagc tcgtccggga cattcagtac 

      721 aaatcagtgt ggactaagct gttctaccat tctactttta atggtcccgc aggtcaggtg 

      781 gtggcgttta agctgcgccg ccgtctatac aaccagattg ctggcattcg gattgatgag 

      841 atggggtgct tacggaactt ccgaggagca aagattctcc gcttctgcct gaacgtgctg 

      901 gcgcttgctg ttatacgggg gaacgactac aagagcgacc gaagatttca ttaccgagta 

      961 cttcacagag ctgtgttggc ctggacgaaa aagcacttcg tctggctaca tagccaccac 

     1021 ccacgccttg ctgagagctg cttgggaaac cacatcacct acgacgcaga gcacctacgc 

     1081 ttggcctaca cccatcctgc caaggggtcg ataggcaacg tgagctacct cgccctcaat 

     1141 cccgcacccc cacccccgga accagtcgct gcttccgccg tgcccaacgc ctag 

// 

 

https://www.ncbi.nlm.nih.gov/nuccore/CP109897.1?from=1683309&to=1684502
https://www.ncbi.nlm.nih.gov/nuccore/CP109897.1?from=1683309&to=1684502
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11
https://www.ncbi.nlm.nih.gov/protein/2437003925

