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            ##Genome-Assembly-Data-START##
            Assembly Date          :: DEC-2021
            Assembly Method        :: Flye v. 2.9
            Genome Representation  :: Full
            Expected Final Version :: Yes
            Genome Coverage        :: 813x
            Sequencing Technology  :: Oxford Nanopore MiniION, Illumina
            ##Genome-Assembly-Data-END##
            
            ##Genome-Annotation-Data-START##
            Annotation Provider               :: NCBI
            Annotation Date                   :: 01/06/2022 16:39:59
            Annotation Pipeline               :: NCBI Prokaryotic Genome
                                                 Annotation Pipeline (PGAP)
            Annotation Method                 :: Best-placed reference protein
                                                 set; GeneMarkS-2+
            Annotation Software revision      :: 5.3
            Features Annotated                :: Gene; CDS; rRNA; tRNA; ncRNA;
                                                 repeat_region
            Genes (total)                     :: 2,661
            CDSs (total)                      :: 2,602
            Genes (coding)                    :: 2,515
            CDSs (with protein)               :: 2,515
            Genes (RNA)                       :: 59
            rRNAs                             :: 2, 2, 2 (5S, 16S, 23S)
            complete rRNAs                    :: 2, 2, 2 (5S, 16S, 23S)
            tRNAs                             :: 49
            ncRNAs                            :: 4
            Pseudo Genes (total)              :: 87
            CDSs (without protein)            :: 87
            Pseudo Genes (ambiguous residues) :: 0 of 87
            Pseudo Genes (frameshifted)       :: 47 of 87
            Pseudo Genes (incomplete)         :: 42 of 87
            Pseudo Genes (internal stop)      :: 19 of 87
            Pseudo Genes (multiple problems)  :: 16 of 87
            ##Genome-Annotation-Data-END##
[bookmark: feature_CP090547.1]FEATURES             Location/Qualifiers
     source          1..1503
                     /organism="Xylella fastidiosa subsp. sandyi"
                     /mol_type="genomic DNA"
                     /strain="OC8"
                     /host="Olea"
                     /sub_species="sandyi"
                     /db_xref="taxon:671135"
                     /geo_loc_name="USA:Irvine, California"
                     /collection_date="2021"
                     /collected_by="Lindsey Burbank"
     gene            <1..4
                     /locus_tag="LZ756_05290"
     CDS             <1..4
                     /locus_tag="LZ756_05290"
                     /inference="COORDINATES: similar to AA
                     sequence:RefSeq:WP_020852736.1"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Protein Homology."
                     /codon_start=2
                     /transl_table=11
                     /product="hypothetical protein"
                     /protein_id="UIX82263.1"
                     /translation="MTAFRLFSRLNTFYGMTGQLLAAGQLKFYDAGTTTPRPVYGDSG
                     LAVNNGVTVRLDSSGRPDVDIWGQGSYFVELFDSLGAKQGEADGVSIPGGGGLTIPAL
                     DSSKFLTNNGAILLWSTIREVPDPVGMGGKVLGTDGENLLWQSLPRPPDSQYTVSTDM
                     LKIGNFMIQWGRDTAPASGKAATLKLVTFPKPFANTPYFVKASVTAALATASSLVAES
                     VSGTSTTNATFNFVTADSKERNSDPIISSIPFDWIAFGQGAA"
     gene            1..1503
                     /locus_tag="LZ756_05295"
     CDS             1..1503
                     /locus_tag="LZ756_05295"
                     /inference="COORDINATES: similar to AA
                     sequence:RefSeq:WP_016024111.1"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Protein Homology."
                     /codon_start=1
                     /transl_table=11
                     /product="LamG domain-containing protein"
                     /protein_id="UIX82264.1"
                     /translation="MTTIPHNKEPFLDASGLVARSWRTYLSSLTQSDAATQLQRQIDQ
                     LRAAIPTEPPNGSNSALNAQLLATGSVDVTGTLSSGFVTLSLEGDTRIPEATSYYGTD
                     AAGAKGWHPVPVVSVNGNTGSVLLKVGTLADVDASAIADKKALVWDASSNKHVYADIP
                     SGGGSGSTGAMRIENITSAAATLTQSQAGSYLRFTYSGAKTVTVPPGLPISSGVVTVL
                     SNQSSGPLTLSAGASMTLNGSAGAFVLQQGEAATLVFLSSSEADVITASTTGQASYTT
                     AICVAFNGKNQWGDIASLPSSVIGGAPHTILALYNPLGGFGSSGTRQAVFSGGALGTP
                     QLRIGASSDETAFTYYESHADGSEPYGGIEGAGSATAGRWTAHAGKYDLGRCYAATHT
                     TPWTDSDPSGTPSTTPTLAPPFTIARRYNAGSPDRYLNGYLHSLGVFNRALSSVEITD
                     FFAHKDLTSINGLVSGWRFGTDGQTTVPNLVDGEAPCVLSGSPDYVRARI"
ORIGIN      
[bookmark: sequence_CP090547.1]        1 atgaccacca tcccccacaa taaagaaccg tttcttgacg cctctgggct ggtggcgaga
       61 agctggcgca cctatctatc ctcgttaacg caaagcgatg ccgcaacgca gttacagcgg
      121 cagatagatc agttgcgggc cgctatccct accgaacccc ccaacggcag taacagtgcg
      181 ctcaatgcgc aactgctcgc aacaggttca gtcgatgtaa caggcacgct ttctagcggc
      241 ttcgtcactc tgagccttga gggagatact cgcatcccag aggctacttc ttattacggc
      301 accgatgccg caggagcgaa aggctggcac cccgttccgg tggtttcagt gaatggcaat
      361 acagggagcg tcttgctgaa ggtgggcacg cttgccgatg tggacgcctc cgcaatagca
      421 gacaaaaaag cattggtgtg ggacgcctcc tctaacaaac atgtgtacgc cgatatcccc
      481 tccggtggtg ggagcggcag cacaggcgct atgcgcattg agaacatcac atcagccgca
      541 gccaccctga cgcaatccca agcagggagc tatttaaggt ttacatatag cggagccaag
      601 acggtgactg tcccccctgg gttgccgata tcgtctgggg tggtcaccgt gctttccaat
      661 caatccagcg gccccctcac tctctcagcg ggggcgagca tgactcttaa cgggtcggca
      721 ggcgcgtttg tgctgcaaca gggcgaagcc gccacccttg tgttcctgag cagcagcgaa
      781 gcggacgtca tcacagcaag caccaccgga caagccagct acacgaccgc tatttgcgtt
      841 gcgttcaacg gtaaaaacca atggggtgat atcgcatcgc ttccctcatc ggtcatcggg
      901 ggtgcgccgc acactattct ggcgctttac aacccacttg ggggctttgg ctctagcggc
      961 acacgtcaag cggtattcag cggcggcgca ttaggaacgc cacaactacg tattggcgct
[bookmark: OLE_LINK1]     1021 tcttccgacg aaaccgcatt cacctattac gagtcacatg cggacgggtc cgagccatac
     1081 ggcgggattg aaggcgctgg ttctgccaca gcggggcgtt ggactgctca cgcaggcaaa
     1141 tacgatttgg ggcgttgcta tgccgctacg cacaccacac cgtggacgga ctccgaccca
     1201 agcggcacac catcaaccac accaaccctt gcgcccccgt tcactatcgc gcgtcgatat
     1261 aacgcagggt cacccgatcg ttatctcaat ggctatctgc atagccttgg cgtatttaac
     1321 agggcgcttt ctagtgtcga gatcactgat ttcttcgcgc acaaggattt aacgtctatc
     1381 aatggtttgg tgtcgggatg gcggttcgga accgacgggc aaacaaccgt gcctaactta
     1441 gtggacggcg aagcgccctg tgtgctttcc ggatcgccgg attacgtccg tgcgcgcatc
     1501 tga
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