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LOCUS CP166957 1401 bp DNA linear BCT 20-AUG-2024

DEFINITION Orientia tsutsugamushi strain JJOtsu7 chromosome, complete genome.

ACCESSION CP166957 REGION: 223838..225238

VERSION CP166957.1

DBLINK BioProject: PRJNA1141359

BioSample: SAMN42886733

KEYWORDS .

SOURCE Orientia tsutsugamushi

ORGANISM Orientia tsutsugamushi

Bacteria; Pseudomonadati; Pseudomonadota; Alphaproteobacteria;

Rickettsiales; Rickettsiaceae; Rickettsieae; Orientia.

REFERENCE 1 (bases 1 to 1401)

AUTHORS Kumaraswamy,J., Gunasekaran,K., Kirubananthan,A., Abhilash,K.P.P.

and Prakash,J.A.J.

TITLE Direct Submission

JOURNAL Submitted (29-JUL-2024) Clinical Microbiology, Christian Medical

College, Ida scudder road, vellore, Tamil Nadu 632004, India

COMMENT The annotation was added by the NCBI Prokaryotic Genome Annotation

Pipeline (PGAP). Information about PGAP can be found here:

https://www.ncbi.nlm.nih.gov/genome/annotation_prok/

##Genome-Assembly-Data-START##

Assembly Date :: 29-JUL-2024

Assembly Method :: Flye v. 2.9.3

Genome Representation :: Full

Expected Final Version :: Yes

Genome Coverage :: 1778X

Sequencing Technology :: PacBio Sequel

##Genome-Assembly-Data-END##

##Genome-Annotation-Data-START##

Annotation Provider :: NCBI

Annotation Date :: 08/13/2024 11:11:35

Annotation Pipeline :: NCBI Prokaryotic Genome

Annotation Pipeline (PGAP)

Annotation Method :: Best-placed reference protein

set; GeneMarkS-2+

Annotation Software revision :: 6.8

Features Annotated :: Gene; CDS; rRNA; tRNA; ncRNA

Genes (total) :: 2,379

https://www.ncbi.nlm.nih.gov/nuccore/CP166957.1?report=fasta
https://www.ncbi.nlm.nih.gov/nuccore/CP166957.1?report=graph
https://www.ncbi.nlm.nih.gov/nuccore/CP166957.1?from=223838&to=225238
https://www.ncbi.nlm.nih.gov/nuccore/CP166957
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1141359
https://www.ncbi.nlm.nih.gov/biosample/SAMN42886733
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=784
https://www.ncbi.nlm.nih.gov/genome/annotation_prok/


CDSs (total) :: 2,339

Genes (coding) :: 1,767

CDSs (with protein) :: 1,767

Genes (RNA) :: 40

rRNAs :: 1, 1, 1 (5S, 16S, 23S)

complete rRNAs :: 1, 1, 1 (5S, 16S, 23S)

tRNAs :: 34

ncRNAs :: 3

Pseudo Genes (total) :: 572

CDSs (without protein) :: 572

Pseudo Genes (ambiguous residues) :: 0 of 572

Pseudo Genes (frameshifted) :: 288 of 572

Pseudo Genes (incomplete) :: 411 of 572

Pseudo Genes (internal stop) :: 121 of 572

Pseudo Genes (multiple problems) :: 206 of 572

##Genome-Annotation-Data-END##

FEATURES Location/Qualifiers

source 1..1401

/organism="Orientia tsutsugamushi"

/mol_type="genomic DNA"

/strain="JJOtsu7"

/isolation_source="PBMC"

/host="Homo sapiens"

/db_xref="taxon:784"

/geo_loc_name="India: Vellore"

/lat_lon="12.9244 N 79.1353 E"

/collection_date="2024-01-29"

/collected_by="Janaki and Agilandeeswari"

gene 1..1401

/locus_tag="ACA350_01335"

CDS 1..1401

/locus_tag="ACA350_01335"

/inference="COORDINATES: similar to AA

sequence:RefSeq:WP_012461825.1"

/note="Derived by automated computational analysis using

gene prediction method: Protein Homology."

/codon_start=1

/transl_table=11

/product="DegP-like serine protease TSA47"

/protein_id="XEO07927.1"

/translation="MKKAFYLHLIVFALQGISNVHSKSLLNQKAVLPQQKSDMHINVN

SLSDIVEPLISTVVSIYAVDTNIGISLNNKVSKYQQEVFLGSGVIIDSSGYIVTNENV

IAGAENIKVKLHDGSELIAELVGSDNKINIALLKINSSAALSYATFGDSNQSRVGDQV

IAIGSPFGLRGTVTNGIISSKGRDMGNGIVTDFIQTNAAIHMGSFGGPMFNLEGKIIG

https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=784
https://www.google.com/maps/place/12.9244+79.1353
https://www.ncbi.nlm.nih.gov/nuccore/CP166957.1?from=223838&to=225238
https://www.ncbi.nlm.nih.gov/nuccore/CP166957.1?from=223838&to=225238
https://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c
https://www.ncbi.nlm.nih.gov/protein/2789624459


INSIHVSYSGISFAIPSNTVLEAVECLKKGEKIRRGMLNVMLNELTPELNENLGLKKD

QNGVLITEVIKEGSAAQCGIAPGDVITKFHDKEIKTGRDLQVAVSSTMLNSEREVELL

RNGKSMTLKCKIIANKGEDSEQQSNDQSLVVNGVKFIDLTPDLVKKYNITSANNNGLF

VLEVSPNSSWGRYGLKMGLRPRDIILSVKRDDNKKDISVKTLREIVTNIKHNEIFFTV

QRGDRMLYIALPNINK"

ORIGIN

1 atgaaaaagg cattttattt acatttgata gtatttgcat tacaaggtat aagtaatgtt

61 cattctaaat ctctactaaa tcaaaaggca gtattacctc aacaaaaatc tgatatgcat

121 attaatgtaa atagtttatc cgatatagtt gagccattaa tatctacagt agtaagtatt

181 tatgctgtag atactaacat tggaattagt ttaaataata aggtatctaa gtatcaacaa

241 gaagtgttct taggttctgg ggttatcatt gatagttctg gatatattgt tactaatgag

301 aatgttatag cgggagctga aaatataaaa gtaaagttgc atgatggttc agaactgata

361 gcagaattag ttggcagtga caataaaatt aatatagctt tattaaaaat taattcttca

421 gcagcattat cttatgctac ttttggcgat tcaaatcagt ctagagtagg agatcaggtt

481 attgcaatag gaagtccttt tggtttaaga ggaacagtaa caaatggcat tatttcttct

541 aaaggacgag atatgggtaa cggcatagta actgatttta ttcaaactaa tgctgctatt

601 catatgggta gctttggtgg accgatgttt aatcttgaag gaaaaattat tggaattaat

661 tccattcatg tatcttactc aggcataagt tttgctattc catctaatac tgtacttgaa

721 gcagttgaat gcttaaaaaa aggagaaaaa attcgtcgtg gtatgttaaa tgttatgctt

781 aatgaattaa ctccagaatt aaatgagaat ttaggactta aaaaagatca aaatggagtt

841 ctaataactg aagttataaa agaaggatct gcagcacaat gtggaattgc tcctggagat

901 gtaattacta aatttcatga taaagagatc aaaacaggaa gagatttaca ggtagctgta

961 tcttcaacta tgcttaattc tgaaagagaa gttgagcttt tacgtaatgg taagtctatg

1021 actctaaaat gtaaaattat tgccaacaaa ggtgaggata gtgagcaaca aagtaatgat

1081 caaagccttg tggttaatgg tgtaaaattt attgatctta cacctgattt agtgaagaaa

1141 tataatatta cttcagctaa taataatggg ttatttgtcc ttgaagtttc gcctaactct

1201 tcttggggaa gatatggttt aaaaatgggg ctaagaccta gagatataat tttatcagtt

1261 aaacgtgatg ataataaaaa agatatttct gttaaaacac taagagaaat agtgacaaat

1321 ataaagcata atgaaatttt ctttacagtg caaagaggag atagaatgct ttacattgct

1381 ttacctaata ttaataagta a
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