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Human endogenous retrovirus K113 complete genome |7 ,r )b z EH I\iiﬁ/\ d) 7 t 7 4 ‘i e 5 1@ ‘i f b\ - 1’—
NCBI Reference Sequence: NC_022514,1 &
FASTA  Gesphicy Database: RefSeq
by Entry: NC_044941
: 3 €4 LinkDB: NC_044941
ocus NC_022318 9472 bp  ODNA lizear VRL 30-589-201) Locatlon/QualJ.flers Original site: NC_044941
bR tadiastcotar bt vt 1..9472 Locys  NC0uSMT 182352 bp | DNA_ [inear VR
e oy = : i i irus strain L60, t :
DRLIXK Bicerojecs: PAMANZIZGY /organism="Human endogenous retrovirus K113" BCCESSION Ngrg'ﬁé’ﬁ”'“e SRR SN SN ST
smc:ns ::::qm:nom retrovires Xiid /prOViral EE\%\‘%&DS Eé?ngJeCt PRJNA485481
ORGANISM Human endogenous retrovirus Killd - . i i i
Viruses; Retro-transcribing vireses: Retroviridae. /HIO]._tYpe—“ genomc DNA“ soHsEENISM QH:EZE :x::: izxz: 3: Fﬂz
REFERENCE 1 (bases 1 to 3472} AN - . » Yiruses; Varidnaviria; Bamfordvirae; Nucleocytoviricota;
AUTBORS  Turner,O., Barbulescu,M., Su,M., Jensea-Seaman,M.I., Kidd,K.K. and /h08t= Homo SaEleﬂS Pokkesviricetes; Asfuvirales; Asfarviridae; Asfivirus.
ooy RERREORS  PortoasioR. Boslhar., HoperD.. Li ttle,N.S., Smith
T : ortugal,R., Coelho,J., Hoper, ittle, mithson,
TITLE :nunaonn polymorphisas of full-length endogemous retroviruses in /\ o pron’g' Martins%CM Le|tao,A. a?d eil, i
JOURMAL  Curr. Biol. 1l (19), 1331-1535 (2001) \/ V?rztlzncztrzéggmg comg;?goiwézj aﬁ;TrsYémS “with diffe
W"’-‘: ;‘”:: R JOURNAL %5488?7 Virol. 96 (PT 2), 408-419 (2015)
AZTERENC ( .1 te )
CONSRTM  NCDI Gesome Project REFERENCE 2 (bases 1 to 182362)
TITEe Direct Sutmission CONSRTM ~ NCBI Genome Project

s TITLE Direct Submission
JOURKAZ Submitted (29-5Ep-2013) Naticmal Center far Dlotechnology — ; 3 o
it s, s = . ﬁE kF—ZR—ADRA A S e b e

BETERENCE 3 (bases 1 to 3472) LAANY REFERENCE 3 (bases 1 to 182362)
AUTHORS  Turnex,G., Darbulescu,X., Su,M., Jense=-Seaman,X.I., Xidd, X.K. and AUTHORS ~ Portugal,R., Coelho,J., Hoper,D., Little,N.S., Smithson,
Lenz,J. ~ Upton,C., Martlns,C Leitao,A. and Keil,G.M.
TITLE Direct Submission TITLE Direct Submis
JOURNAL  Submitted {04-JUN-2001) Molecular Gemetics, Albert Einstein College _|_ JOURNAL Sklbvlf:ed (Uzségg E_UM) §I0§hem156rytand Mlgéoeéggég- g
: 3 g X ictoria innerty Roa ictoria
i R L T S T S I':I p COMMENT ~ PROVISIONAL REFSEQ: This record has not vet been subject
& S ke NCBI review. The reference sequence is identical to KM26
NCBI review. The reference sequence is identical to AYS)T7538, COMPLETENESS ful | |ength
COMPLETEXESS) full length. — FEATURES Location/Qualifiers
PEATURES Location/Quaiifiers (—] 1 sourc To 102002 o "
source 1..9472 ‘ 1— ﬁ Iﬁ /organisn= "African swine fever viru
/organisa~"Human endogenous retrovirus K113* = 5"‘?' type “genomic DNA”
strain=
;::t:;:..qwc BEA® /host="domest ic pig”

/db xref— “taxon:10497”

/hoats"tlose sapiens*®
db m!- Saxon:l166122°

fJn. foature 1112 6766

«1 frameshpbpubrodii Lo =
h't Em'ni = #nn FEATURES Location/Qualifiers
Ei ‘w j R l~ source 1..182362

/atasdard name~"D22814651"

/organism= Afrlcan swine fever virus”
| ) - /mol _t pe= “genomic DNA”
KIRAEALIE (- R 1E Refseq DY e
= /host ="domestic pig

- 6451..8550 = .
= /locus tac="0779 onlt ; X RETS ”Baxon .
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Search

° - About Statistics Browse Virus Index  Host Index  Feedback
;@ Virus-Host DB o

Annotated viruses Lost Update: August 14, 2020

Virus-Host DB organizes data about the relationships between viruses
and their hosts, represented in the form of pairs of NCBI taxonomy ----
1Ds for viruses and their hosts. Virus-Host DB covers viruses with

complete genomes stored in 1) NCBI/RefSeq and 2) GenBank whose

accession numbers are listed in EBI Genomes. The host information is dsRNA

collected from RefSeq, GenBank (in free text format), UniProt,
ViralZone, and manually curated with additional information obtained
by literature surveys.

mp Browse all viruses

F—= L=

QQ Human viruses
SSDNA

Other major hosts

[ Animal | Plant | Other Eukaryotes | Bacteria | Archzea ] Rervirs
Selected viral families S Yo
"% Adenoviridae £ papillomaviridae " Herpesviridae
Viroid

f"ji- Baculoviridae % Poxviridae {:} Parvoviridae
. RN gt \ R P ot

* Retroviridae i‘ j Reoviridae Picornaviridae oo
" Flaviviridae | Caliciviridae " Coronaviridae

GenBank

: Bunyaviridae _ Orthomyxoviridae "\ Paramyxoviridae _

15699

f—=J—DHYYMRIIL2020 RAZ—38

32722

1738

1418

Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other
Bacteria
Eukaryota
Archaea
Viruses
Unassigned/Other

RefSeq (reicase 201, July 6, 2020)

(reloase 238.0, June 15, 2020)

Hop stunt viroid - cucumber

Hop stunt viroid - cucumber [TAX:12902] )b Z
Viruses; Pospiviroidae; Hostuviroid; Hop stunt nd H

Non-segmented
X07405 Cucumber pale fruit viroid (CPFV) RNA.

Known hosts (2)

Cucumis sativus [TAX:3659]

Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta; Tracheophyta;
Euphyllophyta; Spermatophyta; Magnoliopsida; Mesangiospermae; eudicotyledons;
Gunneridae; Pentapetalae; rosids; fabids; Cucurbitales; Cucurbitaceae; Benincaseae;
Cucumis

Literature

PMID: 6328420

Sano T, Uyeda I, Shikata E, Ohno T, Okada Y

Nucleotide sequence of cucumber pale fruit viroid: homology to hop stunt viroid.
Nucleic Acids Res. 1984 Apr 25;12(8):3427-34

= RN

Solanum lycopersicum [TAX:4081]

Eukaryota; Viridiplantae; Streptophyta; Streptophytina; Embryophyta; Tracheophyta;
Euphyllophyta; Spermatophyta; Magnoliopsida; Mesangiospermae; eudicotyledons;
Gunneridae; Pentapetalae; asterids; lamiids; Solanales; Solanaceae; Solanoideae; Solaneae;
Solanum; Solanum subgen. Lycopersicon

Literature

PMID: 6328420

Sano T, Uyeda I, Shikata E, Ohno T, Okada Y

Nucleotide sequence of cucumber pale fruit viroid: homology to hop stunt viroid.
Nucleic Acids Res. 1984 Apr 25;12(8):3427-34.
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Tota:5 [ Show |[20  |viusesperpage  «Page[t |

Host lineage

Eukaryota; Opisthokonta; Metazoa; Eumetazoa;
Bilateria; Protostomia; Ecdysozoa; Panarthropoda;

Ornithodoros [TAX:6937] Arthropoda; Chelicerata; Arachnida; Acarl;
Parasitiformes; Ixodida; Ixodoidea;

Argasidae
Viruses; Varidnaviria; Bamfordvirae; A 2 R R
African swine fever virus OURT 88/3 [TAX:443878]  Nucleocytoviricota; Pokkesviricetes; Asfuvirales Euno; Opshoron; Metzog; Eumeticog,

. : Bilateria; Deuterostomia; Chordata; Craniata;
Asfarviridae; Asfivirus; African swine fever virus Vertebrata: Gnathostomata: Teleostomi:

Sus scrofa [TAX:9823] Euteleostoml; Sarcopterygil; Dipnotetrapodomorpha;
Tetrapoda; Amniota; Mammalia; Theria; Eutheria;
Boreoeutheria; Laurasiatheria; Artiodactyla; Suina;
Suldae; Sus
Eukaryota; Opisthokonta; Metazoa; Eumetazoa;
Bilateria; Deuterostomia; Chordata; Craniata;

Viruses; Varidnaviria; Bamfordvirae; Vertebrata; Gnathostomata; Teleostomi;
African swine fever virus Georgia 2007/1 [TAX:874269] Nucleocytoviricota; Pokkesviricetes; Asfuvirales] Sus scrofa domesticus [TAX:9825] Euteleostomi; Sarcopterygii; Dipnotetrapodomorpha;
Asfarviridae; Asfivirus; African swine fever virus Tetrapoda; Amniota; Mammalia; Theria; Eutheria;
L Boreoeutheria; Laurasiatheria; Artiodactyla; Suina;
Suidae; Sus; Sus scrofa j
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T RAAGE - FFE - BeE

® WebT777X (B%R) TZ3
(https://www.genome.jp/virushostdb/)

® FIPC774M%EX7A—FTES
(ftp://ftp.genome.jp/pub/db/virushostdb/)

@ BLASTIEXE H*GenomeNet TH]EE ‘ n GenomeNet ) BLASTH® 3% [H][E ~
(https://www.genome.jp/tools/blast/)

Licensed under a Creative Commons &x~4.0EERZ 1 >~ X

f—=T—0DBIVRIIL2020 RAZ—38 ©20205258 (AL 2 FIZEA)



T RAAGE - FFE - BeE

GenomeNet T DBLASTIR 3% H][H
https://www.genome.jp¥tools/blast/

BLAST Search
BLASTN Search Result
Database: genes-nt
BLAST FASTA KEGG2 DNA sequence database entries related to query - 29 hits
Show alignment
Compute | I Clear I
Enter query sequence: (in one of the three forms) Entry ¥ number bits ‘E-val
janca 10| | . : -
[ [{(Exarrpicy i e Top 10 WV ISeIect operation VI Exec |
Local file name 8. ; :
g d l—""':' ¥ salt:A0058_05500 peptide chain release factor 1 K15034 42.8 0.40
equence data
q GEcaactaga gacactebig ageatotech (cchattaabt ggagacatta M hmg:101236616 uncharacterized LOC101236616 K09534 41.0 1.4
tataggtgtc tctaaatggc attcttgtaa taagttgaac tttaatttga
attaaaaggc tcaaaaggct @mesq:c7ﬁ62_0080 Outer membrane vitamin Bl2 receptor BtuB K16092 3952 4.9
] seon:BWz22_07880 DNA repair protein Rada R04485 39.2 4.9
Vi ndo:DDD_2330 polyphosphate kinase 39.2 4.9
— / : 5
Select program and database: [Z camu:CA2015_3802 TonB-dependent receptor plug 39.2 4.9
E salg:SYNTR 2085 Glutaminyl-tRNA synthetase R01886 39.2 4.9
O BLASTP (prot query vs prot db) | ' KEGG GENES @cbj:uouoz_ouos glycine betaine transporter OpuD K05020 39.2 4.9
O BLASTX (nucl query vs prot db) Eukaryotes ' ' Prokaryotes ' ' Viruses ] cbm:CBF_1189 choline/carnitine/betaine transporter K05020 39.2 4.9
' Favorite organism code or category ] cbf:CLI_1217 choline/carnitine/betaine transporter K05020 39:2 4.9
hsa ptr ggo O cob: CLD_3432 choline/carnitine/betaine transporter K05020 39:2 4.9
' KEGG MGENES Oepi: CLK_0571 choline/carnitine/betaine transporter K05020 39:.2 4.9
Env'ronmentall Organismal O cbh:CLC 1180 choline/carnitine/betaine transporter K05020 39.2 4.9
Favorite sam
AVONte satiples O cba:CLB_1168 choline/carnitine/betaine transporter K05020 39.2 4.9
|Gut T30143 | i o ,
. T D cbo:CB01131 opuD; choline/carnitine/betaine transporter K05020 39.2 4.9
Microbial Reference Genes O ehr:EHR 03820 transcriptional regulator, RofA familiy 39.2 4.9
Ocean (OM-RGC) ' ' Human gut (IGC)
' nr-aa (GenBank, UniProt, RefSeq and PDBSTR)
' Swiss-Prot ' UniProt | RefSeq
.~/ PDRSTR
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@ HDF—4~—R|-FIE (GLoBI. KEGG) G[\;\B|

% GENOME: Rotavirus C — ] about blog browse contribute data datasets search references HZAZE E
| Help

Entry 740084 Yiral Genome
Definition|Rotavirus C
Taxonomy |TAX:36427

Example query: What do sea otters (Enhydra lutris) eat? or What do honey bees (Apis) pollinate?

What kind of |organisms | do [organisms |[interacts with v | according to
Lineage |Viruses; Riboviria; Orthornavirae; Duplornaviricota; Resentoviricetes; ]Hingamp
Reovirales; Reoviridae; Sedoreovirinae; Rotavirus
Sequence |[RS:NC_007543 NC_007544 NC_007545 NC_007546 NC_007547 NC_007569 NC_007570 organisms
NC_007571 NC_007572 NC_007573 NC_007574 interacts with... plenty of things according to Hingamp!

. Taxonomy |

Disease Rotaviral enteritis [DS:H00975]
Host Homo sapiens [GN:hsa]
Disease Viral gastroenteritis [DS:H01430]

Missing some results? Have suggestions? Let us know. Like a different view? Open results in interaction browser , «
the references.

has pathogen Zygosaccharomyces bailii virus Z
Other DBs |Virus-HostDB: 36427 2
'Reterence |PMID:1056/650
Authors |James VL, Lambden PR, Deng Y, Caul EO, Clarke IN Zygiosaccharomyces balll
Title Molecular characterization of human group C rotavirus genes 6, 7 and 9. S‘u:ported "
Journal |J Gen Virol 80 ( Pt 12):3181-7 (1999) Mihara, T, Nishimura, Y., Shimizu, Y., Nishiyama, H., Yoshikawa, G., Uehara, H., Hingamp, P., Goto, S., and Ogata, H.; Linking

D0I:10.1099/0022-1317-80-12-3181
Reference |PMID:11864750 [+ Nishimura, Y.
es with host

Authors |Chen Z, Lambden PR, Lau J, Caul EO, Clarke IN taxonomy. Viruses 8, 66 doi;10.3390/v8030066 (2016). Accessed via <https://github.com/globalbioticinteractions/virus-host-
db/archive/9b2dc1404251480e665709470ae6b55944bad2a7 zip> at 2020-08-24T02:05:45.114Z.
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AN e
2~3MAT LI v ossses
— - 4 DB
)Y —2 & FAHT3)
(NCBI/RefSeq®D U |) — X & [a]}
Virus information
. 7 — 7 4 }b lg_ : ° e Virus name: Bacteriophage sp.
— -1 } =2 .L - e RefSeq Definition: unidentified phage genome assembly, chromosome: 1.
e Lineage: root; Viruses; unclassified viruses; unclassified bacterial viruses; Bacteriophage sp.
(Menu | Logout] + Genome type:
enu ogout
Menu Logged in as o?_:|ata. e Other Refseq Ids with virus_tax_id = 38018:
) DB Version » Tax ID: 38018
e Public page: 38018
) ot
s Virus-Host Table
¢ New Accession List [Change Log]
« Removed/Changed Accessions From Previous Release
+« Genome Type
o List of segmented virus
o List of non-segmented virus Host Tax ID: | ‘ (required. Multiple Host Tax ID

» Genome Composition PubMed 1ID: | ‘

s« Comparison to NCBI Virus
o Comparison of Accession
= RefSeq Accession only in NCBI Reference:
» RefSeq Accession only in VHDB
= GenBank Accession only in VHDB Y
o Comparison of Virus Tax ID
= Different virus_tax_id between VHDB and NCBI Virus
o Comparison of Host Tax ID Comment:
= Accession with no host_tax_id in VHDB
= Accession with no host_tax_id in NCBI Virus y
= Accession with same host_tax_id in VHDB and NCBI Virus
= Accession with differenct host_tax_id in VHDB and NCBI Virus
e List of Viruses having both Bacteria/Archaea hosts and Fukaryota host Note:
a Thanna | nn
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@ LI AVIFIAINARDIETR

@ TVANARDT/LDRATDIEER  (dsDNA, ssDNA, dsRNA, etc)
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