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GenBank
 H GenBank civail pia faon dedouévwy ue TAnpogopiec DNA. Tnv Bdon tnv
dlaxelpiCetal To National Center for Biotechnology Information (NCBI). ). H

GenBank xwpiletal o€ 17 d1akpITEC KATnyopieg (divisions) avaAoya PE TO
€ido¢ NG aAAnAouyxiac DNA TTou TTEPIEXOUV:

* Division sequence Division sequence
subset subset
« PRI primate PHG Bacteriophage
« ROD rodent SYN synthetic
- MAM other mammalian UNA unannotated
« VRT other vertebrate EST expressed sequence tags
 INV invertebrate PAT patent
« PLN plant, fungal, algal STS sequence tagged sites
« BCT bacterial GSS genome survey sequences
* RNA structural RNA HTG high throughput genomic seq.

 VRL viral



* [lAnpo@opieg PTTOpEi KAVEIG VO aVOKTAOEN ATTO TN
GenBank, xpnoiyotroiwvtac 1o OAOKANPwWHEVO cUCTNHA
avAakTNong TTAnpogopiwyv Entrez.

Aopun Twyv Kataxwpnoewyv tng GenBank

* Mia kataxwpnon ot GenBank Trepiexel To ApxEIo
aAAnAouxiag, To OTTOIO TTEPIEXEI EKTOC ATTO TNV
aAAnAouxia KaB'auTr Kal OIGPOPES TTEPIYPAPIKEG
TTANPOPOPIEC TTOU OXETICOVTAI UE AUTHV.

* KaBe kataxwpnon (entry) emiong mepIAapBaver kai
OIAQPOPEG AECEIG-KAEIDIA, OXETICOUEVA UTTO-KAEIOIA Kal Eva
TTPOQIPETIKO APXEIO aéloonpalwmv
xapakTnpioTikwv(feature table).

 Mia GenBank ypaupoypda@non giag Kataxwpenon yia tnv
avBpwrTrivn cyclooxygenase
(http://en.wikipedia.org/wiki/Cyclooxygenase)civail n
aKoOAouon:



LOCUS HUMCYCLOX 3387 bp mMRNA linear PRI 31-DEC-1994
DEFINITION Homo sapiens cyclooxygenase-2 (Cox-2) mRNA, complete cds.
ACCESSION M90100
VERSION M90100.1 GI:181253
KEYWORDS cyclooxygenase-2; prostaglandin synthase.
SOURCE  Homo sapiens (human)
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 3387)
AUTHORS Hla,T. and Neilson,K.
TITLE Human cyclooxygenase-2 cDNA
JOURNAL Proc. Natl. Acad. Sci. U.S.A. 89 (16), 7384-7388 (1992)
MEDLINE 92366465
PUBMED 1380156
COMMENT  Original source text: Homo sapiens umbilical vein cDNA to mRNA.



http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=9606
../../../../../../entrez/utils/qmap.cgi%3fuid=92366465&form=6&db=m&Dopt=r
../../../../../../entrez/utils/qmap.cgi%3fuid=1380156&form=6&db=m&Dopt=r

FEATURES Location/Qualifiers
source 1..3387
/organism="Homo sapiens"
/mol_type="mRNA"
/db_xref="taxon:9606"
[cell_type="endothelial"
ftissue_type="umbilical vein"

gene 1..3387
/gene="Cox-2"

S'UTR 1..97
/gene="Cox-2"

CDS 98..1912
/gene="Cox-2"

/EC_number="1.14.99.1"

/codon_start=1

/product="cyclooxygenase-2"

/protein_id="AAA58433.1"

/db_xref="Gl:181254"
/translation="MLARALLLCAVLALSHTANPCCSHPCQNRGVCMSVGFDQYKCDC
TRTGFYGENCSTPEFLTRIKLFLKPTPNTVHYILTHFKGFWNVVNNIPFLRNAIMSYV

VEVGAPFSLKGLMGNVICSPAYWKPSTFGGEVGFQIINTASIQSLICNNVKGCPFTSF
SVPDPELIKTVTINASSSRSGLDDINPTVLLKERSTEL"
sig_peptide  98..148
/gene="Cox-2"
mat_peptide  149..1909
/gene="Cox-2"
/product="cyclooxygenase-2"
/EC_number="1.14.99.1"
3'UTR 1913..3387
/gene="Cox-2"
polyA_signal 3369..3374
/gene="Cox-2"


../../../../../../entrez/viewer.fcgi%3fval=181253&itemID=5&view=gbwithparts
../../../../../../entrez/viewer.fcgi%3fval=181253&itemID=2&view=gbwithparts
../../../../../../entrez/viewer.fcgi%3fval=181253&itemID=1&view=gbwithparts
http://www.expasy.org/cgi-bin/nicezyme.pl?1.14.99.1
../../../../../../entrez/viewer.fcgi%3fval=AAA58433.1
../../../../../../entrez/viewer.fcgi%3fval=181254&itemID=7&view=gpwithparts
../../../../../../entrez/viewer.fcgi%3fval=181254&itemID=8&view=gpwithparts
http://www.expasy.org/cgi-bin/nicezyme.pl?1.14.99.1
../../../../../../entrez/viewer.fcgi%3fval=181253&itemID=3&view=gbwithparts
../../../../../../entrez/viewer.fcgi%3fval=181253&itemID=4&view=gbwithparts

ORIGIN

1 gtccaggaac tcctcagcag cgectecttc agctccacag ccagacgecc tcagacagca
61 aagcctacce ccgegecgeg cectgeccge cgetgegatg ctcgeeegeg cectgetget
121 gtgcgeggte ctggegctca gecatacage aaatccttgce tgttcccace catgtcaaaa
181 ccgaggtgta tgtatgagtg tgggatttga ccagtataag tgcgattgta cccggacagg
241 attctatgga gaaaactgct caacaccgga atttttgaca agaataaaat tatttctgaa
301 acccactcca aacacagtgc actacatact tacccacttc aagggatttt ggaacgttgt
361 gaataacatt cccttccttc gaaatgcaat tatgagttat gtgttgacat ccagatcaca

3301 tacctgaact tttgcaagtt ttcaggtaaa cctcagctca ggactgctat ttagctcctc
3361 ttaagaagat taaaaaaaaa aaaaaag
/l



H I'paupry LOCUS €ival To XapakTnPIOTIKO TTOU UTTOOOUAWVEI
aAAnAouyia Acitoupyikotntag (HUMCYCLOX uttodoUAWVEl
avBpwivn cyclooxygenase), Tov aplBuo Bacewy, TNV TTpoEAEUDN
NG TTANpogopiag aAAnAouxiag (MRNA), To TuRua Tng Bl (PRI)
Kal TNV NMEPOoMNVia uttoBoAnG Twyv dedopevwy oTtn BIT.

H ypauun DEFINITION TtrepiExel Tnv TEpIypa®n 1N aAAnAouxiac.

H ypapun ACCESSION eival Evag HovadiKOg KwWOIKOC O OTT0i0g
diveTal o€ KABE pIa kataxwpnon.

H ypauun KEYWORDS TrepIEXEl pPATEIC TTOU TTEPIYPAPOUV TA
yovidla Kal AAAEC OXETIKEC TTANPOYPOPIEC.



H ypauurp SOURCE TTEPIEXEI TTANPOPOPIES YIA TOV IOTO ATIO TOV
oTroiov Ta dedopéEva €rxdnoav.

H ypauurg ORGANISM Ttrepiypd@el Tnv BIoAoyIKr TagIivOunaon Tou
OPYQAVIOUOU TTPOEAEUONG.

H ypauul REFERENCE Ttrapéxel Tapatroutteé atn BipAiIoypagia yia
TNV OUYKEKPIPMEVN aAAnAouyia.

H ypappn FEATURES trapéxel akpiBeig TTANpogopieg yia Ta
XapakTnploTika (Feature Table). 2uvretaypeveg TTapexovTal yia 10 5
UN-METAPPAOHPEVO papog (1-97), yia Tnv aAAnAouyia KwOIKoTToinoNG
(98-1912), yia 10 3" un-peTaypagpouevo pepog (1913-3387), yia mn
polyadenylation aaAAnAouyia (3369-3374) k.1.A. ETTiong TrapexovTal
TTANPOPOPIEC YIa TN HETAPPOON TNS TTPWTEIVNC Kal TIC BECEIC
O1aPOPWV TTETTTIOIWV.

H ypapuun BASE COUNT 0divel TTANpo@OpIEC YIa TRV auXvoTnTa
EMPAVIONG TWV DIAPOPETIKWYV TUTTWV BAcewv oTnv aAAnAouyia (i.e.
1010 A, 712 C, 633 G, 1032 T).

H ypapury ORIGIN onueiwvel Tnv TpwTtn BAon TNG aAAnAouyiag oTo
yovidiwpa.



MPAKTIKH EOAPMOIH
GenBank

[a va rpooTtreAdoete TN Bl GenBank, oTtov Internet Explorer TTAnKTpoAOyAoTE TNV akOGAoUON
d1evBuvaon : www.ncbi.nlm.nih.gov/Entrez/index.html. Ztn ouvéxeia emAégeTe “Nucleotide:

seguence database (GenBank)”.
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http://www.ncbi.nlm.nih.gov/Entrez/index.html

[a va avakToeTte TTANPo@opicg yia To HUMCYCLOX, TTANKTPOAOYNOTE TOV
Accession Code oT1o TTAQiOI0 TTAPAKATW Kal ETTIAECETE “GO”.
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The Entrez Mucleotides database is a collection of sequences from
seweral sources, including GenBank, RefSeq, and POE. The number
of hases grows at an exponential rate. As of April 2004, there are over
38,989,342 565 bases.

Human Genome

Explore hurnan genorme resources or browse the human genome
sequence using the Map Viewer,

I Building the human genome

The Human Genome Reference DHNA Sequence was completed in April
2003, The current version is listed as a build number on the Genome

wiew page and includes an accompanying set of statistics and release
notes.
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21N ouvéxela emAEceTe “M90100”, Tov accession code yia
cyclooxygenase-2 (Cox-2) mRNA.
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To ouoTnua Ba TTapoucidcel TNV Kataxwpenon. MTTopeite va KUANOETE TNV 066vVN
TTPOG T KATW YIa va OEiTe dIAPOPES TTANPOPOPiEC KABWC Kal TV aAAnAouxia.

; NCBI Sequence Yiewer - Microsoft Internet Explorer ;lilﬁl
File Edit ‘“iew Favorites Tools Help | l'?
O Back ~ () ~ ﬂ ﬂ .;\J ‘ /.- ) Search v‘\f Favarites wMedia 6-" ‘ T iz - ‘a
Address I@j htkpe: f s, nichi, il nib, goventrez viewer Fogirdb=nudentidetyal=151253 j a Go | Links | Morkon Antivirus )
-
. ,_'}"'U-: ) i
o e & S Nucleotide

Entrez FubMed i Protein ome Structure PHEC
Search | Mucleotide =l for| El Clearl
Lirnits Presviemndex History Clipboard Details
Display | |defau|t d| Show:lzﬂ ~| Sendto | IFi|e vl Get Subsequence | Features
7 1: M30100. Homeo sapiens cycl [g:181253] Links
LOCTS HUMCYCLOX 3387 hp mEMA linear PRI 31-DEC-19394

DEFINITICON Homo sapiens cyclooxygenase-2 (Cox-2) mwENL, complete cds.
ACCESSTION Mo0100

WERSION M20100.1 GI:181253
EEYWORDS cyclooxygenase—2) prostaglandin synthase.
SOURCE Homo sapiens |[(hwmoan)

ORGANISM Homo sapiens
Eukarvota; Metazoz:; Chordata; Craniata; VWertebrata; Euteleostomi:
Mamtnalia: Eutherias: Primates: Catarrhini: Hominidse: Homo.

REFERENCE 1 (bases 1 to 3387

ALUTHORS Hla,T. and Neilson, K.

TITLE Human cyoclooxygenase—-2 DML

JOURNAL Proc. Natl. Acad. S3ci. U.3.A4. 89 (16), 7354-7388 (1992)

MEDLINE 92366465

PUEMED 1350158

COMMENT Original source text: Homo sapiens uwbilical wein coDNA o mRNA.
FELTURES Location/Qualifiers
Source 1..3387

forganisw="Homo sSapicsns™

fmol type="TmRHNA™
Jdb_xref="taxon:9606"

foell type="endothelial'
ftissue_type="umbilical wein'

Ene 1..33587
Jgene="Cox-z2"
S'UTR 1..97
— s [
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CBI Sequence Yiewer - Microsoft Internet Explorer _ =] x|

File Edit ‘iew Favorites Tools  Help | #
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Address I:Ej http ) Pt mchi, mlm nib g entrez riewer  Fogitdb=nudeotideeral=181253 j a G0 | Lirks | Markan Ankivirus E -
—=7r
ftissue_t?pe="umbilical wein™ LI
ene 1..3387
Jogene="Cox-2"
S'UTRE 1..97
fygene="Cox-2"
ChE 95..191z2

Jogene="Cox-2"

fEC_number=”1.14.99.l”

Jfoodon start=1

Jproduct="cyclooXxygenase—-2 "

/prntein_id="kkn58433.l"

fdb_xref="GI:181254”
ftranslation="MLARALLLCAVLALIHTANFCCSHPCONRGVCHSVGFDOYECDC
TETGFYGENCSTPEFLTRIKLFLEPTPNTVHY ILTHF KGFWINVVIINIPFLENATNE VWY
LT3RSHLIDSPPTYNADYGYESWEAF SNLEYYTRALPPVPDDCPFTPLGVEGEEQLPDS
NEIVGELLLEREF IPDFOQGSHNMMFAFFAQHF THOFFETDHERGP AF TNGLGHGVDLNE
IYGETLARORELRLFED GEMEYOIIDGEMYPPTVED TQAEMIYFPOWVPEHLEF AVGOE
VFGLVPGLMMYATIWLREHNEVCDVLEQEHPEWGDEQLFOTSRLILIGETIKIVIEDY
VOHLSGYHFELEFDPELLFNEQF QVONRIAAEFNTLYHWHPLLPD TF QIHDQEYI Q0
FIYNNSILLEHGITOFVESF TROIAGRVAGGRNWVPPAVOEVIQASTIDOSROMEYQSFN
EYRKRFMLEPYESFEELTGEREMSAELEALYGD IDAVELYPALLVEEPRPDATIFGETH
VEVGAPFSLEGLMGHV ICSPAYURPSTFGGEVGFQIINTAS IQSLICHNNVEGCPFTEF
SVWPDPELIKTVTINASSSRSGLDDINPTVLLEERSTEL™

Sig peptide 95..148
fygene="Cox-2"
mat_peptide 145..1509

Jogene="Cox-2"
Jproduct="cycelooxygenase—2"
/EC nuwber="1.14.59.1"
3'UTRE 1913..3387
Jogene="Cox-2"
polyd sSignal 3369..3374
fygene="Cox-2"
CORIGIN
1 grtocaggasac toctoadoad COgootoctte agotocacay coagacdoos toagacagoa
61 aagootaccoo cogogoogog cootgoooge cgotgogaty ctogooogoy cootgotgot
121 ghgogoggtc cbtggogotoa gocatacago sastocttge Lgttoococaco catgboaass
1581 cogaggtgts tgtatgagty tgogatttgs coagtataady Lgogattgba coodgacagy :j
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BI Sequence Yiewer - Microsoft Internet Explorer
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Address I@j hiktp: f s, mchi. ni, mib.goventrez fviewer fogivdb=nuclzotidefyal=181253

j a GO | Links | Morton Ankiirus E -

ORIGIN

1 gtocaggaac toctcagoad cgoctoccthtc agotocacay Coagacgooc

61 asgooctacoo cogogoogoy coctgoocgo cgobtgogatg ctogooogog
121 gtgcgoggtce ctggogotoa goocatacago asaatcocttgo tgbtooccaco
1581 ccgaggtgta tgtatgagtiy Cggyathtga ccagtataay tgogattgoa
241 attetatgoga gaasactgot caacacodga atttttgaca agaatasaaat
301 accecactoca aacacagbge actacatact tacocacttc aaggoatttt
361 gaatsacatt cocttoottc gasatgoasat tatgagttat gtgbtgacat
421 totgattgac agbiocaccas Cttacaatge tgactatgge Cacaasagot
451 crtotaacoto toctattata Ctagagooct Coctoctgbg ootgatdgatt
541 crtoogyggtgte afadgtaass agqoagottod Cgattoasat gadgattogtod
601 toctasgaags aagbtcatco cbtgatcocococa gggotoaaac atgatgtttg
661 ccagoacttc acgoatcagh tLLttogagac agatcataad Cgagggocag
721 cgggotggge catgUggytgy acttamatoa tatttacggt gasactcogg
781 tagactgoge CLLLoofadgy atggaaasat Jasatatcad ataattgatd
841 tccoctoocaca gtocasagata ctocaggoaga gatgatctac coctoctocaag
201 totacggttt gotghggyye agoagytctt Cggtobggty cotggbotga
961 cacaatctgy ctgaggygaac acasacagagt atgogatghg chbasacagg
1021 atggggtogat Jagoadttdgt Cocadgacasnd cadootaata ctgatagoad
1051 gattgtgatt gaagattatyg Lgoaacactt gagtggotat cacttoasac
1141 cocagaacts CcLLLLCRacs aacaatbicoca ghaccasaat oghattgotog
1201 caccctctat cactggoatc cocLbchLgoc Cgacaccttt casattcatdg
1261 caactatoas CAgLLTACct acaacaacto tatattgotd gaacatgdgas
1321 tgttgasatca ttocaccaggo aasattgotgy cagoggbtogot gobggtaggs
1351 cgoagtacay aaagtatcac aggottoocat tgaccagago aggoagatgs
1441 trottaatgay Caccgoaaac GQoLLLabgot gaagocctat gaatcatttg
1501 agogagaaaay gaaatdgtotd cadgadttdda agoactotat gotgacatod
1561 gotgtatoct goocttotgg tagaaaagoo toggooagat gocatcttbtg
1621 ggtagaagtt ggagoaccat Lotococttgasa aggacttatyg ggtaatgbta
1681 tgoctactgy aagocaagea CLLLtggtgy sagaagtgggt Cttocasatca
1741 ctoaattoayd tototoatct goaataacdt gaagoggotdt ooctttactt
1501 toocagatocs gagotoatta aaacadgtoac catoaatdgoa agttottooo
1561 agatgatatc aatcocacay Lactactsasa agaacgttog actgaactgt
1921 tgatcatatt TAatLtattta tatgasccat gbotattaat Ctaatbattt
1951 atattaaact cottatdbta cttaacatct totgtaacad aadtoagtac
2041 gagasadgogay toatacttdht gaadactttt atgooactac totasadgatt
2101 tgttaagttt ggasaacaght LLttattctg ttttataqac cagagagaas
2161 cgtcttttta chbgaatttc aacttatatt ataaggacga aagtasagat

O S S

toagacagoa
coctgotgot
catgboasas
cocggacagy
tatttotgas
goaacgregt
coagatcaca
gogyaagectt
goocgactoo
gasaattgot
cattotthbge
ctotoaccas
ctagacageg
gagagargta
toocotgagosa
tgatgtacgo
agoatcotga
agactattas
tgaaatttga
Cctyaatttas
accagaaata
ttacccaget
atgttocaco
aataccagto
aagaacttac
atgotgrgga
gtgaaaccat
tatgttotoo
toaacactgo
cattcagogt
gotooggact
agaagtctas
aataatactt
toctgttgog
ttgotgttoe
tgagttttga
grttgaatac
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4 NCBI Sequence Yiewer - Microsoft Internet Explorer =] |
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1741 ctocaattday CoOLCLoatol goaataacdt gaagggotdt CoctLLactt cattocagtdgt :J

1501 tocagatdca gagobocatta gaaacagtoac catcaatgoa agtbohboot gotocggact
15861 agatgatatcs satcocactay tactactasasa ayaacdgttod actgaactgt agaagtctas
1921 tgatcatatt tatttbattta tatgaaccat gtotattaat ttaattattt aataatattt
1951 atattasact ccoctbtatgtta cttaacatct totgtaacag aagtocagtac toctgtbtgoog
2041 gagasaggay tcatacttgt gaagactttt atgbocactac toctasagatt tbtgotgbtogo
2101 tgttaagttt ggasaacagt CtLtattotg Ctttatamac cagagagasa tgagotttgs
216l CQLCLLLLLa CLLgaaLLLC facLLatatt ataagogacga aadghasaagat grhitgaatac
2221 ttaascacta toacsagatyd Coaaaatgot gaaadgbtttt acactgtoga tgtttooaat
2281 goatcttooa tgatgoatta gaagraacta atgrtttgaasa tLttasagra cLtttggota
2341 tttttoctgbc atcasacaan acaggtabtca gbgoattatt asatgaatat ttaaattaga
2401 cattaccagt satttocatgt ctacttttta asatcagoas tgasacaata atttgasatt
2461 totasattoa tagggtagas Coacctghas aagotLghtt gatttcttaa agttattass
2521 ctCgrhacata Caccaaasaay fagoLgbcih ggattrtasat ctghaaaatc agatgaaatt
2581 ttactacsat tgotbgbtas aatattttat sagtgatgtt ootttbtoas caagagtats
2641 saccttttta gtgtgactdt taasacttos ttttasatca asatgooasa tttattaagy
2701 tgygtggagocs actgoagtgt tatctboasaa taagastatc ctbtgbtgagat attcoccagaat
2761 ctgtttatat ggotggbsac atgtasassc cocataacoc cgocaasadgg ggtoctacoo
2821 ttgascatas agoaatasce asadggagassa agoocasatt attggbitoca aatttagoggt
2881 ttmaacttLt tgaagoasaac CLLLLOCLLaY CoLLgLOgoac tgoagacotg gractoadgat
2941 ttCgotatgs gUgitaatgas ghacoaagot gULgoLLgaat aacgatatgt tttotoagat
3001 ttootgbtdt acagbttsat ttagoadgtos atatcacatt goasaadtay caatgacoto
3061 ataasatacc tcttoaasat gottamattoc attbocacaca ttaattttat ctocagtocttbog
3121 amagocasattc agtaggbgoa ttggastcasa goctggotac cbgoatgobg ttoctttbtot
31581 tttottocttt tagooatttt gotaagagac acagbctiot casacactto ghtbotoocts
3241 CLCtgbtfta ctagttitas gatcagagtit CcacttLoLith ggactotgoo tatattttot
3301 taccrLgaact CLLgosagtit LLoaggtasasa ootocagobtca JUgactgotat ttagotooto
3361 ttaagaagat tasaasasas asasaasg
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[0 va KaTaxwpnoeTe hIa vEa akoAouBia ) va eVNUEPWOETE HIa dON
uttdpxouoa, €TTIAECETE “Submit to GenBank” otnv 1I0Too€Aida TTAPAKATW.
2TNV CUVEXEIQ akKOAOUBNOETE TIC 0dNnyieg TTou eugavidovtal. To “Banklit” givai
EVA EPYOAAEIO TTOU PTTOPEITE VA XPNOIUOTTOINCETE VIO VO KATAXWPENOETE EUKOAQ
Kal attAd yia véa aAAnAouyia. H dour TnG kataxwpenong 8a TrpETel va

polalel pe autry Tng HUMCYCLOX.
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TaxBrowser Structure

» Submitting Sequence Data to
GenBank

The most important source of new data for
GenBank® is direct submissions from
scientists. GenBank depends on its
contributors to help keep the database as
comprehensive, current, and accurate as
paossible. NCEI provides timely and accurate
processing and biological review of new
entries and updates to existing entries, and
is ready to assist authors who have new data
to submit.

» Receiving an Accession
Number for your Manuscript

Most journals now expect that DA and
amino acid sequences that appear in articles
willl be submitted to a sequence database
before publication. Soon after submission,
wou will receive an accession number from
the database which you will be able to use in
wvour article to refer to the sequence . Please

» Submit now!!

Sequin
Stand-alone sequence
submission tool

Bankit
For gquick and simple
submissions

VYecScreen
“ector contamination
screening tool

dbEST
dbGS5S
dbSTS
Submit to GenBank
divisions

» GenBank

GenBank
Crverview of the
database

Search GenBank
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EmAECTe “Banklit”.

2 BankIt: GenBank Submissions by WWW - Microsoft Internet Explorer

File Edit Wiew Faworites Tools  Help

=12l x|

| 4
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¢+ GenBank Direct Submission Options

SITE MAS Use Banklt if

it H « yOU have one or a few sequence submissipns

« you prefer to use a VWWWW-based submission tool

« YOUr Sequence annotation is not complicated

« yOU do not require sequence analysis tools to submit your
sequUencels)

Use Sequin if:

« YOU are submitting long or complex submissions
« YOU are submitting mutation, piylogenetic, population,

Input DINA enviranmental, or segmented sets
« you would like graphical wviewing and editing options,
Additional Info including the alignment editor

« you would like networlk access to related anakdical tools

Large Sequin-created files can be submitted directly through the
SequintacroSend system.

A Features

» GenBank Sequence Submission Policy
er Fe:

zenBank accepts DMNARMA sequences that have been
sequenced by the submitter,

|@"| Done
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KataxwpioTe To hEyeBog TNS aAAnAouxiag, 11.X. 3387, kail €TTIAECTE “New’.
[a evnuépwon eTTIAECTE “Update”.

/3 BankIt: GenBank Submissions by WWW - Microsoft Internet Explorer =] x|
File  Edit ‘Miew Favorites Tools  Help | 1','
O Back - @ - |ﬂ @ _lj Pa ) search ‘i'\'{ Favotites @ Media e} ‘ 2~ H? - _J ‘a
Address I@ kg femsvs mcbi, nlm. ik, govwy fBankIt) j Go | Lirks | Morkon Antivirus E -
« [roftein only sequences ;I

« non-biologically contiguous sequences containing internal
unseguenced spacers

« Sequences containing a mix of genomic and mREMNA
seguence represented as a single sequence

+« Expressed Sequence Tag (EST) submissions (should be
submitted through the dbEST system)

« Genome Survey Sequence (GSS) submissions (should be
submitted through the dbGSS system)

Mote: [fyour submitted sequence is identical in multiple sources
{eq: different geographies/specimensfisolates/strains), then you
should submit each seqguence from each source as a separate
submission.

» Bankit: GenBank Submissions by WWW

« GenBank provides annotation examples and descriptions for
several types of sequence submissions.

« T0prepare a New GenBank submission, enter the size in
nucleotides of your contiguous sequence here |338?

and press

« 10 Update an existing GenBank record via a Web form and

with the ability to upload a text file directly press  Ypdate |
Click here for more detailed information about other options
for updating an existing GenBank flatfile.

Revised 28 July, 2004 I
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KuAqoTe Tnv 0846vn TTpo¢ Ta KATW YIA vVa OEITE OAEC TIC TTANPOPOPIEC TTOU
XPEIAdovTal YIa va KATaXwPNoEeTE TNV aAAnAouxia.

3 BankIt -- GenBank submissions by WWW - Microsoft Internet Explorer - |5 |5|
Fle Edit View Favorites Tools Help | ﬁ'
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Banklt: GenBank Submissions by WWW

Note: Tt is STRONGLY RECOMENDED to use Sequin Submission and Update Tool to submit multiple and complex sequences!
Examples of multiple sequences are batch sets, mutation studies, phylogenetic sets, population sets, and segmented sets)

Note: If this sequence iz identical in multiple sources (ie: different geographiesfspecimensfizolates/straing), then each sequence from each source must be a separate
submission.

There are two phaszes to a Banklt subtmission. First prowide the basic submitter, citation, and sequence information requested on thiz page and press the Validate
and Continue button at the end to rewiew your entry in GenBank flatfile format. After that, you will be able to add coding regions, structural RIMAs, and other
features by following further mnstructions.

m—p- banki(658578

Contents :

General Subtmzsion Information
Eeference Information

Source Information

Input DA Sequence

Faob b

General Submission Information

Multiple Submissions Information

T et ara etthamithinm mmere than ane crmence at thie tme sleacs mimber cach cemianre and ndicate the tatal mmbher Af cermiancae to hie cnbsnitted cn that e ran J
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A@QOoU £XETE CUUTTANPWOEI OAA Ta ATTAITOUMEVA TTEdIa OTNV 1I0TOCEAIDQ,
TTANKTPOAOYNOTE OTO TTEQI0 TTAPAKATW TNV aAANAouxia, kal eTTIAECTE “Validate

and Continue”.

ETFS
| &

2} BankIt -- GenBank submissions by WWW - Microsoft Internet Explorer

File Edit Wiew Favorites Tools Help
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Imnp ortant:

+ TTse single letter ITPAC code, raw secquence only.

» Sequence must be at least 50 bp in length
+ Sequence must be biclegically contigueus and not contain any internal unkhownfunsequenced spacers.

Sequence length in nucleotides: |333?

Enter DNA sequence:

Additional Information

s Any zequence features, such asz coding regions or structural E174¢e, should be added on the next page, after you "Validate and Continue" below.
+ Enter any other biological information for which there is no place on the form or any pertinent instructions that will help GenBank annotators process yvour

subtnission in this field.

=

[

Save This Form | Save this information to your local computer.

“alidate and Cantinue |va]idate the subrmizsion and correct other errors.
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