Zaslani sekvence DNA do
primarni databaze



Nejdulezitéjsi instituce zabyvajici se
shromazd'ovanim biomedicinskych
informaci
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spravou dat a vyvojem nastroju pro jejich analyzu
a poskytovanim informaci patfi:
— Evropsky institut pro bioinformatiku (EBI) se sidlem

v Hinxtonu v UK (http://www.ebi.ac.uk/),

— Narodni centrum pro biotechnologické informace
(NCBI) zalozené puvodné v ramci Narodni |ekarske
knihovny (NLM) v USA (http://www.ncbi.nlm.nih.gov/),

— Centrum pro informacni biologii (CIB) zalozené jako
oddéleni Narodniho genetického institutu (NIG) v
Mishimée, Japonsko (hittp://www.cib.nig.ac.jp/).



http://www.ebi.ac.uk/
http://www.ncbi.nlm.nih.gov/
http://www.cib.nig.ac.jp/
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nukleovych kyselin a proteinu

* V kazdem ze tri hlavnich bioinformatickych
center je spravovana genomova databaze
sekvenci nukleovych kyselin a odpovidajicich,
z nich prelozenych proteinu.

— EMBL Nucleotide Sequence Database (v ramci
institutu EBI) — 1980

— GenBank (v ramci institutu NCBI) — 1982
— DDBJ (The DNA Data Bank of Japan) - 1984

» Tri samostatné baze vznikly v dusledku potreby
rychlé dostupnosti databaze sekvenci na
jednotlivych kontinentech v dobe, kdy jeste
nebyly rozvinuté vysokorychlostni komunikacni
site.



|dentifikace zaznamu v primarnich

sekvencnich databazich

« GenBank
« EMBL
« DDBJ

* Pristupovy kod (Accession Number)
 Cislo Gl (GenBank Identifier)

LOCUS
DEFINITION

ACCESSION
VERSION

AY870395 553 bp DNA linear BCT 30-JAN-2005
Macrococcus brunensis strain CCM 4811 60 kDa chaperonin (cpn60)
gene, partial cds.

AY870395 <

AY870395.1 G1:5811946] €



Jak se data dostanou do databazi?

» Predani dat prostrednictvim WWW
— Banklt (GenBank)

e http://www.ncbi.nlm.nih.gov/Banklt/

— Webln (EMBL)

e http://www.ebi.ac.uk/embl/Submission/webin.html

— Sakura (DDBJ)

» http://sakura.ddbj.nig.ac.jp/

« Samostatna aplikace pro PC
— Sequin

* http://www.ncbi.nlm.nih.gov/Sequin/download/seq download.html

— pro delSi sekvence (genomy)
— fylogenetické, populaéni nebo mutacni studie obsahujici sekvenéni
prilozeni
 TPA (Third Party Annotation) anotace treti stranou
— zaznamy, které upresnuji existujici sekvence ulozené do databazi jinymi
autory
— striktni pozadavek na pfimy experimentalni dukaz navrhované anotace



http://www.ncbi.nlm.nih.gov/BankIt/
http://www.ebi.ac.uk/embl/Submission/webin.html
http://www.ncbi.nlm.nih.gov/Sequin/download/seq_download.html
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Old Bankit
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SRR Bankit: GenBank Submissions by o
- NCBI guvnn

PubMed Entrez BLAST O Taxonomy Structure

MCEI o Mote: MCBI is testing a new version of the Banklt sequence
submission tool, which will replace the current Banklt. This
new version can be used to submit simple sets, such as
single gene/CD3E or IRRNAITS sequences.

SITE MAF

Bankit Help
Getting Started

[fyou are interested in trying the new version of Banklt, please
go here. Please send any comments, questions, or
suggestions to gb-admin@nchi.nlm.nih.gov and use New
Banklt Testing” with your Banklt ID# in the subject line. Thank
you.

Submission
Info

AL |, GenBank Direct Submission Options

Source Info Use Bankltit

Input DMA

« you have ane or afew sequence submissions

. you preferto use a WWwW-hased submission tool

« your sequence annotation is not complicated

« you do not require sequence analysis tools to submit your

Additional Info

Coding
Regions sequence(s)
Use Sequin if.

RMA Features

« Yyou are submitting long or complex submissions
« Yyou are submitting mutation, phylogenetic, population,
environmental, or segmented sets
« you would like graphical viewing and editing options,
including the alignment editor
« you would like network access to related analytical tools M

&) Internet ép v ®m7SH v

Other
Features

YecScreen




Pozadavky na kazde zaslani sekvence

 kontaktni informace

Fil=  Edit

( Submi=s=sion ]( Contact 1( Authors ]( Affiliation ]

Fir=t Ham= H.I. La=t Hame Sfx
Charles A Dranwin j

Flea=e include country code for non-U.5. phone numbers.

Fil=  Edik
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( Submission jr Contact j( Authors 1( Affiliation L

In=titution [ =bridge University
Department E volutionary Biology Department
Addre== 1853 Tennig Court Lane
<4< Prew Page P e
City Camford
State-Province Zip-Postal Code |01 2BH
Country United Kingdom
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Dalsi pozadavky na zaslani sekvence

Informace o datu zverejneni
Informace o relevantnich publikacich
Popis zdroje sekvence

Vlastni sekvence

— minimalnée 50 bp

— typ a tvar molekuly

— anotace vlastnosti sekvence



Popis zdroje sekvence 1

 organism
nezkracené védecké jméno
Priklad: [organism=Drosophila melanogaster]
- lineage
taxonomické zarazeni organismu (dle NCBI taxonomy database)
http://www.ncbi.nim.nih.gov/ITaxonomy/Browser/wwwtax.cgi?mode=Root

* molecule
ve tvaru "DNA™ nebo "RNA".
Priklad : [molecule=DNA]
* moltype
muze nabyvat nasledujicich hodnot
Priklad : [moltype=Genomic DNA]
Genomic DNA
— Genomic RNA
— Precursor RNA
— mRNA [cDNA]
— Ribosomal RNA
— Transfer RNA
— Small nuclear RNA
— Small cytoplasmic RNA
— Other-Genetic
— cRNA
Small nucleolar RNA

. topology



http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Root

Popis zdroje sekvence 2

* location
muze nabyvat nasledujicich hodnot
Priklad: [location=mitochondrion]

— genomic

— chloroplast

— kinetoplast

— mitochondrion

— plastid

— macronuclear

— extrachromosomal
— plasmid

— cyanelle

— proviral

— virion

— nucleomorph

— apicoplast

— leucoplast

— proplastid

— endogenous-virus
— hydrogenosome

 Genetic code
(http://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cqi?mode=c)



http://www.ncbi.nlm.nih.gov/Taxonomy/Utils/wprintgc.cgi?mode=c

Popis zdroje sekvence 3

acronym
anamorph

authority

biotype

biovar

breed

cell-line

cell-type

chemovar

chromosome

clone

clone-lib

collected-by

common

country

cultivar

dev-stage

ecotype
endogenous-virus-name
forma

DalSi popisovace ke zdroji sekvence

forma-specialis
fwd-pcr-primer-name
fwd-pcr-primer-seq
genotype

group

haplotype
identified-by

isolate
isolation-source
lab-host

lat-lon

map

note

pathovar
plasmid-name
plastid-name
pop-variant
rev-pcr-primer-name
rev-pcr-primer-seq
segment

serogroup
serotype

serovar

sex

specific-host
specimen-voucher
strain

sub-species
subclone
subgroup
substrain

subtype

synonym
teleomorph
tissue-lib
tissue-type

type

variety



Format sekvence

» Sekvence nukleove kyseliny a kddovanych
proteinu pripravene ve formatu FASTA

Nucleotide Sequence:

>ABC-1 Jorganism=Saccharomyces cerevisiae][strain=ABC][clone=1]
ATTGCGTTATGGAAATTCGAAACTGCCAAATACTATGTCACCATCATTGA
TGCACCTGGACACAGAGATTTCATCAAGAACATGATCACTGGTACTT

Protein Sequences:

>4E-1 [gene=elF4E] [protein=eukaryotic 1nitiation factor 4E-1]

MQSDFHRMKNFANPKSMFKTSAPSTEQGRPEPPTSAAAPAEAKDVKPKEDPQETGEPAGN . ..
>AE-11 [gene=elF4E] [protein=eukaryotic initiation factor 4E-11]
MVVLETEKTSAPSTEQGRPEPPTSAAAPAEAKDVKPKEDPQETGEPAGNTATTTAPAGDD . ..



Prsrusena sekvence

>m_gagel [organism=Mansonia gagei] Mansonia gagei NADH dehydrogenase ...
ATGGAGCATACATATCAATATTCATGGATCATACCGTTTGTGCCACTTCCAATTCCTATTTTAATAGGAA
TTGGACTCCTACTTTTTCCGACGGCAACAAAAAATCTTCGTCGTATGTGGGCTCTTCCCAATATTTTATT
GTTAAGTATAGTTATGATTTTTTCGGTCGATCTGTCCATTCAGCAAATAAATAAAAGTTCTATCTATCAA
TATGTATGGTCTTGGACCATCAATAATGATTTTTCTTTCGAGTTTGGCTACTTTATTGATTCGCTTACCT
>?200 «— Délka preruseni
GGTATAATAACAGTATTATTAGGGGCTACTTTAGCTCTTGC
TCAAAAAGATATTAAGAGGGGTTTAGCCTATTCTACAATGTCCCAACTGGGTTATATGATGTTAGCTCTA
GGTATGGGGTCTTATCGAGCCGCTTTATTTCATTTGATTACTCATGCTTATTCGAAGGCATTGTTGTTTT
TAGGATCCGGATCCGTTATTCATTCCATGGAAGCTATTGTTGGATATTCTCCAGATAAAAGCCAGAATAT
GGTTTTTATGGGCGGTTTAAGAAAGCATGTGCCAATTACACAAATTGCTTTTTTAGTGGGTACACTTTCT
CTTTGTGGTATTCCACCCCTTGCTTGTTTTTGGTCCAAAGATGAAATTCTTAGTGACAGCTGGTTGT
>?unk100 «—— Preruseni nezname delky
TCAATAAAACTATGGGGTAAAGAAGAACAAAAAATAATTAACAGAAATTTTCGTTTATCTCCTTTATTAA
TATTAACGATGAATAATAATGAGAAGCCATATAGAATTGGTGATAATGTAAAAAAAGGGGCTCTTATTAC
TATTACGAGTTTTGGCTACAAGAAGGCTTTTTCTTATCCTCATGAATCGGATAATACTATGCTATTTCCT
ATGCTTATATTGGCTCTATTTACTTTTTTTGTTGGAGCCATAGCAATTCCTTTTAATCAAGAAGGACTAC
ATTTGGATATATTATCCAAATTATTAACTCCATCTATAAATCTTTTACATCAAAATTCAAATGATTTTGA
GGATTGGTATCAATTTTTAACAAATGCAACTCTTTCAGTGAGTATAGCCTGTTTCGGAATATTTACAGCA
TTCCTTTTATATAAGCCTTTTTATTCATCTTTACAAAATTTGAACTTACTAAATTTATTTTCGAAAGGGG
GTCCTAAAAGAATTTTTTTGGATAAAATAATATACTTGATATACGATTGGTCATATAATCGTGGTTACAT




Sekvencni prilozeni
* Fasta+GAP

>ABC-1 [organism=Saccharomyces cerevisiae][strain=ABC][clone=1]
—-——-ATTGCGTTATGGAAATTCGAAACTGCCAAATACTATGTCACCATCAT
TGATGCACCTGGACACAGAGATTTCATCAAGAACATGATCACTGGTACTT
>ABC-2 [organism=Saccharomyces cerevisiae][strain=ABC][clone=2]
GATATTGCTTTATGGAAATTCGAAACTGCCAAATACTATGTCACCATCAT
TGATGCACCTGGACACAGAAATTTCATCAAGAACATGATCACTGGTACTT
>ABC-3 [organism=Saccharomyces cerevisiae][strain=ABC][clone=3]
—-——ATTGCTTTATGGAAATTCGAAACTGCCAAATACTATGTTA-—————-
TGATGCACCTGGACACAGAGATTTCATCAAAAACATGATCACTGGTACTT

« PHYLIP

3 100

ABC-1  ---ATTGCGT TATGGAAATT CGAAACTGCC AAATACTATG TCACCATCAT
ABC-2 GATATTGCTT TATGGAAATT CGAAACTGCC AAATACTATG TCACCATCAT
ABC-3  ---ATTGCTT TATGGAAATT CGAAACTGCC AAATACTATG TTA-------

TGATGCACCT GGACACAGAG ATTTCATCAA GAACATGATC ACTGGTACTT
TGATGCACCT GGACACAGAA ATTTCATCAA GAACATGATC ACTGGTACTT
TGATGCACCT GGACACAGAG ATTTCATCAA AAACATGATC ACTGGTACTT

>[organism=Saccharomyces cerevisiae][strain=ABC][clone=1]
>[organism=Saccharomyces cerevisiae][strain=ABC][clone=2]
>[organism=Saccharomyces cerevisiae][strain=ABC][clone=3]



Sequin — priprava zaslani sekvence

Welcome to Sequin

Misic

Sequin
Sequin Application Version 6.00

Standard Felea=se [Oct 27 2005]

M ational Center for Biotechnology [nformation
M ational Library of Medicine
Mational Institutes of Health
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Databas=e for submission ¢ GenBank ¢ EMEL ¢ DDEJ

Start Mew Submizzion

Read Existing Record

Show Help

Cluit Program

Sequence Format

File

i~ Segmented Sequence
" Population Study
™ Putation Study

= Environmental Samples € Batch Submiszion

{* Single Sequence

. = Gapped Sequence
Submis=ion tvpe ;
" Phylogenetic Study

¢ FASTA [ho alignment)
Sequence data format _
£ Slignment [FASTa+EAR, NE=US, PHYLIR, etz

+  Orniginal Submission

Submni=s=sion categor
St £ Third Party Annotation
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=0 |

fgene="eIF4E"

focodon start=1

fproduct="eukaryotic initiation factor 4E-II"
Jrranslation="MVWLETEKTSAPSTEQGRPEPPTSAALPARAKDVEPEEDPOETG
EPAGNTATTTAPAGDDAVRTEHLYEHPLMNV I TLWYLENDRSESWEDMONEITSFD TV
EDFUSLYNHIKPPSEIELGADYSLFEFNIRPMWED AANEQGGRIV ITLNESSKETDLDI
LWLDWLLCLIGEAFDHSD I CGAVINIRGESNEISIWTADGNNEEAALEIGHELRD AL
RLGRMNNALOYOLHED THVEQGIINWVESIVTL™

File Edit Search Options Misc  Annotate
Target SEquence|E|F4E j Dore |
Format |GenBank j Hode ISequin j Style INu:urmaI v|
CDS: eukaryvotic initiation factor 4E-IT
LOCTs eIF4E Z8581 bp DA linear IV 27-0CT-2005 H
DEFINITION Drosophila melanogaster eukaryotic initiation factor 4E [(eIF4E)
gene, alternative splice products, complete cds.
ACCEZSTION
VERIION
EEYWORDS .
SOURCE Drosophila melanogaster [(fruit £1v)
ORGANIZM Drosophila melanogaster
Eukaryota; HMetazoa; Arthropoda; Hexapoda: Insecta; Prtervgota:
Neoptera; Endoptervygota; Diptera; Brachyeoera; Muscomorpha:
Ephydroidea; Drosophilidae; Drosophila.
REFERENCE 1 (bases 1 to Z851)
AUTHORS Burnett,F.M., wan der Waals,J.D. and 3zent-Gyorgi, L.
TITLE Envirommental influences on the exXxpansion of germline tandem
repeats in sewveral species of Galapagos finches
JOURMNAL Tnpublished
REFERENCE 2 [bazes 1 tao 2581)
AUTHORS Burnett,F.M., wan der Waals,J.D. and 3zent-Gyorgi, L.
TITLE Direct Submission
JOURMNAL Submitted (27-0CT-Z005) Ewvolutionary Biology Department, Oxbridge
Tniver=sity, 1559 Tennis Court Lane, Camford 0X1 ZBH, United Eingdom
FEATUREZS Location/Qualifiers
source 1..2881
forganisw="Drosophila melanogaster"
fmol type="genomic DNA™
fetrain="0Oregon R
gene JoinizZ01..224,1550..1920,19586. .20585,2317..2404, 2466, . 2629)
fogene="eIF4E"
cDa Joini201..224,1550..1920,19586. .20585,2317..2404, 2466, .2629)
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File Edit Search Options Misc  Annotake

Target Segquence |E|F4E j Done |

Format

CDS: eukaryvotic initiation factor 4E-II

Featurse display: ITarget_'_Numhering: ITc:p 'I Grid: IEIff VI

Y

10 z0 a0 40 &0 50 :I
| | | | | | | | | | | |
1 cggttgcttg ggttttataa catcagtcag tgacaggcat ttccagagtt gccctgttca
70 a0 o0 100 110 120
| | | | | | | | | | | |
61 acaatcgata gctgcctttg gucaccaaqd toccaaactt aattaaagaa ttaaataatt
130 140 150 160 170 150

= N S

aacctacgs agottgadty cgtaaccgat atctagtata
File Edit Search Options Misc  Annotate g d gagtg £y g g
210 220 230 240

Target Sequence IEIF4E j Dione | I | I | I | I |

Cggtagtgt tggagacgga gaagytaaga cgatgatags

Format IGraphiC "I Stvle IDEfau|t "’I Filter IDEfau|t "I Scale |1D "I i

m v v L E T E K

" 270 280 230 300
& 1F 4 [ | | | |
L CLEgQogoty agocgtdyoa JUUaacascs faaacagodt
1000 2000 2881
Gens: eIlF4E
CDS: eukarvotic initiation factor 4E-II 330 340 350 Fed
F—  ———a R I I I I
CDS: eukarvotic initiatiui factor 4E-T atagtogay cggaaaagay tgoagttgge gtggotacat
290 400 410 420
| | | | |
Cttttttgoa caattgotta atattaattg tacttgoaco
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File  Edit

J Coding Region W( Properties W( Location 1

_[ Product ” Pratein ” E uceptions ” iz 1

Genetic Code IStandard j
Reading Framel vl Frotein Length 248
Protein Product [4£1 ¥| =1olx|
File  Edit
MVVLETEKTSAPSTEQGRPEPPTSAAAPAEAKDV] ( Coding Region Wr Froperties Location

ATTTAPAGDDAVRTEHLYKHPLMNVYTLYYLEND]
TYEDEWSLYNHIKPPSEIKLGEDYSLEKENIRPML [ General || Comment || Ciations |[ CrossRefs || Evidence || Identiiers |
NKSSKTDLDNLYLDVLLCLIGEAFDHSDQICGAY:

GHHEEAALETGHELREDALRLGENNSLOYOLHKDT? Flags [~ Fatisl [~ Pssuds Evidence Iﬁ
[~ Exception Explanation M Coding Region _ IDIﬂ
Fredict Interval | Translate Product | E dit Standard explanation I File  Edit

GenelelF4E 'I r Coding Region \lf Properties WF Location L

[~ 9 Partial [~ 3 Partial

[~ Rehranslate on Accept W Synchror Map by ¢ Owelap {~ Cross-eference |2D1FrDm ”224TD ||Pizrandj IE?:EIEI; —
Acept | Cancel | M |-|55|j ”192|:| ||F'Ius jle”:‘“': j
[1386 2085 [Pus =] [eiFee =]

2317 [[2404 IPus — =]feiFde =] o

[ ‘order’ [intersperse intervals with gaps]

[~ Retranzlate on dccept W Synchno

Accept | Cancel |

[~ Retranzlate onAccept [ Synchronize Partials

Accept | Cancel |




Anotace vlastni sekvence

« Kdédovane proteiny

— CDS
interval
nekompletnost na N- nebo C- konci

— gene
interval odpovidajici CDS u experimentalné
prokazanych genu

— mRNA
interval obsahujici 5-UTR a 3'-UTR

o Kodovaneée strukturni RNA



Priklady sekvenci



Sekvence mRNA nebo cDNA

«  Kddujici oblasti v€etné iniciacniho a terminacniho kodonu

Nazev proteinu
 Nazev genu
Sekvence proteinu

Homo sapiens prolidase (PEPD) mRNA, complete cds.

FEATURES
source

MRNA

gene

CDS

Location/Qualifiers

1..1888

/organism=""Homo sapiens"
/chromosome=""19""
/map="'19gql1l2-ql13.2"
/cell_type="fTibroblasts"
1..1888

/gene=""PEPD"

1..1888

/gene=""PEPD""

17..1498

/gene=""PEPD""

/EC _number="3.4.13.9"
/note=""imidodipeptidase"
/product="prolidase"



Sekvence prokaryotického genu

« Kodujici intervaly

* Nazev proteinu

* Nazev genu, je-li znamy

* Aminokyselinova sekvence

Escherichia coli RecA protein (recA) gene, complete cds.
FEATURES Location/Qualifiers
source 1..3300

/organism="Escherichia coli1"
/strain="K-12"

gene /783..1961
/gene=""recA"
CDS 783..1961

/gene=""recA"
/function="DNA repair protein"
/product=""RecA protein"



Sekvence eukaryotickeho genu

» Intervaly kodujicich oblasti v€etné start- a stop-kodonu a intervaly vSech intronu
* Nazev proteinu

* Nazev genu, je-li znamy

* Aminokyselinova sekvence

Caenorhabditis elegans tyrosine Kkinase PTK-2 (ptk-2) gene,
complete cds.

FEATURES Location/Qualifiers

source 1..3180
/organism=""Caenorhabditis elegans"

gene 211..3011
/gene=""ptk-2""

mMRNA join(211..288,533..703,763..890,940..1024,
1084..1380,1838..1962,2018..2099,2301..3011)
/gene=""ptk-2""
/product=""protein kinase PTK-2"

CDS join(250..288,533..703,763..890,940..1024,
1084..1380,1838..1962,2018..2099,2301. .2456)
/gene=""ptk-2"

/product=""protein kinase PTK-2"



Ribosomalni RNA a vnitrni
prepisovane mezerniky

* Nazvy jakékoli strukturni RNA (napf. tRNA-lle, 16S ribosomal RNA)

« Nazvy mezernikovych oblasti (napf., internal transcribed spacer 1, 16S/23S
intergenic spacer)
* Nukleotidové pozice

Saccharomyces cerevisiae 18S ribosomal RNA gene, partial sequence; internal
transcribed spacer 1, 5.8S ribosomal RNA gene and internal transcribed
spacer 2, complete sequence; and 28S ribosomal RNA gene, partial

sequence.
FEATURES Location/Qualifiers
source 1..540
/organism="'Saccharomyces cerevisiae"
/strain="UMD 334"
rRNA <1..5
/product="18S ribosomal RNA™"
misc_RNA 6..178
/product="internal transcribed spacer 1 "
rRNA 179..377
/product="5.8S ribosomal RNA™"
misc_RNA 378..519
/product="internal transcribed spacer 2"
rRNA 520..>540

/product=""28S ribosomal RNA"



Oblast promotoru

» Nazev proteinu nebo genu, ke kterému patri promotor a jeho 5' a 3° obklopujici sekvence
» Intervaly prepisovanych a kodujicich sekvenci, pokud jsou pfitomné

Homo sapiens enhancer-binding protein 2 (EBP2) gene, promoter region and partial

cds.
FEATURES Location/Qualifiers

source 1..3061
/organism=""Homo sapiens"
/chromosome=""15"
/map=""15q13"
/cell_line=""H441"
/tissue_type="lung"

gene 1..>3061
/gene="EBP2"

promoter 1..2947
/gene="EBP2"

TATA_signal 2918..2923
/gene=""EBP2"

MRNA 2948. .>3061
/gene="EBP2"
/product="enhancer-binding protein 2"

5°"UTR 2948..3010
/gene="EBP2"

CDS 3011..>3061
/gene="EBP2"

/product="enhancer-binding protein 2"



Transpozon nebo inzercni sekvence

Specifické jméno elementu

* Nukleotidoné pozice

« Jména a intervaly kédovanych genovych produktd, pokud jsou pfitomny (napf.,

transposase)

* Pozice a intervaly dalSich vlastnosti (napf. LTRs, repeat regions)

Bacillus subtilis transposon BLT transposase (tnpA) gene,

complete cds

FEATURES

source

source

repeat_region

gene

CDS

repeat_region

Location/Qualifiers

1..1221

/organism=""Bacillus subtilis"
/strain=""RS2"

21..1127

/organism=""Bacillus subtilis
/strain=""RS2"
/transposon=""BLT"

21..61

/rpt_type=inverted

128..1034

/gene=""tnpA"

128..1034

/gene=""tnpA"
/product=""transposase"
1085..1127
/rpt_type=inverted



Oblasti repetici

« Intervaly repetitivnich sekvenci
* Rodina repetici (napf., Alu, Mer)
« Typ repetice (tandem, inverted, flanking, terminal, direct, dispersed, or other)

« Jednotka repetice (repeat unit) popis intervald, jestlize sekvence obsahuje vice nez
jednu repetici

Homo sapiens repeat regions

FEATURES Location/Qualifiers
source 1..2050
/organism=""Homo sapiens"
/chromosome=""6"
/map="6q25"
repeat_region 8..126
/rpt_type=dispersed
/rpt_family=""B2"
repeat_region 197..344
/rpt_type="direct”
/rpt_unit="197..220"
repeat_region 389..673
/rpt_family="AluSx""
/rpt_type=dispersed
repeat_region 847..876
/note="microsatellite BT21"
/rpt_type=""tandem"
/rpt_unit=""ca"
repeat_region 1000. .2000
/rpt_family=""human endogeneous retrovirus K-10



Klonovaci vektor

« JedineCné jméno vektoru
« Koduijici intervaly, jména genu a proteinu

Cloning vector pRB223, complete sequence

FEATURES Location/Qualifiers
source 1..4361
/organism=""Cloning vector pRB223"
gene 86..1276
/gene=""tet""
CDS 86..1276
/gene=""tet""
/product=""tetracycline resistance protein"
RBS 1905..1909
/note=""Shine-Dalgarno seqgquence"
rep_origin 2535
gene complement(3293..4194)
/gene="bla"
CDS complement(3293..4153)
/gene=""bla"

/product="beta-lactamase"
misc_feature 4069..4125
/note="multiple cloning site"

RBS complement(4161..4165)
/gene=""bla"
/note=""Shine-Dalgarno sequence"

promoter complement(4188..4194)

/gene=""bla"



Bacteriophage lysis module; endolysin and HNH endonuclease genes, complete CDS

FEATURES
source

gene

CDS

misc_Tfeature

intron

CDS

Location/Qualifiers

1..3165

/organism=""Staphylococcus bacteriophage 812"
/virion

/mol_type=""genomic DNA"

/strain="phi812"

/lab_host="Staphylococcus aureus CCM 4028
/type="wild type"

654..3017

/gene=""1yt812"

join(654..1449,2329..3017)

/gene=""lyt812"

/experiment=""peptide sequencing"
/note=""Lyt812"

/codon_start=1

/transl_table=11

/product=""endolysin”
/translation="MAKTQAELI........... "
Jjoin(1239..1449,2329..2576)

/gene=""1yt812"

/note=""SM00644; Ami_2; This family includes zinc amidases
that have N-acetylmuramoyl-L-alanine amidase activity;
Region: Ami_2"

1450..2328

/gene=""lyt812"

/standard_name="1lyt812-11"
/experiment=""cDNA synthesis and sequencing"
1617..2117

/gene=""1yt812"

/note="0ORFI-812111"

/codon_start=1

/transl_table=11

/product=""putative HNH endonuclease



Priklady nekterych dalsich modifikaci

deskriptoru
« Title

— Informace vyskytujici se v databazi v
DEFINITION LINE

« Comment
— Poznamka k ruznym vlastnostem

* Technique

— Umoznuje vyber techniky pouzite pro
vytvoreni nebo experimentalni evidenci
vlastnosti sekvence



Prehled deskriptoru pro popis
vlastnosti sekvence

(http://www. anI nim.nih.gov/Banklt/help.html)

attenuator
C-region
CAAT_signal
CDS

conflict
D-loop
D-segment
enhancer
exon

gap
GC_signal
gene

iDNA

intron
J_segment
LTR
mat_peptide
misc_binding
misc_difference
misc_feature
misc_recomb

misc_RNA
misc_signal
misc_structure
modified_base
MRNA
N_region
old_sequence
operon

oriT
polyA_signal
polyA_site
precursor_RNA
prim_transcript
primer_bind
promoter
protein_bind
RBS
repeat_region
repeat_unit
rep_origin
rRNA

S_region
satellite
scRNA
sig_peptide
snRNA
snoRNA
source
stem_loop
STS
TATA_signal
terminator
transit_peptide
tRNA
unsure
V_region
V_segment
variation
3‘clip
3‘UTR
S5‘clip
5‘UTR


http://www.ncbi.nlm.nih.gov/BankIt/help.html
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