FILE FORMATS




INTRODUCTION

* File formats 1s a part of bioinformatics that stores DNA
and protein sequences which are of many types.

 The types of file format 1s used according to the
different context.

* Following are some important types of file format:

1. GenBank
2. FASTA Format
3. CluatalWw2
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What is GenBank?

GenBank ¥ is the NIH genetic sequence database, an annotated collection of all publicly available DNA sequences (Nucleic Acids

Research, 2013 Jan;41(D1):036-42). GenBank is part of the International Mucleotide Sequence Database Collaboration, which comprises
the DNA DataBank of Japan (DDEJ), the European MNucleotide Archive (EMNA), and GenBank at NCBIl. These three organizations exchange Search GenBank
data on a daily basis.

Submission Types

Submission Tools

Update GenBank Records

A GenBank release occurs every two months and is available from the fip site. The release notes for the current version of GenBank provide
detailed information about the release and notifications of upcoming changes to GenBank. Release notes for previous GenBank releases
are also available. GenBank growth statistics for both the traditional GenBank divisions and the W(GS3 division are available from each
release. GenBank growth statistics for both the traditional GenBank divisions and the WGS division are available from each release.

An annotated sample GenBank record for a Saccharomyces cerevisiae gene demonstrates many of the features of the GenBank flat file
format.

Access to GenBank

There are several ways to search and retrieve data from GenBank.

+ Search GenBank for sequence identifiers and annotations with Entrez Mucleotide.

» Search and align GenBank sequances to a query sequance using BLAST (Basic Local Alignment Search Tool). See BLAST info for
more information about the numerous BLAST databases.

» Search, link, and download sequences programatically using NCBI e-utilities.

= The ASM.1 and flatfile formats are available at NCBI's anonymous FTP server: ftp://ftip.ncbi.nlm.nih.govinchi-asni and
fip:/ftp.ncbi.nlm.nih. gov/genbank.

GenBank Data Usage

The GenBank database is designed to provide and encourage access within the scientific community to the most up-to-date and
comprehensive DNA sequence information. Therafore, NCEI places no restrictions on the use or distribution of the GenBank data. However,
some submitters may claim patent, copyright, or other intellectual property rights in all or a portion of the data they have submitted. NCBI is
not in a position to assess the validity of such claims, and therefore cannot provide comment or unrestricted permission concerning the use,
copying. or distribution of the information contained in GenBank.
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3ank Header section

Sequence field identifier

48451
hics

MZEGLB1SA 2883 bp mRMNA linear PLN 27-APR-1993
laize embryo globulin S allele (75-like) mRHA, complete cds.
124845

M24345.1

zlobulin.

‘ea mays

fed mays

“ukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
spermatophyta; Magnoliopsida; Liliopsida; Poales; Poaceae; PACMAD
“lade; Panicoideae; Andropogonodae; Andropogoneae; Tripsacinae;
‘ea.

1 (bases 1 to 2@83)

3elanger,F.C. and Kriz, A.L.

fjolecular Characterization of the Major Maize Embryo Globulin
-ncoded by the Glbl Gene

>lant Physiol 91 (2), 636-543 (1089)

16667886

yripinal source text: Maize (inbred line Va26) 27 DAP embryos, cDHA
to mRMA, clone pcGlbis.

yraftt entry and computer-readable sequence for [1] kindly provided
y A.L.Kriz, 16-MAY-1989.

N\

ORIGIN

61
121
181
241
381
361
421
481
541
601
661
721
781
841
901
961

1021
le81
1141
1201
1261
1321
1381
1441
1501
1561
1621
1681
1741
1801
1861
1921

rf

/

981

Termination line

GenBank sequence sectic

cgcacacacc
ctcctecgecg
caccaccacc
tggcaccagc
gagcggagea
gagcgcgagc
cgcagctttc
gacgaggtgt
aacccgecget
Eaaggcgags
caaggccacg
cggaagaaac
ttcttcttcg
atccagagag
gggcaggaca
cacgcctcgg
ggcccctaca
gaggccgacg
aacatcaccg
tacgtgccga
ggcgagagecg
gaggagcagg
acggcgttcg
ctccagatcg
gccgacaacg
BEcEgaggags
aaggagagcg
ggcgggcgty
cgcgaaggac
gtgaccgcca
gtggcgegeg
gtatatacct
ctctgtagta
ataatgacac

cgagcatatc
tcctcctatg
dCg88E88cca
gcccccgetg
ggcacgaggec
aggagaagea
gtcgegtggt
ccaggctcct
cgttcgtggt
gagtggtgac
tcttcgtggce
tggtcatcac
gccccgeegyg
ctgcgtacaa
aggggatcat
agggecggeca
gcctcctgga
cgcgcagcectt
cggggtccat
acggcaaggg
agcgcgagcg
aggaagtcgg
tggtgecccge
togtgcttcga
togctgcagaa
tggacgaggt
gcggccacga
ggg8agaggea
gccacggeocg
ggatgtgagg
accgacgtgce
ctctgegtgt
tgtacgtgcg
gtgcgtgttc

acagtgacac
cgctgecegece
caagtccggg
cctggagcag
cgacgaccgc
ggagaagcag
ccggagcgag
ccgeggcatc
gccoccagcocac
gacgatcgag
gccggecges
caagatcctc
gaggaacccg
gacctcgagc
cgtgcgtgece
cggcccgecac
ccagcggeocc
ccacgacctc
gagcgcgeoca
ctacgccgag
cggcaaggec
gcaggggtac
gggccacccg
gegtccacgcc
gctcgaccgg
gctecggctecg
ggagcgegag
acgccacgga
Cgggcgccyec
ccggccgtagc
gtacgtagca
taactatgta
gegtacgatgc
tat

tacacgatgg
gcagtecgept
cgatgcgtpc
tgcagggagg
S8CEECEaEE
aaggaccgec
caggggtccc
cgggactacc
accgacgogc
aacggcgaga
geggtcacct
cataccatct
gaatcgttcc
gaccggctgg
acggaggagc
tggcccctge
agcatcgcca
gccgagcacg
ttgtacaaca
atcgtgtgcc
aggaggageyg
cacaccatcc
ttcgtcgecgs
gacaggaacg
gtcgccaagg
cggcgecgaga
caggaggags
cgtgaggagc
gaggaagtgg
tcgeccaaaac
tgagcctgag
cgtaagcggc
tgtaagctac

tgagcgoccas
cgtcctggp:
ggcggtgegs
SgEagcEgEae
gctcgtegg:s
gogccgtacgt
tgaggotgct
gcgtggeggt
actgcatcge
ggcggtegts
acctggccas
ccgtgectge
tgtcgagett
agaggctgtt
agacccgoge
cgccgttege
accagcacgg
acgtcagcgt
cccgttcgtt
cgcaccgoce
aagaagaag:
gggcgegget
tggcgteccg
agaaggtgtt
cgctgtecatt
aggggttcct
aggaacgcge
Eggagaaags
cggagacgct
gagcaggaag
toggagacgtt
aggcagtgce
tgaggcaagt






FASTA Format

Definition line

\

W24845.1 Maize enbryo globulin § allele (75-1ike) mRNA, complete cds

(GCACACACCCGAGCATATCACAG

TCCTCCTATGCGCTGCCGLCGCAG

GACAC

(GCG

T

©

(ACGATGETGAGCGCCAGMTCRTTGTCCTCCTCRCCG

(CTRECAGGACGACACCACCACCACCACGGOGGCCA

(AAGTCCOGGCARATGCATRCGGCOGTGLOAGGACCGGCCCTGGCACCAGLGCCCLLGGTRLCTORAGCAG
T6CAGGGAGGAGGAGCAGGAGAAGCGGLAAGAGLLGAGCAGGCACGAGGCCGACGACCRCAGCGGCGAGE



ClustalW?2

ClustalW2

Inputform | Webservices | Help & Documentation | Bicinformatics Tools FAQ

Tools = Multiple Sequence Alignment = Clustal\V?2

ClustalW2 1s a general purpose DNA or protein multiple sequence alignment program for threg or more sequences. For the alignment of tvo sequences please instead
Use our pairwise sequence alignment tools.

Please Note

The: ClustalW2 services have been retirec. To access similar services, please vist the Multiple Sequence Alignment tools page. For protein alignments we recommend

Clustal Omega. For DNA alignments we recommend trying MUSCLE or MAFFT. |f you have any questionsiconcerns please contact us via the feedback lirk above.
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