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o lluman o Oryza sativa
o Mouse o Dos taurus
o Ral o Daniv reriv

o A_rabi'dogis thaliana o Drosophila melanogaster

Basic BLAST

Chuuse a BLAST program L run.

Search a nucleotide database using a nucleotide query

nucleotide blast N : N
Algorithme: blastn, megablast, d tiguous megabl

Search proteln database using a proteln query

tein blast
profein ast Algorithma: blastp, psi-blast, phi-blast, delta-blast

blastx | Search protein database using a translated nucleotide query

blastn | Search uanslated nuclevtide dalabase using & protein guery

thlastx | Scarch lated Icotide datab d

lentid,

using a t

query

Gallus gallus
Pan troglodytes
Micrubes

Apis mellifera

oo oo

Nucleotid BLAST

sy Jg 005 (oS

ORIGIN

1 gtggatcctt ttttacctgg tgcacctgat

aattgtcgag gotgttaaaa taatcgaage

61 cacagactgt ctcectccaat

atctcetgga tgeggeteta

cadacacagt gecetgtita

121 taatcaagag acaatacggt

gctetetgga catcacccaa

ggggacagec ccactagaaa

181 ctgtgttcte tagttaatgt

cacagggoca getgaagaaa

catctggeaa ggaggaagec

241 agatgaaaga gactcctgag

cttatgatta acttattgga

agttgagett ggtecctage

301 actcacgtte tcatcttgec tgtcatgace

tggggtttga

acacaaagat gtgtcaatet

361 tccaacatet

ggcaqgctaqgt

ttetocecto gaagtgtata

ttcctetaat tttecectet

421 acacacacac acacacacac acacatacac

acacagatac

acacacaatg atgggtaaag

481

ggtctcacte cactecagetg tgatggtagt gtggtctget caccagtgag ctgecccaag

541

ttgccttget gtacctgttg atgtctecto acacataaca agazqgetica gagaagaqqqg

601

tcgageagge gtacaatgac atgaaaatee tcattctgga cttttotgea cccagageac

66l

ctgaaagaag gaaaccagca acagagcaac ctgttctett aaccatgttg agttaaatga




BUCRGPR &‘f OIS (S

Frogram Selecltion

Opfimire for

Choose 3

Enter Query Sequence DLASTH programs ssarch
En accession number(s). gi{s). or FASTA sequence(s] & Clear Query subranpe
[T, S——" -
1 aagracazad SSaATaaTaasg ATCTCEgTag TTToOCTaasa CatooTgnTooh From
tattgbtcaaz
721 agaagctgot £t =3 To

or. upioaa me
Job Title
Enter a descriptive title for your BLAST search &3
M Align fwo or more sequences 40
Chonse Search Set
Lo r== =t Human genomic + transcript ) Mouse genomic + transcript ¥ Others (nretc )k
Mucleotide collection (nr/nf) [=]
Oryaninm Fl Sectuia EE
Optional =
Entar organism comemon narms, bincmial, or toe id. Only 20 top tees will ba shown. &35
GE'_‘:_I_:':‘“ [0 mogels (xnixe) [ Unculured’environmental sample sequences
Entrez Qucry
r— .
Crnt=r mn Cotrez query to limit s=arch G

T Highly serslar seguences (megabilast)
= More dissimilar sequences (discontiguous megablast)

® Somewhst similar sequences (blastn)

BLAST . ] Saarch datahaces Nuclaotide collection (nrint})  asing Rlactn (Optimire for comewhat csimilar csequencec)

I 2how raauits In 8 e window

ELAS aigomthm &3

S5 G 3 Vsans S o st GBI LSl s 1 b 4yl JIg L alin sl I o315 53 BLAST i3

w‘wm&aukb-fw‘ .J)‘DJ.E..'J)}A g‘jbd%ﬁ,ﬁu‘jj&y@MWJ‘}&}\»MW

dl?-j RN BE S ol &um\ﬁ}j V-:f‘)jg‘ d’»‘ QKM}; Dblast V..Iﬁ)}i.“ )98 )3 L;“"r’j: J.ALJ: ZJJ‘ Cooond

.MJ@ J:” (".’.‘°'>j5 ubﬁa‘

355 (S Gl Lo aS (glosls ol_<.ll.; 355050 Sles o S ol s eslinal 5 50

Edt and Resubmit - Save Search Stitegies  Fomatingopions  Download

Description None

Query Length 230

Nucleotide Sequence (230 eters|

Query ID [[219149 Databése Name r

Molecule type. nuclec acd Program BLASTN 2.2.28+ Citafion

(ther reports:  Search Summary [Taxonomy reports] [Distance free of resuls]

Description Nuceofide collection (7]

4 Llodal Cwws 4 blast S 53 &S Jol JIg Vv &S 6,5b 4 ol blast =kl dig\;ﬁuzpam

s oM s ol [y cab SOl st cals Ol il JIg s e esls Ol SO bkt &5

&ﬁ@ab‘b&bﬁ}&‘)b&lb%%o— Jb-)bgbjbo.k&g:,ﬁb“ ;;‘j-’“ O



Distribution of 100 Blast Hits on the Query Sequence &

|Mnuse—0ver to show defline and scores, click to show alignments |

Color Key for alignment scores

<40 40-50 80-200 >=200

G u-e ry | ——
| | | | | | | |
1 100 200 300 400 500 600 T00

(et Ao 95 JIS s (69549, AL e sdkal Cods sl JIg rijJLAJ oolad Jold Cand ol P Seand
P gy Ll oll iy oDl &S el gt Jl> s Sl s edd il JIg e ea 5Ll (Score) sae ) 4l
Lgda_gb@.a).x.ip ok S JIg a8 55l Jlaxs| ju8 a4l g ol (e value) el 550 (55l csde e gs L s

ol S S dlel il i HUatl s, ge Lestls ST 0L il s Ll o (ol e

Sequences producing significant alignments:
Select: All None Selected:0
1 Alignments [31Download v GenBank Graphics Distance tree of results o)
Description ::;: ;;;?el (c);vee?’ vall—:ue ldent  Accession
[ Canis familiais, clone J0-13001. complete sequence 517 5T 95% Be-161 T78% AC107468.12
™ Canis familiaris chromosome 5. clone XX-203F17. complete sequence 4 314 62% 1e99 T7% ACI38147.18
[ Canis familiaris chromosome 34, clone XX-496077, complete sequence 205 M7 39% 6e73 80% AC18385114
[ Adalia bipunctata microsatelite DNA, clone Ab13 N6 96 5% fedd 93% AMTO361
™ Human DNA sequence from clone RP6-113J7 on chromosome Xp11.22-11.4, complete sequence 835 898 &% be14 96% AL0235741
[~ Mus musculus targeted KO-first, conditional ready. lacZ-taqged mutant allele Trim65 tm1a(KOMP)Wisi: transqenic 879 879 4% 213 98% JNGs0T13d
[~ Mus musculus targeted non-conditional, IacZ-tagaed mutant allele Mrpi38:tm1e(EUCOMM)Wisi fransgenic 879 879 4% 213 98% JN9483411
[~ Mus musculus targeted KO-first. conditional ready. lacZtaqged mutant allele Mrpi38:tm1a(EUCOMM)WST: transaenic 879 879 4%  2e13 98% JN3464101
[ Cerithium ividulum clone X7 microsatelite sequence 819 879 6% 213 91% AR30M9IA
[ Mus musculus chromosome 18, clone RF24-252.16, complete sequence 819 38 5% 2e13 100% AC1575764
[ Mus musculus chromosome 1. clone RP23-393C3, complate saquence 819 508 4% 213 100% AC15487210
[ Human DNA sequence from clone RP11-167C5 on chromosome 9. complete sequence 819 819 5% 213 95% AL137069.15




3L 5o Sl s ledls b Jls Byl et o5l adsl JIg L JIs O s e olgr Caan
o 23 g0 o3lizadl aul b (gl ol o Clasloes S s Gledl 55 Lo 5 48T JI 55 5l Caand OF 01 5 oo Lo

Ly 65 sed Cand ol o b 3 Cudbge (gl il a5, pe JI5 aline DLl 0 JIg5 a8 ol _zand ol cbli>
L 0o g alie i T odle il 3050 235 & 3l sl SLesl b Jams 53 [ (S5 5050m b Cood 5 youl

2ol smsgap S cl o 5 S It cand 5 e JIs

® Alignments

BiDownload ~ GenBank Graphics

PREDICTED: Oreochromis niloticus dystrophin (DMD), mRNA
Sequence ID: reflXM_ 003454744 1] Length: 1959 Number of Matches: 1

Range 1: 1640 to 1922 GenBank Graphics

Score Expect Identities Gaps Strand

298 bits(330) 2e-77 236/283(83%) 0/283(0%) Plus/Plus
Query 1 ATTCCAAGGTGAACGECACGGCCCTCTCTTCCCCCTCCACATCCTCCCAGCGCTCCGACT 60

| | I | 111 11 111 111
Sbjct 1640 ATTCCRAGGTAARACGGCACAGCTCIGICCICCCCATCCRCCTCC CGITCCGACT 1658
Query 61 CGICTICTGCCACTGCTGE TGEGCGATGRACG 120

Sbjct 1700 CCTCTCTCCCICTGCIT 1759

Query 121 AGTTTTCCAGTCCTTCC E, AAGTGETGERGCAGCTCARC A 180
I | |

Sbjct 1760 AGCTGTCCAGCCCAT 1819

Query 181  ACACTTTCCCTCACAGCCAGGGTCTCGGCATCGGCAGCCTGTTCCACATGGCGGACGATC 240
| 1111 111 | [y [N Ay
Sbict 1820 ATTCTTTCCCTCARAGTCAGGGTCCCAGCATTGGCAGTTIGTTTCACATGGCTGATGATC 1879
Query 241 TGGGCCGCGCCATGGAATCGCTGGTCAGCGCCATGACCGTICGA 283
I

EST(\-¢

| LEST Ol ST des gy 81 edgled w815 53 g oo bl (s &0 Sales 03 s MRNA & o8 daes el
JolS S s 5 Ol sl SleMbl 51 Olg o Cand cpl 53 5 S b sl 05551 sy Ol o 50l i i
S il ledlg B e S8 LalS 0555 035 g sl 28 eslinal Kos Dbl 055 51 e i (10 Lt
Sl ety osline Sl 3 0581 p s JI5 G aoase 13 o HUS Sl (5 S bl 35 e stalia
L besS Jate oa Ly 5 Gl ) Jlises Cand il (adl Cppo 4 5 2l adls Sl gy oa I s
e B e JI s
Suolastl |y s B o S Ol [ EST 58 Nucleotide au 58wl gl o BLAST ;5 JIg 05 S & $ln

J\.SLSAL)\:.’)‘ b(&;}jﬁ)a.&iﬁéuwuceyjds)bwébr@ébjs.rgs



<NCBI EST =] search [,
Nabional Center for
Bictechnology Information
wlil Welcome to NCEI Popular Resources jureed
Resource List (A7) The National Center for Biotechnology Information advances science and health by providing access to biomedical  PubMed
All Resources and genomic information. Bookshelf
Chemicals & Bioassays About the NCBI | Mission | Organization | Research | NCBI News PubMed Central l
Data & Software PubMed Healih .
DNA & RNA Cet Started BLAST

& (] o
Domains & Structures Nucleotide

. + Tooks: i
Genes & Expression Tools: Analyze data using NCBI software Genome
i ; + Downloads: Get NCBI data or software SNP
Genetics & Medicine + How-To's: Leam how to accomplish specific tasks at NCBI .
Genomes & Maps + Submizsions: Submit data to GenBank or othar NCBI databases &ne
Protein

Homology e

PubMed(\-0

ol (S5 e SbulS 55 $3sdsm Sl e 55,0 bs 85 ol Ve Sledbl SO Ve 1 (les same

Cﬁw‘ aJ.L.)}f WU (NLM)

&S NCBl  Resources @ HowTo ®

Sign in to NCBI

I

US National Library of Medicine
National Instittes of Heath

Using PubMed
PubMed Quick Start Guide

Full Text Articles

PubMed

i | PubMed compri
& MEDLINE, life s

[=] dmd gene in cattlef

Advanced

! PubMed

re tha million citations for biomedical literature from

PubReader

ence joumals, and online books. Citations may include links to full JEESUNNEAT

content from PubMed Central and publisher web si to rend scientiic
lterature at ’

PubMed Central

PubMed Tools
PubMed Mobile

Single Citation Matcher

More Resources

MeSH Database

Journals in NCBI Databases

PubMed FAQs Batch Citation Matcher Clinical Trials
PubMed Tutorials Clinical Queries E-Utilities
New and Noteworthy B Topic-Specific Queries LinkQut

Help

AR



S NCBI  Resources (¥ How To &

Sign in to NCBI

Pubh}ed.gw PublMed

[=||dmd gene in catlle

US National Library of Medicine

National Institutes of Heath G RSS Save search Advanced

Show additional filters Display Settings: (~] Summary. Sorted by Recently Added Send to: [¥)
Article types

More .. Results: 5

Text availability [T iLoss of methylation at H19 DMD is associated with biallelic expression and reduced development i

Abstract available 1
Free full text available
Full text available

Suzuki J Jr, Thermign J, Filion F, Lefebvre R, Goff AK, Perecin F, Meirelles FV, Smith LC.
Biol Reprod. 2011 May;84(5):947-56. doi: 10.1095/biclreprod.110.087833. Epub 2011 Jan 19.

PMID: 21248292 [PubMed - indexed for MEDLINE]
Publication dates

Syears D Effect of sward dry matter digestibili Yy on methane QTOUUCUOH. ruminal fermentation, and microbial
10 years 2. populations of zero-grazed beef cattle.
Custom range... Hart KJ, Martin PG, Foley PA, Kenny DA, Boland TM.
Species J Anim Sci. 2009 Oct;87(10):3342-50. doi: 10.2527/jas.2009-1786. Epub 2009 Jun 19.

P . PMID: 19542500 [PubMed - indexed for MEDLINE]
Other Animals

[ Increased QU[O\HUOHHE levels slow ruminal digestion of wheat (Triticum aestivum L.) starch D}’ Cﬂlﬂ‘!_.

— 3. Swan CG, Bowman JG, Martin JM, Giroux M.

J Anim Sci. 2006 Mar,84(3).641-50.
PMID: 16478956 [PubMed - indexed for MEDLINE]

Show additional filters

Help

Filters: Manage Filters

¢ sede
oS sy 5 oS 2 05
s 0l S (sl Laii
dle oS ze (1

s sbesle js dlie lS e g5l

—1

7 %

mJ0,

Display Settings: [v) Abstract Sendto: [

Genet Sel Evol 2013 Sep 3:45(11:32. [Epub ahead of prinf]
On estimation of genetic variance within families using genome-wide identity-by-descent sharing.

Abstract

BACKGROUND: Traditionally, heritability and other genefic paramelars are esfimated from between-family variation. With the advent of dense
genotyping, it is now possible to compute the proportion of the genome that is shared by pairs of sibs and thus undertake the estimation within families,
thereby avoiding environmental covariances of family members. Formulae for the sampling variance of estimates have been derived previously for
families with two sibs, which are relevant for humans, but sampling emors are large. In livestock and plants much larger families can be obtained, and
simulation has shown sampling variances are then much smaller.

METHODS: Based on the assumptions that realised relationship of sibs can be obtained from genomic data and that data are analyzed by restricted|
mezimum ikeihaod, formulaz ware derived for the sampling variance of the estimates of genatic variance for arbitrary family sizes. The analysis used
statistical differentiation, assuming the variance of relationships is small.

RESULTS: The variance of the estimate of the additive genetic variance was approximately proportional to 1/ (in2sigmaR2), for f families of size n and
variance of relationships sigmaR2.

CONCLUSIONS: Because the standard ermor of the estimate of heritability decreased in proportion to family size, the use of within-family information
becomes increasingly efficient as the family size increases. There are however, limitations, such as near complete confounding of additive and
dominance variances in full sib families.
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