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Topicos:

Manipulacao de dados genomicos beai
* de 3K a dados de sequenciamento 20

Que linguagem utilizar: C++, Fortran, Perl, SAS, R? Excel?
Banco de dados gen6micos: Licoes e novos projetos

Compartilhamento de genétipos entre grupos/paises

Conclusoes



C++, Fortran, Perl, SAS, R? Excel?




mov ax,4  // (/O Func.)

mov bx,1  // (Output func)

lds cx,“"EMBRAPA, obrigado pelo convite!" // (address of the string)
mov dx,6  // (length of the string)

int0x21  // system call

print ( "EMBRAPA, obrigado pelo convite!")

#!/usr/bin/perl
print "EMBRAPA, obrigado pelo convite!";




public class Hello {
public static void main(String[] args) {
System.out.printin(“EMBRAPA, obrigado pelo convite!");

}
}

#include <iostream>
using namespace std;

int main()
{ cout << "Obrigado pelo convite EMBRAPA!" << endlI;
system("pause"); }

print ( "Obrigado pelo convite EMBRAPA!")

01001111 01100010 01110010 01101001 01100111 01100001
01100100 01101111 00100000 01110000 01100101 01101100
01101111 00100000 01100011 01101111 0110111001110110
01101001 01110100 01100101 00100000 01000101 01001101
01000010 01010010 01000001 01010000 01000001 00100001




Linguagem compilada: (XXX b|0
« Converte uma linguagem de alto nivel do cédigo fonte legivel de
um programa em um programa executavel em linguagem de
maquina

e Converte todo um codigo de fonte de uma so vez

* Compilacao deve ser finalizada antes de executar o programa
*Todo o processo de compilacao é simplesmente usado para criar
algo que possa ser executado.

Linguagem Interpretada:

codigo fonte é executado diretamente por um interpretador

Variaveis criadas no programa sera mantido em uma espécie de tabela
de pesquisa que mapeia os nomes de seus dados.

Se vocé executar o programa novamente, o intérprete tera que gerar o
codigo novamente.



Linguagens Interpretadas e compiladas  **** 20

Compiled

Source J
Input | ==) [ Executable }—b

Output J

Interpreted

Program J Input J

v o/

Interpreter

|

Output J




Exemplos de linguagem compilada:
Fortran 90, C, C + +, Pascal

Exemplos de linguagem interpretada:
Java Script, Perl, Phyton, R

Normalmente mais lentos e mais flexiveis

Exemplo de linguagem hibrida:
(*) Java:




Quais critérios para escolha? vo%9 DIO

Qual o tipo de terreno?
Que velocidade quero atingir?

Qual a distancia irei percorrer?
Qual a frequéncia de utilizacao (cada caso)?

Quais critérios para escolha da linguagem?
Qual a frequéncia de utilizacao?

Quais Sistema Operacional? VM?

/ Qual configuracao do servidor?

Qual o tempo de aprendizado?
Graficos? Dados em larga escala?



Receita mineira para esse problema!

“Mexidao de linguagens” complementares




Ricardo e uso de linguagens de programacao

Antes do envolvimento com gendmica

p0[0]3) 2007 2008 2009 2010
Java Java JSTF Matlab SAS
SAS  Html / Java Script SAS SAS Excel

SAS
Apos genbmica

2010 2011 2012 2013 2014

Excel Excel Excel Excel AWk/ Sed R

C++ @ C++ @ C++ @ C++ SN\ CH+ &’
Perl Perl



C++ ou Linux (AWK, Sed ...)

CONTAR NUMERO DE LINHAS NO ARQUIVO
wc -l file.txt

Ifstream file;
file.open(“genotype.txt”);

un,

string stringLine = “”;

“un,

int countLines = “”;
if (file.is_open())

{
while(file >> markerName)
{
getline(file, stringLine);
countLines ++;
5
}
else

cout << "Problems to open file genotype.txt " << end|;
cout << “Number of lines: “ << countLines << end|;
file.close();




Comandos Linux, AWK e Sed ...

CALCULAR NUMERO DE COLUNAS LINUX
cat PR_26_OUT_INVERTIDO_CHECAGEMRESULTBEAGLE.txt | awk '{ print NF}

TROCAR TAB POR SPACE: » con
awk '{ gsub(/\t/, " "); print }' < AB_5032_1TO5032.txt > output.txt I‘i\lf

FOLDER ONDE O PROCESSO ESTA RODANDO:
s -l /proc/1175/cwd ....... "1175" e' o numero do processo PID

CONTAR NUMERO DE LINHAS NO ARQUIVO
wc -| file.txt

OBTER NUMERO DE MARCADORES DO ARQUIVO GEBV - COLUNA DE GENOTIPOS
awk ' {print length($2)} genoHD_05.txt

INSERIR ESPACO ENTRE GEBV GENOTYPE FORMAT FOR R!
awk 'NR >1 {gsub(/./,"&", $2); print S1 " " S2; }' TESTE > teste.txt



* Ampla variedade de pacotes estatisticos

e Técnicas graficas ‘é.jf
* Altamente extensivel

* C, C+ + e Fortran acionados em tempo de execucao

e Utilizar R dentro de rotinas C e C++
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Linguagem: calculos matematicos (compiladas) ¢es9 bio

s
IF%0

Fortran 90

Tarefas com alta repetitividade

Desenvolvimento de métodos

Paradigma procedural

Direcionado a funcionalidades

Language Linguagem de baixo nivel

Multi-paradigma (Procedural + Orientacao objetos

Direcionado a objetos

Linguagem de nivel intermediario



Linguagens de script (interpretadas!) vowe DIO

Tarefas de baixa repetitividade
Entrada e saida de dados no BD
Manipulacao de sequéncias




461339000

0
LT

R?
AWK ?
C++ ?

Inserir em BD e buscar subset?

Carregar todos os dados na memoria?
Até 50K esse erro ainda pode ser cometido!



HEE[!EF

G5GT Version 1.9.4

Processing Date 8/31/2012 5:20 PM
Content BovinesNP50_v2_C. bpm
Mum SHPs 54609

Total sNPs 54609
Num Samples 75

Total samples 75
[Data]
SNP Name sample ID Allelel - Forward Allele2 - Forward Allelel - Top Allele2 - Top Allelel - AB Allele2 - AE
Y
ARS-BFGL-BAC-10172 X439 G G G G B B 0.9506 0.027 1.000
ARS-BFGL-BAC-1020 X439y - - - - - - 0. 0000 0.177 0.630
ARS-BFGL-BAC-10245 x439Y C C G G B B 0.7579 0.160 1.424
ARS-BFGL-BAC-10345 X439Y A C A C A B 0.9276 0.879 0.E70
ARS-BFGL-BAC-10365 X439 G G C C B B 0.5335 0.076 1.188
ARS-BFGL-BAC-10375 X439Y A G A G A B 0.9567 0.372 0.418
ARS-BFGL-BAC-10591 X439 A G A G A B 0.9003 0.311 0.481
ARS-BFGL-BAC-10867 xX439Y G C C G A B 0.9434 0.428 0.468
ARS-BFGL-BAC-10919 X439Y A G A G A B 0. 8526 0.876 0.982
ARS-BFGL-BAC-10951 X439 T T A A A A 0.5140 0.801 0.034
ARS-BFGL-BAC-10952 X439Y A A A A A A 0.9512 1.331 0.033
ARS-BFGL-BAC-10960 x439y - - - - - - 0.0000 0.047 0.241
ARS-BFGL-BAC-10972 X439 G C C G A B 0.8759 1.016 0O.877
ARS-BFGL-BAC-10975 439 A G A G A B 0.7379 0.525 0.443
ARS-BFGL-BAC-109E6 X439 G G C C B B 0.9309 0.045 O.877
ARS-BFGL-BAC-10993 439 T C A G A B 0.9014 1.087 0.986
ARS-BFGL-BAC-11000 X439 T T A A A A 0. 9686 0.578 0.023
ARS-BFGL-BAC-11003 439 T T A A A A 0.9215 1.576 0.060
ARS-BFGL-BAC-11007 X439 T C A G A B 0.9454 0.B889 0.695
ARS-BFGL-BAC-11025 x4397 - - - - - - 0.0000 0.171 0O.808
ARS-BFGL-BAC-11028 xXA39Y A A A A A A 0.9678 0.427 0.019
ARS-BFGL-BAC-11034 X439 T C A G A B 0.9509 0.591 0.696
ARS-BFGL-BAC-11039 x®A39Y C C G G B B 0.9658 0.017 0.982
ARS-BFGL-BAC-1104 x439Y G G G G B B 0.8506 0.019 1.3205
AD = =3 (11 i Ll = = (] Ui (101

Diferente numero de colunas comparado ao apresentado pelo Prof. Fabyano

Na verdade existem dezenas versoes diferentes

ARS-BFGL-BAC-11154 X430y T C A G A B 0. 8469 1.099 1.270
ARS-BFGL-BAC-11193 4397 A A A A A A 0.9748 1.201 0.008
ARS-BFGL-BAC-11200 X430y T T A A A A 0.6973 0.373 0.035
ARS-BFGL-BAC-11206 X439 & G G G B B 0.9139 0.092 1.037
ARS-BFGL-BAC-11215 X4309Y A A A A A A 0.4502 0.327 0.058
ARS-BFGL-BAC-11218 4397 A A A A A A 0.9363 1.185 0.026
ARS-BFGL-BAC-11276 X4309Y A A A A A A 0.9426 1.174 0.027
ARS-BFGL-BAC-11281 4397 & G G G B B 0. 8449 0.120 1.251
ARS-BFGL-BAC-11283 X4309Y A A A A A A 0.8673 2.176 0.011
ARS-BFGL-BAC-11284 4397 A A A A A A 0.9036 1.206 0.150
ARS-BFGL-BAC-11290 X439 G G C C B B 0.8221 0.093 1.673



Recodificando arquivo de genodtipos vo%9 DIO

ricardo@ricardo-Latitude-E5430-non-vPro: ~/workspace/0_RTBM_1001
@ CNU nano 2.2.6 genotype 9.txt

flo caLL

CHARS 1025050252501211112621002000501110052020252200202020015000051012001105121021111
LIMO9 0125052052502211002122002000501110051020252200202010015001050012212005002112122
SIM10 12256051052502220012022002000502010052020252200201111005000051001011015121112222
CHA11 10250510515012111121220026000511120052020252200201010015001150012101015002020122
CHA12 01250510525012111220220020015120100520202522002000000050022500021120051126020011
CHA13 0025052052501220012122002000502010052020252200201111005000150001002115021020160
ANG43 2025051051501220112622001001502000050020252200202000025220050002122005012110111
ANG44 01250501505012260022021002000502020052020252200201010105002251002122005012020111
ANG45 0225051051501220022022002000502020052020252200201000015002150101012005122110122

~
=
5
i}
K

AA=2/BB=0/AB=1/BA =1/ Missing=5




Leitura de arquivos contendo dados genémicos

Ex: 35.000 animais genotipados
Uso de subset contendo 5000 animais

Ifstream file;
file.open(“genotype.txt”);

string genotype = “”;
if (file.is_open())

{ while(file >> markerName)
{
getline(file, genotype);
curré i =genotype;
|
}
else

cout << "Problems to open file genotype.txt " << end|;
file.close();

Filtros () ...
Execucao () ...




Criacao de arquivos
temporarios binarios

4613390006
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N marcadores

900000
800000

700000 / <
600000 /
500000 /
400000 /
300000 /
200000 /
100000 —

0 E—— ——

6K 9K 20K 50K 777K | 648K

—Total| 6909 | 9000 | 20000 | 54609 777962 648000
—Chr | 222,87 290,32 645,16 1761,6 25096 20903

Sequéncia: ~ 13.000.000 = 420.000 / chr =~ 1 painél HD / chr




OMP - C, C++ and Fortran

/* C/C++ Example */ IFortran example

#pragma omp parallel for ISomp parallel do private(temp)
private(temp) shared(n,a,b,c) | shared(n,a,b,c)

{ doi=1,n
for(i=1; i<=n; i++){ temp = 2.0*a(i)
temp = 2.0*a[i]; a(i) =temp
ali] = temp; b(i) = c(i)/temp

b[i] = c[i]/temp; Enddo
}
}

Montahaplotipo = Montahaplotipo + string;



OMP - C, C++ and Fortran

461339000

0
LT

Divisao de tarefas por .y

° e 7 )
cromossomo ou individuo: 259
Exemplos:

 Conversao de dados
e Calculo da matriz EDM
e Descoberta de paternidade



Combinando painéis HD lllumina e Affymetrix  *#*¢ bi0o

o7 ilurmina
Y

C++: Necessidade de “debug” e codigos detalhados!
Sincronizar 2 mapas (lllumina e Affymetrix)

Divisao por Chr para evitar problemas de memoria

substring();




Painéis comerciais: Affymetrix e lllumina

50K V1 —54.001 SNPs
50K V2 —54.609 SNPs

A Al =

/—\ﬁ'ymetrlx

10K
648K

3K —2.900 SNPs

6K —6.909 SNPs

6K GGP
Angus GGP-HD (79.000)/ GGP — LD (10.000) / GGP — HD (80.000)



Como filtrar SNPs/Animais de diversos arquivos? **¢¢ bi0

Como recodificar os arquivos vindos do laboratorio?

‘((.h
Manter arquivos originais ap0s processo de recodificacao? Q;\lf
Como armazenar animais genotipados oriundos de diferentes painéis?

O que ocorre se mudar a posicao dos SNPs no mapa?

Como identificar diferentes tipos de amostras/painéis em um unico ID?

Como armazenar genotipos de animais imputados?

Backup?



XXX b_io

Centralizando rotinas em um unico software

ricardo@ricardo-Latitude-E5430-non-vPro: ~fworkspace /0_RTEM_1001
ricardo@ricardo-Latitude-E5438-non-vPro:~/workspace/@_RTBM_18015 nano param.txt
ricardoricardo-Latitude-E5438-non-vPro:~/workspace/@_RTBM_18815 ./RTBM_1861_Ve21

START TIME:
Current local time and date: Fri Jul 11 89:53:54 2014

RTEM_1881 SOFTWARE
Centre for Genetic Improvement of Livestock, Guelph, ON
BIO Beef Improvement, Guelph, ON
Ricardo Ventura

Last update: 2814 65 25

FINISH TIME:
Current local time and date: Fri Jul 11 89:53:54 2014

ricardo@ricardo-Latitude-E5430-non-vPro:-/workspace/@_RTBM_10015% I




Centralizando rotinas em um unico software XXX o][o]

o)

n/ HUERBBRBRRR B BB BB RR BB BB H BB B BB RHRR BB RHR BB BB R RH BB BB BB R BB R R BB BB BB BB URY
!/ MANDATORY INFORMATION

GENOFILE_0125 genotype_9.txt

NPARALELJOBS 3

MAP(NCP) snp_info_54609. txt

FOLDERLOCATION /home/ricardo/workspace/0_RTBM_1001
FLAGWINLINUX [/

1/ QUALITY CONTROL (NO CR_SNP YET)

CR_ANI NO

MAF NO

CR_SNP NO

//

FLAGPARENTDISCOV YES

SELECANI NO

SNPINFOFLAGREDUCINGFORMAT SNPINFO_teste UNSORTED. txt
REDUCEGENOFILE TESTE_UNSORTED. txt

FILEANIMALSCHIPFIMPUTE scen_1.txt

NCLUSTERS K 3

SNPLISTTOPRINT snpListToDebug.txt

!/ IMPUTATION ACCURACY
FOLDERLOCATIONORIGFILE /home/ricardo/workspace/0_RTBM_1001
GENO(FIMPUTE)FILE genotype FIMPUTEFORMAT BEFORE.txt
FOLDERLOCATIONIMPUTEDFILE /home/ricardo/workspace/0_RTBM_1001
GENO(IMPUTED)FILE genotype FIMPUTEFORMAT_AFTER.txt
MAPFIMPUTEHD BEFORE snp_infoFIMPUTE. txt

MAPFIMPUTEHD_AFTER snp_infoFIMPUTEResult.txt
ANIMALLISTTOCHECKACC animalListAcc.txt

// (PLINK/REDUCE/REDUCE_U/FIMPUTECHIP/PLOTR/FINDSNP/IMPACC/EXPAND/SORT/MAF /MAFFI) ==
// (HAM_LONG)

SPECIFICFUNCTION PLOTR

RS [ BRI R S R R R R R R R R S R R R R R R R S R R R AR R R R R R R R R U AR AR U BB R BB RHURRNNY

5
=]
B
A
T
*
a
(0
7
)




HE&!EF

G5GT Version 1.9.4

Proce
Conte ° ° ° efe

Num 5
ws Nao envie ID de animais utilizando espa¢cos como
Num 5
Eata1

Data

parte do nome ...
ARS-BFGL-BAL-1UL S = o LS & & G b b U Halo uoulys Louuu
ARS-BFGL-BAC-1020 X439Y |- - - - - - 0. 0000 177 0.630
ARS-BFGL-BAC-10245 X439 C C G G B B 0.7579 0.160 1.424
ARS-BFGL-BAC-10345 4397 A C A C A B 0.9276 0.679 0,870
ARS-BFGL-BAC-10365 X439Y G G C C B B 0.5335 0.076 1.188
ARS P —BAaC_1037 x4 3 A G 0. 9567 0.372 0.418
¥4397 A GI A G | A BI 0.9003 0.311 0.481
LR S X4 3995 = C G 0.9434 0.428 0.468
ARS-BFGL-BAC-10919 XA30% A G A G A B 0. 8526 0.876 0.982
ARS-BFGL-BAC-10951 X439 T T A A A A 0. 5140 0.601 0.034
ARS-BFGL-BAC-10952 XA30% A A A A A A 0.9512 1.331 0.033
ARS-BFGL-BAC-10960 x439Y - - - - - - 0. 0000 0.047 0,241
ARS-BFGL-BAC-10972 *439Y G C C G A B 0. 8759 1.016 0.877
ARS-BFGL-BAC-10975 X439 A G G A B 0.7379 0.525 0.443
ARS-BFGL-BAC-10986 ®43I9Y G G C B B 0.9309 0.045 0.877
ARS-BFGL-BAC-10993 X430 T C G A 0.9014 1.087 0.986
ARS-BFGL-BAC-11000 ®43o¥ T T A A 0. 9686 0.578 0.023
ARS-BFGL-BAC-11003 X430 T T A A 0.9215 1.576 0,060
ARS-BFGL-BAC-11007 ®43o¥ T C A G A 0. 9454 0.689 0.6985
ARS-BFGL-BAC-11025 X439 - - - - - 0. 0000 0.171 0,808
ARS-BFGL-BAC-11028 *43I0¥ A A A A A 0.9678 LA27 0,019
ARS-BFGL-BAC-11034 X430 T C A G A B 0.9509 . 5391 0.696
ARS-BFGL-BAC-11039 *43I9% C C G G B B 0.9658 L0177 0,982
ARS-BFGL-BAC-11042 x439Y G G G G B B 0. 8506 .019 1.305
ARS-BFGL-BAC-11044 *43I9% C C G G B B 0. 9654 022 1.332
ARS-BFGL-BAC-11047 X430 T T A A A A 0.9465 Q83 0.020
ARS-BFGL-BAC-11050 X439y T T A A A A 0.9212 18009 0,047
St s = e B R L) 2= = G G E 0.9023 08101 0,857
ARS-BFGL-BAC-11061 x439Y - - - - | - - 0. 0000 08179 0,933
e e S e o X439 G \ G ‘ \ 0.9417 0076 0,809 \
ARS-BFGL-BAC-11101 4397 A A A A A A 0. 8870 0.699 0,022
ARS
ARS
ARS
ARS
ARS
ARS- - - = . .
ARS-BFGL-BAC-11200 ®43O9Y T T A A A A 0.68973 0.373 0.035
ARS-BFGL-BAC-11206 x439Y G G G G B B 0.9139 0.092 1.037
ARS-BFGL-BAC-11215 A 3IaY A A A A A A 0.4502 0.327 0.058
ARS-BFGL-BAC-11218 X439 A A A A A A 0.9363 1.185 0.026
ARS-BFGL-BAC-11276 A 3IaY A A A A A A 0.9426 1.174 0.027
ARS-BFGL-BAC-11281 x439Y G G G G B B 0. 8449 0.120 1.251
ARS-BFGL-BAC-11283 A 3IaY A A A A A A 0.8673 2.176 0.011
ARS-BFGL-BAC-11284 X439 A A A A A A 0.9036 1.206 0,150
ARS-BFGL-BAC-11290 *43I9Y G G C C B B 0.8221 0.093 1.673




L

res.illumina.com/documents/products/technotes/technote_topbot.pdf

To address DMNA strand designation and orientation for
both human and non-human species, lllumina has devel-
oped a consistent and simple method to ensure uniformi-
ty in the reparting of genotype calls.

The method that llumina has developed uses the top
[TOF) and bottom (BOT) designations based on the paly-
morphism itself, or the contextual surrounding
sequence. This decument provides a description of the
TOF/BOT method, as well as the generalized nomencla-
ture of “Allele A” and “Allele B” within the [llumina geno-

typing system. Beginning in mid-2005, dbSNF also
adanted this TOP/RAOT namenclatire and has inclnded

consistently designate the same SNF orientation and
allele calls even if public SNF databases and genome
assemblies change. This will enable researchers world-
wide to easily correlate the genotype calls made today to
research that may have been completed several years ago.
Researchers can be confident that the same genotype
calls are being made across time.

Additionally, although the human genome has been
annotated and extensively SNF genotyped, the study of
non-human species is growing rapidly. Much of this work
is being done on species for which SMNF databases are in

their initial stages or do not yet exist. Many researchers
that srudvw hath humans and nan-human snecies alsn relv



Combinando sequéncia e genétipos vo#9 DIO

" Forward Forward

Auxiliar construcao dos haplotipos para imputacao

777K para Forward Forward e nao Forward Forward para AB

50K # formatos
o er oy e
sy S

"HD "6K "




Sincronizacao / Backup: Solug¢dao nao otimizada

Rotinas / Codigo fonte

rsync —avz --delete ../workspace rventura@uoguelph.ca:/home

Genotipos

rsync —avz --delete ../genotypes rventura@uoguelph.ca:/home
rsync —avz --delete ../genotypes rventura@serverl:/home
rsync —avz --delete ../genotypes rventura@server2:/home
Sequéncia

rsync —avz --delete ../genotypes E:/externalharddrive

rsync —avz --delete ../genotypes E:/externalharddrive



Dados ordenados por Chr/Pos ... XXX¥o]l0]

Mame Chr Pos

Hapmap43437-BTA-101873 1 135098
ARS-BFGL-NGS-16466 1 267940
ARS-BFGL-NGS-19289 1 305793
ARS-BFGL-NGS-105096 1 353745
Hapmap34944-BES1 Contig627 1906 1 393248
BTA-07251-no-rs 1

ARS-BFGL-NGS-98142 471078
Hapmap53946-rs29015852 516404
ARS-BFGL-NGS-114208 533815
ARS-BFGL-NGS-66449 571340
ARS-BFGL-NGS-51647 654413
ARS-BFGL-BAC-32770 845494
ARS-BFGL-NGS-65067 883895
ARS-BFGL-BAC-31497 905632
ARS-BFGL-BAC-32722 929617
ARS-BFGL-BAC-34682 950841
ARS-BFGL-NGS-3964 974586
ARS-BFGL-NGS-98203 1009504

1825858625256012111
E se nao estiver ordenado? ©

Dimensao de sequéncia?




Outras funcionalidades ... vewe bi0

o

n/ HUERBBRBRRR B BB BB RR BB BB H BB B BB RHRR BB RHR BB BB R RH BB BB BB R BB R R BB BB BB BB URY
// MANDATORY INFORMATION

GENOFILE_0125 genotype_9.txt

NPARALELJOBS 3

MAP(NCP) snp_info_54609. txt

FOLDERLOCATION /home/ricardo/workspace/0_RTBM_1001
FLAGWINLINUX /

1/ QUALITY CONTROL (NO CR_SNP YET)

CR_ANI NO

MAF NO

CR_SNP NO

/]

FLAGPARENTDISCOV YES

SELECANI NO

SNPINFOFLAGREDUCINGFORMAT SNPINFO_teste UNSORTED. txt
REDUCEGENOFILE TESTE_UNSORTED. txt

FILEANIMALSCHIPFIMPUTE scen_1.txt

NCLUSTERS K 3

SNPLISTTOPRINT snpListToDebug.txt

!/ IMPUTATION ACCURACY
FOLDERLOCATIONORIGFILE /home/ricardo/workspace/0_RTBM_1001
GENO(FIMPUTE)FILE genotype FIMPUTEFORMAT_BEFORE.txt
FOLDERLOCATIONIMPUTEDFILE /home/ricardo/workspace/0_RTBM_1001
GENO(IMPUTED)FILE genotype_ FIMPUTEFORMAT_AFTER.txt
MAPFIMPUTEHD BEFORE snp_infoFIMPUTE. txt

MAPFIMPUTEHD_AFTER snp_infoFIMPUTEResult.txt
ANIMALLISTTOCHECKACC animallListAcc.txt

// (PLINK/REDUCE/REDUCE_U/FIMPUTECHIP/PLOTR/FINDSNP/IMPACC/EXPAND, SORT/IIAF /MAFFI) ==
// (HAM_LONG)

SPECIFICFUNCTION PLOTR

[] BEBBBHRBHRB G v e AR R R R R RS R B R AR R R R BB R R B R AR UR BB RR BB R B U ARAR BB RBRURBRRNNY

D
=]
B
3
T
L
a
()
7
o




Codificando arquivos de diferentes laboratérios **¢¢ bio

B1310001A100A

Fonte dos dados: BIO, Colaborador ou LLOC
Ano Genotipagem

Numero sequencial de genotipagem para controle interno
Densidade
Lote + Laboratorio

A B C D E F G H
1|B 13 10001 A 100 A B1310001A100A Mumber of Samples
2 B 13 10002 A 100 A B1310002A100A Initial Value
3B 13 10003 A 100 A B1310003A100A Source (B,C LLOC)
4 B 13 10004 A 100 A B1310004A1004A Year
5 B 13 10005 A 100 A B1310005A1004A Lab
6 B 13 10006 A 100 A B1310006A100A Shipment
7 B 13 10007 A 100 A B1310007A1004A Density
8 B 13 10008 A 100 A B1310008A1004A
9 B 13 10009 A 100 A B1310009A1004A
10 |B 13 10010 A 100 A B1310010A1004A Densities:
11 B 13 10011 A 100 A B1310011A1004A A
12 |B 13 10012 A 100 A B1310012A1004A B
13 B 13 10013 A 100 A B1310013A1004A C
14 B 13 10014 A 100 A B1310014A1004A D
15 B 13 10015 A 100 A B1310015A1004A E
16 |B 13 10016 A 100 A B1310016A1004A Source
17 |B 13 10017 A 100 A B1310017A1004A B
18 |B 13 10018 A 100 A B1310018A1004A C
19 |B 13 10019 A 100 A B1310019A1004A L

50
10001

13

100

50K
Gk

777,962 lllumina C

48 484 Affy
GKGGP

BIO
Collaborator
LLOC

Delta - UoA
Geneseek
Deoxi Brazil
DA Landms



Ivan Campos (IC): MySQL x Postgresq|

‘ mame Chr Pos
B Hapmap43437-BTA-101873

ARS-BFGL-NGS-16466
ARS-BFGL-NGS-19289
ARS-BFGL-NGS-105096

Hapmap34944-BES1_Contig627_1906

BTA-07251-no-rs 1
ARS-BFGL-NGS-98142

Hapmap53946-rs29015852
-BFGL-NGS-
-BFGL -NGS-
BFGL-NGS-
-BFGL-BAC-
BFGL-NGS-
-BFGL-BAC-
BFGL-BAC-
-BFGL-BAC-
BFGL-NGS-
-BFGL-NGS-

ARS
ARS

ARS -

ARS

ARS -

ARS

ARS -

ARS

ARS -

LIMOS

114208
66449
51647
32770
65067
31497
32722
34682
3964
98203

1
1
1

|

135098
267940
305793
353745
1 393248

471078
516404
533815
571340
654413
845494
883895
905632
929617
950841
974586
1009504

16250502525012111
01250520525022110




Banco de

ID Tatoo
Genotype 6K
Genotype 9K
Genotype_ 50K
Genotype 777
Genotype 648

ID Tatoo

Genotype_ 50K _Imputed

Genotype 777
Genotype 648

dados vo0 DIO

ID Tatoo

DataGenotipagem
Laboratorio e
CallRate ‘{,}@

TipoAmostra
ContatoLaboratorio

Remessa

Densidade
_Imputed Orientacao
_Imputed

Armazenar baseado no Animal ou SNP?




Banco de dados XXXNo][o]

LUy i {; _) BioMed Central
BMC Search BMC Genomics  [] for
- ’ CGIL
Genomics ‘,\d
m Articles About this journal My BMC Genomics ‘
Top
Database
Abstract

SNPchiMp: a database to disentangle the SNPchip jungle in

Background - .
. bovine livestock
Construction and

et Ezequiel Luis Nicolazzil”, Matteo Picciolinil, Francesco Strozzil, Robert David
conten

Schnabel2, Cindy Lawley=, Ali PiraniZ, Fiona Brew= and Alessandra StellalZ:
Utility

L e Almm = thmes Emmminial 1R As]l e

RTBM, Ireland files, desenho do banco de dados, rsync, etc e tal?



Bridging Intelligence

SNPchiMp V.2 vo%¢ DIO

€« C M [ bioinformatics.tecnoparco.org/SMNPchimp/

Eﬂ Esta pagina esta em | inglés » | Deseja traduzi-la? lTraduzirJ [Néo] [Nunca traduzir do inglés

SNPchiMp v.2 LR

A multi-species database to disentangle the SNP chip jungle | E
mm DOWNLOAD BROWSE DATA SOURCE CONTACTS mm LINKS LOGIN -

FARM)

SEVENTH FRAMEWORK
PROGRAMME

SNPchiMp v.2
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SNPchiMp V.2 vo0 DIO

Atualizar posicao de qualquer SNP em qualquer versao ASSEMBL

Informacoes de orientacao, strand para futuras integracoes dos
genotipos com dados de sequéncia

Acesso a diferentes codificacoes alélicas da lllumina :
FORWARD REVERSE
TOP BOT

Navegacao direta dos SNPs resultantes para NCBI e ENSEMBL



Banco de dados

Chips
*1d_chip INT(11)
°n_tot_snp INT(11)
°chip_nameSHORT VARCHAR(15)
°chip_namelLONG VARCHAR(5S)

oofficial Assembly VARCHAR(1S)

| SNPall
*1d_SnPall INT(11)
A°rsID VARCHAR(20)
SNPname VARCHAR(70)
°IDchip INT(11)
°original_CHR VARCHAR(S)

°original_POSbp INT(11)
calleles_AB_FORWARD VARCHAR(3)
calleles_AB_TOP VARCHAR(3)

ALLmap

*1d_ALLmap INT(11)

cassembly

VARCHAR(20)
ochromosome VARCHAR(3)

oposition INT(11)
*1d SNPall INT(11)

e

leading_SNP VARCHAR(20)
otaxon INT(11)
*1d chip INT(11)
A
SNPcrossName
*1d_SNPall INT(11)

oIllumina_name VARCHAR(70)
oAffymetrix_name VARCHAR(70)
oI11_Bovine3k INT(11)
oI1l_BovinelLD  INT(11)
oI1L_SNPSO_vl  INT(11)
oI1TL_SNPSO_v2  INT(1!)
oI11_BovineHD INT(11)

oaffy AxiomBosl INT(11)

SSinfo

*1d _ssinfo INT(11)

°ossID VARCHAR(20)
osender VARCHAR(20)
osender_SNPname VARCHAR(70)
ovariation VARCHAR(4)
corient VARCHAR(20)
ostrand VARCHAR(20)

oselectedss TINYINT(1)

+1d SNPall INT(11)




SNPchiMp v.2

A multi-species database to disentangle the SNF chip junale

“ou are here: Home » Download » Download Cow Data

Chosen Species: Cow

Step 1: Please select the SNP chip information desired:

[C] Mlumina Bovine3k BeadChip (2,900 SNPs)

[ Mlumina BovinelD BeadChip (5,909 SNPs)

[C] Mlumina BovinelLD v1.1 BeadChip (6912 SNPs)
[ Mlumina BovineSNP50v1 BeadChip (54,001 SNPs)
Mumina BovineSNP50w2 BeadChip (54,609 SNPs)
[ Mlumina BovineHD BeadChip (777,962 SNPs)

[[] Geenseek Genomic Profiler LD v1 (8,610 SMPs)
[[] GeneSeek Genomic Profiler LD w2 (19,721 SNPs)
[[] Geneseek Genomic Profiler LD v3 (26,151 SMPs)
] GeneSeek Genomic Profiler HD (76,879 SNPs)

[C] Affymetrix Axiom ® Bovine (648,875 SNP probes)

Step 3: Please select which information
you want to display:

Assembly:

@ Native platform Seurce: producer)
) UMD 2.1 (Source: dbSNP)

) BTAU 4.2 (Source: dbSNF)

) BTAU 4.6 'Source: dbSNF)

Chromosame and Fosition | all |Z|
[l s5 information

O] Exchange Interbull index
Allele coding.

AJB forward alleles (lllumina Only)
Wl A/R tan alleles (Illumina Onlvi



SNPchiMp V.2

chip_name | rs Alleles_&_E_FORWARD | Alleles_&_BE_TOF | chromosome | positicn | SNF_name

LOkw2 rs1 10605304 T/C AJG { 0 ARS-BFGL-BAC-11602
LOkw2 rs43710845 ASG AJG { 0 ARS-BFGL-BAC-13205
LOkw2 rs41 766331 ASG AJG { 0 ARS-BFGL-BAC-19353
SOkw2 rs10913322| T/G AJC { 0 ARS-BFGL-BAC-27150
S0kw2 rsl1 035341458 A/C AJC { 0 ARS-BFCGL-BAC-27427
S0kw2 rs1 'CET-'ET-"EI ASC AJC { 0 ARS-BFCGL-BAC-3012
S0Kw2 rsl 'EEEE?EZI T/G AT { 0 ARS-BFGL-BAC-31012
SOkw2 rs10981 ?53% T/C ASG 0 0 ARS-BFGL-BAC-33662
SOkw2 MULL I T/C ASG 0 0 ARS-BFGL-BAC-35028
SOkKw2 rs1108431 EEI T/C ASG 0 0 ARS-BFGL-BAC-3582
LOkw2 581109693 T/C AJG 0 0 ARS-BFGL-BAC-359448
LOkw2 s109754 744 | T/C AJG { 0 ARS-BRFGL-MGC5- 10001 2
LOkw2 rs42588436 T/C AJG { 0 ARS-BFGL-MNC5-100232

— —

seee DIO




SNPchiMp V.2

“ou are here: Home » Download » Download Cow Data

Chosen Species: Cow

Step 1: Please select the SNP chip information desired:

[ Ilumina Bovine3k BeadChip (2,900 SNPs)

[ Illumina BovinelD BeadChip (5,909 SNPs)

O] 1llumina BovinelD v1.1 BeadChip (6912 SNPs)
] 1lumina BovineSNP50v1 BeadChip (54,001 SNPs)
lllumina BovineSMWP30v2 BeadChip (54,609 SNPs)
Illumina BovineHD BeadChip (777,962 SNPs)

[[] GeenSeek Genomic Profiler LD w1 (8,610 SNPs)
[[] GeneSeek Genomic Profiler LD w2 (19,721 SMFs)
] GeneSeek Genomic Profiler LD v3 (26,151 SNPs)
[[] GeneSeek Genomic Profiler HD (76,879 SMNFPs)

[C] affymetrix Axiom @ Bovine (648,875 SNP probes)
Step 2: Type of information required:
({Commercial SNFP 1D and rs ID are

displayed by default)

Detailed SNP information
@ Across SNPchip Table




SNPchiMp V.2

O

o]
| SMPchimp_result_1861101345 - Bloco de notas =N =R
Arquive Editar  Formatar  Exibir  Ajuda
AX-20847703 BovineHD15000240850 1 rs43764409 BOvineHD21000091330 1 rs43764424 BOVineHDO3000262070
543764762 BOViNeHD09000010360 1 rs43764785 BOViNeHD10000259710 1 rs43764803 BOVineHD110
neHD01000252660 1 rs43765070 BOVineHDO1000252670 1 rs43765077 BovineHD01000152720 1 rs4
410 BOVineHD16000237450 1 rs43765431 BovineHD03000292750 1 rs43765447 BOVineHDO6000254190
4 B0vineHD09000092880 1 rs43765777 AX-27798677 BovineHD09000092920 1 rs43765781 BovineHDO90
rs43766134 BovineHD16000207 960 1 rs43766161 BOvineHD16000133150 1 rs43766181 BOvineHD160
2780 1 rs43766558 BOVineHD04000122790 1 rs43766560 BOvineHD04000122800 1 rs43766571
eHD04000135250 1 rs43766835 BOVineHD41000018610 1 rs43766836 BovineHDO7000091860 1 rs4
D29000079380 1 rs43767149 BOVineHD26000063590 1 rs43767150 EovineHD26000063600 1 rs4
BOViNneHD03000353310 1 rs43767455 BOViNneHD11000169150 1 rs43767478 BOViNeHD09000092910 1
543767816 BovineHD03000191570 1 rs43767817 BOvineHD03000232720 1 rs43767845 BovineHDO10
1401331 BovineHD17000168350 1 rs43768221 BOvineHD17000185890 1 rs43768264 BOvineHDO3000262000
656 BOViNeHD12000142840 1 rs43768665 BOViNeHD07000091890 1 rs43768674 BOViNeHD07000237240
1 BOvineHD06000043730 1 rs43768937 BovineHDOS000095890 1 rs43768944 BOVineHDOB000096990
000154480 1 rs43769253 BOVineHD15000073620 1 rs43769257 EovineHD11000070710 1 rs4
0321510 1 rs43769699 EOVineHD15000061630 1 rs43769701 BOViNeHD15000063760 1 rs43769716
neHD04000069590 1 rs43770125 BOVineHDO2000385410 1 rs43770141 EovineHD15000015430 1 rs4
506 AX-20980650 BovineHD16000090150 1 rs43770513 BOvineHDO1000088570 1 rs43770567 BOvineHD160
0 1 rs43770846 BOVineHD13000157320 1 rs43770882 BovineHD14000007 560 1 rs43770889
6 BOvineHD18000055030 1 rs43771169 BOvineHD18000055050 1 rs43771172 BOVineHD18000055060
771541 BovineHD07000250760 1 rs43771542 BOViNeHD07000250860 1 rs43771548 BOViNeHDOB000167950
2210  BovineHD24000084540 1 rs43772212 BOvineHD24000084 530 1 rs43772247 BOVineHD17000032830
4710 1 rs43772685 BOvineHDOB000168000 1 rs43772701 BovineHDO700025077 1 rs43772714
43773050 BOViNeHD02000024 360 1 rs43773060 BOViNeHD21000038820 1 rs43773061 BOVineHD210
1 rsa3773468 AX-25046039 BTE-014362900 1 rs43773489 BovineHD02000024501 1 rs43773490
rs55617213 BOvineHD30000408031 0 rs55617218 UA-IFASA-76160 1 rs55617231 BOvineHD14000024761
581109482 BTA-110823-no-rs0 1 rsg81109494 BOvineHD01000203901 1 rs81109506 BTA-23530-n
map25980-BTC-0170341 0 rs81122201 Hapmap22899-BTC-0180011 1 rs81123300 Hapmap31085-BTA-1292841 1
apmap27583-BTA-1351601 1 rsg81134715 Hapmap24661-BTA-1354521 1 rs81135172 Hapmap29024-BTA-1357121 1
Hapmap23854-BTC-0624121 1 rs81154068 Hapmap24324-BTC-0624491 1 rsg81154138 Hapmap26150-BTA-1462751 1
6 Hapmap24292-BTC-0709831 1 rs81165579 Hapmap31151-BTA-1525891 1 rs81166347 Hapmap31476-BTA-153i
916 Hapmap28106-BTA-1579731 1 rsg1172105 Hapmap32371-BTA-1581851 0 rs81172151 Hapmap24347-BTA-158
1 rsg81182500 BovineHD19000094270 1 rsg81183038 BOvineHD22000117490 1 rsg81183101 BOV
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A
783104 50Kv2

B
llluHD

s

783105
73310
78310
73310
783109
73311
78311

81177673
81177829
81177938
81177940
81177941
81177946
81177947

733112
783113

rs31177949
rs81177950

73311
783115
73311
78311
73311
783119
73312
78312
73312
783123
73312
7831325
73312
78312

oo o o o O O O O O O O O Of= O = =

R R R R R R R R R R R R RIERIR R R R R R R

81173564
81179104
81179743
81180709
81181939
81182500
81183038
81183101
81184743
81184754
81184776
81184782
81184737
8193046

5MP_name
Hapmap31526-BTA-164250
Hapmap23101-BTA-164419
INRA-185

AX-20126306 BPI-1
AX-20126304 BPI-2
UA-IFASA-8924
UA-IFASA-TG56
UA-IFASA-5520
UA-IFASA-T534
BovineHDO200031895
BovineHDO400026528
BovineHDO600027756

AX-18987119 BovineHD1000026789

BovineHD1600017454
BovineHD1900003427
BovineHD2200011743
BovineHD2200017533
BovineHD3200000033
BovineHD32200000072
BovineHD3200000368
BovineHD32200000334
BovineHD3200000401

AX-27654544 BovineHDOB00032700




¢

C # [ bioinformatics.tecnoparco.org/SNPchimp/index php/browse

SNPchiMp v.2

A multi-species database to disentangle the SNP chip jungle

mm DOWNLOAD | BROWSE | DATA SOURCE | CONTACTS mm LINKS | LOGIN -

You are here; Home » Browse

Please choose the desired species:

BOVINE EQUINE

OVINE CAPRINE

veee DIO




SNPchiMp v.2

A multi-species database to dizentangle the SNF chip jungle

You are here: Home » Browse » Browse Cow Data

Chosen Species: Cow

Step 1: Please select one assembly: 1:1..4000

Step 3 Write your query:

I (Source: dbSHF) (Bicmart link awvailable for this assembly)
UMD 3.1 Browse SNPs by position

CUBETAU 4,/ ==aT=s duanTd

™ ETAU 4.5 Source: dbSNF) Browse SNPs by rs IDs

Step 2: Information required: Browse SNPs by ss IDs
{Commercial SNP ID and rs ID are

displayed by default) Browse SNPs by name

Present in Chip

[ ss information



SNPchiMp v.2

& multi-species database to disentangle the SNP chip jungle

mm DOWNLOAD BROWSE DATA SOURCE CONTACTS mm LINKS LOGIN -

You are here: Home » Browse ¢ Browse Cow Data

Query your results on Ensembl BioMart data mining too/ et

Download as Comma Separated file Tab Separated file

The result (up to 20 rows)

rs chip_name | ss alleles | orient | strand | sender SMPname_sender chromoscme | position | SNP_name enzembl nehi
rs133696268 | HluHD 55250608777 BFGL_BARC_USDA NBowineHD:OTOORO00005 | 1 16947 BovineHD0 N 0000005 E!Ensembl

) -
rs132895573 | IlluHD 55250608779 | A/G | forward [ top | BFGL_BARC_USDA | BovineHDO100000015 | 1 36337 | BovineHDOT 00000015 E'!Ensembl dNCE
: . : : : <3 NCE
rs133696268 | AfYHD | NULL NULL |MULL | NULL | NULL NULL 6347 | AX-18000040 E!Ensembl f":: NCE
. . - 11 e ICH
rs208669904 | AFYHD | NULL NULL |MULL | NULL | NULL NULL 36440 | AX-18000110 E!Ensembl (":: NCE




SNPchiMp V.2

Location: 1:16,447-17,447

Variation: rs133696268

BLAST/BLAT | BioMart | Tools | Downloads | Help & Documentation | Blog | Mirors

T4 - Search Cow...

Location-based displays

~ Whale genome

— Chromosome summary
~ Region ovenview

~ Region in detail

= Comparative Genomics
~ Alignments (image) (7)
~ Alignments (text) (7)
~ Region Comparison (4]
~ Synteny (4)

= Genetic Variation

— Resequencing

— Linkage Data

- Markers

= Other genome browsers
~ UCSC

~ NCBI

£ Configure this page

1§ Add your data

th Export data

F Bookmark this page

Chromosome 1: 16,447-17,447

chromosome 1

]

Region in detail @

R<EHEHe Scrol: ™™™ Track height: ™=

Contigs
Genes (Ensembl)

Gene Legend

- RMA gene

1.00 Mb .

200.00 kb £00.00 kb £00.00 kb 200.00 1
< DAAAD2000010.1 | | < DAAAD2000012.1 < DAAADZ000013.1
EI | 11 | 1 | L I I m 1 _I |
<53 (ANA <ENSBTAGO0000035243 £ CEXE RCANT » KCNE1 > < (C210rf140 ENSETAGO0000045584 » g
ENSBTAGO000000885S = ENSBTAG00000028259 = < RPSA

200.00 kb 400.00 kb £00.00 kb 200.00 |

- Protein coding - Fszudogens

Location: 1:16447-17447 Gene:

«[<+]




SNPchiMp v.2

& multi-species database to disentangle the SNP chip jungle

mm DOWNLOAD BROWSE DATA SOURCE CONTACTS mm LINKS LOGIN -

You are here: Home » Browse ¢ Browse Cow Data

Query your results on Ensembl BioMart data mining too/ et

Download as Comma Separated file Tab Separated file

The result (up to 20 rows)

rs chip_name | ss alleles | orient | strand | sender SMPname_sender chromoscme | position | SNP_name enzembl nehi
rs133696268 | HluHD 55250608777 BFGL_BARC_USDA NBowineHD:OTOORO00005 | 1 16947 BovineHD0 N 0000005 E!Ensembl

) -
rs132895573 | IlluHD 55250608779 | A/G | forward [ top | BFGL_BARC_USDA | BovineHDO100000015 | 1 36337 | BovineHDOT 00000015 E'!Ensembl dNCE
: . : : : <3 NCE
rs133696268 | AfYHD | NULL NULL |MULL | NULL | NULL NULL 6347 | AX-18000040 E!Ensembl f":: NCE
. . - 11 e ICH
rs208669904 | AFYHD | NULL NULL |MULL | NULL | NULL NULL 36440 | AX-18000110 E!Ensembl (":: NCE




JDONF
Short Genetic Variations

Search for SNP on NCBI Reference Assembly
Search Entrez  SNP v | for

Reference SNP (refSNP) Cluster Report: rs133696268

RefSHP Allele Links
Organism: cow iElgs taurus) Variation Class: SIN"J: . .
Molecule Type: Genomic — —single nucleotide variation
Created/Updated in build: 133/140 RefSNP Alleles: A/C (FWD)
Map to Genome Build: 103/\Weight Allele Origin:
SENERAL Validation Status: Ancestral Allele:Not available
HUMAN VARIATION MAF/MinorAlleleCount: A
MAF Source:

search, Annotate,
Submit

Annotate and
Submit Batch Data

MNP Details are organized in the following sections:
GeneView Map Submission  Fasta Resource  Diversity  Validation

with Clinical Impact Ilntegrated Maps (Hint: click on "Chr Pos' or "Contig Pos’ column value to see variation in NCBI sequence viewer) t
Attributes for NP . Contig )

Genome . . Contig Neighbor | Ma
Filtering Variation Aszembly = Build Chr Chr Pos Contig Contig Pos ctﬁr allele gﬁr Slip Mett
SNP SUBMIS SION
YOCUMENTATION Bos_faurus_UMD_3.1 103 1 18947 N _003103792.1 16847 Fud A Fwd view  rem
SEARCH
SELATED SITES AC_000158.1: 17TK.ATK (124bp)~ | Find: ¥ (:] [> = [0+ e I x'uulh #Ennfigure E? ,

o 16,518 |16, 360 16,378 |16,988 |16, 399 |17 K
TGCTCTTGAGAGCTCTCCCTGAGTCACTCTGARRACACCTGTCCTAATGATGAAGAGGGARTGTCTGCGGATGCAGGGCTGACAGAAGECAGTTCTGAGAAGCTCCCCAGTTTTGGGAGGAG

ACGAGARACTCTCGAGRGGGACCCAGTGAGACTTTTGTGEACAGGATTACTACTTCTCCCTTACAGACGCCTACGTCCCGACTGTCTTCCETCARGACTCTTCGAGEEETCAARACCCTCCTC
SHE




SNPchiMp v.2

4 multi-species database to disentangle the SNP chip jungle

mm DOWNLOAD | BROWSE | DATA SOURCE | CONTACTS mm LINKS | LOGIN -

ou are here: Home » Browse ¥ Browse Cow Data

Chosen Species: Cow

Step 1: Please select one assembly:

Native platfnrm (Source: producer)

@ ympD 3.1 Bouree: dbiMP) (Bicmart link available for this assembly)

BTAL 4.2 [Source: dhSNF)

.:. BTAL 4.6 (Source: dbSNF)

Step 2: Information required:
(Commercial SNF ID and rs ID are
displayed by default)

Present in Chip

55 information

Step 3: Write your query:

Browse SNPs by position

Browse SNPs by rs IDs  rs133696268

Browse SNPs by ss IDs

Browse SNPs by name



SNPchiMp v.2

A multi-species database to disentangle the SNP chip jungle

mm DOWNLOAD | BROWSE | DATA SOURCE | CONTACTS mmm LOGIN -

You are here: Home » Browse » Browse Cow Data

Query your results on Ensembl BioMart data mining toof ©=2’

Download as Comma Separated file Tab Separated file

The result (up to 20 rows)

rs chip_name | ss alleles | orient | strand | sender SNPname_sender chromosome | position | SNP_name ensembl nchi
| _ . N | T &
rs133696268 | IlluHD 55250608777 | A/C | forward | top EFCL_EARC_USDA | BovineHDO100000005 6947 | BovineHDO100000005 E!Ensembl (-':} I\CB|
| . | | By
rs133696268 | AFFVHD | NULL NULL |NULL | NULL | NULL NULL 6347 | AX-18000040 E’!Ensembl (:: NCB|




SNPchiMp v.2

& multi-species database to disentangle the SNF chip jungle

mm DOWNLOAD BROWSE DATA SOURCE CONTACTS mm LINKS LOGIN I

“ou are here: Home ¥ Browse » Browse Cow Data

Chosen Species: Cow

Step 1: Please select one assembly:

© Native platform [eurce: producer)

@ UMD 3.1 Source: dbSNF} (Biomart link available for this assembly)
@ pTAL 4,2 'Source: dbSNF}

@ BTAL 4.5 \Source: dbSNF}

Step 2: Information required:
(Commercial SNP ID and rs ID are
displayed by default)

Step 3: Write your query:

Browse SNPs by position

Browse SNPs by rs IDs

Browse SNPs by ss IDs

Browse SNPs by name ARS-BFGL-BAC-10591




SNPchiMp v.2

A multi-=pecies database to

mm DOWNLOAD BROWSE DATA SOURCE CONTACTS m‘

“ou are here: Home » Browse » Browse Cow Data

izentangle the SMP chip jungle

Query your results on Ensembi BioMart data mining tool beta)

Download as Comma Separated file Tab Separated file

The result (up to 20 rows)

SMP_name

chromosome

position

ensembl

nchi

rs 16417

ARS-BFCL-BAC-10591]

17544926

E!Enaembl

— NCBI
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The following are the data sources used to build the database.

Sources of data: COW species

SNP chip SHP names
llumina 3k  iManifest (llumina)
Mumina LD v iManifest (llumina)

[Humina LD v1.1
[lumina 54k v.1
Ilumina 54k v.2
lllumina HD
Affymetrix HD
Geneseek GPP v.1 iManifest (Genese
Geneseek GPPv.2 5NP list (Geneseek)
Geneseek GPP v.3 iManifest (Genese
Geneseek GPP HD SNP list (Geneseek)
T illumina information corresponding to b

iManifest (lllumina)
iManifest (lllumina)
iManifest (lllumina)
iManifest (lllumina)
Axiom GW Bos v.34

Native positions

iManifest (llumina)
iManifest (llumina)
iManifest (llumina)
iManifest (llumina)
iManifest (llumina)
iManifest (lllumina)
Axiom GW Bos v.34

gk) iManifest (Geneseek)

linked to lllumina’

eek) iManifest (Geneseek)

linked to lllumina’

1ese SNE hames were

Allele coding
iManifest (lllumina)
iManifest (llumina)

Manifest (Illumina)
iManifest (llumina)
iManifest (llumina)
iManifest (llumina)
Axiom GW Bos v.34

iManifest (Geneseek)

linked to lumina®

iManifest (Geneseek)

linked to llumina’

dbSNP builds

136,137 138,140

136,137,138,140
136,137,138,140
136,137,138,140
136,137,138,140
136,137,138 140
136,137,138,140
136,137,138,140
136,137,138,140
136,137,138,140
136,137,138 140

Interbull info
Interoull

Interbull
MIA** NEWW!!
Interoull
Interoull
Interbull
MIA
Interoull
Interoull
MIA** NEWT!
Interbull

used to obtain such information (which might be incomplete)



Colaboracio internacional: compartilhar genétipos? *#+¢ biO
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~ 200.000 animals genotipados e compartilhados

[ www. 1000bullgenomes.com

1000 bull genomes project : 1000 animais sequenciados

The Project

Iy
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The 1000 bull genomes project aims to provide, for the bovine research
genomic prediction and genome wide association studies in all cattle br
to impute full genome sequence in bulls and cows that have been genoty
the accuracy of genomic prediction, as well as in genome wide associal

i~

Novas oportunidades para compartilhamento de gendtipos




