Example alignment work file

Below is an example "work" file.

#!/ bi n/ bash

H*

It is a record of what was done,

H*

At TACC (Ls5)

#
#
#
#

Set up environnent

export PATH=/ wor k/ 01063/ abat t enh/ | ocal / bi n: $PATH

# Downl oad NGS1140,
cd $SCRATCH seq/ ori gi nal /t np_hol d

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD01c_CTCF_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD01c_H3K4Me3_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SDO1c_RNAP2_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_H3K4Me1_B2. t ar

wget --user=viyer --password=SecretPassword
| Sanpl e_SD0O6_RNAP2_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD01c_H3K27Ac_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD01c_H3K9Ac_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_CTCF_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_H3K4Me3_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_i nput _B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD01c_H3K27Me3_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SDO1c_H3K9Me3_B2.t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_H3K27Ac_B2. t ar

wget --user=viyer --password=SecretPassword
/ Sanpl e_SD06_H3K9Ac_B2. t ar

# on a | ogi n node

cd $SCRATCH seq/ ori gi nal / t np_hol d

rm-rf tars

nkdir tars

for f in *.tar;
tar -xvf S$f
nmnv $f tars/

done

do
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nkdir -p $SCRATCH seq/original/Bc_II|um na/Cct14. Sci Par k/ | D19541

cd $SCRATCH seq/ ori gi nal / t np_hol d
mv Sanpl e_*

nkdir -p $SCRATCH seq/al i gn/ 2014_10. sci Pk/fq

nkdir -p $SCRATCH seq/ al i gn/2014_10. sci Pk/ hg19/ gbm

cd $SCRATCH seq/ al i gn/2014_10. sci Pk/fq

find $SCRATCH seq/original/Bc_I |1 um na/Cct 14. Sci Park/ | D19541 -nane "*.gz" |

This file shows steps taken to process October 2014 Science Park GBM dat a.
NOT nmeant to be run as an actual

script.

I D19541 data from Sci ence Park to $SCRATCH seq/original /tnp_hold at TACC
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$SCRATCH seq/ ori gi nal /Bc_I'l 1 unmi na/ Cct 14. Sci Par k/ | D19541

xargs In -s -f -t



Is -1 *_Rl*gz

# SDO0lc_CTCF_B2_CTTGTA_LO08_R1_001. f astq. gz
SD01c_H3K27Ac_B2_TACAGC L008_R1_001.fastq. gz
SDOlc_H3K27Me3_B2_CTATAC L008_R1_001.fastq. gz
SDOlc_H3K4Me3_B2_ATGAGC_L008_R1_001. f astq. gz
SDO1c_H3K9Ac_B2_GCGCTA L008_R1_001. fastq. gz
SDOlc_H3K9Me3_B2_CACCGG L0O08_R1_001. f astq. gz
SDO1c_RNAP2_B2_CCGTCC_L008_R1_001. f astq. gz
SD06_CTCF_B2_CAACTA _L007_R1_001. fastq. gz
SD06_H3K27Ac_B2_TAATCG L007_R1_001. fastq. gz
SD06_H3K4Me1l_B2_TATAAT_L007_R1_001.f astq. gz
SD06_H3K4Me3_B2_ACTTGA _L007_R1_001. fastq. gz
SD06_H3K9Ac_B2_CAGGCG_L007_R1_001. f astq. gz
SDO6_i nput _B2_TCATTC_L007_R1_001. f astq. gz
SD06_RNAP2_B2_CACGAT_L007_R1_001. fastq. gz
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# count. cnds

for f in SDOlc_[CR]*_R[12] _001.fastq.gz; do echo -e "$(( zcat $f
done

for f in SDOlc_H3K27* R[12]_001. fastq. gz; do echo -e "$(( zcat $f
done

for f in SDOlc_H3K[49]*_R[12]_001.fastq.gz; do echo -e "$(( zcat $f
done

for f in SDO6_[CRi]*_R{12] _001.fastq.gz; do echo -e "$(( zcat $f
done

for f in SDO6_H3K[29]*_ R[12]_001.fastq.gz; do echo -e "$(( zcat $f |
done

for f in SDO6_H3K4*_R[12] _001.f astq. gz; do echo -e "$(( zcat $f
done

cd $SCRATCH seq/ al i gn/2014_10. sci Pk/fq
launcher _maker.py -t 1 -n count.cnds -w 8 -q dev -v -a Cancer Genetics
sbatch count.slurm showg -u

Is *.gz_stats.txt | xargs cat > fqg_stats.txt
rm*.gz_stats.txt

# fqc. cmds

fastqc SDOlc_[CR]*_R 12] _001.fastq. gz
fastqgc SDOlc_H3K27*_R[ 12] _001.fastq. gz
fastgqc SDOlc_H3K[49]*_R[ 12] _001.fastq. gz
fastqgc SDO6_[CRi]*_R 12] _001.fastq. gz
fastqc SDO6_H3K[29] *_R{ 12] _001.fastq. gz
fastgqc SDO6_H3K4A*_R[ 12] _001.fastq. gz

# done

cd $SCRATCH seq/ al i gn/2014_10. sci Pk/fq

I auncher _maker.py -t 4 -n fgc.cnds -w 8 -v -a CancerGenetics -mfastqc
sbatch fqgc.slurm showg -u

rm*.zip

# sync code
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rsync -avrP --delete --exclude=.git abattenh@yerstor01.icnb. utexas. edu:/hone/ abattenhouse/ gitdir/bioiteam

/bioi/ $STOCKYARD gi tdir/ bioitean bioi/

rsync -avrP --del ete --exclude=CVS abattenh@yerstor01.icnb. utexas. edu:/hone/ abatt enhouse/ sequenci ng

/ code/ $STOCKYARDY seq/ code/

cd $SCRATCH seq/ al i gn/ 2014_10. sci Pk/ hg19/ gbm
In-s -f ../../fq

Is -1 *_Rl*gz

# SDO1c_CTCF_B2_CTTGTA_LO08_R1_001.fastq. gz

# SDO1c_H3K27Ac_B2_TACAGC_L008_R1_001.fastq. gz
SDO1c_H3K27Me3_B2_CTATAC_L008_R1_001.fastq. gz
SDO1c_H3K4Me3_B2_ATGAGC L008_R1_001.fastq. gz
SDO1c_H3K9Ac_B2_GCGCTA L008_R1_001.fastq. gz
SDO1c_H3K9Me3_B2_CACCGG L008_R1_001.fastq. gz
SDO1c_RNAP2_B2_CCGTCC_L008_R1_001.fastq. gz
SD06_CTCF_B2_CAACTA _L007_R1_001.fastq. gz
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# SD06_H3K27Ac_B2_TAATCG L007_R1_001.fastq. gz

# SD06_H3K4Mel_B2_TATAAT_LO07_R1_001.fastq. gz

# SD06_H3K4Me3_B2_ACTTGA _L0O07_R1_001.fastq. gz

# SD06_H3K9Ac_B2_CAGGCG L007_R1_001. f astq. gz

# SD06_i nput _B2_TCATTC_LO07_R1_001. fastq. gz

# SD06_RNAP2_B2_CACGAT_L007_R1_001.fastq. gz

# al n. cmds

/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illunm na
fastq. gz sd01_ctcf_b2 hgl9 1 50

/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illunina
/ SD01c_H3K27Ac_B2_TACAGC L0O08_R1_001.fastq.gz sd01_h3k27ac_b2
/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/align_bwa_illumnm na
/ SD01c_H3K27Me3_B2_CTATAC LO08_R1_001. fastq. gz sd01_h3k27me3_b2
/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/align_bwa_illum na
/ SDO1c_H3K4Me3_B2_ATGAGC LO08_R1_001.fastq.gz sd01_h3k4nme3_b2
/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illunm na
/ SDO01c_H3K9Ac_B2_GCGCTA L008_R1_001.fastq. gz sd01_h3k9ac_b2

/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illuni na
/ SD01c_H3K9Me3_B2_CACCGG L008_R1_001.fastq.gz sd01_h3k9nme3_b2
/ wor k/ proj ect s/ Bi ol Team! conmon/ scri pt/script/align_bwa_illum na
/ SD01c_RNAP2_B2_CCGICC_L0O08_R1_001. fastq. gz sd01_pol 2_b2

/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/align_bwa_illum na
fastq. gz sd06_ctcf_b2 hgl9 1 50

/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illunm na
/ SDO6_H3K27Ac_B2_TAATCG L0O07_R1_001. f astg. gz sd06_h3k27ac_b2
/ wor k/ proj ect s/ Bi ol Teaml common/ scri pt/script/align_bwa_illunina
/ SDO6_H3K4Me1l_B2_TATAAT_LOO7_R1_001.f astq. gz sd06_h3k4nel_b2
/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/align_bwa_illum na
/ SD06_H3K4Me3_B2_ACTTGA _L0O07_R1_001.fastq. gz sd06_h3k4me3_b2
/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/align_bwa_illum na
/ SD06_H3K9Ac_B2_CAGGCG _L007_R1_001.fastq. gz sd06_h3k9ac_b2

/ wor k/ proj ect s/ Bi ol Team common/ scri pt/script/align_bwa_illunm na
fastq. gz sd06_i nput _b2 hgl9 1 50

/ wor k/ proj ect s/ Bi ol Teaml common/ scri pt/script/align_bwa_illunina
fastq. gz sd06_pol 2_b2 hgl9 1 50

I auncher _maker.py -t 24 -n aln.cnds -w 2 -v -a Cancer Cenetics
sbatch aln.slurm showg -u

# conbi ne sd06 inputs

nkdir -p $SCRATCH seq/ al i gn/ 2014_10. sci Pk/ hg19/ gbni ner ge
cd $SCRATCH seq/ al i gn/2014_10. sci Pk/ hg19/ gbn mer ge

In -s ../sd06_i nput _b2. sort. dup. bam

sh gl oba

sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba

sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba
hgl9 1 50
sh gl oba

sh gl oba

./fqg/ SD0lc_CTCF B2 CTTGTA L008_R1_001.
.Ifq

.Ifq

.Ifq

.Ifq

.Ifq

.Ifq

./ fq/ SD06_CTCF_B2_CAACTA _L007_R1_001.
.Ifq

.1fq

.Ifq

.1fq

./ fqg/ SDO6_i nput_B2_TCATTC L007_R1_001.

.1 q/ SD06_RNAP2_B2_CACGAT_L007_RL_001.

cp -p $1 YT seq/align/2013_07. awh_sci pk/ hgl9/ anel i a/ sd06a_i nput _bl. sort. dup. bam .

# nerge. cnds

/ wor k/ proj ect s/ Bi ol Teaml conmon/ scri pt/script/ merge_sorted_bans. sh sd06_i nput _cnb sd06* _i nput _b[ 12] . sort. dup. bam

I auncher _maker.py -t 6 -n nerge.cnds -w 2 -v -a Cancer CGenetics
sbatch nerge.slurm showg -u

cd $SCRATCH seq/original/Bc_I I um na/Cct14. Sci Par k/

find . -type d | xargs chmod +x

chmod -R +r *

rsync -avrP $SCRATCH seq/original/Bc_II1um na/ Cct 14. Sci Park/ \

abattenh@ yer conp03. ccbb. ut exas. edu: / seqg/ ori gi nal / Bc_I | | um na/ 2014/ 2014_10. Sci Par k/

cd $SCRATCH seq/ al i gn/2014_10. sci Pk
find . -type d | xargs chnmpd +x
chmod -R +r *

rsync -avrP $SCRATCH seq/ al i gn/ 2014_10. sci Pk/ abattenh@ yer conp03. ccbb. ut exas. edu: / seq/ al i gn/ 2014_10. sci Pk/
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