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1.FE:

$perl SSPACE-LongRead.review.pl -h

Usage:

1) perl SSPACE-LongRead.review.pl --list pacbio raw fasta.list --ref
contig.fasta --ali mecat --step 01234

2) perl SSPACE-LongRead.review.pl --help

Options:

-help help

--list the fasta file list of pacbio reads in absolute path
--ref the fasta file of pre-assembled contig or scaffold
--out the output file

--all the way of alignment {mecat|blasr, default:mecat)
--step set the running steps(01234), default €123
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00.prepare _data 00.prepare_data
01.filter reads 01.read split
02.mecat_alignment 02.blasr alignment
03.format_scaffold 03.format scaffold
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SSPACE-LongRead.review.sh
step0O.prepare data.sh
step@l.filter_reads.sh
step@2.mecat _alignment.s

SSPACE-LongRead. review.sh
stepl0.prepare_data.sh
step@l.read split.sh
stepB2.blasr alignment.sh
step03.format scaffold.s step03.format_scaffold.sh
step04.clean.sh stepB4.clean.sh

step00: step00.prepare_data.sh
cat *.subreads.fasta >pacbio.merge.subreads.bam.fasta



stepO1: stepOl.filter reads.sh

$perl length filter.pl
Usage:
1) perl length filter.pl --infile pacbio_raw.fasta --len 100000

2) perl length filter.pl --help

Options:
--help help
--infile the fasta file of pacbio reads in absolute path
--len the length for filtering
--out the output file

o JEFE AL KT 100K K] FF 5
perl length_filter.pl --infile * subreads.fasta --len 100000 --out
mecat_test/O1.filter reads

Step02: step02mecat alignment.sh

mecat Ft X}

export

LD LIBRARY PATH=$LD LIBRARY PATH:$Bin/../software/hdf5/lib;export
PATH=$Bin/../software/MECAT/Linux-amd64/bin:$PATH;export
PATH=$Bin/../software/DEXTRACTOR:$PATH;

mecat2ref -d *.subreads.fasta.less100000.fa -r ref.fa -w wrk_dir.N -t 16 -o
mecat2ref.N.out-m 1 -x 0
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perl change alignment mecat to_ blasr.ID.pl *.subreads.fasta.less100000.fa
mecat2ref.N.out mecat2blasr.N.out

Step03: step03.format scaffold.sh

perl SSPACE-LongRead.pl -c reffa -p pacbio.merge.subreads.bam.fasta -s
1 -bPacBio scaffolder results

perl SSPACE-LongRead.pl -c =<contig-sequences> -p <pacbio-reads>

General options:

-¢ Fasta file containing contig sequences used for scaffolding (REQUIRED)
-p File containing PacBio CLR sequences to be used scaffolding (REQUIRED)

-s  Skip the alignment step and use a previous alignment Tile.

step04: stepO4.clean.sh
rm -rf 00.prepare data/* Ol.filter reads/* 02.mecat alignment/wrk dir.*
02.mecat_alignment/mecat2blasr.*.out 02.mecat alignment/mecat2ref.*
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K SSPACE-LongRead 453, 4= pacbio raw reads
#Title Total len Total num Average len Max len Nb5O len N50 num

Contig 715797514 3587 199553 5359931 9598594 299
blasr 722166616 1851 390149 11791812 1249035 148
mecat 722581833 1671 432424 9044902 1042479 183

1174 SSPACE-LongRead 5, 4= pacbio raw reads
#Title Total len Total numAverage len Max len N5O len N50 num

origin 639825632 999 640466 16181927 2882448 69
blasr 642116045 587 1093894 33856258 5548795 32
mecat 642884676 414 1552861 924217045 7946167 24
minimap2 641969645 629 1020619 93023348 5494316 33
mecat v2 642456360 377 1704128 33365141 9881326 19
miglmaw 641923953 627 1023802 21763267 5470150 34
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$cat blasr.sh.e3759314 $cat mecat2ref.sh.e3753261
[INFO] 2018-02-01T17:12:27 [plagoutput file name: /ifs/TIP
Warning: resetting nCandidates
WARNING. The value of -minMatc

[INFO] 2018-02-02T08:42:18 [b14l real 25m28.389s
: s i user 113m8.132s
realt o e | .628s ! 9 A .
user 6137m31.636s SESH 2m30.005s ,
sys 24m9 .030s USAGE: perl change alignme

8G [ fasta 3L 14, blasr EL X} (2h56min*8 Ymecat HﬁXﬂL(34min), minimap2 HﬁXﬂL( 33min)

$cat work 00001.sh.04036151

start at time 2018-03-01 22:40

This-Work-is-Completed!

finish at time 2013-03-02 01:36 flnlqh at time 2018-03-01 10:11|finish at time 2018- 03-09 16:14

4. MR X BREH
/ifs/TIPROJ3/RAD/xuguoliang/NJ project/assembly/sspace-longread/pipeline

pipeline
bin -> ../bin
doc
example

t:: sspace_test blasr -> /ifs/TJPROJ3/RAD/xuguoliang/NJ project/assembly
sspace_test mecat -> /ifs/TJPR0OJ3/RAD/xuguoliang/NJ] project/assembly
Lib -» . .fLib

software -> ../software

Copy 2| H AL B T FrA ST AT HIBUR
chmod 755 -R */pipeline






