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MatesToGff converts a FASTA file, maFile, of mated,

optionally an associated quality value file) to a S
gffFile. A “read” is a dibase color encoded string.
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See the files in MaToGffSampleData.0.2.03.zip for sample input files test S1_F3_QV.qual.txt,
test S1 R3_QV.qual.txt, test S1 F3.csfasta.ma.20.3 and test_S1 R3.csfasta.ma.20.3.

Use the following commands to create a mate-pair GFF file (this is without a translation of each
mapped read from colorspace to predicted base calls — see MaToGff documentation for an
example containing a translation from colorspace to basespace:

MaToGff.java --sort --qvs=test_S1_F3_QV.qual.txt --convert=beads --first --tempdir=..tmp
test S1 F3.csfasta.ma.20.3

sample-results\F3-beads-first.v2.gff

MaToGff.java --sort --qvs=test_S1_R3_QV.qual.txt --convert=beads --first --tempdir=../tmp
test S1 R3.csfasta.ma.20.3

sample-results\R3-beads-first.v2.gff

MatesToGff --f3qv=./readsl/test S1_F3 QV.qual --r3gv=./reads2/test S1_R3_QV.qual --
ref=/data/results/RegressionDriver/CaseManager/knownData/validatedReference/matchingPipel
ne/ecoli_k12 MG1655.fasta --
fout=/data/results/RegressionDriver/CaseManager/results/r12/integration/case0002/F3_R3 all_s
orted.v2.gff --
mout=/data/results/RegressionDriver/CaseManager/results/r12/integration/case0002/F3_R3_pair
ed.v2.gff --tempdir=/scratch F3_R3.mates

sample-results\F3_R3_paired-sortByStart.v2.gff
sample-results\F3_R3 paired.v2.gff
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See the following files in MaToGffSampleData.024p .
sample-results\F3_R3 paired-sortByStart.v2.gff  and
sample-results\F3_R3 paired.v2.gff

These files should be identical to output filesateel using the commands above.
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