™ TOA - View - ./config/toa-config.txt [—[O[x]

olu

# environment

TOA DIR=/home/ranp u/TOA-master/Package
MINICONDA3 DIR=/home/ranp u/Miniconda3
MINICONDA3 BIN DIR=/home/ranp u/Miniconda3/bin
MINICONDA3 ENVS DIR=/home/ranp u/Miniconda3/envs
RESULT DIR=/home/ranp u/TOA-results

DB DIR=/home/ranp u/TOA-databases

TOA DB DIR=/home/ranp u/TOA-databases/TOA

DATA DIR=/home/ranp u/TOA-databases/data

PLAZA DIR=/home/ranp u/TOA-databases/PLAZA

NCBI DIR=/home/ranp u/TOA-databases/NCBI
INTERPRO DIR=/home/ranp u/TOA-databases/InterPro
GO DIR=/home/ranp u/TOA-databases/GO

EC DIR=/home/ranp u/TOA-databases/EC
KEGG_DIR=/home/ranp u/TOA-databases/KEGG

# TOA database
TOA DB=/home/ranp u/TOA-databases/TOA/toa.db

# basic data
DATASET FILE=/home/ranp_u/TOA-databases/data/datasets.txt
SPECIES FILE=/home/ranp_u/TOA-databases/data/species.txt

# other basic data

#EC_IDS FTP=https://www.enzyme-database.org/downloads/enzyme-data.sql.gz
#EC_IDS_FILE=/home/ranp_u/TOA-databases/EC/enzyme-data.sgl.gz

EC_IDS FTP=ftp://ftp.expasy.org/databases/enzyme/enzyme.dat

EC_IDS FILE=/home/ranp_u/TOA-databases/EC/enzyme.dat

KEGG_IDS FTP=ftp://ftp.gencme.jp/pub/db/kofam/ko list.gz

KEGG_IDS FILE=/home/ranp_u/TOA-databases/KEGG/ko list.gz

# Gymno PLAZA 1.0

GYMNO @1 CDS FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza_gymno 81/Fasta/cds.csv.gz

GYMNO @1 CDS FILE=/home/ranp_u/TOA-databases/PLAZA/gymno 01-cds.fasta.gz

GYMNO @1 PROTEOME_FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza gymno 01/Fasta/proteome.csv.gz
GYMNO @1 PROTEOME_FILE=/home/ranp u/TOA-databases/PLAZA/gymno_@l-protecme.fasta.gz

GYMNO @1 GEMEDESC FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza_gymno_81/Descriptions

GYMNO @1 GENEDESC DIR=/home/ranp_u/TOA-databases/PLAZA/gymno_@1l-descriptions

GYMNO @1 GEMEDESC FILE PATTERN="gene description.*.csv.gz"

GYMNO @1 INTERPRO FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza_gymno 01/InterPro/interpro.csv.gz
GYMNO @1 INTERPRO FILE=/home/ranp u/TOA-databases/PLAZA/gymno _8l-interpro.csv.gz

GYMNO @1 GO FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza_gymno 01/G0/go.csv.gz

GYMNO @1 GO FILE=/home/ranp_u/TOA-databases/PLAZA/gymno 81-go.csv.gz

GYMNO @1 MAPMAN FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza gymno @1/MapMan/mapman.csv.gz
GYMNO @1 MAPMAN FILE=/home/ranp u/TOA-databases/PLAZA/gymno ©1-mapman.csv.gz

GYMNO 81 BLASTPLUS DB NAME=gymno 61

GYMNO @1 BLASTPLUS DB DIR=/home/ranp u/TOA-databases/PLAZA/gymno ©1-blastplus-db

GYMNO @1 BLASTPLUS DB FILE=/home/ranp u/TOA-databases/PLAZA/gymno 81-blastplus-db/gymno 81
GYMNO @1 DIAMOND DB DIR=/home/ranp u/TOA-databases/PLAZA/gymno 81-diamond-db

GYMNO @1 DIAMOND DB FILE=/home/ranp u/TOA-databases/PLAZA/gymno 01-diamond-db/gymno 81
GYMNO @1 BLAST XML=$0UTPUT DIR/gymno 81-alignment.xml

GYMNO @1 ANNOTATION FILE=$OUTPUT DIR/gymno @l-annotation.csv

GYMNO @1 NON ANMOTATED TRANSCRIPT FILE=$0UTPUT DIR/gymno @l-nonann-transcripts.fasta

GYMNO @1 NON ANMOTATED PEPTIDE FILE=$0UTPUT DIR/gymno @l-nonann-peptides.fasta

%]




# Dicots PLAZA 4.0

DICOTS 84 CDS FTP=ftp://ftp.psb.ugent.be/pub/plazas/plaza_public_dicots @4/Fasta/cds.all_transcripts.fasta.gz

DICDTS D4 cDs FILE /home/ranp_u/TOA-databases/PLAZA/dicots 084-cds.fasta.gz

DICDTS 34 PRDTEDHE FTP=ftp://ftp.psb.ugent. be{pubﬁplaza{plaza public dicots @4/Fasta/proteome.all transcripts.fasta.gz

1 DICDTS 04 PRDTEDHE FILE=/home/ranp u/TOA-databases/PLAZA/dicots 84-proteome.fasta.gz

DICDTS_D4_GENEDESC_FTP =ftp://ftp.psb.ugent. be/pub}plaza/plaza_publlc_d1c0t5_94jDescr1ptions

DICOTS B4 GENEDESC DIR=/home/ranp_u/TOA-databases/PLAZA/dicots 84-descriptions

DICOTS ©4 GENEDESC FILE PATTERN="gene description.*.csv.gz"

DICOTS 84 INTERPRO FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza_public_dicots 84/InterPro/interpro.csv.gz
DICOTS 84 INTERPRO_FILE=/home/ranp_u/TOA-databases/PLAZA/dicots 04-interpro.csv.gz

DICDTS 34 GO_FTP= =ftp://ftp.psb.ugent. be/pub/plaza/plaza public_ dicots _04/G0/go.csv.gz

DICDTS 04 GD FILE=/home/ranp_u/TOA- databases!PLAZA!dlcots 04-go.csv.gz

DICDTS 04 HAPHAN FTP=ftp://ftp.psb.ugent. befpub/plaza/plaza public dicots 84/MapMan/mapman.csv.gz
DICDTS 04 HAPHAN FILE—{home!ranp u/TOA-databases/PLAZA/dicots_04-mapman.csv.gz

' [DICOTS 04 BLASTPLUS DB NAME=dicots 04

DICDTS D4 BLASTPLUS DB DIR= jhomejranp u/TOA-databases/PLAZA/dicots 84-blastplus-db

DICDTS 34 BLASTPLUS DB FILE= =/home/ranp_u/TOA- databases!PLAZA{dlcots 04-blastplus-db/dicots 04
DICDTS 04 DIAMOND | DB DIR= /home/ranp_u/TOA-databases/PLAZA/dicots 84-diamond-db

DICDTS D4 DIAMOND DB FILE= /home/ranp_u/TOA- databases;PLAZAjdlcots 04-diamond-db/dicots 04
DICDTS 94 BLAST XHL—$DUTPUT DIR/dicots @4-alignment.xml

DICUTS 04 ANNUTATIUN FILE=SOUTPUT | DIRJdlCOtS B4-annotation.csv

DICDTS 64 _NON ANNDTATED _TRANSCRIPT FILE—$DUTPUT DIRfdlcots B4-nonann-transcripts.fasta
DICDTS 34 NON ANNOTATED PEPTIDE FILE=$0UTPUT DIR/dicots 84-nonann-peptides.fasta

# Monocots PLAZA 4.8

MONOCOTS_@4 CDS_FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza public monocots @4/Fasta/cds.all_transcripts.fasta.gz
HDNDCDTS D4 CDS_FILE=/home/ranp_u/TOA-databases/PLAZA/monocots 84-cds.fasta.gz

HDNDCDTS D4 PRDTEDHE FTP=ftp://ftp.psb.ugent. be/pub/plaza/plaza public_monocots 04/Fasta/proteome.all transcripts.fasta.gz
HDNDCDTS_D4_PRDTEDHE_FILE /home/ranp_u/TOA-databases/PLAZA/monocots 04-proteome.fasta.gz

MONOCOTS_04 GENEDESC_FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza public monocots 84/Descriptions

MONOCOTS 84 GENEDESC DIR=/home/ranp u/TOA-databases/PLAZA/monocots 04-descriptions

MONOCOTS_84 GENEDESC_FILE_PATTERN="gene description.*.csv.gz"

MONOCOTS_04 INTERPRO_FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza public monocots @4/InterPro/interpro.csv.gz
MONOCOTS_04 INTERPRO_FILE=/home/ranp_u/TOA-databases/PLAZA/monocots @4-interpro.csv.gz

MONOCOTS_84 GO _FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza public_monocots 84/G0/go.csv.gz

MONOCOTS_04 GO _FILE=/home/ranp_u/TOA-databases/PLAZA/monocots 84-go.csv.gz

HDNDCDTS 04 HAPHAN FTP=ftp://ftp.psb.ugent.be/pub/plaza/plaza public_monocots_04/MapMan/mapman.csv.gz
HDNDCDTS 04 HAPHAN FILE=/home/ranp_u/TOA- databases!PLAZAfmonocots 04-mapman.csv.gz

HUNUCUTS 04 | BLASTPLUS DB_NAME=monocots 04

HDNDCDTS D4 BLASTPLUS DB DIR= {home{ranp u/TOA-databases/PLAZA/monocots 04-blasplus-db

HDNDCDTS D4 BLASTPLUS DB FILE=/home/ranp_u/TOA- databasesfPLAZA/monocots 84-blasplus-db/monocots 84
HDNDCDTS D4 DIAMOND | DB DIR=, /home/ranp_u/TOA-databases/PLAZA/monocots_04-diamond-db

HDNDCDTS 34 DIAHDND DB FILE= =/home/ranp_u/TOA- databases!PLAZA/monocots 04-diamond-db/monocots 04

HDNDCDTS 94 | BLAST ML= $UUTPUT DIR/monocots @4-alignment.xml

HDNDCDTS 04 ANNDTATIDN FILE= $DUTPUT DIR/monocots 84- annotation.csv

HDNDCDTS 64 _NON ANNDTATED _TRANSCRIPT FILE= $DUTPUT DIR/monocots_84-nonann- transcripts.fasta

! HDNDCDTS 34 NON ANNDTATED PEPTIDE_| FILE= $OUTPUT _DIR/monocots @4-nonann-peptides.fasta

# NCBI RefSeq Plant

REFSEQ PLANT FTP=ftp://ftp.ncbi.nlm.nih.gov/refseq/release/plant/

REFSED PLANT LOCAL=/home/ranp_u/TOA-databases/NCBI/ftp.ncbi.nlm.nih.gov/refseq/release/plant/
REFSEU_PRDTEIN_FILE_PATTERN—” protein.faa.gz"

REFSEQ PLANT PROTEOME FILE=/home/ranp_u/TOA-databases/NCBI/refseq plant-proteome.fasta

REFSEQ PLANT BLASTPLUS DB NAME=refseq plant

REFSEQ | PLANT BLASTPLUS DB DIR= /home/ranp_u/TOA-databases/NCBI/refseq plant-blastplus-db
REFSEQ_PLANT BLASTPLUS DB_FILE=/home/ranp u/TOA-databases/NCBI/refseq plant-blastplus-db/refseq_plant
REFSEQ PLANT DIAMOND DB DIR=/home/ranp u/TOA-databases/NCBI/refseq plant-diamond-db
REFSEQ_PLANT_DIAMOND DB_FILE=/home/ranp_u/TOA-databases/NCBI/refseq_plant-diamond-db/refseq_plant
REFSEQ PLANT FILE LIST=/home/ranp_u/TOA-databases/NCBI/refseq plant-file-list.txt

REFSEQ_| PLANT BLAST XML=$0UTPUT DIR/refseq plant-alignment.xml

REFSED PLANT ANNDTATIDN FILE= $DUTPUT DIR!refseq plant-annotation.csv

REFSEQ | PLANT NON ANNDTATED TRANSCRIPT FILE=$0UTPUT DIR/refseq plant-nonann-transcripts.fasta

. |[REFSEQ_| PLANT NON ANNDTATED PEPTIDE FILE—$DUTPUT DIR/refseq_plant-nonann-peptides.fasta




# NCBI Taxonomy

TAXONOMY TAXDMP_FTP=ftp://ftp.ncbi.nlm.nih.gov/pub/taxonomy/taxdmp.zip

TAXUNUHY TAXDMP FILE= =/home/ranp_u/TOA-databases/NCBI/taxdmp.zip

TAXUNUHY TAXUNNUDES FILE=/home/ranp u/TOA-databases/NCBI/nodes.dmp

TAXUNUHY TAXONNAMES FILE= /home/ranp u/TOA-databases/NCBI/names.dmp

TAXUNOHY PRUTACCESSIUN 2 TAXID FTP=ftp://ftp.ncbi.nlm.nih.gov/pub/taxonomy/accession2taxid/prot.accession2taxid.gz
TAXUNDHY PROTACCESSION 2 TAXID FILE=/home/ranp u/TOA-databases/NCBI/prot.accession2taxid.gz
VIRIDIPLANTAE_TAXID—33999

VIRIDIPLANTAE TAXID LIST FILE=/home/ranp u/TOA-databases/NCBI/taxids $VIRIDIPLANTAE TAXID.txt

# NCBI BLAST database
BLAST DATABASES FTP=ftp://ftp.ncbi.nlm.nih.gov/blast/db/
BLAST DATABASES LOCAL=/home/ranp u/TOA-databases/NCBI/fTtp.ncbi.nlm.nih.gov/blast/db/

# NCBI BLAST database NT

NT _FILE PATTERN="nt.*.tar.gz"

NT_FILE LIST=/home/ranp u/TOA-databases/NCBI/nt-file-list.txt

NT_BLASTPLUS DB NAME=nt

NT_BLASTPLUS DB DIR=/home/ranp u/TOA-databases/NCBI/nt-blastplus-db
NT_BLASTPLUS DB FILE=/home/ranp u/TOA-databases/NCBI/nt-blastplus-db/nt

NT BLAST AML=: $OUTPUT DIR/nt-alignment.xml

NT VIRIDIPLANTAE - ANNOTATION FILE=$0UTPUT DIR/nt-viridiplantae-annotation.csv
NT CONTAMINATION ANNUTATIUN FILE—$UUTPUT DIR/nt-contamination-annotation.csv
NT_NUN_ANNUTATED_TRANSCRIPT_FILE—$UUTPUT_DIR/nt nonann-transcripts.fasta

# NCBI Nucleotide GenInfo identifier lists
NUCLEOTIDE VIRIDIPLANTAE GI LIST=/home/ranp u/TOA-databases/NCBI/nucleotide viridiplantae.gi

# NCBI BLAST database NR

NR_PROTEOME FTP=ftp://ftp.ncbi.nlm.nih.gov/blast/db/FASTA/nr.gz

NR_PROTEOME FILE=/home/ranp u/TOA-databases/NCBI/nr.gz
NR_FILE_PATTERN="nr.*.tar.gz"

NR_FILE LIST=/home/ranp u/TOA-databases/NCBI/nr-file-list.txt

NR BLASTPLUS DB_NAME=nr

NR BLASTPLUS DB DIR=/home/ranp u/TOA-databases/NCBI/nr-blastplus-db

NR BLASTPLUS DB FILE= /home/ranp u/TOA-databases/NCBI/nr-blastplus-db/nr

NR DIAMOND | DB DIR—/home/ranp u/TOA-databases/NCBI/nr-diamond-db

NR DIAHUND DB FILE=/home/ranp u/TOA-databases/NCBI/nr-diamond-db/nr

NR BLAST XML= $UUTPUT DIR/nr-alignment.xml

NR VIRIDIPLANTAE _ANNOTATION FILE=$0UTPUT DIR/nr-viridiplantae-annotation.csv
NR CONTAMINATION ANNUTATIUN FILE=$0UTPUT DIR/nr-contamination-annotation.csv
NR_NOM_ANNOTATED PEPTIDE FILE=$OUTPUT DIR/nr-nonann-peptides.fasta

# NCBI Protein GenInfo identifier lists
PROTEIN VIRIDIPLANTAE GI LIST=/home/ranp u/TOA-databases/NCBI/protein viridiplantae.gi

# NCBI Gene

GENE_GENE2GO FTP=ftp://ftp.ncbi.nlm.nih.gov/gene/DATA/gene2go.qgz
GENE_GENE2GO_FILE=/home/ranp_u/TOA-databases/NCBI/gene-gene2go.gz

GENE GENEZREFSEU FTP=Ftp://ftp.ncbi.nlm.nih.gov/gene/DATA/gene2refseq.gz
GENE | GENEZREFSEU FILE=/home/ranp u/TOA-databases/NCBI/gene-gene2refseq.gz

# InterPro
INTERPRO INTERPRO2GO FTP=ftp://ftp.ebi.ac.uk/pub/databases/interpro/interpro2go
INTERPRO INTERPRO2GO FILE=/home/ranp u/TOA-databases/InterPro/interpro2go




# NCBI Protein GenInfo identifier lists
PROTEIN VIRIDIPLANTAE GI_LIST=/home/ranp_u/TOA-databases/NCBI/protein_viridiplantae.gi

# NCBI Gene
GENE_GENE2GO_FTP=ftp://ftp.ncbi.nlm.nih.gov/gene/DATA/gene2go.gz
GENE_GENE2GO_FILE=/home/ranp_u/TOA-databases/NCBI/gene-gene2go.gz

" |GENE_GENE2REFSEQ_FTP=ftp://ftp.ncbi.nlm.nih.gov/gene/DATA/gene2refseq.gz
« |GENE_GENE2REFSEQ_FILE=/home/ranp_u/TOA-databases/NCBI/gene-gene2refseq.gz

# InterPro
INTERPRO INTERPRO2GO FTP=ftp://ftp.ebi.ac.uk/pub/databases/interpro/interpro2go
INTERPRO INTERPRO2GO FILE=/home/ranp_u/TOA-databases/InterPro/interpro2go

# Gene Onlogolgy

GO_ONTOLOGY _FTP=http://purl.obolibrary.org/obo/go.obo

GO_ONTOLOGY FILE=/home/ranp_u/TOA-databases/G0/go.obo

GO EC2G0 FTP=http://geneontology.org/external2go/ec2go

#GO EC2G0 FTP=https://build.berkeleybop.org/view/G0/job/Update%20external2go/lastSuccessfulBuild/artifact/external2go/ec2go

GO EC2G0 FILE=/home/ranp u/TOA-databases/G0/ec2go.txt

GO KEGG2GD FTP=http://geneontology.org/external2go/kegg2go

#GD KEGG2GO FTP=https://build.berkeleybop.org/view/G0/job/Update%28external2go/lastSuccessfulBuild/artifact/external2go/kegg2go

GO KEGG2GD FILE=/home/ranp u/TOA-databases/G0/kegg2go.txt

GO METACYC2GO FTP=http://geneontology.org/external2go/metacyc2go

#GO METACYC2GO FTP=https://build.berkeleybop.org/view/G0/job/Update%28external2go/lastsuccessfulBuild/artifact/external2go/metacyc2go
GO METACYC2GO FILE=/home/ranp u/TOA-databases/GO/metacyc2go.txt

GO_INTERPR0O2GO_FTP=http://geneontology.org/external2go/interpro2go
#G0_INTERPRO2GO_FTP=https://build.berkeleybop.org/view/G0/job/Update%2@external2go/lastSuccessfulBuild/artifact/external2go/interpro2go
GO_INTERPRO2GO_FILE=/home/ranp_u/TOA-databases/GO/interpro2go.txt

# other transcriptome files

REIDENTIFIED TRANSCRIPTOME FILE=$OUTPUT DIR/reidentified-transcriptome.fasta
TOA_TRANSCRIPTOME_RELATIONSHIP_FILE=$OUTPUT_DIR/toa_transcriptome_relationships.csv
PURGED_TRANSCRIPTOME FILE=$0UTPUT DIR/purged-transcriptome.fasta

# peptide seqguence files

TRANSDECODER_QUTPUT_DIR=$0UTPUT DIR/transdecoder
ORF_FILE=$TRANSDECODER_OUTPUT DIR/longest orfs.pep

PEPTIDE FILE=$0UTPUT DIR/ basename "$REIDENTIFIED TRANSCRIPTOME FILE"' .transdecoder.pep
REIDENTIFIED PEPTIDE FILE=$0UTPUT DIR/reidentified-peptides.fasta
TOA_TRANSDECODER_RELATIONSHIP_FILE=$0UTPUT DIR/toa_transdecoder_relationships.csv

# merger files

MERGED ANNOTATION FILE=$0UTPUT DIR/merged-annotation.csv
PLANT_ANNOTATION FILE=$OUTPUT DIR/plant-annotation.csv
MERGED_BLAST XML=$0UTPUT DIR/merged-alignment.xml

# statistics

STATS_SUBDIR_NAME=stats

STATS_DIR=$0UTPUT DIR/stats

STATS_BASE_NAME=stats

ANNOTATION STATS_FILE=$0UTPUT_DIR/stats/stats.csv




