Make new annotation file for F. noatunensis

Use the new Fno annotation from Genebank (


Modify perl script; there are too many differences between gff headers, so will just need to assume hard-scripting in changes (for example, there are now 9 header lines!).

Use the new Fno annotation from Genebank
GCF_000505725.1_ASM50572v1_genomic.gff

Modified to remove the first line (annotating the whole genome as Fno) and switching the order of the 8th and 9th lines (part of header). Now file is named:
GCF_000505725.1_ASM50572v1_genomic_forIGV.gff

To save a file to use in IGV in the future (rather than to make this annotation file), make a copy and call it:
NC_023029_forIGV.gff

Moving forward for now. Modified Perl program, now 
200506_NewGFFannotation_Fnoat.pl
#!/usr/bin/perl

#NewGFFannotation_Fnoat.pl.pl
# By Kathryn Ramsey
# July 12, 2018
# Version 200506_NewGFFannotation_Fnoat.pl modified on 5/6/20, for modifying Francisella noatunensis gff file
# KMRamsey (kramsey@uri.edu), KRamsey lab, URI

use strict;
use warnings;

#Create gff file for assessing transcription in genes, sense and antisense plus intergenic regions
#Start with GCF_000505725.1_ASM50572v1_genomic_forIGV.gff

my ($gff_file, $prefix);

# Check the input for correct formatting
unless (@ARGV == 1 && 
	($gff_file = $ARGV[0]) =~ /(\w+)\.gff$/ &&   ### Check perl pattern matching for underscores!
	($prefix=$1)) { 
  die "NewGFFannotation.pl - USAGE ERROR!!!
\tUSAGE: ./NewGFFannotation.pl gff_file.gff
\nWhere:
\ngff_file.gff =\t\tYour gff file to be modified\n";
}

my $outfile = $prefix."_annot_Gene_AS_IG.gff";

open OUT, ">$outfile" or die "Could not open $outfile: $!\n";
open GENEFILE, $gff_file or die "Cannot open $gff_file file. Did you check that it's present in the correct path?: $!\n";

my $IGstart = 1;
my ($count, @line, $curstart, $curend, $chrom, $IGend, $name, $locus, $as, $glength, $firstname, $firstlocus);
my $gcount = 0;

while (<GENEFILE>) {
  chomp;
  @line = split(' ',$_,9);
  $count++;
  if ($count == 9) {
    $glength = $line[3];                 #### Get the genome size
    $chrom ="NC_023029";
  }
  unless ($count > 9) {next;}            #### Ignore the header
  if ($line[0] =~ /#+/) {
    $IGend = $glength;
    print OUT "$chrom\tRefSeq\tgene\t$IGstart\t$IGend\t.\t+\t\.\tlocus_tag=IGR_+_$firstlocus\-pre-plus\n";
    print OUT "$chrom\tRefSeq\tgene\t$IGstart\t$IGend\t.\t-\t\.\tlocus_tag=IGR_-_$firstlocus\-pre-minus\n";    last;}                               #### last line in file
  if ($line[2] =~ /gene/) {
    $gcount++;
    $curstart = $line[3];
    $curend = $line[4];
    if ($line[8] =~ /Name=(\w+[\-]?\w*)\;/) {
      $name = $1;
      if ($gcount == 1) {
	$firstname = $name;
      }
    }
    if ($line[8] =~ /;locus_tag=(\w+[\-]?\w*)\;/) {
      $locus = $1;
      if ($gcount == 1) {
	$firstlocus = $locus;
      }
    }
    if ($line[6] eq "+") {
      $as = "-";    }
    else {
      $as = "+";    }
    $IGend = $curstart - 1;
    if ($IGstart < $curstart ) {
      print OUT "$chrom\t".$line[1]."\tIGR\t$IGstart\t$IGend\t".$line[5]."\t+\t".$line[7]."\tlocus_tag=IGR_+_$locus\-pre-plus\n";
      print OUT "$chrom\t".$line[1]."\tIGR\t$IGstart\t$IGend\t".$line[5]."\t-\t".$line[7]."\tlocus_tag=IGR_-_$locus\-pre-minus\n";
    }
    print OUT "$chrom\t".$line[1]."\tAS_gene\t$curstart\t$curend\t".$line[5]."\t$as\t".$line[7]."\tlocus_tag=AS_GENE_$as\_$locus\_AS\n";  

    if ($name eq $locus) {
      print OUT "$chrom\t".$line[1]."\tgene\t$curstart\t$curend\t".$line[5]."\t".$line[6]."\t".$line[7]."\tlocus_tag=GENE_".$line[6]."_$locus\n";
    }
    else { 
      print OUT "$chrom\t".$line[1]."\tgene\t$curstart\t$curend\t".$line[5]."\t".$line[6]."\t".$line[7]."\tlocus_tag=GENE_".$line[6]."_$locus\_$name\n";
    }
    $IGstart = $curend +1;
  }
}
print OUT "###";

close GENEFILE; close OUT;

Kathryns-MBP:Fno kathrynramsey$ ./200506_NewGFFannotation_Fnoat.pl GCF_000505725.1_ASM50572v1_genomic_forIGV.gff 

Because there is a “.” in the original file name, the generated file name is:
1_ASM50572v1_genomic_forIGV_annot_Gene_AS_IG.gff


Kathryns-MBP:Fno kathrynramsey$ cat 1_ASM50572v1_genomic_forIGV_annot_Gene_AS_IG.gff | head
NC_023029	RefSeq	IGR	1	257	.	+	.	locus_tag=IGR_+_M973_RS00010-pre-plus
NC_023029	RefSeq	IGR	1	257	.	-	.	locus_tag=IGR_-_M973_RS00010-pre-minus
NC_023029	RefSeq	AS_gene	258	333	.	+	.	locus_tag=AS_GENE_+_M973_RS00010_AS
NC_023029	RefSeq	gene	258	333	.	-	.	locus_tag=GENE_-_M973_RS00010
NC_023029	RefSeq	IGR	334	341	.	+	.	locus_tag=IGR_+_M973_RS00015-pre-plus
NC_023029	RefSeq	IGR	334	341	.	-	.	locus_tag=IGR_-_M973_RS00015-pre-minus
NC_023029	RefSeq	AS_gene	342	418	.	+	.	locus_tag=AS_GENE_+_M973_RS00015_AS
NC_023029	RefSeq	gene	342	418	.	-	.	locus_tag=GENE_-_M973_RS00015
NC_023029	RefSeq	IGR	419	513	.	+	.	locus_tag=IGR_+_M973_RS00020-pre-plus
NC_023029	RefSeq	IGR	419	513	.	-	.	locus_tag=IGR_-_M973_RS00020-pre-minus
Fix header
Kathryns-MBP:Fno kathrynramsey$ cat GCF_000505725.1_ASM50572v1_genomic_forIGV.gff | head -9 > NC_023029_annot_SASIG.gff
Kathryns-MBP:Fno kathrynramsey$ cat NC_023029_annot_SASIG.gff | head
##gif-version 3
#!gff-spec-version 1.21
#!processor NCBI annotwriter
#!genome-build ASM50572v1
#!genome-build-accession NCBI_Assembly:GCF_000505725.1
#!annotation-date 04/04/2020 18:05:50
#!annotation-source NCBI RefSeq 
##species https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1356861
##sequence-region NC_023029.1 1 1858987
Kathryns-MBP:Fno kathrynramsey$ cat 1_ASM50572v1_genomic_forIGV_annot_Gene_AS_IG.gff >> NC_023029_annot_SASIG.gff 
Kathryns-MBP:Fno kathrynramsey$ cat NC_023029_annot_SASIG.gff | head -15
##gif-version 3
#!gff-spec-version 1.21
#!processor NCBI annotwriter
#!genome-build ASM50572v1
#!genome-build-accession NCBI_Assembly:GCF_000505725.1
#!annotation-date 04/04/2020 18:05:50
#!annotation-source NCBI RefSeq 
##species https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?id=1356861
##sequence-region NC_023029.1 1 1858987
NC_023029	RefSeq	IGR	1	257	.	+	.	locus_tag=IGR_+_M973_RS00010-pre-plus
NC_023029	RefSeq	IGR	1	257	.	-	.	locus_tag=IGR_-_M973_RS00010-pre-minus
NC_023029	RefSeq	AS_gene	258	333	.	+	.	locus_tag=AS_GENE_+_M973_RS00010_AS
NC_023029	RefSeq	gene	258	333	.	-	.	locus_tag=GENE_-_M973_RS00010
NC_023029	RefSeq	IGR	334	341	.	+	.	locus_tag=IGR_+_M973_RS00015-pre-plus
NC_023029	RefSeq	IGR	334	341	.	-	.	locus_tag=IGR_-_M973_RS00015-pre-minus

Looks good!
