AddHandler fastg-handler . fastg gz
AddHandler fastg-handler . fastg
AddHandler fastg-handler . fg. gz
AddHandler fastg-handler . fg
AddHandl er bam-handl er . bam
AddHandler tabix-handler . wcf
AddHandler faidx-handler . fa
AddHandler faidx-handler . fasta

£IfModul e mod_autol ndex,
IndexOptions +HTMLTable
Index0Options +SuppressRul es
Index0Options +SuppressHTHLPreambl e

# SFECIFY HEADER FILE
FeadmeHame footer, html

# IGNORE THESE FILES
IndexIgnore header, himl footer, himl . htaccess

AT FModul e

AddI con /i cons/compressed, gi f . bam

#

# Adding Descriptions to Folders and Files

#

Addbescription "Binary Sequence Alignment Map <a href=' http //samtool s, github, iof/hts-
specss SAMy], pdf' target=' _blank' >CBAM </ ax
Addbescription "BAM Index<sa:" . bail

. bam

AddDescription "Sequence Alignment Map <a href="http /4samtool s githob, io/hts-
specss SAMv], pdf' target=' _blank' >CSAMY <Aax" . sam

AddDescription "<a href="http /fen wikipedia orgfwiki /FASTO_format’
target=' _blank' »Fastl</a:" . fastq

AddDescription "<a href="http /fen wikipedia orgfwiki /FASTO_format’

g

Addhescription "<a href="http //genome. ucsc, edudFADSFAQT ormat, html #format1’
target=' _blank' *BED</a: file" . bed

AddDescription "<a href="http /¢samtool s github, io0/ht s-specss’ target=' _blank' »WCF

target=' _blank' *Fastl</ax

CWariant Call Format)</ax file" | wof
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AddDescription "samtools faidx index file" | fai
Addhescription "Fasta Sequence File" | fa
AddDescription "Fasta Sequence File" | fasta



