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# NeuroOrgano Hiseq 
# 2016 11 04 

destination_path: /mnt/fhgfs_ribdata/user_worktmp/s ven-
holger.puppel/2016-Neuro-Organo/outHiSeq

constants:
    - &tophat2_genome_index_human_rRNA  
/mnt/fhgfs_ribdata/references/human_rRNA/human_rRNA
#    - &tophat2_genome_index_human_mt 
/mnt/fhgfs_ribdata/references/ hg19_mitochondrium/c hrM
    - &tophat2_genome_index_rnammer  
/mnt/fhgfs_ribdata/references/rRNA/rnammer-1.2
    - &segemehl_genome_index_hg38  
/mnt/fhgfs_ribdata/references/hg38/hg38.idx
    - &genome_hg38  /mnt/fhgfs_ribdata/references/h g38/hg38.fa
    - &genome_faidx_hg38  
/mnt/fhgfs_ribdata/references/hg38/hg38.fa.fai
    - &gencode_v25_hg38 
/mnt/fhgfs_ribdata/annotations/hg38/gencode_v25/gen code.v25.an
notation.gtf
steps:

    fc1 (run_folder_source):
      path: /mnt/seqtransfer/RawData/Illumina/HiSeq /161104
_D00594_0053_AC6EAVANXX_KEEP/
      paired_end: True

    
                             
    merge_tiles (merge_fastx_files):
         _depends: [fc1]
         _volatile: True

    AR (adapterremoval):
      _depends: [merge_tiles]
      cores: 10
      treatAs: paired
      adapter1: AGATCGGAAGAGCACACGTCT
      adapter2: AGATCGGAAGAGCGTCGTGTA
#      needs to be commented out there is no False flag 
#      collapse: False
      trimns: True
      trimqualities: True
      minquality: 20
      threads: 10
      minlength: 20
    
    subsample (fastqsample):
      _depends: AR
      _connect: 
        in/first_read:  AR/pair1.truncated
        in/second_read: AR/pair2.truncated
      n: 4000000

1



    segemehl_hg38 (segemehl):
      _depends: AR
      _connect:
         in/second_read: AR/pair2.truncated
         in/first_read: AR/pair1.truncated
      index: *segemehl_genome_index_hg38
      genome : *genome_hg38    
      _cluster:
        mem: 64G
        queue: pbatch
        exclusive: true
        time: 5-23:00:00
      
    sort_by_name (sam_to_sorted_bam):
      _depends: segemehl_hg38
      sort-by-name: True
      genome-faidx: *genome_faidx_hg38
      temp-sort-dir: '/mnt/fhgfs_ribdata/user_workt mp/sven-
holger.puppel/2016-Neuro-Organo/sort-temp/sortdir1'
      
    post_sawdust_hg38 (post_sawdust):
      _depends: sort_by_name
      library_type: 'fr-firststrand'
      seq_type: 'RNA'
      read_type: 'paired'
      _cluster:
        queue: pbatch
        time: 5-23:00:00

    sort_by_chr_post_sawdust (sam_to_sorted_bam):
      _depends: post_sawdust_hg38
      genome-faidx: *genome_faidx_hg38
      temp-sort-dir: '/mnt/fhgfs_ribdata/user_workt mp/sven-
holger.puppel/2016-Neuro-Organo/sort-temp/sortdir2'

      

    count_genes_fst_gencode25hg38 (htseq_count):
      _depends: post_sawdust_hg38
      stranded: 'reverse'
      mode: intersection-strict
      type: exon
      idattr: gene_id
      order: name
      feature-file: *gencode_v25_hg38
      _cluster:
        queue: pbatch
        time: 5-23:00:00

      
    hg38_rseqc (rseqc):
       _depends: post_sawdust_hg38
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       reference: 
/mnt/fhgfs_ribdata/annotations/RSeQC/BED/Human_Homo _sapiens/hg
38_GENCODE_v23.bed

#    hg38_preseq_future_yield (preseq_future_yield) :
#       _depends: sort_by_chr_post_sawdust
#       step:   1000000
#       extrap: 500000000
#       bootstraps: 1
#       pe: FALSE

      
    hg38_preseq_complexity_curve (preseq_complexity _curve):
       _depends: sort_by_chr_post_sawdust
       step: 100000
       pe: FALSE

    fastq_screen_fst (fastq_screen):
     _depends: subsample
     subset: 4000000
     config: /homes/olymp/sven-holger.puppel/Git/lo cal/2016-
SmallRNA-Kits/pipeline/fastq_screen.conf
     cores: 32
            
      
    fastqc (fastqc):
       _depends: subsample
       _connect:
         in/second_read: 'empty'
#         in/first_read: AR/pair1.truncated
#                  in/second_read: AR/pair2.truncat ed

    subsample (fastqsample):
      _depends: AR
      _connect: 
        in/first_read: AR/pair1.truncated
        in/second_read: 'empty'
      n: 1000000
  

    # AR2 (adapterremoval):
    #   _depends: [merge_tiles]
    #   cores: 10
    #   treatAs: paired
    #   adapter1: AGATCGGAAGAGCACACGTCT
    #   adapter2: AGATCGGAAGAGCGTCGTGTA
    #   collapse: True
    #   trimns: True
    #   trimqualities: True
    #   minquality: 20
    #   threads: 10
    #   minlength: 20
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    bowtie2_ecoli (bowtie2):
      _depends: subsample
      index: *tophat2_genome_index_rnammer

      
    from_bowtie2_ecoli_fastq (sam_to_fastq):
      _depends: bowtie2_ecoli
      f: 4

    bowtie2_human_rRNA (bowtie2):
      _depends: from_bowtie2_ecoli_fastq
      index: *tophat2_genome_index_human_rRNA
      _connect:
        in/second_read: 'empty'

    bowtie2_human_rRNA_count (count_rRNA):
      _depends: bowtie2_human_rRNA

    from_bowtie2_human_rRNA_fastq (sam_to_fastq):
      _depends: bowtie2_human_rRNA
      f: 4

    segemehl_hg38_C (segemehl):
      _depends: from_bowtie2_human_rRNA_fastq
      _connect:
         in/second_read: 'empty'
      index: *segemehl_genome_index_hg38
      genome : *genome_hg38    
      _cluster:
        mem: 64G
        queue: pbatch
        exclusive: true
        time: 5-23:00:00
      
    sort_by_name_C (sam_to_sorted_bam):
      _depends: segemehl_hg38_C
      sort-by-name: True
      genome-faidx: *genome_faidx_hg38
      temp-sort-dir: '/mnt/fhgfs_ribdata/user_workt mp/sven-
holger.puppel/2016-Neuro-Organo/sort-temp/sortdir3'

    post_sawdust_hg38_C (post_sawdust):
      _depends: sort_by_name_C
      library_type: 'fr-firststrand'
      seq_type: 'RNA'
      read_type: 'single'
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tools:
#shell basics 
        bam2mr:
            path: 'bam2mr'
            get_version: '--version'
            

        fastq-sample:
            path: 'fastq-sample'
            get_version: '--version'

        adapterremoval:
            path: 'AdapterRemoval'
            get_version: '--version'

        pwd:
            path: 'pwd'
            get_version: '--version'

        fastq_screen:
            path: '/homes/olymp/sven-
holger.puppel/Git/local/2016-SmallRNA-
Kits/pipeline/fastq_screen'
            get_version: '--version'

        pigz:
            path: 'pigz'
            get_version: '--version'

        echo:
            path: '/bin/echo'
            get_version: '--version'

        mkfifo:
            path: 'mkfifo'
            get_version: '--version'

        mkdir:
            path: 'mkdir'
            get_version: '--version'

        tar:
            path: 'tar'
            get_version: '--version'

        dd:
            path: 'dd'
            get_version: '--version'

        mv:
            path: 'mv'
            get_version: '--version'
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        awk:
            path: 'awk'
            get_version: '--version'

        bowtie2:
            path: 'bowtie2'
            get_version: '--version'

        samtools:
            path: 'samtools'
            get_version: '--version'

        rm:
            path: 'rm'
            get_version: '--version'

        cut:
          path: 'cut'
          get_version: '--version'

        sort:
            path: 'sort'
            get_version: '--version'

        uniq:
            path: 'uniq'
            get_version: '--version'

        grep:
            path: 'grep'
            get_version: '--version'

        fix_qnames:
            path: '/homes/olymp/sven-
holger.puppel/Git/world/uap/tools/fix_qnames.py'
            get_version: '--help'
            exit_code: 0

        segemehl:
            path: 'segemehl.x'
            get_version: '--version'
            exit_code: 255

        post_sawdust:
          path: '/homes/olymp/sven-holger.puppel/Gi t/own/misc-
bio-stuff/scripts/post_sawdust.py'
          get_version: '-h'
          exit_code: 0
                                  

        bam_stat.py:
          path: bam_stat.py
          get_version: '--version'
          exit_code: 0 
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        infer_experiment.py:
          path: infer_experiment.py
          get_version: '--version'
          exit_code: 0 

        read_distribution.py:
          path: read_distribution.py
          get_version: '--version'
          exit_code: 0 

        preseq:
          path: preseq
          get_version: '--version'
          exit_code: 0 

        htseq-count:
          path: htseq-count
          exit_code: 1

        cat:
          path: 'cat'
          get_version: '--version'

        fastq_screen:
          path: /homes/olymp/sven-
holger.puppel/Git/local/2016-SmallRNA-
Kits/pipeline/fastq_screen
          get_version: '--version'
          
        fastqc:
          path: fastqc
          get_version: '--version'
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