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If you want to use another markup, choose a different builder in your settings.
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description: >-
Collapsing of reads a  aligned to the genome having same unique molecular
identifier.




Introduction

[image: _images/bam-collapsing.svg]PyPI version [https://badge.fury.io/py/bam-collapsing] [image: _images/bam_collapsing.svg]Build Status [https://travis-ci.org/msk-access/bam_collapsing] [image: https://pyup.io/repos/github/msk-access/bam_collapsing/shield.svg]Updates [https://pyup.io/repos/github/msk-access/bam_collapsing/] [image: https://pyup.io/repos/github/msk-access/bam_collapsing/python-3-shield.svg]Python 3 [https://pyup.io/repos/github/msk-access/bam_collapsing/]

The bam collapsing workflow for MSK-ACCESS assay takes in a standard processed bam from the standard processing workflow available here [https://github.com/msk-access/uncollapsed_bam_generation].


	Free software: Apache Software License 2.0


	Documentation: https://msk-access.gitbook.io/bam-collapsing
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Features

Given an uncollapsed Unique Molecular Index (UMI) tagged BAM file:


	Group Reads using UMI and generate a BAM file


	Call Duplex Consensus Reads from the BAM and generates an unmapped BAM file


	Convert unmapped BAM to FASTQ and do standard BAM alignment.


	Merge the unmapped BAM with the aligned BAM and this generated the collapsed BAM.


	Generate Duplex and Simplex BAM files from the collapsed BAM.







Credits


	CMO cfDNA Informatics Team


	This package was created with Cookiecutter and the audreyr/cookiecutter-pypackage project template.
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description: Input files and parameters required to run workflow




Inputs Description

{% hint style=”warning” %}
Common workflow language execution engines accept two types of input that are JSON [https://json.org] or YAML [https://yaml.org], please make sure to use one of these while generating the input file. For more information refer to: http://www.commonwl.org/user_guide/yaml/
{% endhint %}


Parameter Used by Tools


Common Parameters Across Tools

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| reference_sequence | Reference sequence file. Please include “.fai”, “^.dict”, “.amb” , “.sa”, “.bwt”, “.pac” as secondary files if they are not present in the same location as the “.fasta” file |  |
| validation_stringency | GATK: Validation stringency for all SAM files read by this program. Setting stringency to SILENT can improve performance when processing a BAM file in which variable-length data (read, qualities, tags) do not otherwise need to be decoded. |  |
| create_bam_index | GATK: Generate BAM index file when possible |  |
| sort_order | GATK: The order in which the merged reads should be output. |  |




Fgbio GroupReadsByUmi [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_group_reads_by_umi_1.2.0]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| fgbio_group_reads_by_umi_input | The input BAM file |  |
| fgbio_group_reads_by_umi_strategy | The UMI assignment strategy. (identity, edit, adjacency, paired) |  |
| fgbio_group_reads_by_umi_raw_tag | The tag containing the raw UMI. | RX |
| fgbio_group_reads_by_umi_output_file_name | The output BAM file name |  |
| fgbio_group_reads_by_umi_min_umi_length | The minimum UMI length. If not specified then all UMIs must have the same length, otherwise, discard reads with UMIs shorter than this length and allow for differing UMI lengths. |  |
| fgbio_group_reads_by_umi_include_non_pf_reads | Include non-PF reads. | False |
| fgbio_group_reads_by_umi_family_size_histogram | Optional output of tag family size counts. |  |
| fgbio_group_reads_by_umi_edits | The allowable number of edits between UMIs. | 1 |
| fgbio_group_reads_by_umi_assign_tag | The output tag for UMI grouping. | MI |




Fgbio CollectDuplexSeqMetrics [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_collect_duplex_seq_metrics_1.2.0]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| fgbio_collect_duplex_seq_metrics_intervals | Optional set of intervals over which to restrict analysis. |  |
| fgbio_collect_duplex_seq_metrics_output_prefix | Prefix of output files to write. |  |
| fgbio_collect_duplex_seq_metrics_min_ba_reads | Minimum BA reads to call a tag family a ‘duplex’. |  |
| fgbio_collect_duplex_seq_metrics_min_ab_reads | Minimum AB reads to call a tag family a ‘duplex’. |  |
| fgbio_collect_duplex_seq_metrics_mi_tag | The output tag for UMI grouping. | MI |
| fgbio_collect_duplex_seq_metrics_duplex_umi_counts | If true, produce the .duplex_umi_counts.txt file with counts of duplex UMI observations. |  |
| fgbio_collect_duplex_seq_metrics_description | Description of data set used to label plots. Defaults to sample/library. |  |




Fgbio CallDuplexConsensusReads [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_call_duplex_consensus_reads_1.2.0]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| fgbio_call_duplex_consensus_reads_trim | If true, quality trim input reads in addition to masking low Q bases. |  |
| fgbio_call_duplex_consensus_reads_sort_order | The sort order of the output, if :none: then the same as the input. |  |
| fgbio_call_duplex_consensus_reads_read_name_prefix | The prefix all consensus read names |  |
| fgbio_call_duplex_consensus_reads_read_group_id | The new read group ID for all the consensus reads. |  |
| fgbio_call_duplex_consensus_reads_output_file_name | Output SAM or BAM file to write consensus reads. |  |
| fgbio_call_duplex_consensus_reads_min_reads | The minimum number of input reads to a consensus read. |  |
| fgbio_call_duplex_consensus_reads_min_input_base_quality | Ignore bases in raw reads that have Q below this value. |  |
| fgbio_call_duplex_consensus_reads_max_reads_per_strand | The maximum number of reads to use when building a single-strand consensus. If more than this many reads are present in a tag family, the family is randomly downsampled to exactly max-reads reads. |  |
| fgbio_call_duplex_consensus_reads_error_rate_pre_umi | The Phred-scaled error rate for an error prior to the UMIs being integrated. |  |
| fgbio_call_duplex_consensus_reads_error_rate_post_umi | The Phred-scaled error rate for an error post the UMIs have been integrated. |  |




GATK SamToFastq [https://github.com/msk-access/cwl-commandlinetools/tree/develop/gatk_sam_to_fastq_4.1.8.0]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| gatk_sam_to_fastq_output_name_unpaired | unpaired fastq output file name |  |
| gatk_sam_to_fastq_output_name_R1 | Read1 fastq.gz output file name |  |
| gatk_sam_to_fastq_output_name_R2 | Read2 fastq.gz output file name |  |
| gatk_sam_to_fastq_include_non_primary_alignments | If true, include non-primary alignments in the output. Support of non-primary alignments in SamToFastq is not comprehensive, so there may be exceptions if this is set to true and there are paired reads with non-primary alignments. |  |
| gatk_sam_to_fastq_include_non_pf_reads | Include non-PF reads from the SAM file into the output FASTQ files. PF means ‘passes filtering’. Reads whose ‘not passing quality controls’ flag is set are non-PF reads. See GATK Dictionary for more info. |  |




BWA MEM [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bwa_mem_0.7.17]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| bwa_mem_Y | Force soft-clipping rather than default hard-clipping of supplementary alignments |  |
| bwa_mem_T | Don’t output alignment with score lower than INT. This option only affects output. |  |
| bwa_mem_P | In the paired-end mode, perform SW to rescue missing hits only but do not try to find hits that fit a proper pair. |  |
| bwa_mem_output | Output SAM file name |  |
| bwa_mem_M | Mark shorter split hits as secondary |  |
| bwa_mem_K | to achieve deterministic alignment results (Note: this is a hidden option) |  |
| bwa_number_of_threads | Number of threads |  |




Picard AddOrReplaceReadGroups [https://github.com/msk-access/cwl-commandlinetools/tree/develop/picard_add_or_replace_read_groups_4.1.8.1]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| picard_addRG_read_group_sequencing_platform | Read-Group platform (e.g. ILLUMINA, SOLID) |  |
| picard_addRG_read_group_sequencing_center | Read-Group sequencing center name |  |
| picard_addRG_read_group_run_date | Read-Group date in (Iso8601Date) |  |
| picard_addRG_read_group_platform_unit | Read-Group Platform Unit (eg. run barcode) |  |
| picard_addRG_read_group_library | Read-Group library |  |
| picard_addRG_read_group_identifier | Read-Group ID |  |
| picard_addRG_read_group_description | Read-Group Description |  |
| picard_addRG_output_file_name | Output BAM file name |  |
| picard_addRG_sort_order | Sort order for BAM file |  |
| picard_addRG_read_group_sample_name | Read-Group sample name |  |




GATK MergeBamAlignment [https://github.com/msk-access/cwl-commandlinetools/tree/develop/gatk_merge_bam_alignment_4.1.8.0]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| gatk_merge_bam_alignment_output_file_name | Output BAM file name |  |




bedtools genomecov [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bedtools_genomecov_v2.28.0_cv2]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| bedtools_genomecov_option_bedgraph | option flag parameter to choose output file format. -bg refers to bedgraph format |  |




bedtools merge [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bedtools_merge_v2.28.0_cv2]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| bedtools_merge_distance_between_features | Maximum distance between features allowed for features to be merged. |  |




ABRA2 [https://github.com/msk-access/cwl-commandlinetools/tree/develop/abra2_2.22]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| abra2_window_size | Processing window size and overlap (size,overlap) (default: 400,200) |  |
| abra2_soft_clip_contig | Soft clip contig args [max_contigs,min_base_qual,frac_ high_qual_bases,min_soft_clip_len] (default:16,13,80,15) |  |
| abra2_scoring_gap_alignments | Scoring used for contig alignments(match, mismatch_penalty,gap_open_penalty,gap_extend_penalty) (default:8,32,48,1) |  |
| abra2_no_sort | Do not attempt to sort final output |  |
| abra2_no_edge_complex_indel | Prevent output of complex indels at read start or read end |  |
| abra2_maximum_mixmatch_rate | Max allowed mismatch rate when mapping reads back to contigs (default: 0.05) |  |
| abra2_maximum_average_depth | Regions with average depth exceeding this value will be downsampled (default: 1000) |  |
| abra2_contig_anchor | Contig anchor [M_bases_at_contig_edge,max_mismatches_near_edge] (default:10,2) |  |
| abra2_consensus_sequence | Use positional consensus sequence when aligning high quality soft clipping |  |




Picard FixMateInformation [https://github.com/msk-access/cwl-commandlinetools/tree/develop/picard_fix_mate_information_4.1.8.1]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| picard_fixmate_information_output_file_name | The output BAM file to write to |  |




Fgbio FilterConsensusReads [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_filter_consensus_reads_1.2.0]


  
    
      	Argument Name
      	Summary
      	Default Value
    

  
  
    
      	fgbio_filter_consensus_read_reverse_per_base_tags_simplex_duplex
      
      	Reverse [complement] per base tags on reverse strand reads.- Simplex+Duplex
      	
    

    
      	fgbio_filter_consensus_read_reverse_per_base_tags_duplex
      
      	Reverse [complement] per base tags on reverse strand reads. - Duplex
      	
    

    
      	fgbio_filter_consensus_read_require_single_strand_agreement_simplex_duplex
      
      	Mask (make N) consensus bases where the AB and BA consensus reads disagree
        (for duplex-sequencing only).
      	
    

    
      	fgbio_filter_consensus_read_require_single_strand_agreement_duplex
      
      	Mask (make N) consensus bases where the AB and BA consensus reads disagree
        (for duplex-sequencing only).
      	
    

    
      	fgbio_filter_consensus_read_max_base_error_rate_duplex
      
      	The maximum error rate for a single consensus base. (Max 3 values) - Duplex
      	
    

    
      	fgbio_filter_consensus_read_max_base_error_rate_simplex_duplex
      
      	The maximum error rate for a single consensus base. (Max 3 values) - Simplex
        + Duplex
      	
    

    
      	fgbio_filter_consensus_read_max_no_call_fraction_duplex
      
      	Maximum fraction of no- calls in the read after filtering - Duplex
      	
    

    
      	fgbio_filter_consensus_read_max_read_error_rate_duplex
      
      	
        

        The maximum raw-read error rate across the entire consensus read. (Max
          3 values) - Duplex

      
      	
    

    
      	fgbio_filter_consensus_read_max_no_call_fraction_simplex_duplex
      
      	Maximum fraction of no- calls in the read after filtering - Simplex +
        Duplex
      	
    

    
      	fgbio_filter_consensus_read_max_read_error_rate_simplex_duplex
      
      	The maximum raw-read error rate across the entire consensus read. (Max
        3 values) - Simplex + Duplex
      	
    

    
      	fgbio_filter_consensus_read_min_base_quality_duplex
      
      	Mask (make N) consensus bases with quality less than this threshold. -
        Dupelx
      	
    

    
      	fgbio_filter_consensus_read_min_base_quality_simplex_duplex
      
      	
        

        Mask (make N) consensus bases with quality less than this threshold. -
          Simplex+Dupelx

      
      	
    

    
      	fgbio_filter_consensus_read_min_mean_base_quality_duplex
      
      	The minimum mean base quality across the consensus read - Duplex
      	
    

    
      	fgbio_filter_consensus_read_min_mean_base_quality_simplex_duplex
      
      	The minimum mean base quality across the consensus read - Simplex + Duplex
      	
    

    
      	fgbio_filter_consensus_read_min_reads_duplex
      
      	
        

        The minimum number of reads supporting a consensus base/read. (Max 3 values)
          - Duplex

      
      	
    

    
      	fgbio_filter_consensus_read_min_reads_simplex_duplex
      
      	
        

        The minimum number of reads supporting a consensus base/read. (Max 3 values)

        -Simplex+Duplex

      
      	
    

    
      	fgbio_filter_consensus_read_output_file_name_simplex_duplex
      
      	Output BAM file name Simplex + Duplex
      	
    

    
      	fgbio_filter_consensus_read_output_file_name_duplex_aln_metrics
      
      	Output file name Duplex alignment metrics
      	
    

    
      	fgbio_filter_consensus_read_output_file_name_simplex_aln_metrics
      
      	Output file name Simplex alignment metrics
      	
    

    
      	fgbio_filter_consensus_read_output_file_name_duplex
      
      	Output BAM file name - Duplex
      	
    

    
      	fgbio_filter_consensus_read_min_simplex_reads
      
      	
        

        The minimum number of reads supporting a consensus base/read. (Max 3 values)
          -

        Simplex+Duplex

      
      	
    

  




Fgbio Postprocessing [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_postprocessing_simplex_filter_0.1.8]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| fgbio_postprocessing_output_file_name_simplex | Output BAM file name Simplex |  |




Picard CollectAlignmentSummaryMetrics [https://github.com/mskcc/cwl-commandlinetools/tree/develop/picard_collect_alignment_summary_metrics_2.8.1]

| Argument Name | Summary | Default Value |
| :—: | :—: | :—: |
| gatk_collect_alignment_summary_metrics_output_file_name | Output file name for metrics on collapsed BAM (Duplex+Simplex+Singletons) |  |






Template inputs file

{% code title=”inputs.json” %}

{
    "abra2_consensus_sequence": null,
    "abra2_contig_anchor": null,
    "abra2_maximum_average_depth": null,
    "abra2_maximum_mixmatch_rate": null,
    "abra2_no_edge_complex_indel": true,
    "abra2_no_sort": null,
    "abra2_output_bams": "collapsed_abra.bam",
    "abra2_scoring_gap_alignments": null,
    "abra2_soft_clip_contig": null,
    "abra2_window_size": null,
    "bedtools_genomecov_option_bedgraph": true,
    "bedtools_merge_distance_between_features": null,
    "bwa_mem_K": 1000000,
    "bwa_mem_M": null,
    "bwa_mem_P": null,
    "bwa_mem_T": 30,
    "bwa_mem_Y": true,
    "bwa_mem_output": "test_collapsed_alignment.sam",
    "bwa_number_of_threads": null,
    "create_bam_index": true,
    "fgbio_call_duplex_consensus_reads_error_rate_post_umi": null,
    "fgbio_call_duplex_consensus_reads_error_rate_pre_umi": null,
    "fgbio_call_duplex_consensus_reads_max_reads_per_strand": null,
    "fgbio_call_duplex_consensus_reads_min_input_base_quality": null,
    "fgbio_call_duplex_consensus_reads_min_reads": [
        1,
        1,
        0
    ],
    "fgbio_call_duplex_consensus_reads_output_file_name": null,
    "fgbio_call_duplex_consensus_reads_read_group_id": "test",
    "fgbio_call_duplex_consensus_reads_read_name_prefix": null,
    "fgbio_call_duplex_consensus_reads_sort_order": null,
    "fgbio_call_duplex_consensus_reads_trim": null,
    "fgbio_collect_duplex_seq_metrics_description": null,
    "fgbio_collect_duplex_seq_metrics_duplex_umi_counts": true,
    "fgbio_collect_duplex_seq_metrics_intervals": null,
    "fgbio_collect_duplex_seq_metrics_mi_tag": null,
    "fgbio_collect_duplex_seq_metrics_min_ab_reads": null,
    "fgbio_collect_duplex_seq_metrics_min_ba_reads": null,
    "fgbio_collect_duplex_seq_metrics_output_prefix": null,
    "fgbio_filter_consensus_read_max_base_error_rate_duplex": null,
    "fgbio_filter_consensus_read_max_base_error_rate_simplex_duplex": null,
    "fgbio_filter_consensus_read_max_no_call_fraction_duplex": null,
    "fgbio_filter_consensus_read_max_no_call_fraction_simplex_duplex": null,
    "fgbio_filter_consensus_read_max_read_error_rate_duplex": null,
    "fgbio_filter_consensus_read_max_read_error_rate_simplex_duplex": null,
    "fgbio_filter_consensus_read_min_base_quality_duplex": 30,
    "fgbio_filter_consensus_read_min_base_quality_simplex_duplex": 30,
    "fgbio_filter_consensus_read_min_mean_base_quality_duplex": null,
    "fgbio_filter_consensus_read_min_mean_base_quality_simplex_duplex": null,
    "fgbio_filter_consensus_read_min_reads_duplex": [
        2,
        1,
        1
    ],
    "fgbio_filter_consensus_read_min_reads_simplex_duplex": [
        3,
        3,
        0
    ],
    "fgbio_filter_consensus_read_min_simplex_reads": null,
    "fgbio_filter_consensus_read_output_file_name_duplex": "collapsed_duplex.bam",
    "fgbio_filter_consensus_read_output_file_name_duplex_aln_metrics": null,
    "fgbio_filter_consensus_read_output_file_name_simplex_aln_metrics": null,
    "fgbio_filter_consensus_read_output_file_name_simplex_duplex": "collapsed_simplex-duplex.bam",
    "fgbio_filter_consensus_read_require_single_strand_agreement_duplex": true,
    "fgbio_filter_consensus_read_require_single_strand_agreement_simplex_duplex": null,
    "fgbio_filter_consensus_read_reverse_per_base_tags_duplex": true,
    "fgbio_filter_consensus_read_reverse_per_base_tags_simplex_duplex": true,
    "fgbio_group_reads_by_umi_assign_tag": null,
    "fgbio_group_reads_by_umi_edits": null,
    "fgbio_group_reads_by_umi_family_size_histogram": "group_reads_umi.hist.txt",
    "fgbio_group_reads_by_umi_include_non_pf_reads": null,
    "fgbio_group_reads_by_umi_input": {
        "class": "File",
        "path": "/Users/shahr2/Documents/test_reference/Uncollapsed_BAM_Generation_Output/test_fx.bam"
    },
    "fgbio_group_reads_by_umi_min_umi_length": null,
    "fgbio_group_reads_by_umi_output_file_name": null,
    "fgbio_group_reads_by_umi_raw_tag": null,
    "fgbio_group_reads_by_umi_strategy": "paired",
    "fgbio_postprocessing_output_file_name_simplex": "collapsed_simplex.bam",
    "gatk_collect_alignment_summary_metrics_output_file_name": null,
    "gatk_merge_bam_alignment_output_file_name": null,
    "gatk_sam_to_fastq_include_non_pf_reads": null,
    "gatk_sam_to_fastq_include_non_primary_alignments": null,
    "gatk_sam_to_fastq_output_name_R1": "test_fx_group_cons_R1.fastq.gz",
    "gatk_sam_to_fastq_output_name_R2": "test_fx_group_cons_R2.fastq.gz",
    "gatk_sam_to_fastq_output_name_unpaired": null,
    "picard_addRG_sort_order": "queryname",
    "picard_addRG_output_file_name": null,
    "picard_addRG_read_group_description": null,
    "picard_addRG_read_group_identifier": "test",
    "picard_addRG_read_group_library": "test",
    "picard_addRG_read_group_platform_unit": "IDT11",
    "picard_addRG_read_group_run_date": null,
    "picard_addRG_read_group_sample_name": "MSKCC",
    "picard_addRG_read_group_sequencing_center": "ILLUMINA",
    "picard_addRG_read_group_sequencing_platform": "test",
    "picard_fixmate_information_output_file_name": "collapsed_fx.bam",
    "reference_sequence": {
        "class": "File",
        "path": "/Users/shahr2/Documents/test_reference/test_uncollapsed_bam_generation/reference/chr14_chr16.fasta"
    },
    "sort_order": "coordinate",
    "validation_stringency": "LENIENT"
}





{% endcode %}







          

      

      

    

  

    
      
          
            
  


description: Files present after workflow is finished




Outputs Description

| Output File | Description |
| :— | :— |
| sample_name-collapsed_alignment_summary_metrics.txt | Collapsed alignment metrics |
| sample_name-duplex_alignment_summary_metrics.txt | Collapsed Duplex alignment metrics |
| sample_name-simplex_alignment_summary_metrics.txt | Collapsed Simplex alignment metrics |
| sample_name-duplex_family_sizes.txt | Duplex Family Size metrics |
| sample_name-duplex_umi_counts.txt | Duplex UMI count metrics |
| sample_name-duplex_yield_metrics.txt | Duplex yield metrics |
| sample_name-family_sizes.txt | UMI Family Size metrics |
| sample_name-umi_counts.txt | UMI Count metrics |
| sample_name-umi.hist.txt | UMI histogram file |
| sample_name-group.bam | Grouped BAM for duplex metrics calculation outside of the workflow |
| sample_name-collapsed.bam | Collapsed bam |
| sample_name-collapsed.bai | Collapsed bam index |
| sample_name-duplex.bam | Collapsed Duplex bam |
| sample_name-duplex.bai | Collapsed Duplex bam index |
| sample_name-simplex.bam | Collapsed Simplex bam |
| csample_name-simplex.bai | Collapsed Simplex bam index |
| collapsed_R1.fastq.gz | Collapsed Read 1 Fastq |
| collapsed_R2.fastq.gz | Collapsed Read 2 Fastq |





          

      

      

    

  

    
      
          
            
  
Quickstart


Step 1: Clone the workflow

$ git clone --recursive https://github.com/msk-access/bam_collapsing.git
$ cd bam_collapsing
$ git submodule init








Step 2: Install Toil and cwltool

$ pip install toil[cwl]==4.2.0





Note: you may use any CWL executor available, provided it works with your batch system




Step 3: Create an inputs file

As specified in:

{% page-ref page=”inputs-description.md” %}


Step 4 - Run the workflow with a CWL executor:

$ cwltool bam_collapsing.cwl inputs.json





Or, to run the workflow on a HPC cluster using toil:

$ toil-cwl-runner \
    --singularity \
    --jobStore my_jobStore \
    --batchSystem lsf \
    --workDir `pwd` \
    --outdir `pwd` \
    --logFile cwltoil.log \
    --writeLogs `pwd` \
    --logLevel DEBUG \
    --retryCount 2 \
    --disableCaching \
    --maxLogFileSize 20000000000 \
    --stats \
    bam_collapsing.cwl \
    inputs.yaml





{% hint style=”info” %}
Note: To see help for the inputs for any cwl workflow you can use:

$ cwltool bam_collapsing.cwl –help
{% endhint %}









          

      

      

    

  

    
      
          
            
  


description: Tool descriptions and versions for Bam Collapsing workflow




Tool Descriptions

| Tool | Version |
| :— | :— |
| Fgbio GroupReadsByUmi [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_group_reads_by_umi_1.2.0] | 1.2.0 |
| Fgbio CollectDuplexSeqMetrics [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_collect_duplex_seq_metrics_1.2.0] | 1.2.0 |
| Fgbio CallDuplexConsensusReads [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_call_duplex_consensus_reads_1.2.0] | 1.2.0 |
| GATK SamToFastq [https://github.com/msk-access/cwl-commandlinetools/tree/develop/gatk_sam_to_fastq_4.1.8.0] | 4.1.8.0 |
| BWA mem [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bwa_mem_0.7.17] | 0.7.17 |
| Picard AddOrReplaceReadGroups [https://github.com/msk-access/cwl-commandlinetools/tree/develop/picard_add_or_replace_read_groups_4.1.8.1] | 4.1.8.1 |
| GATK MergeBamAlignment [https://github.com/msk-access/cwl-commandlinetools/tree/develop/gatk_merge_bam_alignment_4.1.8.0] | 4.1.8.0 |
| bedtools genomecov [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bedtools_genomecov_v2.28.0_cv2] | 2.28.0_cv2 |
| bedtools merge [https://github.com/msk-access/cwl-commandlinetools/tree/develop/bedtools_merge_v2.28.0_cv2] | 2.28.0_cv2 |
| ABRA2 [https://github.com/msk-access/cwl-commandlinetools/tree/develop/abra2_2.22] | 2.22 |
| Picard FixMateInformation [https://github.com/msk-access/cwl-commandlinetools/tree/develop/picard_fix_mate_information_4.1.8.1] | 4.1.8.1 |
| Fgbio FilterConsensusReads [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_filter_consensus_reads_1.2.0] | 1.2.0 |
| Fgbio Post-processing [https://github.com/msk-access/cwl-commandlinetools/tree/develop/fgbio_postprocessing_simplex_filter_0.1.8] | 0.1.8 |
| Picard CollectAlignmentSummaryMetrics [https://github.com/mskcc/cwl-commandlinetools/tree/develop/picard_collect_alignment_summary_metrics_2.8.1] | 2.8.1 |





          

      

      

    

  

    
      
          
            
  
Contributor Covenant Code of Conduct


Our Pledge

In the interest of fostering an open and welcoming environment, we as contributors and maintainers pledge to making participation in our project and our community a harassment-free experience for everyone, regardless of age, body size, disability, ethnicity, gender identity and expression, level of experience, nationality, personal appearance, race, religion, or sexual identity and orientation.




Our Standards

Examples of behavior that contributes to creating a positive environment include:


	Using welcoming and inclusive language


	Being respectful of differing viewpoints and experiences


	Gracefully accepting constructive criticism


	Focusing on what is best for the community


	Showing empathy towards other community members




Examples of unacceptable behavior by participants include:


	The use of sexualized language or imagery and unwelcome sexual attention or advances


	Trolling, insulting/derogatory comments, and personal or political attacks


	Public or private harassment


	Publishing others’ private information, such as a physical or electronic address, without explicit permission


	Other conduct which could reasonably be considered inappropriate in a professional setting







Our Responsibilities

Project maintainers are responsible for clarifying the standards of acceptable behavior and are expected to take appropriate and fair corrective action in response to any instances of unacceptable behavior.

Project maintainers have the right and responsibility to remove, edit, or reject comments, commits, code, wiki edits, issues, and other contributions that are not aligned to this Code of Conduct, or to ban temporarily or permanently any contributor for other behaviors that they deem inappropriate, threatening, offensive, or harmful.




Scope

This Code of Conduct applies both within project spaces and in public spaces when an individual is representing the project or its community. Examples of representing a project or community include using an official project e-mail address, posting via an official social media account, or acting as an appointed representative at an online or offline event. Representation of a project may be further defined and clarified by project maintainers.




Enforcement

Instances of abusive, harassing, or otherwise unacceptable behavior may be reported by contacting the project team at shahr2@mskcc.org. The project team will review and investigate all complaints, and will respond in a way that it deems appropriate to the circumstances. The project team is obligated to maintain confidentiality with regard to the reporter of an incident. Further details of specific enforcement policies may be posted separately.

Project maintainers who do not follow or enforce the Code of Conduct in good faith may face temporary or permanent repercussions as determined by other members of the project’s leadership.




Attribution

This Code of Conduct is adapted from the Contributor Covenant [http://contributor-covenant.org], version 1.4, available at http://contributor-covenant.org/version/1/4 [http://contributor-covenant.org/version/1/4/]

References:


	Heavly inspired by other repositories on github










          

      

      

    

  

    
      
          
            
  
Contributing


	Contributing


	Setup Development Environment


	Git User






	Version Control


	Master


	Next


	Branches


	Hotfix


	Commits


	Examples






	Code Review


	Merge Branch






	Your First Pull Request









Setup Development Environment


	Git User





Git User


	Tell Git who you are




git config --global user.name "Your Name"
git config --global user.email "example@address.com"










Version Control


	Master


	Next


	Branches


	Commits


	Code Review





Master

The master branch should be considered the most up-to-date stable version of the software. No active development should take place on directly master and the latest commit should always be tagged to a release.


	Hotfix should be branched off of master







Next

The next branch should be considered the most up-to-date development version of the software. No active development should take place on directly on next.


	All development should be branched off of next


	next should be rebased with master after a hotfix







Branches

All development should happen on a branch off of next. Branch names should include a ticket number if possible: TICKET-##-couple-words or my-update.

git checkout -b TICKET-11-my-feature






	Branches should be rebased with next if they get out of date.


	Branches should be merged into next when they are completed.







Hotfix

A hotfix is a branch that uses master as a base instead of next.




Commits


	Commit messages should make it easy for some one to scan through a commit log and understand the current state of the code.


	When only changing documentation, include [ci skip] in the commit description


	Consider starting the commit message with an applicable emoji:


	:tada: :tada: for the initial commit


	:green_heart: :green_heart: when fixing the CI build


	:white_check_mark: :white_check_mark: when adding tests


	:arrow_up: :arrow_up: when upgrading dependencies


	:arrow_down: :arrow_down: when downgrading dependencies


	:shirt: :shirt: when removing linter warnings


	:recycle: :wrench: when refactoring


	:wrench: :wrench: when updating tooling




start with one of the following emojis to add your commit to the change log:


	:racehorse: :racehorse: when improving performance


	:sparkles: :sparkles: when adding a new feature


	:bug: :bug: when fixing a bug


	:books: :books: when adding documentation


	:globe_with_meridians: :globe_with_meridians: when adding internationalization






	you can use multiple emojis but only with first will be considered when generating the change log


	you can look at gitmoji [https://gitmoji.carloscuesta.me/] for inspiration





Examples

Commits have the following structure:

:icon: [TICKET-1,TICKET-2] one line description

Longer description
- list of changes
- one more thing





Examples of valid commits:

:sparkles: [TICKET-1,TICKET-2] adds new page to that page

Adds new feature to do that thing that we wanted to do:
- That one thing it does
- that other thing it does





:bug: [TICKET-1] fixes bug with thing





:racehorse::wrench: better production mode





:shirt: fixes eslint in tests










Code Review


	All branches should be pushed to Github for code review.


	All branches need to be reviewed and signed-off before they can be considered complete.


	Any branches containing significant changes will also need to be QA’ed.







Merge Branch

After a branch has been reviewed it can be merged.

When merging use the Squash and Merge option:

[image: ../_images/squash.png]alt text

Before merging you are free to squash commits locally if you want more control over the commit message.

https://git-scm.com/book/en/v2/Git-Tools-Rewriting-History#Squashing-Commits

https://github.com/blog/2141-squash-your-commits






Your First Pull Request


	clone the repo


	create a new branch


	do some work


	commit your changes


	push changes to Github for review


	repeat as necessary


	rebase next into your branch and deal with any conflicts.


	get someone to review and sign-off on your branch


	wait for the CI system to test your branch


	merge into next




References:


	Heavly inspired by other repositories on github










          

      

      

    

  

    
      
          
            
  
ISSUE_TEMPLATE


	Tool version:


	Python version:


	Operating System:





Description

Describe what you were trying to get done. Tell us what happened, what went wrong, and what you expected to happen.




What I Did

Paste the command(s) you ran and the output.
If there was a crash, please include the traceback here.








New feature


	Explain in detail how it would work.


	Keep the scope as narrow as possible, to make it easier to implement.


	Remember that this is a volunteer-driven project, and that code contributions are welcome :)




References:


	Heavly inspired by other repositories on github
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