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Array[File] UnmappedBamToAlignedBam.quality_yield_metrics

Array[File] UnmappedBamToAlignedBam.quality_yield_metrics

File CollectVariantCallingMetrics.detail_metrics

File CollectVariantCallingMetrics.detail_metrics

File AggregatedBamQC.agg_alignment_summary_metrics

File AggregatedBamQC.agg_alignment_summary_metrics File AggregatedBamQC.agg_alignment_summary_metrics

File AggregatedBamQC.agg_quality_distribution_metrics

File AggregatedBamQC.agg_quality_distribution_metrics

File base_recalibrated_bam

File evaluation_interval_list

File evaluation_interval_list

Boolean make_bamout

Boolean make_bamout

Boolean make_bamoutBoolean make_bamout

WomCompositeType {
     break_bands_at_multiples_of -> Int

    calling_interval_list -> File
    fingerprint_genotypes_index -> File?

    dbsnp_vcf -> File
    known_indels_sites_indices -> Array[File]
    reference_fasta -> WomCompositeType {

     ref_fasta -> File
    ref_dict -> File
    ref_alt -> File
    ref_ann -> File
    ref_sa -> File

    ref_amb -> File
    ref_bwt -> File

    ref_fasta_index -> File
    ref_pac -> File 

    }
    haplotype_scatter_count -> Int
    contamination_sites_ud -> File

    known_indels_sites_vcfs -> Array[File]
    contamination_sites_bed -> File
    evaluation_interval_list -> File

    dbsnp_vcf_index -> File
    fingerprint_genotypes_file -> File?
    contamination_sites_mu -> File 

    } references

WomCompositeType {
     break_bands_at_multiples_of -> Int

    calling_interval_list -> File
    fingerprint_genotypes_index -> File?

    dbsnp_vcf -> File
    known_indels_sites_indices -> Array[File]
    reference_fasta -> WomCompositeType {

     ref_fasta -> File
    ref_dict -> File
    ref_alt -> File
    ref_ann -> File
    ref_sa -> File

    ref_amb -> File
    ref_bwt -> File

    ref_fasta_index -> File
    ref_pac -> File 

    }
    haplotype_scatter_count -> Int
    contamination_sites_ud -> File

    known_indels_sites_vcfs -> Array[File]
    contamination_sites_bed -> File
    evaluation_interval_list -> File

    dbsnp_vcf_index -> File
    fingerprint_genotypes_file -> File?
    contamination_sites_mu -> File 

    } references

File CollectReadgroupBamQualityMetrics.gc_bias_detail_metrics

File CollectReadgroupBamQualityMetrics.gc_bias_detail_metrics

Boolean is_gvcf

Boolean is_gvcf

File dbsnp_vcf_index

File dbsnp_vcf_index

File ApplyBQSR.recalibrated_bam

File input_vcf_index

File input_vcf_index

String base_file_name

Boolean data_too_large_for_preemptibles

Boolean data_too_large_for_preemptibles Boolean data_too_large_for_preemptibles

File input_bam

File input_bam

File dbsnp_vcf_index

File dbsnp_vcf_index

Array[File?] HaplotypeCallerGATK4.output_vcf

Int UnmappedBamToAlignedBam.ApplyBQSR.memory_multiplier

Int memory_multiplier

Boolean ExomeGermlineSingleSample.BamToGvcf.make_gvcf

Boolean make_gvcf

File input_vcf

File input_vcf

File ref_fasta_index

File ref_fasta_index

File ref_fasta_indexArray[Array[String]] CreateSequenceGroupingTSV.sequence_grouping

Array[Array[String]] CreateSequenceGroupingTSV.sequence_grouping

Array[Array[String]] CreateSequenceGroupingTSV.sequence_grouping

File AggregatedBamQC.read_group_alignment_summary_metrics

File AggregatedBamQC.read_group_alignment_summary_metrics

Float agg_bam_size

File? SortBamout.output_bam

File CollectUnsortedReadgroupBamQualityMetrics.insert_size_histogram_pdf

File CollectUnsortedReadgroupBamQualityMetrics.insert_size_histogram_pdf

Array[File] CollectUnsortedReadgroupBamQualityMetrics.insert_size_histogram_pdf

File? SortBamout.output_bam_index

Array[File?] SortBamout.output_bam_index

Float total_input_size

Float total_input_size

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.ApplyBQSR.gatk_docker

String UnmappedBamToAlignedBam.ApplyBQSR.gatk_docker

String output_bam_basename

String output_bam_basename

File CollectUnsortedReadgroupBamQualityMetrics.quality_by_cycle_pdfInt preemptible_tries

Int preemptible_tries

Array[File] CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_pdf

File UnmappedBamToAlignedBam.output_bqsr_reports

File UnmappedBamToAlignedBam.output_bqsr_reports

File input_bam

File input_bam

File CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_metrics

File CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_metrics

Array[File] CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_metrics

Int compression_level File ConvertToCram.output_cram_index

File ConvertToCram.output_cram_indexFile ConvertToCram.output_cram_index

File MergeBamouts.output_bam_index

WomCompositeType {
                 break_bands_at_multiples_of -> Int

                calling_interval_list -> File
                fingerprint_genotypes_index -> File?

                dbsnp_vcf -> File
                known_indels_sites_indices -> Array[File]
                reference_fasta -> WomCompositeType {

                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                }
                haplotype_scatter_count -> Int
                contamination_sites_ud -> File

                known_indels_sites_vcfs -> Array[File]
                contamination_sites_bed -> File
                evaluation_interval_list -> File

                dbsnp_vcf_index -> File
                fingerprint_genotypes_file -> File?
                contamination_sites_mu -> File 

                } references

WomCompositeType {
                 break_bands_at_multiples_of -> Int

                calling_interval_list -> File
                fingerprint_genotypes_index -> File?

                dbsnp_vcf -> File
                known_indels_sites_indices -> Array[File]
                reference_fasta -> WomCompositeType {

                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                }
                haplotype_scatter_count -> Int
                contamination_sites_ud -> File

                known_indels_sites_vcfs -> Array[File]
                contamination_sites_bed -> File
                evaluation_interval_list -> File

                dbsnp_vcf_index -> File
                fingerprint_genotypes_file -> File?
                contamination_sites_mu -> File 

                } references

File? SortBamout.output_bam

File? SortBamout.output_bam

String vcf_basename

String vcf_basename

Float unmapped_bam_size

Float unmapped_bam_size Float unmapped_bam_sizeFloat unmapped_bam_size

Int ExomeGermlineSingleSample.BamToCram.BamToCram.ValidateCram.memory_multiplier

Int BamToCram.ValidateCram.memory_multiplier

Float current_unmapped_bam_size

Float current_unmapped_bam_size

Array[Float] current_unmapped_bam_size

File ref_fasta_index

File ref_fasta_index

File? SortBamout.output_bam_index

File CollectQualityYieldMetrics.quality_yield_metrics

File CollectQualityYieldMetrics.quality_yield_metrics

Array[File?] HaplotypeCallerGATK4.bamout

WomCompositeType {
                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                } reference_fasta

WomCompositeType {
                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                } reference_fasta

File SamToFastqAndBwaMemAndMba.output_bam

File SamToFastqAndBwaMemAndMba.output_bam

File dbsnp_vcf

File dbsnp_vcf

File ref_fasta

File ref_fasta

Int preemptible_tries

Int preemptible_tries

WomCompositeType {
                 break_bands_at_multiples_of -> Int

                calling_interval_list -> File
                fingerprint_genotypes_index -> File?

                dbsnp_vcf -> File
                known_indels_sites_indices -> Array[File]
                reference_fasta -> WomCompositeType {

                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                }
                haplotype_scatter_count -> Int
                contamination_sites_ud -> File

                known_indels_sites_vcfs -> Array[File]
                contamination_sites_bed -> File
                evaluation_interval_list -> File

                dbsnp_vcf_index -> File
                fingerprint_genotypes_file -> File?
                contamination_sites_mu -> File 

                } references

String GetBwaVersion.bwa_version

Int hc_scatter

Int hc_scatter

File SortSampleBam.output_bam_index

File SortSampleBam.output_bam_index

File GatherBamFiles.output_bam_index

File GatherBamFiles.output_bam_index

File SamToFastqAndBwaMemAndMba.bwa_stderr_log

File SamToFastqAndBwaMemAndMba.bwa_stderr_log

Array[File] SamToFastqAndBwaMemAndMba.bwa_stderr_log

String bwa_version

String bwa_version

Int preemptible_tries

Int preemptible_tries

File input_bam

File input_bam

File input_bam

File input_bam

WomCompositeType {
                         ref_fasta -> File
                        ref_dict -> File
                        ref_alt -> File
                        ref_ann -> File
                        ref_sa -> File

                        ref_amb -> File
                        ref_bwt -> File

                        ref_fasta_index -> File
                        ref_pac -> File 

                        } reference_fasta

WomCompositeType {
                         ref_fasta -> File
                        ref_dict -> File
                        ref_alt -> File
                        ref_ann -> File
                        ref_sa -> File

                        ref_amb -> File
                        ref_bwt -> File

                        ref_fasta_index -> File
                        ref_pac -> File 

                        } reference_fasta

Int compression_level

Int compression_level

Float lod_threshold

Array[File] vcfs_to_merge

Array[String]+ ignore

Array[String]? ignore

Array[Float] unmapped_bam_size

File ref_fasta_index

File ref_fasta_index

File CollectUnsortedReadgroupBamQualityMetrics.base_distribution_by_cycle_metrics

File CollectUnsortedReadgroupBamQualityMetrics.base_distribution_by_cycle_metrics

String base_name

String base_name

Boolean make_bamout

Boolean make_bamout

File input_bam_index

File input_bam_index

File ref_fasta_index

File ref_fasta_index

File bait_interval_list

File bait_interval_list

Boolean if_condition

Boolean condition

String recalibrated_bam_base_name

String recalibrated_bam_base_name

File AggregatedBamQC.agg_bait_bias_detail_metrics

File AggregatedBamQC.agg_bait_bias_detail_metrics

File dbsnp_vcf

File dbsnp_vcf File dbsnp_vcf

File input_bam

File input_bam

File input_bam

File input_bam

File dbsnp_vcf

File dbsnp_vcf

File dbsnp_vcf_index

File dbsnp_vcf_index File dbsnp_vcf_indexFile evaluation_interval_list

File evaluation_interval_list

File HaplotypeCallerGATK3.output_gvcf

File? AggregatedBamQC.fingerprint_detail_metrics

File? AggregatedBamQC.fingerprint_detail_metrics

WomCompositeType {
                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                } reference_fasta

WomCompositeType {
                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                } reference_fasta

WomCompositeType {
             preemptible_tries -> Int

            agg_preemptible_tries -> Int 
            } papi_settings

File ref_fasta

File ref_fasta

String bwa_commandline

File ref_fasta

File ref_fasta

String UnmappedBamToAlignedBam.GatherBqsrReports.gatk_docker

String gatk_docker

File dbsnp_vcf

File dbsnp_vcf

String UnmappedBamToAlignedBam.BaseRecalibrator.gatk_docker

String gatk_docker

File? haplotype_database_file

File? haplotype_database_file

Int UnmappedBamToAlignedBam.SplitRG.reads_per_file

Int reads_per_file

Boolean if_condition

Boolean condition

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.GatherBqsrReports.gatk_docker

String UnmappedBamToAlignedBam.GatherBqsrReports.gatk_docker

Int preemptible_tries

Int preemptible_tries

Int break_bands_at_multiples_of

Int break_bands_at_multiples_of

String output_bam_basename

String output_bam_basename

File CheckFingerprint.detail_metrics

File CheckFingerprint.detail_metrics

File? CheckFingerprint.detail_metrics

File ref_fasta

File ref_fasta

File input_bam_index

File input_bam_index

Float contamination_underestimation_factor

Float contamination_underestimation_factor Float? contamination

Array[File] CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_metrics

File CollectAggregationMetrics.bait_bias_summary_metrics

File CollectAggregationMetrics.bait_bias_summary_metrics

File input_vcf_index

File input_vcf_index

File? CheckFingerprint.detail_metrics

File CalculateReadGroupChecksum.md5_file

File CalculateReadGroupChecksum.md5_file

Float? contamination

File ref_fasta

File ref_fasta

File ref_dict

File ref_dict

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.MarkDuplicates.memory_multiplier

Int UnmappedBamToAlignedBam.MarkDuplicates.memory_multiplier

String VariantCalling.HaplotypeCallerGATK4.gatk_docker

String gatk_docker

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_insert_size_histogram_pdf

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_insert_size_histogram_pdf

Int scatter_count

Int scatter_count

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_base_distribution_by_cycle_pdf

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_base_distribution_by_cycle_pdf

File? SortBamout.output_bam_md5

File? SortBamout.output_bam_md5

File CollectUnsortedReadgroupBamQualityMetrics.quality_by_cycle_metrics

File input_bamBoolean if_condition

Boolean condition

Boolean CheckPreValidation.is_outlier_data

Boolean CheckPreValidation.is_outlier_data

String metrics_filename

String metrics_filename

Boolean UnmappedBamToAlignedBam.CheckContamination.disable_sanity_check

Boolean disable_sanity_check

File? SortBamout.output_bam_index

Int preemptible_tries

Int preemptible_tries

File interval_list

File interval_list

File CollectHsMetrics.metrics

File CollectHsMetrics.metrics

String bwa_version

String bwa_version

Float mapped_bam_size

File ConvertToCram.output_cram_md5

File ConvertToCram.output_cram_md5

File evaluation_interval_list

File evaluation_interval_list

File input_bam

File input_bam

File ref_fasta_index

File input_bam

Int bqsr_scatter

Int bqsr_scatter

Int compression_level

Int compression_level

File base_recalibrated_bam_index

File base_recalibrated_bam_index

File CollectAggregationMetrics.alignment_summary_metrics

File CollectAggregationMetrics.alignment_summary_metrics

File ref_dict

File ref_dict

Int bqsr_divisor

File input_bam

File input_bam

String final_vcf_base_name

File input_bam

File input_bam

Array[String] sequence_group_interval

Array[String] sequence_group_interval

String base_name

String base_name String base_name

WomCompositeType {
     preemptible_tries -> Int

    agg_preemptible_tries -> Int 
    } papi_settings

WomCompositeType {
     preemptible_tries -> Int

    agg_preemptible_tries -> Int 
    } papi_settings

String ExomeGermlineSingleSample.BamToGvcf.VariantCalling.HaplotypeCallerGATK4.gatk_docker

String VariantCalling.HaplotypeCallerGATK4.gatk_docker

File input_bam

File input_bam

Int preemptible_tries

Int preemptible_tries

File input_bam_index

File input_bam_index

String base_file_name

File input_bam

File input_bam

String cross_check_fingerprints_by

String cross_check_fingerprints_by

Boolean if_condition

Boolean condition

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.BaseRecalibrator.gatk_docker

String UnmappedBamToAlignedBam.BaseRecalibrator.gatk_docker

Boolean is_outlier_data

Boolean? is_outlier_data

File calling_interval_list

File calling_interval_list

File input_bam

File input_bam

File input_bam

File input_bam
WomCompositeType {

                 preemptible_tries -> Int
                agg_preemptible_tries -> Int 

                } papi_settings

String output_bam_basename

String output_bam_basename

Int BamToCram.ValidateCram.memory_multiplier

Int memory_multiplier

File input_bam

File input_bam

Boolean ExomeGermlineSingleSample.BamToGvcf.make_bamout

Boolean make_bamout

File ref_fasta

File ref_fasta

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_quality_by_cycle_pdf

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_quality_by_cycle_pdf

File input_bam_index

File input_bam_index

Boolean make_bamout

Boolean make_bamout

File ref_fasta_index

File ref_fasta_index

File ref_fasta

File ref_fasta

Int preemptible_tries

Int preemptible_tries

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.ApplyBQSR.memory_multiplier

Int UnmappedBamToAlignedBam.ApplyBQSR.memory_multiplier

String output_vcf_name

String output_vcf_name

File BamToGvcf.output_vcf_index

File BamToGvcf.output_vcf_indexInt agg_preemptible_tries

Int agg_preemptible_tries

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_quality_by_cycle_metrics

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_quality_by_cycle_metrics

File ref_fasta_index

File ref_fasta_index

File contamination_sites_bed

File contamination_sites_bed

String output_basename

String output_basename

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.SplitRG.reads_per_file

Int UnmappedBamToAlignedBam.SplitRG.reads_per_file

Int preemptible_tries

Int preemptible_tries

String output_bam_prefix

String output_bam_prefix

File MergeBamouts.output_bam

Array[File] input_vcfs

Array[File] input_vcfs

Array[String] sequence_group_interval

Array[String] sequence_group_interval

File CollectUnsortedReadgroupBamQualityMetrics.quality_by_cycle_pdf

String read_group_md5_filename

String read_group_md5_filename

Array[File] CollectUnsortedReadgroupBamQualityMetrics.insert_size_histogram_pdf

File bait_interval_list

File bait_interval_list

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_insert_size_metrics

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_insert_size_metrics

Int compression_level

Int compression_level

File CollectAggregationMetrics.bait_bias_detail_metrics

File CollectAggregationMetrics.bait_bias_detail_metrics

File AggregatedBamQC.agg_bait_bias_summary_metrics

File AggregatedBamQC.agg_bait_bias_summary_metrics

File duplication_metrics

File duplication_metrics

Float lod_threshold

Float lod_threshold

File ref_fasta_index

File ref_fasta_index

File input_bam

File input_bam

Int preemptible_tries

Int preemptible_tries

Int compression_level

Int compression_level

File GatherBamFiles.output_bam

File GatherBamFiles.output_bam

Array[File] input_bqsr_reports

Array[File] input_bqsr_reports

Int hc_scatter

Int hc_scatter

Float max_duplication_in_reasonable_sample

Float max_duplication_in_reasonable_sample

Int preemptible_tries

Int preemptible_tries

Boolean AggregatedBamQC.CollectAggregationMetrics.collect_gc_bias_metrics

Boolean collect_gc_bias_metrics

String metrics_filename

String metrics_filename

File ref_fasta

File ref_fasta

Boolean ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.CheckContamination.disable_sanity_check

Boolean UnmappedBamToAlignedBam.CheckContamination.disable_sanity_check

WomCompositeType {
                 break_bands_at_multiples_of -> Int

                calling_interval_list -> File
                fingerprint_genotypes_index -> File?

                dbsnp_vcf -> File
                known_indels_sites_indices -> Array[File]
                reference_fasta -> WomCompositeType {

                 ref_fasta -> File
                ref_dict -> File
                ref_alt -> File
                ref_ann -> File
                ref_sa -> File

                ref_amb -> File
                ref_bwt -> File

                ref_fasta_index -> File
                ref_pac -> File 

                }
                haplotype_scatter_count -> Int
                contamination_sites_ud -> File

                known_indels_sites_vcfs -> Array[File]
                contamination_sites_bed -> File
                evaluation_interval_list -> File

                dbsnp_vcf_index -> File
                fingerprint_genotypes_file -> File?
                contamination_sites_mu -> File 

                } references

File? genotypes

File? genotypes

File CheckFingerprint.summary_metrics Int preemptible_tries

Int preemptible_tries

WomCompositeType {
     break_bands_at_multiples_of -> Int

    calling_interval_list -> File
    fingerprint_genotypes_index -> File?

    dbsnp_vcf -> File
    known_indels_sites_indices -> Array[File]
    reference_fasta -> WomCompositeType {

     ref_fasta -> File
    ref_dict -> File
    ref_alt -> File
    ref_ann -> File
    ref_sa -> File

    ref_amb -> File
    ref_bwt -> File

    ref_fasta_index -> File
    ref_pac -> File 

    }
    haplotype_scatter_count -> Int
    contamination_sites_ud -> File

    known_indels_sites_vcfs -> Array[File]
    contamination_sites_bed -> File
    evaluation_interval_list -> File

    dbsnp_vcf_index -> File
    fingerprint_genotypes_file -> File?
    contamination_sites_mu -> File 

    } references

WomCompositeType {
     break_bands_at_multiples_of -> Int

    calling_interval_list -> File
    fingerprint_genotypes_index -> File?

    dbsnp_vcf -> File
    known_indels_sites_indices -> Array[File]
    reference_fasta -> WomCompositeType {

     ref_fasta -> File
    ref_dict -> File
    ref_alt -> File
    ref_ann -> File
    ref_sa -> File

    ref_amb -> File
    ref_bwt -> File

    ref_fasta_index -> File
    ref_pac -> File 

    }
    haplotype_scatter_count -> Int
    contamination_sites_ud -> File

    known_indels_sites_vcfs -> Array[File]
    contamination_sites_bed -> File
    evaluation_interval_list -> File

    dbsnp_vcf_index -> File
    fingerprint_genotypes_file -> File?
    contamination_sites_mu -> File 

    } references

File input_bam

File input_bam

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_base_distribution_by_cycle_metrics

Array[File] UnmappedBamToAlignedBam.unsorted_read_group_base_distribution_by_cycle_metrics

File SamToFastqAndBwaMemAndMba.output_bam

String recalibration_report_filename

String recalibration_report_filename

Boolean if_condition

Boolean condition

File AggregatedBamQC.agg_pre_adapter_detail_metrics

File AggregatedBamQC.agg_pre_adapter_detail_metrics

File CollectReadgroupBamQualityMetrics.gc_bias_summary_metrics

File CollectReadgroupBamQualityMetrics.gc_bias_summary_metrics

File ref_fasta

File ref_fasta

File ref_fasta

File ref_fasta

File input_bam

File input_bam

String report_filename

String report_filename

String sample_name

String sample_name

Int preemptible_tries

Int preemptible_tries

File ref_fasta_index

File ref_fasta_index

File SamToFastqAndBwaMemAndMba.output_bam

String bwa_commandline

String bwa_commandline

File duplication_metrics

File duplication_metrics

String output_bam_basename

String output_bam_basename

Int preemptible_tries

Int preemptible_tries

File ApplyBQSR.recalibrated_bam_checksum

Float max_chimerism_in_reasonable_sample

Float max_chimerism_in_reasonable_sample

File CheckFingerprint.summary_metrics

String bwa_commandline

Float max_duplication_in_reasonable_sample

Float max_duplication_in_reasonable_sample

File MarkDuplicates.duplicate_metrics

File MarkDuplicates.duplicate_metrics

Array[Float] sizes

Array[Float] sizes

File BamToCram.output_cram_index

File BamToCram.output_cram_index

Boolean provide_bam_output

Boolean provide_bam_output

String output_base_name

String output_base_name

File? genotypes_index

File? genotypes_index

WomCompositeType {
   preemptible_tries -> Int

  agg_preemptible_tries -> Int 
  } papi_settings = f(papi_settings)

Boolean ExomeGermlineSingleSample.BamToGvcf.make_gvcf = ...

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.SplitRG.reads_per_file = ...

File target_interval_list

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.ApplyBQSR.memory_multiplier = ...

File ref_fasta_index = f(references)File duplication_metrics = f(UnmappedBamToAlignedBam.duplicate_metrics)

String cross_check_fingerprints_by = f()

Array[File] quality_yield_metricsArray[File] quality_yield_metrics

File? haplotype_database_file = f(haplotype_database_file)

Boolean ExomeGermlineSingleSample.AggregatedBamQC.AggregatedBamQC.CollectAggregationMetrics.collect_gc_bias_metrics = ... Boolean ExomeGermlineSingleSample.BamToGvcf.make_bamout = ...File ref_dict = f(references)String metrics_filename = f(sample_and_unmapped_bams)

File chimerism_metrics = f(AggregatedBamQC.agg_alignment_summary_metrics)

Int break_bands_at_multiples_of = f(references)

File? haplotype_database_file

File calling_interval_list = f(references)File input_bam = f(UnmappedBamToAlignedBam.output_bam) Array[File] unsorted_read_group_quality_distribution_pdfArray[File] unsorted_read_group_quality_distribution_pdfInt ExomeGermlineSingleSample.CollectHsMetrics.memory_multiplier = ...

String pipeline_version = f()String pipeline_version

File? output_bam_indexFile? output_bam_index

File base_recalibrated_bam_index = f(UnmappedBamToAlignedBam.output_bam_index)

Boolean if_condition = f(provide_bam_output)

File agg_bait_bias_detail_metricsFile agg_bait_bias_detail_metricsFile ref_fasta = f(references)

Array[File] unsorted_read_group_base_distribution_by_cycle_pdfArray[File] unsorted_read_group_base_distribution_by_cycle_pdf

File agg_quality_distribution_metricsFile agg_quality_distribution_metricsFile agg_quality_distribution_pdfFile agg_quality_distribution_pdf

Boolean ExomeGermlineSingleSample.AggregatedBamQC.AggregatedBamQC.CollectReadgroupBamQualityMetrics.collect_gc_bias_metrics = ... File? cross_check_fingerprints_metricsFile? cross_check_fingerprints_metricsString base_file_name = f(sample_and_unmapped_bams) String final_vcf_base_name = f(sample_and_unmapped_bams) Array[File] unsorted_read_group_quality_by_cycle_metricsArray[File] unsorted_read_group_quality_by_cycle_metricsFile dbsnp_vcf_index = f(references)

File calculate_read_group_checksum_md5File calculate_read_group_checksum_md5

File output_bqsr_reportsFile output_bqsr_reportsArray[File] unsorted_read_group_quality_distribution_metricsArray[File] unsorted_read_group_quality_distribution_metrics

File gvcf_summary_metricsFile gvcf_summary_metrics

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.BaseRecalibrator.gatk_docker = ...String? ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.MarkDuplicates.read_name_regex

File agg_pre_adapter_detail_metricsFile agg_pre_adapter_detail_metricsFile read_group_alignment_summary_metricsFile read_group_alignment_summary_metrics

Float contaminationFloat contamination

File output_cram_indexFile output_cram_index

Float contamination = f(UnmappedBamToAlignedBam.contamination)

call ExomeGermlineSingleSample.AggregatedBamQC (AggregatedBamQC)File AggregatedBamQC.agg_gc_bias_pdfFile AggregatedBamQC.read_group_gc_bias_pdfFile AggregatedBamQC.read_group_gc_bias_summary_metricsFile AggregatedBamQC.read_group_gc_bias_detail_metricsFile AggregatedBamQC.agg_gc_bias_summary_metricsFile AggregatedBamQC.agg_gc_bias_detail_metrics String base_name String recalibrated_bam_base_name

File input_bam = f(base_recalibrated_bam)

File agg_gc_bias_detail_metricsFile agg_gc_bias_detail_metrics

WomCompositeType {
       preemptible_tries -> Int

      agg_preemptible_tries -> Int 
      } papi_settings

File ref_fasta_index = f(references)

File read_group_gc_bias_pdfFile read_group_gc_bias_pdf File agg_bait_bias_detail_metricsFile agg_bait_bias_detail_metrics

File ref_dict = f(references)

File? fingerprint_summary_metricsFile? fingerprint_summary_metrics

String output_bam_prefix = f(base_name)File input_bam_index = f(base_recalibrated_bam_index)

File read_group_gc_bias_detail_metricsFile read_group_gc_bias_detail_metrics

File? haplotype_database_file

Boolean AggregatedBamQC.CollectAggregationMetrics.collect_gc_bias_metrics = ... File input_bam_index = f(base_recalibrated_bam_index)

File base_recalibrated_bam

File agg_quality_distribution_metricsFile agg_quality_distribution_metrics

Boolean if_condition = f(haplotype_database_file, references)

File agg_pre_adapter_detail_metricsFile agg_pre_adapter_detail_metricsFile agg_alignment_summary_metricsFile agg_alignment_summary_metrics

File base_recalibrated_bam_index

File agg_insert_size_histogram_pdfFile agg_insert_size_histogram_pdf File calculate_read_group_checksum_md5File calculate_read_group_checksum_md5

File ref_fasta = f(references) Int preemptible_tries = f(papi_settings)File ref_fasta = f(references) File input_bam_index = f(base_recalibrated_bam_index)

File agg_gc_bias_pdfFile agg_gc_bias_pdf

String sample_name

File? fingerprint_detail_metricsFile? fingerprint_detail_metrics

File agg_bait_bias_summary_metricsFile agg_bait_bias_summary_metrics

File input_bam = f(base_recalibrated_bam)

conditional

String output_basename = f(base_name)

File base_recalibrated_bam

File CheckFingerprint.summary_metrics

File? genotypes_index = f(references)

call AggregatedBamQC.CheckFingerprint (CheckFingerprint)

File CheckFingerprint.detail_metrics

WomCompositeType {
           break_bands_at_multiples_of -> Int

          calling_interval_list -> File
          fingerprint_genotypes_index -> File?

          dbsnp_vcf -> File
          known_indels_sites_indices -> Array[File]
          reference_fasta -> WomCompositeType {

           ref_fasta -> File
          ref_dict -> File
          ref_alt -> File
          ref_ann -> File
          ref_sa -> File

          ref_amb -> File
          ref_bwt -> File

          ref_fasta_index -> File
          ref_pac -> File 

          }
          haplotype_scatter_count -> Int
          contamination_sites_ud -> File

          known_indels_sites_vcfs -> Array[File]
          contamination_sites_bed -> File
          evaluation_interval_list -> File

          dbsnp_vcf_index -> File
          fingerprint_genotypes_file -> File?
          contamination_sites_mu -> File 

          } references

Int preemptible_tries = f(papi_settings)

File? haplotype_database_file

String sample = f(sample_name)

String sample_name

File input_bam_index = f(base_recalibrated_bam_index)File? genotypes = f(references)

File base_recalibrated_bam_index

File? haplotype_database_file = f(haplotype_database_file)

String base_name

File input_bam = f(base_recalibrated_bam)

WomCompositeType {
           preemptible_tries -> Int

          agg_preemptible_tries -> Int 
          } papi_settings

File agg_insert_size_metricsFile agg_insert_size_metrics File agg_error_summary_metricsFile agg_error_summary_metrics

File ref_fasta_index = f(references)

File read_group_alignment_summary_metricsFile read_group_alignment_summary_metrics

File input_bam = f(base_recalibrated_bam)

WomCompositeType {
       break_bands_at_multiples_of -> Int

      calling_interval_list -> File
      fingerprint_genotypes_index -> File?

      dbsnp_vcf -> File
      known_indels_sites_indices -> Array[File]
      reference_fasta -> WomCompositeType {

       ref_fasta -> File
      ref_dict -> File
      ref_alt -> File
      ref_ann -> File
      ref_sa -> File

      ref_amb -> File
      ref_bwt -> File

      ref_fasta_index -> File
      ref_pac -> File 

      }
      haplotype_scatter_count -> Int
      contamination_sites_ud -> File

      known_indels_sites_vcfs -> Array[File]
      contamination_sites_bed -> File
      evaluation_interval_list -> File

      dbsnp_vcf_index -> File
      fingerprint_genotypes_file -> File?
      contamination_sites_mu -> File 

      } references

call AggregatedBamQC.CalculateReadGroupChecksum (CalculateReadGroupChecksum)

File agg_quality_distribution_pdfFile agg_quality_distribution_pdf

Boolean AggregatedBamQC.CollectReadgroupBamQualityMetrics.collect_gc_bias_metrics = ...

File agg_gc_bias_summary_metricsFile agg_gc_bias_summary_metricsFile agg_pre_adapter_summary_metricsFile agg_pre_adapter_summary_metrics

call AggregatedBamQC.CollectAggregationMetrics (CollectAggregationMetrics)

File ref_dict = f(references)

File read_group_gc_bias_summary_metricsFile read_group_gc_bias_summary_metrics

call AggregatedBamQC.CollectReadgroupBamQualityMetrics (CollectReadgroupBamQualityMetrics)

String read_group_md5_filename = f(recalibrated_bam_base_name)Int preemptible_tries = f(papi_settings)String output_bam_prefix = f(base_name) Int preemptible_tries = f(papi_settings)

String recalibrated_bam_basename = f(sample_and_unmapped_bams)

File evaluation_interval_list = f(references)

File agg_insert_size_metricsFile agg_insert_size_metrics

String recalibrated_bam_basename = f(recalibrated_bam_basename)

WomCompositeType {
   final_gvcf_base_name -> String
  unmapped_bam_suffix -> String

  flowcell_unmapped_bams -> Array[File]
  sample_name -> String

  base_file_name -> String 
  } sample_and_unmapped_bams = f(sample_and_unmapped_bams)

String base_file_name = f(sample_and_unmapped_bams)

File target_interval_list = f(target_interval_list) conditional File UnmappedBamToAlignedBam.output_bam File UnmappedBamToAlignedBam.output_bam_index

File provided_output_bam File provided_output_bam_index

File provided_output_bam_index = f(UnmappedBamToAlignedBam.output_bam_index)File provided_output_bam = f(UnmappedBamToAlignedBam.output_bam)

Int agg_preemptible_tries = f(papi_settings)

File output_cram_md5File output_cram_md5

File base_recalibrated_bam = f(UnmappedBamToAlignedBam.output_bam)

WomCompositeType {
   break_bands_at_multiples_of -> Int

  calling_interval_list -> File
  fingerprint_genotypes_index -> File?

  dbsnp_vcf -> File
  known_indels_sites_indices -> Array[File]
  reference_fasta -> WomCompositeType {

   ref_fasta -> File
  ref_dict -> File
  ref_alt -> File
  ref_ann -> File
  ref_sa -> File

  ref_amb -> File
  ref_bwt -> File

  ref_fasta_index -> File
  ref_pac -> File 

  }
  haplotype_scatter_count -> Int
  contamination_sites_ud -> File

  known_indels_sites_vcfs -> Array[File]
  contamination_sites_bed -> File
  evaluation_interval_list -> File

  dbsnp_vcf_index -> File
  fingerprint_genotypes_file -> File?
  contamination_sites_mu -> File 

  } references = f(references)

call ExomeGermlineSingleSample.UnmappedBamToAlignedBam (UnmappedBamToAlignedBam)

Int preemptible_tries = f(data_too_large_for_preemptibles, papi_settings)

Int compression_level = f()

Array[File] input_bams = f(output_aligned_bam)

File input_bam = f(SortSampleBam.output_bam)

Array[File] unsorted_read_group_quality_distribution_metricsArray[File] unsorted_read_group_quality_distribution_metrics

Int UnmappedBamToAlignedBam.SplitRG.reads_per_file = ...

call UnmappedBamToAlignedBam.GetBwaVersion (GetBwaVersion)

Int preemptible_tries = f(papi_settings)

File? cross_check_fingerprints_metricsFile? cross_check_fingerprints_metrics

File ref_dict = f(references)

call UnmappedBamToAlignedBam.SortSampleBam (SortSampleBam)File SortSampleBam.output_bam_md5

File output_bam_indexFile output_bam_index

call UnmappedBamToAlignedBam.SumFloats (SumFloats)

Array[File] unsorted_read_group_quality_by_cycle_metricsArray[File] unsorted_read_group_quality_by_cycle_metrics

Int UnmappedBamToAlignedBam.ApplyBQSR.memory_multiplier = ...

String output_bam_basename = f(sample_and_unmapped_bams)

String cross_check_fingerprints_by

Int preemptible_tries = f(papi_settings)

Float contaminationFloat contamination

Array[File] unsorted_read_group_quality_by_cycle_pdfArray[File] unsorted_read_group_quality_by_cycle_pdf

String output_bam_basename = f(sample_and_unmapped_bams)

Array[Array[String]] subgroup = f(CreateSequenceGroupingTSV.sequence_grouping)call UnmappedBamToAlignedBam.MarkDuplicates (MarkDuplicates)

File duplicate_metricsFile duplicate_metrics

Array[File] quality_yield_metricsArray[File] quality_yield_metrics

String UnmappedBamToAlignedBam.BaseRecalibrator.gatk_docker = ...

File contamination_sites_ud = f(references)

Boolean UnmappedBamToAlignedBam.CheckContamination.disable_sanity_check = ... Float lod_threshold

Int bqsr_divisor = f(potential_bqsr_divisor)File? haplotype_database_file

call UnmappedBamToAlignedBam.GatherBamFiles (GatherBamFiles)File GatherBamFiles.output_bam_md5

Array[File] unmapped_bam = f(sample_and_unmapped_bams)

String bwa_commandline = f()

conditional

Int preemptible_tries = f(papi_settings) Float total_input_size = f(agg_bam_size)File? haplotype_database_file = f(haplotype_database_file)

call UnmappedBamToAlignedBam.CrossCheckFingerprints (CrossCheckFingerprints)

String metrics_filename = f(sample_and_unmapped_bams) Float lod_threshold = f(lod_threshold) String cross_check_by = f(cross_check_fingerprints_by)

File? haplotype_database_fileFile SortSampleBam.output_bam File SortSampleBam.output_bam_index String cross_check_fingerprints_by

Array[File]+ input_bam_indexes = f(SortSampleBam.output_bam_index)

Float lod_threshold

File CrossCheckFingerprints.cross_check_fingerprints_metrics

Array[File]+ input_bams = f(SortSampleBam.output_bam)

WomCompositeType {
           final_gvcf_base_name -> String
          unmapped_bam_suffix -> String

          flowcell_unmapped_bams -> Array[File]
          sample_name -> String

          base_file_name -> String 
          } sample_and_unmapped_bams

Float agg_bam_size
WomCompositeType {

           preemptible_tries -> Int
          agg_preemptible_tries -> Int 

          } papi_settings

String UnmappedBamToAlignedBam.GatherBqsrReports.gatk_docker = ...

scatter subgroup in

gather ports

Int preemptible_tries = f(papi_settings)Array[File] known_indels_sites_vcfs = f(references)File dbsnp_vcf = f(references)

File SortSampleBam.output_bam

File ref_fasta_index = f(references)File ref_fasta = f(references)

Int bqsr_divisor

File dbsnp_vcf_index = f(references)

WomCompositeType {
           preemptible_tries -> Int

          agg_preemptible_tries -> Int 
          } papi_settings

WomCompositeType {
           final_gvcf_base_name -> String
          unmapped_bam_suffix -> String

          flowcell_unmapped_bams -> Array[File]
          sample_name -> String

          base_file_name -> String 
          } sample_and_unmapped_bams

File ref_dict = f(references)

call UnmappedBamToAlignedBam.BaseRecalibrator (BaseRecalibrator)

File BaseRecalibrator.recalibration_report

WomCompositeType {
           break_bands_at_multiples_of -> Int

          calling_interval_list -> File
          fingerprint_genotypes_index -> File?

          dbsnp_vcf -> File
          known_indels_sites_indices -> Array[File]
          reference_fasta -> WomCompositeType {

           ref_fasta -> File
          ref_dict -> File
          ref_alt -> File
          ref_ann -> File
          ref_sa -> File

          ref_amb -> File
          ref_bwt -> File

          ref_fasta_index -> File
          ref_pac -> File 

          }
          haplotype_scatter_count -> Int
          contamination_sites_ud -> File

          known_indels_sites_vcfs -> Array[File]
          contamination_sites_bed -> File
          evaluation_interval_list -> File

          dbsnp_vcf_index -> File
          fingerprint_genotypes_file -> File?
          contamination_sites_mu -> File 

          } references

File input_bam = f(SortSampleBam.output_bam) String recalibration_report_filename = f(sample_and_unmapped_bams)Array[File] known_indels_sites_indices = f(references) Int bqsr_scatter = f(bqsr_divisor)

Array[String] subgroup

Array[String] sequence_group_interval = f(subgroup)

String recalibrated_bam_basename

File input_bam_index = f(SortSampleBam.output_bam_index) File input_bam = f(MarkDuplicates.output_bam)

Int num_of_bqsr_scatters = f(CreateSequenceGroupingTSV.sequence_grouping)

Int preemptible_tries = f(papi_settings)

String UnmappedBamToAlignedBam.ApplyBQSR.gatk_docker = ...

Array[Array[String]] subgroup = f(CreateSequenceGroupingTSV.sequence_grouping_with_unmapped)

Array[File] unsorted_read_group_quality_distribution_pdfArray[File] unsorted_read_group_quality_distribution_pdf

File contamination_sites_bed = f(references)

File selfSMFile selfSM

File ref_fasta_index = f(references)

Boolean data_too_large_for_preemptibles = f(SumFloats.total_size, gb_size_cutoff_for_preemptibles)

WomCompositeType {
       final_gvcf_base_name -> String
      unmapped_bam_suffix -> String

      flowcell_unmapped_bams -> Array[File]
      sample_name -> String

      base_file_name -> String 
      } sample_and_unmapped_bams

call UnmappedBamToAlignedBam.CheckContamination (CheckContamination)

Array[Float] sizes = f(mapped_bam_size)

File output_bqsr_reportsFile output_bqsr_reports

File output_bamFile output_bam

Float contamination_underestimation_factor = f()

Int compression_level = f(compression_level)

scatter subgroup in

gather ports

Array[String] subgroupInt bqsr_divisorFile SortSampleBam.output_bam

Array[String] sequence_group_interval = f(subgroup)File input_bam = f(SortSampleBam.output_bam)

WomCompositeType {
           break_bands_at_multiples_of -> Int

          calling_interval_list -> File
          fingerprint_genotypes_index -> File?

          dbsnp_vcf -> File
          known_indels_sites_indices -> Array[File]
          reference_fasta -> WomCompositeType {

           ref_fasta -> File
          ref_dict -> File
          ref_alt -> File
          ref_ann -> File
          ref_sa -> File

          ref_amb -> File
          ref_bwt -> File

          ref_fasta_index -> File
          ref_pac -> File 

          }
          haplotype_scatter_count -> Int
          contamination_sites_ud -> File

          known_indels_sites_vcfs -> Array[File]
          contamination_sites_bed -> File
          evaluation_interval_list -> File

          dbsnp_vcf_index -> File
          fingerprint_genotypes_file -> File?
          contamination_sites_mu -> File 

          } references

String recalibrated_bam_basename

File ref_dict = f(references)

Int compression_level

Int preemptible_tries = f(papi_settings)

File GatherBqsrReports.output_bqsr_report

File ref_fasta_index = f(references)

call UnmappedBamToAlignedBam.ApplyBQSR (ApplyBQSR)

String output_bam_basename = f(recalibrated_bam_basename)Int bqsr_scatter = f(bqsr_divisor)File recalibration_report = f(GatherBqsrReports.output_bqsr_report) Int compression_level = f(compression_level)

WomCompositeType {
           preemptible_tries -> Int

          agg_preemptible_tries -> Int 
          } papi_settings

File ApplyBQSR.recalibrated_bam

File ref_fasta = f(references)

File ApplyBQSR.recalibrated_bam_checksum

Array[File] unsorted_read_group_base_distribution_by_cycle_metricsArray[File] unsorted_read_group_base_distribution_by_cycle_metrics

Float gb_size_cutoff_for_preemptibles = f()

Float total_input_size = f(SumFloats.total_size)Int preemptible_tries = f(data_too_large_for_preemptibles, papi_settings)

File contamination_sites_mu = f(references)

String metrics_filename = f(sample_and_unmapped_bams)

Int preemptible_tries = f(papi_settings)

Int UnmappedBamToAlignedBam.MarkDuplicates.memory_multiplier = ...

Array[File] input_bams = f(ApplyBQSR.recalibrated_bam)

Float agg_bam_size = f(SortSampleBam.output_bam)

Float cutoff_for_large_rg_in_gb = f()

Int potential_bqsr_divisor = f(num_of_bqsr_scatters)

Float total_input_size = f(agg_bam_size)

Int compression_level = f(compression_level)

String? UnmappedBamToAlignedBam.MarkDuplicates.read_name_regex

Array[File] unsorted_read_group_base_distribution_by_cycle_pdfArray[File] unsorted_read_group_base_distribution_by_cycle_pdf

String output_report_filename = f(sample_and_unmapped_bams)

Array[File] input_bqsr_reports = f(BaseRecalibrator.recalibration_report)

String output_prefix = f(sample_and_unmapped_bams)

File ref_fasta = f(references)

WomCompositeType {
       preemptible_tries -> Int

      agg_preemptible_tries -> Int 
      } papi_settings

Array[File] unsorted_read_group_insert_size_histogram_pdfArray[File] unsorted_read_group_insert_size_histogram_pdf

call UnmappedBamToAlignedBam.GatherBqsrReports (GatherBqsrReports)

String output_bam_basename = f(sample_and_unmapped_bams)

Boolean if_condition = f(haplotype_database_file)

Int compression_level = f(compression_level)

WomCompositeType {
       break_bands_at_multiples_of -> Int

      calling_interval_list -> File
      fingerprint_genotypes_index -> File?

      dbsnp_vcf -> File
      known_indels_sites_indices -> Array[File]
      reference_fasta -> WomCompositeType {

       ref_fasta -> File
      ref_dict -> File
      ref_alt -> File
      ref_ann -> File
      ref_sa -> File

      ref_amb -> File
      ref_bwt -> File

      ref_fasta_index -> File
      ref_pac -> File 

      }
      haplotype_scatter_count -> Int
      contamination_sites_ud -> File

      known_indels_sites_vcfs -> Array[File]
      contamination_sites_bed -> File
      evaluation_interval_list -> File

      dbsnp_vcf_index -> File
      fingerprint_genotypes_file -> File?
      contamination_sites_mu -> File 

      } references

scatter unmapped_bam in

gather ports

WomCompositeType {
           final_gvcf_base_name -> String
          unmapped_bam_suffix -> String

          flowcell_unmapped_bams -> Array[File]
          sample_name -> String

          base_file_name -> String 
          } sample_and_unmapped_bams

File output_aligned_bam = f(SamToFastqAndBwaMemAndMba.output_bam, SplitRG.aligned_bam)

File CollectUnsortedReadgroupBamQualityMetrics.base_distribution_by_cycle_metrics

String GetBwaVersion.bwa_version

Float unmapped_bam_size = f(unmapped_bam)

File? SamToFastqAndBwaMemAndMba.bwa_stderr_log

String bwa_commandline String unmapped_bam_basename = f(unmapped_bam, sample_and_unmapped_bams)Boolean if_condition = f(unmapped_bam_size, cutoff_for_large_rg_in_gb)

File CollectQualityYieldMetrics.quality_yield_metrics

File CollectUnsortedReadgroupBamQualityMetrics.quality_by_cycle_pdfFile CollectUnsortedReadgroupBamQualityMetrics.quality_by_cycle_metrics

String metrics_filename = f(unmapped_bam_basename)Int preemptible_tries = f(papi_settings)

File unmapped_bam

File CollectUnsortedReadgroupBamQualityMetrics.insert_size_histogram_pdf

call UnmappedBamToAlignedBam.CollectUnsortedReadgroupBamQualityMetrics (CollectUnsortedReadgroupBamQualityMetrics) Float mapped_bam_size

File? SplitRG.aligned_bam

File CollectUnsortedReadgroupBamQualityMetrics.insert_size_metrics

conditional

WomCompositeType {
               ref_fasta -> File
              ref_dict -> File
              ref_alt -> File
              ref_ann -> File
              ref_sa -> File

              ref_amb -> File
              ref_bwt -> File

              ref_fasta_index -> File
              ref_pac -> File 

              } reference_fasta = f(references)

String bwa_commandline
WomCompositeType {

               preemptible_tries -> Int
              agg_preemptible_tries -> Int 

              } papi_settings

String bwa_commandline = f(bwa_commandline)

String GetBwaVersion.bwa_version

call UnmappedBamToAlignedBam.SplitRG (SplitRG)

Int preemptible_tries = f(preemptible_tries)

call SplitLargeReadGroup.GatherMonolithicBamFile (GatherMonolithicBamFile)

call SplitLargeReadGroup.SamSplitter (SamSplitter)

Int compression_levelInt reads_per_file = ...

scatter unmapped_bam in

gather ports

String bwa_commandline

File unmapped_bam

Float current_unmapped_bam_size

String current_name = f(unmapped_bam) Int compression_levelFile input_bam = f(unmapped_bam) Int preemptible_tries

File SamToFastqAndBwaMemAndMba.bwa_stderr_log

Int preemptible_tries = f(preemptible_tries)Int compression_level = f(compression_level)String bwa_version = f(bwa_version)

call SplitLargeReadGroup.SamToFastqAndBwaMemAndMba (SamToFastqAndBwaMemAndMba)

String bwa_version

WomCompositeType {
                       ref_fasta -> File
                      ref_dict -> File
                      ref_alt -> File
                      ref_ann -> File
                      ref_sa -> File

                      ref_amb -> File
                      ref_bwt -> File

                      ref_fasta_index -> File
                      ref_pac -> File 

                      } reference_fasta = f(reference_fasta)

String current_nameString output_bam_basename = f(current_name)

Float current_unmapped_bam_size = f(unmapped_bam)

Float current_mapped_size

Float current_mapped_size = f(SamToFastqAndBwaMemAndMba.output_bam)

String bwa_commandline = f(bwa_commandline)

WomCompositeType {
                       ref_fasta -> File
                      ref_dict -> File
                      ref_alt -> File
                      ref_ann -> File
                      ref_sa -> File

                      ref_amb -> File
                      ref_bwt -> File

                      ref_fasta_index -> File
                      ref_pac -> File 

                      } reference_fasta

File SamToFastqAndBwaMemAndMba.output_bam

Int n_reads = f(reads_per_file)

Array[File] input_bams = f(SamToFastqAndBwaMemAndMba.output_bam)

String output_bam_basename = f(output_bam_basename)

call SplitLargeReadGroup.SumSplitAlignedSizes (SumSplitAlignedSizes)

WomCompositeType {
                   ref_fasta -> File
                  ref_dict -> File
                  ref_alt -> File
                  ref_ann -> File
                  ref_sa -> File

                  ref_amb -> File
                  ref_bwt -> File

                  ref_fasta_index -> File
                  ref_pac -> File 

                  } reference_fasta

Int compression_level = f(compression_level)

Int preemptible_tries = f(preemptible_tries)

File input_bam Int preemptible_tries

String output_bam_basename

File aligned_bamFile aligned_bam

String bwa_version

Int preemptible_tries = f(preemptible_tries)Array[Float] sizes = f(current_mapped_size)

Array[File] unmapped_bam = f(SamSplitter.split_bams)

Int compression_level = f(compression_level)

Float total_input_size = f(SumSplitAlignedSizes.total_size)

String bwa_commandline

File input_bam = f(input_bam)

Int compression_level

Int compression_level = f(compression_level)

File SplitRG.aligned_bam

WomCompositeType {
               break_bands_at_multiples_of -> Int

              calling_interval_list -> File
              fingerprint_genotypes_index -> File?

              dbsnp_vcf -> File
              known_indels_sites_indices -> Array[File]
              reference_fasta -> WomCompositeType {

               ref_fasta -> File
              ref_dict -> File
              ref_alt -> File
              ref_ann -> File
              ref_sa -> File

              ref_amb -> File
              ref_bwt -> File

              ref_fasta_index -> File
              ref_pac -> File 

              }
              haplotype_scatter_count -> Int
              contamination_sites_ud -> File

              known_indels_sites_vcfs -> Array[File]
              contamination_sites_bed -> File
              evaluation_interval_list -> File

              dbsnp_vcf_index -> File
              fingerprint_genotypes_file -> File?
              contamination_sites_mu -> File 

              } references

String unmapped_bam_basename

File input_bam = f(unmapped_bam) String output_bam_basename = f(unmapped_bam_basename)Int preemptible_tries = f(papi_settings) String bwa_version = f(GetBwaVersion.bwa_version)

File unmapped_bam

File CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_pdf

File input_bam = f(unmapped_bam)

File output_aligned_bam

File CollectUnsortedReadgroupBamQualityMetrics.base_distribution_by_cycle_pdf

Float cutoff_for_large_rg_in_gb

WomCompositeType {
           preemptible_tries -> Int

          agg_preemptible_tries -> Int 
          } papi_settings

File CollectUnsortedReadgroupBamQualityMetrics.quality_distribution_metrics

File? SamToFastqAndBwaMemAndMba.output_bam

conditional String bwa_commandlineFile unmapped_bam String unmapped_bam_basename

WomCompositeType {
               break_bands_at_multiples_of -> Int

              calling_interval_list -> File
              fingerprint_genotypes_index -> File?

              dbsnp_vcf -> File
              known_indels_sites_indices -> Array[File]
              reference_fasta -> WomCompositeType {

               ref_fasta -> File
              ref_dict -> File
              ref_alt -> File
              ref_ann -> File
              ref_sa -> File

              ref_amb -> File
              ref_bwt -> File

              ref_fasta_index -> File
              ref_pac -> File 

              }
              haplotype_scatter_count -> Int
              contamination_sites_ud -> File

              known_indels_sites_vcfs -> Array[File]
              contamination_sites_bed -> File
              evaluation_interval_list -> File

              dbsnp_vcf_index -> File
              fingerprint_genotypes_file -> File?
              contamination_sites_mu -> File 

              } references

Int compression_level

File input_bam = f(unmapped_bam) String output_bam_basename = f(unmapped_bam_basename)

WomCompositeType {
               ref_fasta -> File
              ref_dict -> File
              ref_alt -> File
              ref_ann -> File
              ref_sa -> File

              ref_amb -> File
              ref_bwt -> File

              ref_fasta_index -> File
              ref_pac -> File 

              } reference_fasta = f(references)

File SamToFastqAndBwaMemAndMba.bwa_stderr_log

call UnmappedBamToAlignedBam.SamToFastqAndBwaMemAndMba (SamToFastqAndBwaMemAndMba)

WomCompositeType {
               preemptible_tries -> Int

              agg_preemptible_tries -> Int 
              } papi_settings

String bwa_version = f(GetBwaVersion.bwa_version)Int preemptible_tries = f(papi_settings)

File SamToFastqAndBwaMemAndMba.output_bam

String bwa_commandline = f(bwa_commandline)

String GetBwaVersion.bwa_version

Int compression_level = f(compression_level)

Int compression_level

String unmapped_bam_basename

WomCompositeType {
           break_bands_at_multiples_of -> Int

          calling_interval_list -> File
          fingerprint_genotypes_index -> File?

          dbsnp_vcf -> File
          known_indels_sites_indices -> Array[File]
          reference_fasta -> WomCompositeType {

           ref_fasta -> File
          ref_dict -> File
          ref_alt -> File
          ref_ann -> File
          ref_sa -> File

          ref_amb -> File
          ref_bwt -> File

          ref_fasta_index -> File
          ref_pac -> File 

          }
          haplotype_scatter_count -> Int
          contamination_sites_ud -> File

          known_indels_sites_vcfs -> Array[File]
          contamination_sites_bed -> File
          evaluation_interval_list -> File

          dbsnp_vcf_index -> File
          fingerprint_genotypes_file -> File?
          contamination_sites_mu -> File 

          } references

Boolean if_condition = f(unmapped_bam_size, cutoff_for_large_rg_in_gb)

File input_bam = f(output_aligned_bam)

Float unmapped_bam_size

Int preemptible_tries = f(papi_settings)Float mapped_bam_size = f(output_aligned_bam)

String output_bam_prefix = f(unmapped_bam_basename)

call UnmappedBamToAlignedBam.CollectQualityYieldMetrics (CollectQualityYieldMetrics)

Int preemptible_tries = f(papi_settings)

Array[File] unsorted_read_group_insert_size_metricsArray[File] unsorted_read_group_insert_size_metrics

call UnmappedBamToAlignedBam.CreateSequenceGroupingTSV (CreateSequenceGroupingTSV)

File dbsnp_vcf = f(references) Array[File] unsorted_read_group_base_distribution_by_cycle_metricsArray[File] unsorted_read_group_base_distribution_by_cycle_metrics

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.GatherBqsrReports.gatk_docker = ...

File ref_fasta = f(references) Array[File] unsorted_read_group_insert_size_metricsArray[File] unsorted_read_group_insert_size_metrics

File? output_bamFile? output_bam

File gvcf_detail_metricsFile gvcf_detail_metrics

WomCompositeType {
   break_bands_at_multiples_of -> Int

  calling_interval_list -> File
  fingerprint_genotypes_index -> File?

  dbsnp_vcf -> File
  known_indels_sites_indices -> Array[File]
  reference_fasta -> WomCompositeType {

   ref_fasta -> File
  ref_dict -> File
  ref_alt -> File
  ref_ann -> File
  ref_sa -> File

  ref_amb -> File
  ref_bwt -> File

  ref_fasta_index -> File
  ref_pac -> File 

  }
  haplotype_scatter_count -> Int
  contamination_sites_ud -> File

  known_indels_sites_vcfs -> Array[File]
  contamination_sites_bed -> File
  evaluation_interval_list -> File

  dbsnp_vcf_index -> File
  fingerprint_genotypes_file -> File?
  contamination_sites_mu -> File 

  } references

File bait_set_nameFile bait_set_name

Boolean ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.CheckContamination.disable_sanity_check = ...

File validate_cram_file_reportFile validate_cram_file_report

Int agg_preemptible_tries = f(papi_settings)

call ExomeGermlineSingleSample.CollectHsMetrics (CollectHsMetrics)

File input_bam = f(UnmappedBamToAlignedBam.output_bam)

WomCompositeType {
   final_gvcf_base_name -> String
  unmapped_bam_suffix -> String

  flowcell_unmapped_bams -> Array[File]
  sample_name -> String

  base_file_name -> String 
  } sample_and_unmapped_bams

Int ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.MarkDuplicates.memory_multiplier = ...

call ExomeGermlineSingleSample.BamToGvcf (BamToGvcf)File? BamToGvcf.bamoutFile? BamToGvcf.bamout_index

File input_vcf_index = f(MergeVCFs.output_vcf_index)

File vcf_summary_metricsFile vcf_summary_metrics

File ref_dict = f(ref_dict) File ref_fasta = f(ref_fasta)

String base_file_name scatter scattered_interval_list in

gather ports

File? SortBamout.output_bam

File input_bam

File? SortBamout.output_bam_index

conditional

File input_bam = f(input_bam)

Float? contamination

Int hc_scatter = f(hc_divisor)

call VariantCalling.HaplotypeCallerGATK3 (HaplotypeCallerGATK3)

File scattered_interval_listInt hc_divisor

File interval_list = f(scattered_interval_list)

File HaplotypeCallerGATK3.output_gvcf_index

File ref_fasta_index = f(ref_fasta_index)File ref_dict = f(ref_dict)

File ref_fastaInt agg_preemptible_tries

File ref_fasta = f(ref_fasta)

File ref_fasta_indexString base_file_name

File HaplotypeCallerGATK3.output_gvcf

Float? contamination = f(contamination)

File ref_dict File input_bam

String gvcf_basename = f(base_file_name) Int preemptible_tries = f(agg_preemptible_tries)

File vcf_indices_to_merge = f(HaplotypeCallerGATK3.output_gvcf_index, HaplotypeCallerGATK4.output_vcf_index)

Boolean make_bamout Int hc_divisor

File vcf_indices_to_merge

File ref_fasta_indexBoolean if_condition = f(use_gatk3_haplotype_caller)File scattered_interval_list

File? HaplotypeCallerGATK4.bamout

Float? contamination

File? HaplotypeCallerGATK4.output_vcf_index File? HaplotypeCallerGATK3.output_gvcf

Boolean make_gvcf

File vcfs_to_merge = f(HaplotypeCallerGATK3.output_gvcf, HaplotypeCallerGATK4.output_vcf)

File ref_fasta

File vcfs_to_merge

String base_file_name

File? SortBamout.output_bam_md5

Boolean if_condition = f(use_gatk3_haplotype_caller)

File? HaplotypeCallerGATK3.output_gvcf_index

File ref_dict Int agg_preemptible_tries

Boolean use_gatk3_haplotype_caller

File? HaplotypeCallerGATK4.output_vcf

conditional

String VariantCalling.HaplotypeCallerGATK4.gatk_docker = ...File interval_list = f(scattered_interval_list) Float? contamination = f(contamination)

Boolean make_bamout Boolean make_gvcf

File input_bam = f(input_bam)

call VariantCalling.HaplotypeCallerGATK4 (HaplotypeCallerGATK4)

Boolean if_condition = f(make_bamout) String vcf_basename = f(base_file_name)

File ref_fasta_indexFloat? contaminationInt hc_divisor

File? SortBamout.output_bam_index File? SortBamout.output_bam_md5

File ref_fasta_index = f(ref_fasta_index)

File HaplotypeCallerGATK4.output_vcf_index

File ref_fasta = f(ref_fasta)Int hc_scatter = f(hc_divisor)

File ref_fasta

File? SortBamout.output_bam

File HaplotypeCallerGATK4.bamout

File scattered_interval_list

String final_vcf_base_name

File HaplotypeCallerGATK4.output_vcf

String base_file_name File input_bam

Boolean make_gvcf = f(make_gvcf)Boolean make_bamout = f(make_bamout)

Int agg_preemptible_tries

Int preemptible_tries = f(agg_preemptible_tries)

conditional

call VariantCalling.SortBamout (SortBamout)

File input_bam = f(HaplotypeCallerGATK4.bamout)

File SortBamout.output_bam

File HaplotypeCallerGATK4.bamout

File SortBamout.output_bam_index

String final_vcf_base_name

String output_bam_basename = f(final_vcf_base_name)

Int agg_preemptible_tries

File SortBamout.output_bam_md5

Int compression_level = f() Int preemptible_tries = f(agg_preemptible_tries)

File ref_dict = f(ref_dict)

File ref_dict

String final_vcf_base_name

String merge_suffix = f(make_gvcf)

File dbsnp_vcf_index = f(dbsnp_vcf_index)File output_vcfFile output_vcf

File vcf_detail_metricsFile vcf_detail_metrics

File dbsnp_vcf

File ref_fasta_index = f(ref_fasta_index)

String output_vcf_name = f(final_vcf_base_name, merge_suffix)

call VariantCalling.ValidateVCF (ValidateVCF)

Array[File] input_vcfs_indexes = f(vcf_indices_to_merge)

File ref_fasta_index

Boolean if_condition = f(make_bamout)

String VariantCalling.ValidateVCF.gatk_docker = ...

Boolean use_gatk3_haplotype_caller = ...

File output_vcf_indexFile output_vcf_index

File ref_dict Int hc_divisor = f(potential_hc_divisor)Boolean make_gvcf = ...

File interval_list = f(calling_interval_list)

File ref_dict = f(ref_dict)

Int haplotype_scatter_count

File input_bam Int agg_preemptible_tries

File dbsnp_vcf_index = f(dbsnp_vcf_index) File input_vcf = f(MergeVCFs.output_vcf)

File evaluation_interval_list

Boolean make_bamout = ... File ref_fasta

String metrics_basename = f(final_vcf_base_name)

File input_vcf = f(MergeVCFs.output_vcf)

Array[File] input_vcfs = f(vcfs_to_merge)

File? bamout_indexFile? bamout_index

Int potential_hc_divisor = f(ScatterIntervalList.interval_count)

Int break_bands_at_multiples_of

call VariantCalling.MergeVCFs (MergeVCFs)

File input_vcf_index = f(MergeVCFs.output_vcf_index)

Float? contamination

Int preemptible_tries = f(agg_preemptible_tries)

call VariantCalling.CollectVariantCallingMetrics (CollectVariantCallingMetrics)

File calling_interval_list = f(calling_interval_list)

File? bamoutFile? bamout

call VariantCalling.ScatterIntervalList (ScatterIntervalList)

File dbsnp_vcf = f(dbsnp_vcf)

String final_vcf_base_name

File dbsnp_vcf = f(dbsnp_vcf)

conditional Array[File?] SortBamout.output_bam

String output_base_name = f(final_vcf_base_name)

File MergeBamouts.output_bamFile MergeBamouts.output_bam_index

call VariantCalling.MergeBamouts (MergeBamouts)

String final_vcf_base_name

Array[File] bams = f(SortBamout.output_bam)

File calling_interval_list

Int break_bands_at_multiples_of = f(break_bands_at_multiples_of)

Int preemptible_tries = f(agg_preemptible_tries)

Array[File] scattered_interval_list = f(ScatterIntervalList.out)

Int scatter_count = f(haplotype_scatter_count)

Boolean is_gvcf = f(make_gvcf)

File evaluation_interval_list = f(evaluation_interval_list)

Boolean is_gvcf = f(make_gvcf)

File dbsnp_vcf_index

Int preemptible_tries = f(agg_preemptible_tries)

File duplicate_metricsFile duplicate_metricsBoolean ExomeGermlineSingleSample.BamToGvcf.use_gatk3_haplotype_caller = ...File input_bam = f(UnmappedBamToAlignedBam.output_bam) File input_bam_index = f(UnmappedBamToAlignedBam.output_bam_index)

File? fingerprint_summary_metricsFile? fingerprint_summary_metrics

Int haplotype_scatter_count = f(references)

Float lod_threshold = f()

String ExomeGermlineSingleSample.BamToGvcf.VariantCalling.HaplotypeCallerGATK4.gatk_docker = ...

Boolean provide_bam_output = ...

File ref_dict = f(references) File output_vcfFile output_vcf

call ExomeGermlineSingleSample.BamToCram (BamToCram) Float max_duplication_in_reasonable_sample = f()File input_bam

File output_cram_indexFile output_cram_index

File ref_fasta_index

File validate_cram_file_reportFile validate_cram_file_report

call BamToCram.CheckPreValidation (CheckPreValidation)Float CheckPreValidation.chimerism_rateFloat CheckPreValidation.duplication_rate

Int preemptible_tries = f(agg_preemptible_tries)

Int preemptible_tries = f(agg_preemptible_tries)File ref_dict = f(ref_dict)File input_bam = f(ConvertToCram.output_cram)

call BamToCram.ValidateCram (ValidateCram)

Float max_chimerism_in_reasonable_sample = f(max_chimerism_in_reasonable_sample)

Boolean is_outlier_data = f(CheckPreValidation.is_outlier_data)

File input_bam = f(input_bam)

File ref_fasta

File ref_fasta = f(ref_fasta) File ref_fasta = f(ref_fasta)

File output_cramFile output_cramFile output_cram_md5File output_cram_md5 Int max_output = f()

File duplication_metrics

File ref_fasta_index = f(ref_fasta_index)

Float max_duplication_in_reasonable_sample = f(max_duplication_in_reasonable_sample) Int preemptible_tries = f(agg_preemptible_tries)

Float max_chimerism_in_reasonable_sample = f()

File ref_fasta_index = f(ref_fasta_index)

File ref_dict

File chimerism_metrics = f(chimerism_metrics)

Int agg_preemptible_tries

Int BamToCram.ValidateCram.memory_multiplier = ...File input_bam_index = f(ConvertToCram.output_cram_index)

call BamToCram.ConvertToCram (ConvertToCram)

File chimerism_metrics

String report_filename = f(base_file_name) String output_basename = f(base_file_name)

Array[String]+ ignore = f()

File duplication_metrics = f(duplication_metrics)

String base_file_name

File bait_interval_list = f(bait_interval_list)

File? fingerprint_detail_metricsFile? fingerprint_detail_metrics

String cross_check_fingerprints_by = f(cross_check_fingerprints_by) String recalibrated_bam_base_name = f(recalibrated_bam_basename)

WomCompositeType {
   break_bands_at_multiples_of -> Int

  calling_interval_list -> File
  fingerprint_genotypes_index -> File?

  dbsnp_vcf -> File
  known_indels_sites_indices -> Array[File]
  reference_fasta -> WomCompositeType {

   ref_fasta -> File
  ref_dict -> File
  ref_alt -> File
  ref_ann -> File
  ref_sa -> File

  ref_amb -> File
  ref_bwt -> File

  ref_fasta_index -> File
  ref_pac -> File 

  }
  haplotype_scatter_count -> Int
  contamination_sites_ud -> File

  known_indels_sites_vcfs -> Array[File]
  contamination_sites_bed -> File
  evaluation_interval_list -> File

  dbsnp_vcf_index -> File
  fingerprint_genotypes_file -> File?
  contamination_sites_mu -> File 

  } references = f(references)

String base_name = f(sample_and_unmapped_bams)

File hybrid_selection_metricsFile hybrid_selection_metrics

WomCompositeType {
   preemptible_tries -> Int

  agg_preemptible_tries -> Int 
  } papi_settings

WomCompositeType {
   preemptible_tries -> Int

  agg_preemptible_tries -> Int 
  } papi_settings = f(papi_settings)

File agg_bait_bias_summary_metricsFile agg_bait_bias_summary_metricsInt ExomeGermlineSingleSample.BamToCram.BamToCram.ValidateCram.memory_multiplier = ...File agg_pre_adapter_summary_metricsFile agg_pre_adapter_summary_metrics File output_vcf_indexFile output_vcf_indexFile agg_alignment_summary_metricsFile agg_alignment_summary_metrics

File ref_fasta_index = f(references)Int preemptible_tries = f(papi_settings)

String ExomeGermlineSingleSample.UnmappedBamToAlignedBam.UnmappedBamToAlignedBam.ApplyBQSR.gatk_docker = ...

String ExomeGermlineSingleSample.BamToGvcf.VariantCalling.ValidateVCF.gatk_docker = ...

File bait_interval_list

Float lod_threshold = f(lod_threshold)

Array[File] unsorted_read_group_insert_size_histogram_pdfArray[File] unsorted_read_group_insert_size_histogram_pdf

String sample_name = f(sample_and_unmapped_bams)

File output_cramFile output_cram

File selfSMFile selfSM Array[File] unsorted_read_group_quality_by_cycle_pdfArray[File] unsorted_read_group_quality_by_cycle_pdf

File agg_insert_size_histogram_pdfFile agg_insert_size_histogram_pdf

File? haplotype_database_file = f(haplotype_database_file)

File agg_error_summary_metricsFile agg_error_summary_metrics

File ref_fasta = f(references)

File ref_fasta_index = f(references)


