
Wizards
0: Sequencing startup
1: Sequncing ended
2: Confirm sequencing complete
3: Start demux and merge
4. Register demux and merge ended
5. Start filter and alignment
6. Register filter and alignment ended
7. Start feature extraction
8. Register feature extraction ended

Superscripts refer to the wizard that 
create/update the item/annotation.

Annotations in italics has been created
by Library preparation wizards.

Numbers inside boxes are the typical
number of items on that end. Special 
cases may be different. * is typically
1 but may be manually redone an 
arbitrary number of times.

Colors
    Extract                     
    PhysicalBioAssay   
    DerivedBioAssay     
    RawBioAssay        

SequencingRun1,2

Name: SequencingRunNNN

FlowCell
Name: FlowCellNNN

1

SequencingStart0

HiSeqPosition0

SequencingCycles0

DataFilesFolder0

SequencingRunNumber0

SequencingTurnAround1

SequencingEnd1

SequencingResult2

DemuxedSequences3,4
Name: SequencingRunNNN.dx,

SequencingRunNNN.dx2...
Software&Protocol: Type=Demuxing

FlowCellID
SequencingCycles
FailedLanes2

ReadString3

DemuxResult4

1

*

*

MergedSequences3,4
Name: <lib-name>.g, <lib-name>.g2...

Sofware&Protocol: Type=Merging
Extract: <Library-ref>

Files4 (<sample>.R1.fastq, 

<sample>.R2.fastq)
NumReads4

84

2

FilteredSequences5,6
Name: <lib-name>.g.f, <lib-name>.g.f2...

Software&Protocol: Type=Filtering
Extract: <Library-ref>

AlignedSequences5,6
Name: <lib-name>.g.f.a, <lib-name>.g.f2.a...

Software&Protocol: Type=Alignment
Extract: <Library-ref>

RawBioAssay7,8

*

1

1

1

1

*

PooledLibrary
Name: PoolNNN

Library
Name: <rna-name>.m.c.lib

2

4

*

21


