Import BAM and SAM Files

To start working with an assembly import it to the UGENE database file. To do this, open the assembly file.

For assembly file without header you need to choose a referenece sequence:

Ca '
[¥] import SAM File L2 |

Source URL:  C:fworkfugene/data/samples/assembly/chrM.sam Info

The SAM file does not contain the header. Please, choose the reference sequence.

[ import unmapped reads

Destination URL:  C:/workfugene/data/samples/Assemblychri.sam.ugenedb E]

Impart H Cancel ][ Help J
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Select the referense sequence and click Import button.

For other assembly files the following dialog appears:

N
[¥] import BAM File L2 |

Source URL:  C:fworkfugene /data/samples/assembly chriM.sorted.bam Info
Assemnbly narme Length LRI
1 chrii 16 571

[Select All ] [Deselect All ] [Irwert Selection ]

[ import unmapped reads

Destination URL: | E]

[ Import J[ Cancel ][ Help ]
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The Source URL field in the dialog specifies the file to import. The Info button nearby can be used to obtain additional information about the file.

There is a list of contigs below the Source URL. Check the contigs that you want to import to the database. You can use the Select All, Deselect All and Inv
ert Selection buttons to manage the selection.

The Destination URL field specifies the output database file.

If you check the Import unmapped reads, then all unmapped reads in the assembly (i.e. read with the unmapped flag or without CIGAR) are imported.
Note, however, that they are not vizualized in the current UGENE version.


https://doc.ugene.net/wiki/display/UUOUM27/Opening+Document

To start the import, click the Import button in the dialog. You can see the progress of the import in the Task View. To export a UGENE database file into the
SAM format, select the Actions Export assembly to SAM format item in the main menu.


http://ugene.unipro.ru/documentation/manual/basic_functions/ugene_terminology.html#term-task-view
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