GELASSEMBLE – Screen Mode Summary

Screen Mode

                     [n] is an optional numeric parameter

Keys Pressed                             Action

[n]<Right-arrow>                      move ahead [n bases]

[n]<Left-arrow>                       move back [n bases]

[n]<Up-arrow>                         move up [to row n]

[n]<Down-arrow>                       move down [to row n]

 >                                    scroll one screen to the right

 <                                    scroll one screen to the left

1<Return>                             move to start of the sequence

<Ctrl>E                               move to end of the sequence

165<Return>                           move to base 165 in sequence

/GATTC<Return>                        find next occurrence of GATTC

<Ctrl>A                               move to next ambiguity in alignment

<Ctrl>R                               move to next ambiguity in sequence

<Ctrl>V                               move to next gap in consensus

<Ctrl>D                               enter Command Mode

<Ctrl>L                               toggle alignment display enlargement

<Ctrl>W                               redraw the screen

<Ctrl>O                               toggle INSERT/OVERSTRIKE mode

 !                                    summary of current sequence

 ?                                    display these help screens

<Ctrl>G                               recalculate the consensus

G A T C ....                          add base at the cursor

<Delete>                              delete a base, or move sequence left

<Ctrl>H                               delete a base, or move sequence left

<Space bar>                           move the sequence to the right

<Ctrl>X                               delete alignment column

<Ctrl>I                               restore alignment column

<Ctrl>B                               begin selecting a range for removal

<Ctrl>N                               remove the selected range

<Ctrl>P                               insert the removed range

· reject current fragment
GELASSEMBLE – Command Mode Summary

Command Mode
                     [a,b] specifies a range of fragments.

                       [x,y] specifies a range of bases.

                     [n] is an optional numeric parameter.

      EDit [ContigName]     replace current contig with a new contig

      CONTIGs               select another contig for editing

      WRite                 write a contig to the database

      EXit                  write the contig and quit

      QUIT                  quit without writing

      ERASE                 delete current contig from the database

      238                   move to position 238 in the current fragment

[x,y] PRETTYout [FileName]  write the sequence alignment [position x - y]

[a,b] SEQOUT                write fragments [a - b] to sequence files

      BIGPICture [FileName] write bar schematic to an output file

      OVERstrike            select OVERSTRIKE sequence edit mode

      NOOVERstrike          select INSERT sequence edit mode

[x,y] CONSensus             recalculate the consensus sequence

[a,b] LOCk                  lock strands [a through b]

[a,b] Unlock                unlock strands [a through b]

[x,y] SELect                select bases [x through y]

      REMove                remove the selected bases

[n]   INSert                insert the removed bases [at position n]

      CAncel                cancel the selection

[x,y] DElete                delete bases [x through y]

      GOTo [FragmentName]   move to strand by name

      FInd GAATC            find the next occurrence of GAATC

      DIfferences           show differences from the consensus

      MAtches               show matches with the consensus

      Neither               show neither matches nor differences

      REDraw                redraw the screen

      Help                  display these help screens

      SORt [DEScending]     sorts strands by their offsets in alignment

[a,b] MOve                  moves a strand [from line a to line b]

      OPen                  opens a blank line at the cursor position

[a,b] ANChor                anchors strands [a through b]

[a,b] NOANchor              unanchors strands [a through b]

      LOad [ContigName]     loads another contig into the Edit Screen

      REVerse               reverse-complement the (anchored) strand(s)

[n]   Offset                shifts the current fragment [to begin at n]

      REJect                removes the current fragment from the screen

      NODUPlicate           removes a duplicated fragment from the screen

      SPAWN                 renames a duplicated fragment

      SEParate              makes two contigs from anchored and

                                 unanchored strands

