STEMLOOP; MFOLD

gcg2 4% fetch gb:d00063
d00063.gb_pl1  

gcg2 5% stemloop d00063.gb_pl1
StemLoop finds stems (inverted repeats) within a sequence. You specify

the minimum stem length, minimum and maximum loop sizes, and the minimum

number of bonds per stem.  All stems or only the best stems can be

displayed on your screen or written into a file.

                  Begin (* 1 *) ?

                End (*   121 *) ?

 What minimum stem length (* 6 *) ?

 What minimum number of bonds/stem (* 12 *) ?

 What maximum loop size (* 20 *) ?  30

 What minimum loop size (* 3 *) ?

     just a second .

 There are 16 stems.  Would you like to

       1) See the stems

       2) See the stem coordinates

       3) File the stems

       4) File the stems as points for DOTPLOT

       5) Choose new parameters

       6) Get a different sequence

       Q)uit?

 Please choose one (* 1 *):   1

 Sort stems by:

       1) Position

       2) Quality

       3) Size

       Q)uit

 Please choose one (* 1 *):
     13 AGTACGAGG  ACATGCGC    9, 19

        ||| |||||          A

     47 TCAAGCTCT  ACCCGAGG    17

     18 GAGGA  CATGCGCAGGAG    5, 13

        |||||

     51 CTCCT  CAAGCTCTACCC    24

     21 GACATGCGC  AG    9, 18

        || ||| ||

     42 CTCTACCCG  AG    4

     28 GCAGGA  GCCCATCTCGAA    6, 12

        || |||              C

     64 TGCCCT  AAATCGACTCCT    25

     30 AGGAG  CCCAT    5, 13

        |||||       C

     50 TCCTC  AAGCT    11

     46 CTCCTCAG  CTAAATCCCGTCAC    8, 18

        |||||| |                G

     90 GGGGAGGC  CTCATGATTCGCAC    29

     49 CTCAGC  TAAATCCC    6, 13

        || |||          G

     77 GATTCG  CACGCACT    17

     59 TCCCGTC  ACGCACGCT    7, 14

        |||| ||

     90 GGGGAGG  CCTCATGAT    18

     59 TCCCGTC  ACGCACGCT    7, 15

        |||| ||           T

     91 GGGGGAG  GCCTCATGA    19

     59 TCCCGT  CACGCACGCTT    6, 12

        |||| |

     92 AGGGGG  AGGCCTCATGA    22

     59 TCCCGT  CACGCACGCTTAGTA    6, 12

        | ||||

    100 GTGGCA  CCAGGGGGAGGCCTC    30

     68 GCACGCTT  AGTACTCCGGAGGGG    8, 14

        |||||| |

    113 TGTGTGCG  CTAAGGTGGCACCAG    30

     77 GTACTCC  G    7, 15

        || ||||   G

     93 CAGGGGG  A    3

     80 CTCCGGAG  GG    8, 15

        | |||  |    G

    100 GTGGCACC  AG    5

     83 CGGAGG  GG    6, 12

        | | ||

     98 GGCACC  AG    4

     94 CACGGT  G    6, 12

        | ||||   G

    108 GCGCTA  A    3

 There are 16 stems.  Would you like to

       1) See the stems

       2) See the stem coordinates

       3) File the stems

       4) File the stems as points for DOTPLOT

       5) Choose new parameters

       6) Get a different sequence

       Q)uit?

 Please choose one (* 1 *):  2

 Sort stems by:

       1) Position

       2) Quality

       3) Size

       Q)uit

 Please choose one (* 1 *):

        Loop     Start       End      Size     Quality

           1        13        47         9          19

           2        18        51         5          13

           3        21        42         9          18

           4        28        64         6          12

           5        30        50         5          13

           6        46        90         8          18

           7        49        77         6          13

           8        59        90         7          14

           9        59        91         7          15

          10        59        92         6          12

          11        59       100         6          12

          12        68       113         8          14

          13        77        93         7          15

          14        80       100         8          15

          15        83        98         6          12

          16        94       108         6          12

 There are 16 stems.  Would you like to

       1) See the stems

       2) See the stem coordinates

       3) File the stems

       4) File the stems as points for DOTPLOT

       5) Choose new parameters

       6) Get a different sequence

       Q)uit?

 Please choose one (* 1 *):  3
 Sort stems by:

       1) Position

       2) Quality

       3) Size

       Q)uit

 Please choose one (* 1 *):

 What should I call the output file (* d00063.stem *) ?

gcg2 6% cat d00063.stem

  STEMLOOP of: d00063.gb_pl1  check: 6807  from: 1  to: 121

LOCUS       BAERRA        121 bp    rRNA            PLN       03-NOV-1999

DEFINITION  Batrachospermum ectocarpum 5S ribosomal RNA, complete sequence.

ACCESSION   D00063 N00063 X05529

VERSION     D00063.1  GI:220163

KEYWORDS    5S ribosomal RNA.

SOURCE      Batrachospermum ectocarpum rRNA. . . .

 Minimum Stem: 6  Minimum bonds/stem: 12  Maximum loop size: 30

 Stems found: 16  Stems shown: 16

 Average Match: 1.80  Average Mismatch: 0.00  Nibbling Threshold:  1

                           April 14, 2000 23:09  ..

     13 AGTACGAGG  ACATGCGC    9, 19

        ||| |||||          A

     47 TCAAGCTCT  ACCCGAGG    17

     18 GAGGA  CATGCGCAGGAG    5, 13

        |||||

     51 CTCCT  CAAGCTCTACCC    24

     21 GACATGCGC  AG    9, 18

        || ||| ||

     42 CTCTACCCG  AG    4

     28 GCAGGA  GCCCATCTCGAA    6, 12

        || |||              C

     64 TGCCCT  AAATCGACTCCT    25

     30 AGGAG  CCCAT    5, 13

        |||||       C

     50 TCCTC  AAGCT    11

     46 CTCCTCAG  CTAAATCCCGTCAC    8, 18

        |||||| |                G

     90 GGGGAGGC  CTCATGATTCGCAC    29

     49 CTCAGC  TAAATCCC    6, 13

        || |||          G

     77 GATTCG  CACGCACT    17

     59 TCCCGTC  ACGCACGCT    7, 14

        |||| ||

     90 GGGGAGG  CCTCATGAT    18

     59 TCCCGTC  ACGCACGCT    7, 15

        |||| ||           T

     91 GGGGGAG  GCCTCATGA    19

     59 TCCCGT  CACGCACGCTT    6, 12

        |||| |

     92 AGGGGG  AGGCCTCATGA    22

     59 TCCCGT  CACGCACGCTTAGTA    6, 12

        | ||||

    100 GTGGCA  CCAGGGGGAGGCCTC    30

     68 GCACGCTT  AGTACTCCGGAGGGG    8, 14

        |||||| |

    113 TGTGTGCG  CTAAGGTGGCACCAG    30

     77 GTACTCC  G    7, 15

        || ||||   G

     93 CAGGGGG  A    3

     80 CTCCGGAG  GG    8, 15

        | |||  |    G

    100 GTGGCACC  AG    5

     83 CGGAGG  GG    6, 12

        | | ||

     98 GGCACC  AG    4

gcg2 3% postscript
 Use Postscript graphics with what device:
  LaserWriter

  Lzr1200

  LN03-ScriptPrinter

  LPS20

  ColorScript-100

  EPSF (single page encapsulated postscript format)

  CEPSF (color EPSF)
 Please choose one ( * LASERWRITER * )
 To what port is your LASERWRITER connected (* $program$.gif *) 
$program$-$time$.ps
 Plotting Configuration set to:
       Language: psd

         Device: LASERWRITER

  Port or Queue: $program$-$time$.ps
Figures will be exported as files “program-time.ps”.

Example: plotfold-20000414092033 (2000/04/14 at 09:20:33)

Use FTP to transfer the files to your local computer (use ASCII mode).

$ Mfold
 (Linear) MFOLD what sequence ? j02061.gb_vi
                  Begin (* 1 *) ?  

                End (*   121 *) ?  

 What should I call the energy matrix output file (* Rna1.mfold *) j02061.mfold
$ Plotfold/font=1
 PLOTFOLD with what saved energy matrix file ? j02061.mfold
 Maximum size of interior loop = 30

 Maximum lopsidedness of an interior loop = 30

 Do you want to display:

   SURVEY OF OPTIMAL AND SUBOPTIMAL FOLDINGS

            A) sub-optimal energy plot

            B) p-num plot

 SAMPLING OF OPTIMAL AND SUBOPTIMAL FOLDINGS

            C) circles

            D) domes

            E) mountains

            F) squiggles

            G) text output

 Please choose one (* A *):  

 Energy of optimal structure = -26.8

 Plot base pairs at what energy increment (* 2.0 *) ?  5
 How many color levels in the energy plot (* 1 *) ?  5
{accept all remaining defaults and quit after the graph has been drawn}

A file “mfold-20000414time.ps” will be generated
Run PLOTFOLD a second time - this time selecting the SQUIGGLES output (option F). This will display diagrams of as many suboptimal structures as required.

Transfer the *.ps to your computer and view it by PhotoShop.

