gcg2 6% map gb:z18853
Map maps a DNA sequence and displays both strands of the mapped sequence

with restriction enzyme cut points above the sequence and protein

translations below.   Map can also create a peptide map of an amino acid

sequence.

                  Begin (* 1 *) ?

                End (*  1144 *) ?

 Select the enzymes:  Type nothing or "*" to get all enzymes. Type "?"

 for help on which enzymes are available and how to select them.

                                       Enzyme(* * *):HELP 
 What protein translations do you want:

      a) frame 1   b) frame 2   c) frame 3

      a) frame 1   b) frame 2   c) frame 3

      d) frame 4   e) frame 5   f) frame 6

      t)hree forward frames   s)ix frames   o)pen frames only

      n)o protein translation   q)uit

 Please select (capitalize for 3-letter) (* t *):

 What should I call the output file (* z18853.map *) ?

 Mapping .

 Writing ....................

 MAP complete with:

   Sequence Length:   1,144

    Enzymes Chosen:       0

    Cutsites found:       0

          CPU time:   00.50

       Output file: z18853.map

gcg2 7% cat z18853.map

 (Linear) MAP of: gb_in1:z18853  check: 4598  from: 1  to: 1144

LOCUS       CECPASMR     1144 bp    mRNA            INV       10-MAR-1994

DEFINITION  C.elegans mRNA for capping protein alpha subunit.

ACCESSION   Z18853

VERSION     Z18853.1  GI:6687

KEYWORDS    capping protein alpha subunit.

SOURCE      Caenorhabditis elegans. . . .

                             April 28, 2000 11:16  ..

         AGTTTGAGAATGTCGGAGATCAGTGACGCCGAAAAGGTCCGCATTGCTTCGGATTTCATT

       1 ---------+---------+---------+---------+---------+---------+ 60

         TCAAACTCTTACAGCCTCTAGTCACTGCGGCTTTTCCAGGCGTAACGAAGCCTAAAGTAA

a        S  L  R  M  S  E  I  S  D  A  E  K  V  R  I  A  S  D  F  I   -

b         V  *  E  C  R  R  S  V  T  P  K  R  S  A  L  L  R  I  S  L  -

c          F  E  N  V  G  D  Q  *  R  R  K  G  P  H  C  F  G  F  H  * -

         AAACACGCGCCACCCGGCGAGTTCAACGAGGTATTCAATTCGGTTCGGATGCTTTTGGAA

      61 ---------+---------+---------+---------+---------+---------+ 120

         TTTGTGCGCGGTGGGCCGCTCAAGTTGCTCCATAAGTTAAGCCAAGCCTACGAAAACCTT

a        K  H  A  P  P  G  E  F  N  E  V  F  N  S  V  R  M  L  L  E   -

b         N  T  R  H  P  A  S  S  T  R  Y  S  I  R  F  G  C  F  W  K  -

c          T  R  A  T  R  R  V  Q  R  G  I  Q  F  G  S  D  A  F  G  K -

         AATGATGATCTTCTGAAGAACAAATGTGTTAATGCTATCGCTCAATATAACGTTGGACAA

     121 ---------+---------+---------+---------+---------+---------+ 180

         TTACTACTAGAAGACTTCTTGTTTACACAATTACGATAGCGAGTTATATTGCAACCTGTT

a        N  D  D  L  L  K  N  K  C  V  N  A  I  A  Q  Y  N  V  G  Q   -

b         M  M  I  F  *  R  T  N  V  L  M  L  S  L  N  I  T  L  D  N  -

c          *  *  S  S  E  E  Q  M  C  *  C  Y  R  S  I  *  R  W  T  I -

         TTTGTGCCAGTAAAGTTGGATGGTGTTGCCAAGCAGACTCTGATCACTCCATACAATGAT

     181 ---------+---------+---------+---------+---------+---------+ 240

         AAACACGGTCATTTCAACCTACCACAACGGTTCGTCTGAGACTAGTGAGGTATGTTACTA

a        F  V  P  V  K  L  D  G  V  A  K  Q  T  L  I  T  P  Y  N  D   -

b         L  C  Q  *  S  W  M  V  L  P  S  R  L  *  S  L  H  T  M  I  -

c          C  A  S  K  V  G  W  C  C  Q  A  D  S  D  H  S  I  Q  *  F -

         TTGGGTAATGGACGTTTCTACGATGAAGTTTCAAAGAAAAGTTTCAAATACGATCACGTC

     241 ---------+---------+---------+---------+---------+---------+ 300

         AACCCATTACCTGCAAAGATGCTACTTCAAAGTTTCTTTTCAAAGTTTATGCTAGTGCAG

a        L  G  N  G  R  F  Y  D  E  V  S  K  K  S  F  K  Y  D  H  V   -

b         W  V  M  D  V  S  T  M  K  F  Q  R  K  V  S  N  T  I  T  S  -

c          G  *  W  T  F  L  R  *  S  F  K  E  K  F  Q  I  R  S  R  P -

         CGTAAAGAGGCCGCAGATCTTCAACCACATCCAGCCGAGTCTGGAATAACCGAACAATGG

     301 ---------+---------+---------+---------+---------+---------+ 360

         GCATTTCTCCGGCGTCTAGAAGTTGGTGTAGGTCGGCTCAGACCTTATTGGCTTGTTACC

a        R  K  E  A  A  D  L  Q  P  H  P  A  E  S  G  I  T  E  Q  W   -

b         V  K  R  P  Q  I  F  N  H  I  Q  P  S  L  E  *  P  N  N  G  -

c          *  R  G  R  R  S  S  T  T  S  S  R  V  W  N  N  R  T  M  A -

         CGTCAAGCTCTTCAAACTCAACTCGATATATATATTGATGATCATTACGCGAAAAGTGGA

     361 ---------+---------+---------+---------+---------+---------+ 420

         GCAGTTCGAGAAGTTTGAGTTGAGCTATATATATAACTACTAGTAATGCGCTTTTCACCT

a        R  Q  A  L  Q  T  Q  L  D  I  Y  I  D  D  H  Y  A  K  S  G   -

b         V  K  L  F  K  L  N  S  I  Y  I  L  M  I  I  T  R  K  V  E  -

c          S  S  S  S  N  S  T  R  Y  I  Y  *  *  S  L  R  E  K  W  N -

         ACGGGAGTGGTTTTTGCTCGAAACGGAGTTTTCACGATTTGCATCGAATCTCATCAATTC

     421 ---------+---------+---------+---------+---------+---------+ 480

         TGCCCTCACCAAAAACGAGCTTTGCCTCAAAAGTGCTAAACGTAGCTTAGAGTAGTTAAG

a        T  G  V  V  F  A  R  N  G  V  F  T  I  C  I  E  S  H  Q  F   -

b         R  E  W  F  L  L  E  T  E  F  S  R  F  A  S  N  L  I  N  S  -

c          G  S  G  F  C  S  K  R  S  F  H  D  L  H  R  I  S  S  I  P -

         CAGCCAAAAAATTTCTGTAACGGAAGATGGCGTTCGGAGTGGAATGTGCCGGTTGGCGAT

     481 ---------+---------+---------+---------+---------+---------+ 540

         GTCGGTTTTTTAAAGACATTGCCTTCTACCGCAAGCCTCACCTTACACGGCCAACCGCTA

a        Q  P  K  N  F  C  N  G  R  W  R  S  E  W  N  V  P  V  G  D   -

b         S  Q  K  I  S  V  T  E  D  G  V  R  S  G  M  C  R  L  A  M  -

c          A  K  K  F  L  *  R  K  M  A  F  G  V  E  C  A  G  W  R  W -

         GGTAAATCAGGATCTCAGGAGATGAAAGGAAAAATTTTGTCGCAAGTTCATTATTACGAA

     541 ---------+---------+---------+---------+---------+---------+ 600

         CCATTTAGTCCTAGAGTCCTCTACTTTCCTTTTTAAAACAGCGTTCAAGTAATAATGCTT

a        G  K  S  G  S  Q  E  M  K  G  K  I  L  S  Q  V  H  Y  Y  E   -

b         V  N  Q  D  L  R  R  *  K  E  K  F  C  R  K  F  I  I  T  K  -

c          *  I  R  I  S  G  D  E  R  K  N  F  V  A  S  S  L  L  R  R -

         GACGGAAACGTGCAGTTGTTCTCTGAGAAAGAGCCGGTTCTTAAAGTCAATGTTTCGGCT

     601 ---------+---------+---------+---------+---------+---------+ 660

         CTGCCTTTGCACGTCAACAAGAGACTCTTTCTCGGCCAAGAATTTCAGTTACAAAGCCGA

a        D  G  N  V  Q  L  F  S  E  K  E  P  V  L  K  V  N  V  S  A   -

b         T  E  T  C  S  C  S  L  R  K  S  R  F  L  K  S  M  F  R  L  -

c          R  K  R  A  V  V  L  *  E  R  A  G  S  *  S  Q  C  F  G  * -

         GACTTCGACAAAACCGCCAAAGAAATAATTCATGCCATTTCCGAGGAAGAGACTATATAT

     661 ---------+---------+---------+---------+---------+---------+ 720

         CTGAAGCTGTTTTGGCGGTTTCTTTATTAAGTACGGTAAAGGCTCCTTCTCTGATATATA

a        D  F  D  K  T  A  K  E  I  I  H  A  I  S  E  E  E  T  I  Y   -

b         T  S  T  K  P  P  K  K  *  F  M  P  F  P  R  K  R  L  Y  I  -

c          L  R  Q  N  R  Q  R  N  N  S  C  H  F  R  G  R  D  Y  I  S -

         CAGAATGCTGTACAAGAGAATTACGCTAATATGTCTGATACCACATTCAAAGCACTTCGT

     721 ---------+---------+---------+---------+---------+---------+ 780

         GTCTTACGACATGTTCTCTTAATGCGATTATACAGACTATGGTGTAAGTTTCGTGAAGCA

a        Q  N  A  V  Q  E  N  Y  A  N  M  S  D  T  T  F  K  A  L  R   -

b         R  M  L  Y  K  R  I  T  L  I  C  L  I  P  H  S  K  H  F  V  -

c          E  C  C  T  R  E  L  R  *  Y  V  *  Y  H  I  Q  S  T  S  S -

         CGCCAATTGCCAGTTACTCGCGCTAAGATGGACTGGAATAAGGCTCAAACCTACCGAATT

     781 ---------+---------+---------+---------+---------+---------+ 840

         GCGGTTAACGGTCAATGAGCGCGATTCTACCTGACCTTATTCCGAGTTTGGATGGCTTAA

a        R  Q  L  P  V  T  R  A  K  M  D  W  N  K  A  Q  T  Y  R  I   -

b         A  N  C  Q  L  L  A  L  R  W  T  G  I  R  L  K  P  T  E  L  -

c          P  I  A  S  Y  S  R  *  D  G  L  E  *  G  S  N  L  P  N  W -

         GGTCAGGAAATGAAGTAATCACAAAATCGTTATCACATCGCTTTGCTTCAAGTTCGTCTG

     841 ---------+---------+---------+---------+---------+---------+ 900

         CCAGTCCTTTACTTCATTAGTGTTTTAGCAATAGTGTAGCGAAACGAAGTTCAAGCAGAC

a        G  Q  E  M  K  *  S  Q  N  R  Y  H  I  A  L  L  Q  V  R  L   -

b         V  R  K  *  S  N  H  K  I  V  I  T  S  L  C  F  K  F  V  C  -

c          S  G  N  E  V  I  T  K  S  L  S  H  R  F  A  S  S  S  S  A -

         CTGGTCTTCATCATCTTCCTAATCCTCTCCAAAAACCAAAAAATCCTCCAATTTCGACCT

     901 ---------+---------+---------+---------+---------+---------+ 960

         GACCAGAAGTAGTAGAAGGATTAGGAGAGGTTTTTGGTTTTTTAGGAGGTTAAAGCTGGA

a        L  V  F  I  I  F  L  I  L  S  K  N  Q  K  I  L  Q  F  R  P   -

b         W  S  S  S  S  S  *  S  S  P  K  T  K  K  S  S  N  F  D  L  -

c          G  L  H  H  L  P  N  P  L  Q  K  P  K  N  P  P  I  S  T  F -

         TTATTTCTCCCACTTTCCTTTATCCTTTGGCCGGACACTAGACGTGCTTTACAACATAAT

     961 ---------+---------+---------+---------+---------+---------+ 1020

         AATAAAGAGGGTGAAAGGAAATAGGAAACCGGCCTGTGATCTGCACGAAATGTTGTATTA

a        L  F  L  P  L  S  F  I  L  W  P  D  T  R  R  A  L  Q  H  N   -

b         Y  F  S  H  F  P  L  S  F  G  R  T  L  D  V  L  Y  N  I  I  -

c          I  S  P  T  F  L  Y  P  L  A  G  H  *  T  C  F  T  T  *  Y -

         ACCCTTCGTTTGCTCCGCTGCTTCTTTTTTCATGATTTGATAATTTGTATCATCTATGTA

         ACCCTTCGTTTGCTCCGCTGCTTCTTTTTTCATGATTTGATAATTTGTATCATCTATGTA

    1021 ---------+---------+---------+---------+---------+---------+ 1080

         TGGGAAGCAAACGAGGCGACGAAGAAAAAAGTACTAAACTATTAAACATAGTAGATACAT

a        T  L  R  L  L  R  C  F  F  F  H  D  L  I  I  C  I  I  Y  V   -

b         P  F  V  C  S  A  A  S  F  F  M  I  *  *  F  V  S  S  M  Y  -

c          P  S  F  A  P  L  L  L  F  S  *  F  D  N  L  Y  H  L  C  I -

         TCTAATTTTATTGTATGGTATGATTCATTTTTCAATTATATATTATTTGTGTGTGTGTGA

    1081 ---------+---------+---------+---------+---------+---------+ 1140

         AGATTAAAATAACATACCATACTAAGTAAAAAGTTAATATATAATAAACACACACACACT

a        S  N  F  I  V  W  Y  D  S  F  F  N  Y  I  L  F  V  C  V  *   -

b         L  I  L  L  Y  G  M  I  H  F  S  I  I  Y  Y  L  C  V  C  D  -

c          *  F  Y  C  M  V  *  F  I  F  Q  L  Y  I  I  C  V  C  V  I -

         TTAA

    1141 ---- 1144

         AATT

a        L    -

b         *   -

c             -

