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Fig. 9.  Maximal dependence decomposition model of human donor splice signal

Pos A% C% G% U%

-3 33 36 19 13

-2 56 15 15 15

-1   9   4 78   9

+3 44   3 51   3

+4 75   4 13   9

+6 14 18 19 49

-3 34 37 18 11

-2 59 10 15 16

+3 40   4 53   3

+4 70   4 16 10

+6 17 21 21 42

-3 37 42 18   3

+3 39   5 51   5

+4 62   5 22 11

+6 19 20 25 36

-3 32 40 23   5

+3 27   4 59 10

+4 51   5 25 19

Pos A% C% G% U%

-3 35 44 16   6

-2 85   4   7   5

-1   2   1 97   0

+3 81   3 15   2

+4 51 28   9 12

+6 22 20 30 28

-3 29 31 21 18

-2 43 30 17 11

+3 56   0 43   0

+4 93   2   3   3

+6   5 10 10 76

-3 29 30 18 23

+3 42   1 56   1

+4 80   4   8   8

+6 14 21 16 49

-3 39 43 15   2

+3 46   6 46   3

+4 69   5 20   7

                  Base -3 -2 -1 +1 +2 +3 +4 +5 +6

      A% 33 60   8   0   0 49 71   6 15

      C% 37 13   4   0   0   3   7   5 19

      G% 18 14 81      100   0 45 12 84 20

      U% 12 13   7   0      100   3   9   5 46

U1 snRNA:   3'  G  U  C  C  A  U  U  C  A       5'

          All sites: ------------------------------   Position   ------------------------------

Legend.  Subclassification of the donor sites of the learning set by the MDD procedure is illustrated. Each box

represents a subset of donor  sites corresponding to a pattern of matches/mismatches to the consensus

nucleotide(s) at a set of positions, e.g., G5G-1 is the set of donors with G at  positions +5 and -1. H indicates A,

C or U; B indicates C, G or U; and V indicates A, C or G. The number of sites in each subset is given in

parentheses.   The frequencies (percentages) of the four nucleotides at each variable position are indicated for

each subset immediately adjacent to the corresponding box.  Data for the entire set of 1254 donor sites are

given at the bottom of the figure: frequencies of consensus nucleotides are shown in boldface. The sequence

near the 5' end of U1 snRNA which has been shown to base-pair with the donor site is shown below in 3' to 5'

orientation.


