A

M A S NALYSIS OF

ULTIPLY

LIGNED

EQUENCES

AMAS analysis and structure prediction of an alignment of Human

Factor 13 and the Protein Tyrosine Phosphatases.

Analysis Stages:

AMPS:

Automatic multiple sequence alignment program.

(Methods Enzymol. (1990) 183, 403-428)

Multpred:

Combination of structure prediction methods from the Leeds suite of programs. Helix and strand predictions are made by a combination of the methods of Robson et al, Lim, and Chou & Fasman. Turns are predicted by the methods of Rose and of Wilmot &

Thornton.

Zpred:

Secondary structure prediction by the method of

Zvelebil et al (J.Mol.Biol.(1987)195,957-961).

AMAS:

Analysis of multiply aligned sequences, a program which enables the systyematic characterisation of the physico-chemical properties seen at each position in a multiple sequence alignment. Sequences may be gathered into subgroups on the basis of sequence similarity, functional similarity evolutionary or other criteria. The pattern of conservation between those subgroups is analysed for similarity to determine which positions confer the unique features of each subgroup.

Here, AMAS is used at it’s simplest level merely to identify patterns of conserved residues in a single group of sequences.

(Livingstone & Barton CABIOS 9 745-756).

Alscript:

Alscript acts here as a "front-end" display tool for the interpretation of commands generated by AMAS. It was developed to allow the easy formatting and graphical display of large multiple sequence alignments.

(Prot.Eng.(1993)6,37-40)