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Hidd

en Markov

Models

A = a,a,a,3,ax
B = b,b,bsb,b.

C =¢,C,C4C,Cx

P1(C1)P,(C,)P3(C3)P,(Cy)Ps(cs) = Py

gtal

E =e,e,e56,6c

Baldomero Oliva Miguel




m
p
e

Bayesian Inference

P M ={set of events derived from a model}

? D ={ corpus of known data}

. Bayes theorem:

°(M | D)P(D) = P(M( \D)
P(D | MPD) = PO M)
P(D|M) P(M)

P(MID) = — 553
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- logPM| D)) = - logP(D [M))- |09P(M))+|C9%))

. posterior likelihood
Maximum a posteriori MARinimizar F=- log(P(D|M)) -log(P(M))
" Maximum likelihood ML Minimizar F=- log(P(D|M))

Bajo condiciones de contorno Y i(M) =0
GM) =FM) - 4 1,Y,(M)
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QM) =F(V)- a | ,Y,(M

M=(w,, W, W,,W,,.....
0=NG=RNF- g I Ny
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AGCGT
pe(A) pe(G) """
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AGCGT

A ACG
pe(A) pe(G) """ Tei pi(A) pi(A) """
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AGCGT

pe(A) pe(G) """

Tei Pi(A) pi(A)

AACG -
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{Tab}
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Architecture HMM

INGSCE

o O W

P(Sequence, path|model) = Product
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A posteriori

DATA
sequence Q
path p

{ Pe; Pi } state |

\ ~ o~ |
PQ.pIM =0 tjiO €.
P(QIM) = aP(Q p|M)
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- flogP@IM) _ 1 TPQIM)

{ ﬂekx P(Q I M) 1-[ekx
. TlogPRIM) _ 1 2 TPQ.pIM)
3 Tex PQIM) 5 e

a
b
r

TPQ, p|M) =nlk, X, p, Q) *eﬂ;k’x’p’@_lé tjié Cx
it k

Tex
TPQPIM _ »PQpIM
ﬂekx _ n(k1 X1 p1 Q) ekx
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I — 1 é ﬂP(Q! p I M)
“ PQIM S Te

— 2 P(Q1 P I M) —
ex =ank,X,p,Q* = Nix
a4 PQIM)

n T
ekX — s kX T
d Nix S ‘ ’"
% T
n. Y.
{. = _OL €1y x=3/5 %

|
J a nj, ePro XZO/5
J- Dirichlet
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3';?4 Pfam: Pfam - Netscape

File Edit Miew Go Communicator Help

< ¥ 3 X - B <5 & B F O

Back fFanward Reload Harne search  MNetscape Print Security Shop Sfop MNetscape

w;'Eh:okmarks \& LCICElTiDnZIhttp;l.l'jwww,ganger.aclukl.l'ng'[\.\.'arel.l'P'[aml." v! @'What's Felated

'I ,J%InstantMessage (4 download F Buscar

Pfam B o
Protein families database of allgnments and HMMs ﬁfﬁxm
B . 1y ch . _:I" r %

Version 6.6, August 2001, 3071 families

Pfam is a large collection of multiple sequence alignments and hidden Markov models covering many
common protein domains. For more information on Pfam, on using this site, or on the changes between Pfam
releases 5 and 6, click here.

Interactive WWW access to Pfam

KEYWORD SEARCH - Query Pfam by keywords.

PROTEIN SEARCH - Find Pfam domain matches in your protein sequence.

DNA SEARCH - Find Pfam domain matches in your DNA sequence.

BROWSE PFAM - View Pfam ammotation and alignments.

¢ TAXONOMY SEARCH - Find Pfam domain matches by organism.
I == |Document Dane

SRR SR A
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INFORMATION

Figure 1: 1bec

Receptor

Beta chain of at cell antigen
receptor

Accession mumber: PY00047
Immunoglobulin domain

Members of the immunoglobulin superfamily are found in nndreds
of proteins of different fimetions. Examples include antibedies, the
glant muscle kinase titin and receptor tyrosine kinases.
Immumoglobulin-like domains may be involved in protein-protein
and protein-ligand interactions. The Pfam alignments do not include
the first and last strand of the immunoglobulin-like domain.

wew This family forms structural complexes with other Pfam
families, to view them click here
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