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lgeD 40 -REIKGOMEQADRLGAKFTIVIGDOELE-———————- NNEIDVENMTTGE &0
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1hd4v 39 -REPLEGLEEALKRGAAFLGFLGEDELR-———————- LGEVTLERLATGE 79
lkamn 82  QTAVAODSWARHLRTLL-G-———m——m 99
1geD 81 SETIELDALVEYFEE ——————————— a5
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File Edit Options Buffers Tools Help

@ X OF s 0 R GH 2

# STOCEHOLM 1.0
#=GF ID HGTP_anticodon

lewl FPTWLAPVOWVVWIMNIT----- DS0SEYVNELTOFLSHNA--GIRVEADLEN
1lhc7 LEPELAPINVVIVE IYFDESRERVLEAANGLREOALLAD--GLEVHLODRD
lati ---(LAPTEVAVIPLVEN--RPEITEVARRLEARLL AL -GLGRVLYED-T
lhdw ---EEEGPOLYLIPLT----- EEAVAEAFYLAEALRP---RLRAEYALAP
1gel —---TEENLDLFI¥TMG----~ DOADNEYAVELLNHLEHN--GTEANEDNYLO
levl -ERIGFEIREHTLERVPYMLYCGOREVES - ———————— GEVAVRTRRGED
1hc7 OHTEGYEFHEWELEGVPFRVELGEKILE----—-—-- GGNAVLASEL -GG
lati —GHIGEAYRERHDEVGTPF AVIVOYOTIGO SEDGTTRLEDTYIVEDROTHE
lhdw -REPAEGLEEALKRGAAFAGFLGEDNELE.
1gel ~REIKGOMEQADRLGARFTIVIGOOELE
lewl LGSMDWVNEVIEELQQEIRSRSLEILEE
1hc7 FETLPLAALPEALPGELDAFHEEL YRR
lati OIRLHVOELEGFLEERLEW-—-——=-—
lhdw OVRLSEEEVPGYLLOAL-G---—-—--
1gel SETIELDALVEYFEE---—--—=—==—-—
£
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Session Edition affichage Configuration Aide

[becker@sephorahl$

[beckerBsephorahl$

[becker@sephorahl$

[becker@sephorahl$

[beckerBsephorahl$

[beckerBsephorahlt hmmalign 5_hgtp_anticodon.hmm lkmm_and_1ge0.fasta
hmmalign - align sequences to an HMM profile

HMMER 2.3.2 (Oct 2003)

Copyright (C) 1992-2003 HHMIAWashington Uniwversity School of Medicine
Freely distributed under the GHU General Public License ([GPL)

HiM F1le: S_hgtp_anticodon.hmm

Sequence file: 1kmm_and_1gel.fasta

# STOCKHOLM 1.0
#=GF Al HMMER 2.3.2

Akmm dpw——-VDIYLYASG————~ ADTRSAAMALAERLRODESLPGYRKLMT —N-
1oged .. JEEMLDOLFIVTMG————— DRADREYAVELLMHLRHNSGIKADKDY LE-
#=GC RF b S R R R R
Lhzmm HogoMFKKOFARADKWGARVAVYLGESEVA-———————— NGTapYKDLRES
1ged .. KIKGAMKQADRLGAKFTIVIGDOELE-———————— NHE TOWEMMTT
#=LC RF 3 36 0 B R
Akmm GEQTAYGADSYAAHLETLL-G

1oged GESETI ALYEYFRK———

#=GC RF K R R K
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Alignment shifted on the right from 2 residues
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Session Edition Afichage Configuration Aide

[beckerBsephorahl$

[beckerBsephorahl$

[beckerBsephorahl$

[heckerBsephorahlE

[beckerBsephorahl$

[beckerBsephorahlt hmmkalign 6 5_hgtp_anticodon.hmm lkmm_and_1ge0.fasta
hmmkalign — glves the K-best alignments of 2 sequences given an HMM profile
HMMER 2.3.2 (Oct Z003)

Copyright (C) 1992-2003 HHMI Washington University School of Medicine
Freely distributed under the GHU General Public License (GPL)

Hiib F1ile: S_hgtp_anticodon. hmm

Sequence file: lkemm_and_1ged.fasta

# STOCKHOLM 1.0
#=GF Al HMMER Z2.3.Z2

Lkmml dpy———-¥DIYLWASG-————- ADTHSAAMALAERYR .D.E .- . LPGYWELM
1kmmzZ dpw————%DIYLWASG————— ADTUSAAMALAERYRDE . L .P . GYKLMTH
Lkemm3 dpw———-¥DIYLVASG————— ADTASAAMALAERUR D E1P . GYRKLMTH
1kmm< dpy———-YDIYLVASG————- ADTOSAAMALAERLR .D.E . LpGYKLMTH
1kmm5 dpy———-¥DIYLVASG-————~ ADTHSAAMALAERYR .Del .P . GYKLMTH
1kmmb dpv———-¥DIYLVASG————— ADTASAAMALAERYR .D . E .- . LPGVELM
1oged .. IEEMLDLF IVTHMG————— DRADRYAVELLHHYR .H . N .- .GIKADKD
#=GC EF b O B K O R B L L L L RO R
Lkemml T-MN-. .HzzgNF KKOF ARADKWGARYAYYLGESEVA———————- MGTAY
1kmmzZ HGG—. .G. . .NFREQFARADKWGARYAYYLGESEVA-————F———— MGETAY
1kmm3 HGG—. .G. . .NFREKQFARADKWGARYAYYLGESENVA-——F/———— MGTAY
1kmm< HGG—. .G. . .NFREQFARADKWGARYAYYLGESEVA-———f————- MGTAY
1kmmS HGG—. .G, . .NFREQFARADKWGARYAYYLGESEVA-—4—————= HGTAY
1kmmb T-MHzeG. . .NFRKOFARADKWGARYAYYLGESEVA-———————~ HGTAY
1gel VL=, .B. . .KIKGOMEQADRLGAKF TIVIGDRELE-F—————— MHEID
#=GC EF EO O N I ] T bt e B e G G A R o B O G ot
Lkemmil VEOLRSNEQTAVALDSYAAHLRETLL-G
1kmmZ WEOLREGROTAVALDSYAAHLRTLL -G
1kmm3 WEOLRSGEN AVALDSYAAHLRTLL -G
Lkermim< YVEOLRSGEDNVALDSYAAHLRTLL -G
LkmmS YVEOLRSGEQTANVALDSYAAHLRETLL -G
1kmmb WEOLRSGEQTAVREUDSYAARHLRTLL -G
1ged WENMTTGESET IENDALVEYFKE ————
#=GC RF S R N R R
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I R O D T NFEVEGYDINIHECVYCDNAKRLLTY 26
e l.  ommoeoooosmmees o MOTVIFGRI————-GCPYCVELEDLAEE 23
it 1 AEGVITI-TLAEFESEVLELE-OPVLVYFWASWCGPCOLMSPLINLAANT 485
2t @& 1 SDEIIHL-TDDSFDTDVLELD-GATLVDFWAEWCGFCEMIAPILDETIADE 485
it 1 ——MVEQIESKETAFQEALDALGDELVVWIFIATWCGPCEMIKPFFHILEEE 48
3g l.  oomoomTooooTTTTToTTTTTT ANVEIYTEE-——--TCPYIHRALKALL3S 23
la a 27 EEK-——— CPFEFININFEEGVFDDEKIAELLTELGEDTQIGLTHPOWFAP 71
le 24 LSMNERDLDFQOYVQYWDIRAE--——- GITEEDLQOKAGKP-—-VETVPOQIFV- 64
it 49 Y¥53-—--DELEWVELEID-—--————-— PHPTTYEEYEVE————— GWPALELYV 51
2t | 49 To---GELTVAELNID--———-———- CHNPGTAPEYGIR————— GIPTLLLF &1
1 O 49 ¥3-——-NVIFLEVDWD-——--————-— DCODVASECEVE -————— CTPTFQFF 80
Ig o 24 EG-———— VSFQELPIDGH-————— AAKREEMIERSGR————- TTWPQIFI- 57
la & 7Z D-——-G3HIGG-——-FDOLREYFE-——-—————- g7

le 65 D-———0Q0HIGG——-¥TDFAAWVEENLDA-———- 85

it g2 EKGEQILDSTEGVISKDELLSFLDTHLN--——--- 108

2t &a 82 FNGEVAATEVGALSKGOLKEFLDANLA----—- 108

Ik o 51 EEGOKVGEFZGAN-KEEKLEATINELV-————- 105

g 58 D-—-——AQHIGG——-YDDLYALDARGGLDPLLE 82

4.1. Sub-optimal alignments of one sequence.
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# STOCKEHOLM 1.0

#=GF ID thioredoxins

L it ANVEIYTEE----TCPYSHRARALLSS

lego mmmmmmmmmmm oo MOTVIFGRS----GCPYCVRARDLARE

1thee SEGVITI-TDAEFESEVLEAE-OPVLVYFWASYCGPCOLMSPLINLABNT

2trx SOEITHL-TOOSFOTOVLEAN-GATLVDFWAEWCGPCEMIAPILOETADE

dtrx -=-MVE(IESETAFQEALDALGDELVVVIF SATWCGPCEMIEPFFHSLSEE

I

3grx EG--——- VSFOELPIDGH----- AHEREEMIERSGR-——-- TTVFQIFI-

lego LSHERDDFO¥(YWOIRAE -——-— GITEEDLOORAGEP ---VETVPOIFV-

1thee ¥S5---DRLEVVELEIN---—-—-—-- PHNEPTTVEEYEVE-—--- GVPALRLY

2trx FO---CELTVARLNIO---—--—--— ONPCTAPEYGIR----- GIPTLLLF

3rx ¥5———-NVIFLEVDVD-———————- DICODVASECEVE ——-—- CTPTFOFF

3grx D----A0HTGG---YOOLYALDARGGLOPLLE

lego D----0QHIGG---¥YIDFAAWYFENLDA-—-—

1ths EGEQILDSTEGYVISKOELLSFLOTHLH-----

Btrx FNGEVAATEVGAL SKG(LEEFLDANLA-—--—

3trx ERGORVGEF SGAN-FERLEATINELV---—-—
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File Edit Cptions Buffers Tools Help
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MFEVY YD SNIHECVYCONAKRLLTVEEQPFEF INITHPEEGVFODEEIAEL
LTELGRDTNIGLTMPOVE APDGSHIGGFOQLEEYFE

Agrx
ANVEITTEETCPYSHRARALLSSEGVSFOELP IDCHAAEREEMIERSGRTT
VPOIFIDAQHIGEYDDLYALDARGGLOPLLE

——:—— laaz and 3Jgrx.fasta (Fundamental) --L1--A11--——-——-——-——— -
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4.2. Sub-optimal alignments with divergence targete d on secondary
structured regions and highly conserved regions.
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More precisely, for a position of the initial multi ple sequence alignment to be considerate as a matclstate, it has
to fulfill one of the following conditions :
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4.3. Focusing the alignment sampling in one particu lar region of the
alignment (refinment).
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