A3 - Material suplementario: Modelado molecular y prediccion funcional de
la proteina bll4781 de Bradyrhizobium diazoefficiens (USDA 110)
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Figura S1. Distribucion taxonédmica en BLAST (arriba) y PSI-BLAST (abajo)

Tabla S1. Secuencias elegidas para realizar el alineamiento multiple

DUF5076 Accession number Secuencia
(Especies)

Bradyrhizobium erythrophlei WP_079603347.1

MSGPKEQPLPPDVIGRDDATEVLRAFIVDGGLSIAFTRAFEEPDMWGLLLVDL
ARHAARAYARESAFTEDEALTRIVDMFEAEIARPTDPGTTTPRSQQGH

Bradyrhizobium elkanii GEC52187.1 MAGPKEQPLPPDVMGRDDAIEVLRAFVVDGGLSIAFQRAFEEPDMWGLML
VDIARHAARAYARESEYTEDEALARIVEMFEAEIARPTDMGQTKPRSQQGH
Bradyrhizobium yuanmingense TGN80551.1 MAGPKEQPLPPDVMTRDDAVEILRVFVLDGGLSMAFQRAFEEPDMWGLLL

VDLARHAARAYARESEYTEEDALNRILDMFQAEIERPTDTGTTTPRGKGH

Bradyrhizobium sp. Tv2a-2 WP_024518800.1

MAGPKEQPLPPDVIGREDATEVLRAFVLDGGLSIAFTRAFEEPEMWGLLLVDI
ARHAARAYSRESDYSEEEALDRILEMFSAELERPTDMGTTTPRSQKGH

Rhodopseudomonas palustris WP_119857868.1

MAGPKQQPLPPDVEGREDATEVLRAFVLDGGLSIAFMRAFEEPEMWGLLLV
DIARHAARAYSRESNYTEDEALERIVEMFESEIARPSDLGSTTERPQ

unclassified Tardiphaga WP_143573479.1

MAGPKEQPLPPDVVGREEAVEVLRAFVVDGGLSIAFTRAFEEPDMWGMLLV
DIARHAARAYARESDYSEDEALARIVDMFDAEIARPTDVGNTTTRSQQGH

Microvirga aerophila WP_114188594.1

MTEKKFEALNVPPDVLEKGGVEILRASVVDGAVSIALRRAFDDPFTWGVLLVD
LARHAARVYAMETDFSEEEALAEISAGIQAELDDPSDPGTTQAIN

DUF5076 Accession number
(Especies)

Secuencia

Methylobacterium sp. YIM 132548 WP_150964006.1

MPKAFQPLSVPPDALEKGGVEVLRASVVDGAVSVALRRSFDDPFTWGVLLID
LARHAARVYALETDLSEEEAFAQIRAGLEAETDPPDGPDSLLN
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Mesorhizobium sp. WSM4312

PBB66311.1

MFGKLKSELSPPPNAKNARAVEVLRVWAEPGAAQQLVLKTTWKEPGAWGLL
LADVARHAARAYVAEGISEAQALDRILMLFKAEFAAPTDAPS

Sphingomonas sp. Leaf230

WP_056057410.1

MADHPANHPNAIALDKGAQLTGESVEVARIWITNGAGSNVLIDAGILEDPTVF
GYLLADTIRHAARAYAGTWGLDEDAALQAIVDGVGTELREQFTTITTIQEGMH

Dechloromonas sp. CZR5

WP_150427584.1

MFGRKGIELEEPPLSRDAGAFEILRVWGGDNLPQQYSLKTVRDDPGAWGLM
LVDIARHVAKAYGNTGDFSEEAALKRIKELFDAEWASPTDTPLQVK

Ralstonia sp.

WP_048934697.1

MKSELPIPPAALQDVDSKELLRVWAAAGNQHISIATGVWENPTIWGIMLVDL
LRHIARSYEKVGNVSYEESMRLIKAGFDAEWESPTE

Lactobacillus crispatus

WP_133467175.1

MAGPKEQPLPPDVMGRDDAVEVLRAFVVDGGLSIAFQRAFEEPDMWGLM
LVDIARHAARAYSRESEYTEDEALARIVEMFEAEIARPTD

Granulicella sp. S156

WP_158821490.1

MSGNKYLDPPPAAVRDKASFELLRVWVAEQGQHVSLRPGTWDDPFAWGIV
LADLARHIVNAESIHRKNFDEDAFLERMLEGFRAEIESPTDDPEGEIMQ

Calditrichaeota bacterium

RMI108682.1

MAAENPDAFEVLRIWTAPGAYQQVILRTSWEDPGAWGILLVDIARHAARAYE
REGWDRREALDRIRELFDAEWDFPTDEPLDITRDS
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Figura S2. En escala de colores, posiciones menos y mas conservadas segun el programa ConSurf.
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T-COFFEE, Version 11.00 (Version 11.00)
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Figura S3. Alineamiento entre la query sequence y la template generado por T-Coffee.
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Figura S4. Resultados graficos de evaluacion y perfil energético obtenido por ProSa.

tr|QBoKkWS| MAGPK--EQP
WP_B795833 MSGRK--EQP
GEC52187.1 MAGPK--EQP
AMIBEEE2.L -=mmmmm-n-
WP_8245185 MAGPK--EQP
WP_1198578 MAGPK--(QP
WP_1435734 MAGPK--EQP
WP_1141885 MTEKKFEALN
WP_1589648 MPKA-FQPLS
PBBEAI11.1 MFGKLKSELS
WP_B568374 MADHP--AHH
WP_1584275 MFGRKGIELE
WP_B453345 MKS--ELP--
WP_1334671 MAGPK--EQP
WP_1588214 MSGHK--YLD
TENZBS51.1 MAGPK--EQP

L-----PPDV VTREDAVEIL RVFVLDGGL-
L-----PPDV IGRDDATEVL RAFIVDGGL-
L-----PPDV MGRDOAIEVL RAFVVDGEGL-
-=-----M&- AENPDAFEVL RIWTAPGAY-
L-----PPDV IGREDATEWL RAFVLDGGL-
EGREDATEVL RAFVLDGGL-
L-----PPDV VGREEAVEWL RAFVVDGGL-
Ve----PPDV -LEKGEVEIL RASVVDGAV-
V-----PPD& -LEKGGVEWL RASWVDGAV-
Pe----PPN- LKNARAVEWL RVWAEPGAA-
PHAIALDKGA QLTGESWEWA RIWITNGAGS
E-----PPL- SRDAGAFEIL RVWGGDNLP-
I-----PPAA LQDVDSKELL RVWAAAGHQ-
L-----PPDV MGRDOAVEWL RAFWVVDGGL-
P-----PPAL VRDEASFELL RVWVAEQGQ-
L-----PPDV MTRODOAVEIL RVFVLDGGL-

SMAFQ-RAFE
SIAFT-RAFE
SIAFQ-RAFE
QOVILRTSHE
SIAFT-RAFE
SIAFM-RAFE
SIAFT-RAFE
SIALR-RAFD
SVALR-RSFD
QOLVLETTWE
HVLIDAGILE
QQYSLETVRD
HISIATGVWE
SIAFQ-RAFE
HVSLRPGTWD
SMAFQ-RAFE

EPDMWGLLLY
EPDMMWGLLLY
EPDHMWGLMLY
DPGAWGILLY
EPEMWGLLLY
EPEMWGLLLY
EPDHMWGMLLY
DPFTWEVLLY
DPFTWEVLLI
EPGAWGLLLA
DPTVFGYLLA
DPGAkGLMLY
NPTIWGIMLY
EPDHMWGLMLY
DPFAWGIVLA
EPDHMWGLLLY

Figura S5. Alineamiento multiple en formato Phylip obtenido en T-Coffee.

DLARHAGRAY
DLARHAGRAY
DIARHAGRAY
DIARHAGRAY
DIARHAGRAY
DIARHALRAY
DIARHAGRAY
DLARHARRWY
DLARHAGRYY
DVARHAGRAY
DTIRHAGRAY
DIARKVAKAY
DLLRHIARSY
DIARHAGRAY
DLARHIVMNAE
DLARHAGRAY

Seguence position

4-RESEYTEE
A-RESAFTED
4-RESEYTED
E-REG-WDRR
5-RESDYSEE
S-RESNYTED
4-RESDYSED
4-METDFSEE
A-LETDLSEE
V-AEG-TSEL
A-GTWGLDED
G-MTGDFSEE
E-KVWGNVSYE
5-RESEYTED
SIHRENFDED
4-RESEYTEE

DALSRILEMF
SALTRIVDMF
CALARIVEMF
CALDRIRELF
EALDRILEMF
EALERIVEMF
CALARIVDMF
EALAEIZAGL
CAFAQIRAGL
QALDRILMLF
AALQATVDEY
AALKERIKELF
SSMRLIKAGF
CALARIVEMF
AFLERMLEGF
DALNRILDMF

QAEIERPTOT
EAEIARPTOR
EAEIARPTOM
DAEWDFPTDE
SAELERPTOM
ESEIARPSOL
DAEIARPTOV
QAELDDPSDP
EAETDPPDG-
KAEFALPTOA
GTELREQFTT
DAEWASPTOT
DAEWESPTE-
EAEIARPTD-
RAEIESPTOD
QAEIERPTOT

GTTTPRGKG-
GTTTPRSQ0G
GQTKPRS0OG
PLDITR-DS-
GTTTPRSQKG
GSTTER-P--
GHTTTRSQOG
GTTQAT----
POSL-L----
S 5-
ITTIQEGH--
PLOV----K-
PEGEIN--0-
GTTTPRGKG-
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