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>P60174 | TPIS HUMAN Triosephosphate isomerase - Homo sapiens
(Human) .
MAPSRKFEFVGGNWKMNGRKQSLGELIGTLNAAKVPADTEVVCAPPTAYIDFARQKLDPKI
AVAAQNCYKVTNGAFTGEISPGMIKDCGATWVVLGHSERRHVFGESDELIGQKVAHALAE
GLGVIACIGEKLDEREAGITEKVVFEQTKVIADNVKDWSKVVLAYEPVWAIGTGKTATPQ
QAQEVHEKLRGWLKSNVSDAVAQSTRIIYGGSVTGATCKELASQPDVDGFLVGGASLKPE
FVDIINAKQ

>P17751|TPIS MOUSE Triosephosphate isomerase - Mus musculus
(Mouse) .
MAPTRKFEFVGGNWKMNGRKKCLGELICTLNAANVPAGTEVVCAPPTAYIDFARQKLDPKI
AVAAQNCYKVTINGAFTGEISPGMIKDLGATWVVLGHSERRHVFGESDELIGQKVSHALAE
GLGVIACIGEKLDEREAGITEKVVFEQTKVIADNVKDWSKVVLAYEPVWAIGTGKTATPQ
QAQEVHEKLRGWLKSNVNDGVAQSTRITYGGSVTGATCKELASQPDVDGFLVGGASLKPE
FVDIINAKQ

>P00%40 | TPIS CHICK Triosephosphate isomerase - Gallus gallus
(Chicken) .
MAPRKFEFVGGNWKMNGDKKSLGELTHTLNGAKLSADTEVVCGAPSIYLDFARQKLDAKIG
VAAQNCYKVPKGAFTGEISPAMIKDIGAAWVILGHSERRHVFGESDELIGQKVAHALAEG
LGVIACIGEKLDEREAGITEKVVFEQTKAIADNVKDWSKVVLAYEPVWAIGTGKTATPQQ
AQEVHEKLRGWLKSHVSDAVAQSTRITIYGGSVTGGNCKELASQHDVDGEFLVGGASLKPEF
VDIINAKH

>P29613|TPIS DROME Triosephosphate isomerase - Drosophila
melanogaster (Fruit fly).
MSRKEFCVGGNWKMNGDOQKSIAETAKTLSSAALDPNTEVVIGCPATIYLMYARNLLPCELGL
AGONAYKVAKGAFTGEISPAMLKDIGADWVILGHSERRAIFGESDALTAEKAEHALAEGL
KVIACIGETLEEREAGKTNEVVARQMCAYAQKIKDWKNVVVAYEPVWAIGTGQTATPDQA
QEVHAFLROQWLSDNISKEVSASLRIQYGGSVTAANAKELAKKPDIDGFLVGGASLKPEFRFV
DITINARQ

>P48494 |TPIS ORYSA Triosephosphate isomerase, cytosolic - Oryza
sativa (Rice).
MGRKFEFVGGNWKCNGTTDQVDKIVKILNEGQIASTDVVEVVVSPPYVFLPVVKSQLRPET
QVAAQNCWVKKGGAFTGEVSAEMLVNLSIPWVILGHSERRSLLGESNEFVGDKVAYALSQ



GLKVIACVGETLEQRESGSTMDVVAAQTKAISERIKDWTNVVVAYEPVWAIGTGKVATPD
QAQEVHDGLRKWLAANVSAEVAESTRITYGGSVTGANCKELAAKPDVDGFLVGGASLKPE
FIDIINSATVKSA

>P12863|TPIS MAIZE Triosephosphate isomerase, cytosolic - Zea mays
(Maize) .
MGRKEFEFVGGNWKCNGTTDQVEKIVKTLNEGQVPPSDVVEVVVSPPYVFLPVVKSQLRQEF
HVAAQNCWVKKGGAFTGEVSAEMLVNLGVPWVILGHSERRALLGESNEFVGDKVAYALSQ
GLKVIACVGETLEQREAGSTMDVVAAQTKATIAEKIKDWSNVVVAYEPVWAIGTGKVATPA
QAQEVHASLRDWLKTNASPEVAESTRITIYGGSVTAANCKELAAQPDVDGFLVGGASLKPE
FIDITINAATVKSA

>POA858 |TPIS ECOLI Triosephosphate isomerase - Escherichia coli.
MRHPLVMGNWKLNGSRHMVHELVSNLRKELAGVAGCAVAIAPPEMYIDMAKREAEGSHIM
LGAQNVDLNLSGAFTGETSAAMLKDIGAQYIIIGHSERRTYHKESDELIAKKFAVLKEQG
LTPVLCIGETEAENEAGKTEEVCARQIDAVLKTQGAAAFEGAVIAYEPVWAIGTGKSATP
AQAQAVHKFIRDHIAKVDANIAEQVITIQYGGSVNASNAAELFAQPDIDGALVGGASLKAD
AFAVIVKAAEAAKQA
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Multiple Sequence Alignment

Clustal Ormega s a new multiphe sequence alignment program that uses seeded guide trees and HWMW profile-profile echiiguees o penenate alignmenks between three
OF MOre sequences. Far the alignment of bvo sequences please insiead use aur mlmms:ﬂpﬁm js z)\‘?;‘ 7 j— /I/ }\

Important nofe: This toal can align up ba 4000 sequences or 3 maximu 7 of 4 MB.
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*POAASE|TPIS_ECOL Tricesphosphate isomerase - Eschenchia coli
MRHPLYMGHWELNGERHMVHELY SMLRK ELAGYAG CAVAIAPPEMYIDMAKREAEGEHIM ”
LEAONYDLMLSGAFTGET SAMMLEDIGADYIIGHEERR TYHKESDEL ARKFANVLKEQ S | < Z
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O, upload & file: - Lisa @ Emimpie Seuenoe | Char sequence | See mone Sampie npuls
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I you uss this service, please corsider citing the Sollowing publization: The EMBL-EBI eearch and sequence analyals toole APle In 2013
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Results for job clustalo-E20211015-083905-0229-79202906-p2m

AGLInEnES | Result Summary | Guide Tree | Phylogenetic Tree | Results Viewers | Submission Details
Download Alignment File ' Show Colors

CLUSTAL ©{1.2.4) multiple seguence aligament

858 |TPIS 56
P48494|TPL 7
P12863|TPL 7
P29€13|TPL PAIYLMYARNLL-P 55
P00940| TP GELTHTLNGI PSIYLDFARQKT.- 56
PE0174|TPL LGELIGTLNAAI APPTAYIDFARQ 57
P17751|TRI: LICTLNAANVE] APPTAYIDFARQKL-D 57

. LS I
POABSS | TPIS, SAAMLEDIGAQYITIGHSERRTYHKESDELIAKKFAVL 116
P428494|TPI LSTPWVIL L 117
P12863|TPI QEFHVARQNCW AEM] 'WVILGHSERRALLGESNEFV L 117
P29613|TPI CELGLAGQNA SERRATFGESDALIAEKAEHA 115
P00940| TP A 116
PE01T74IT 117
P17751|TF: 117

R T ——_

POABSE|TPIS | SATEA TRDHIA-KVDANIAEQVIIQ! VNASHAAELFAQPDIDGAL 235
P48494|TPIS VATPDY HDGLREWLAANVSAEVRESTRIT VIGANCKELAAKPDVDGEL 235
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EMBL-EBI to be HTTPS by default from 1st October

On the 18t October the majority of services hosted on www.ebi.ac.uk will be served over HTTPS by default. Services that are becoming HTTPS by default will
automatically redirect users accessing the site on insecure HTTP URLs to secure HTTPS URLs.
Users of EMBL-EBI services may wish to update links, bookmarks or AP clients to use the HTTPS URLs.
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Results for job clustalo-|

Alignments | Result Summe(
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Phylogenetic Tree 1R DR R

This iz & Neighbour-joining tree without distance corrections. POASSS |TPIS_ECOLI 0.35786

P48494|TPIS_ORYSA 0.05428
P12863|TPIS_MAIZE 0.04244
P29613|TPIS_DROME 0.16719

Download Phylogenetic Tre

Branch length: @ Cladogram

POASSETRIS_ECOLI 0.35786
P43494[TPIS ORYSA 0.06428 PO0940|TPIS_CHICK 0.05507
| I— P12863TPIS_MAIZE 0.04244 P60174|TPIS_HUMAN 0.01553

P29513TPIS_DROME 0.16719 P17751|TPIS_MOUSE 0.02463
POOS40{TRIS_CHICK 0.05507

“—‘E PSO1T4[TPIS_HUMAN 0.01553 . - . L
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Tree Data

1
BOABEE|TEIS_ECOLI:0.3578E,
¢

P4B454 | TEIS_ORYSR:0.0E4ZE,
P128E3|TPIS_MATZE:0.048244)
+0.18078,
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PZ5E13| TPIS_DROME:0.1E715,
1
BOO0540|TEIS_CHICK:0.05507,
¢

PEO174 | TPIS_EIMAN:0.01553,
E17

TEIS_MOTSE:0.02483)
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