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	Subfamily
	Identifier
	Species
	Description
	Sequence

	1F61A
	20269962
	Cupriavidus necator
	isocitrate lyase 2 [Ralstonia eutropha]
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKIRAIRY GIIVARTDSLGA VIITRDGKLLRP ADLLWIET AKLVYNNS IFHHLITVATYHNAALSTDN 

	
	23105369
	Azotobacter vinelandii
	COG2224: Isocitrate lyase [Azotobacter vinelandii]
	RKDMAE VYTQSLGCWHGFIGQQKLIS KKYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLARKMIEAGACCIQIENQV TVPHEDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASG ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	27377566
	Bradyrhizobium japonicum USDA 110
	isocitrate lyase [Bradyrhizobium japonicum USDA 110]
	RADMAA KYTQSLGCWHGFIAQQKLIS RTYLYLSGWMIAAL DQSMHEKTS EELYTFL VPVIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHDVFLAKIRACRH GVVVTRTDSLGA VIINRNGKMMRP ADLLWIET AKLAYNNS IFHHLITLPTYHTAALSTDN 

	
	39937454
	Rhodopseudomonas palustris CGA009
	isocitrate lyase [Rhodopseudomonas palustris CGA009]
	RADMAA KYTQSLGCWHGFIAQQKLIS RRYIYLSGWMIAAL DQSMHEKTS EEIYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHDVFIAKVRAIRH GIIVTRTDSLGA VIISRNGKLLRP ADLLWIET AKLAYNNS IFHHLITLPTYHTAALSTDN 

	
	46313250
	Burkholderia cepacia R18194
	COG2224: Isocitrate lyase [Burkholderia cepacia R18194]
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKIRAIRY GIIVARTDSLGA VVIKRDGKLLRP ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	46321829
	Burkholderia cepacia R1808
	COG2224: Isocitrate lyase [Burkholderia cepacia R1808]
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKIRAIRY GIIVARTDSLGA VVIKRDGKLLRP ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	48771654
	Ralstonia metallidurans CH34
	COG2224: Isocitrate lyase [Ralstonia metallidurans CH34]
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKIRAIRY GVIVARTDSLGA VIIKRDGKLLRP ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	48851159
	Novosphingobium aromaticivorans DSM 12444
	COG2224: Isocitrate lyase [Novosphingobium aromaticivorans DSM 12444]
	RADMAA NYTQSLGCWHGFIGQQKMIS GRYLYLSGWMVAAL DQSMHEKTS EELYTFL VPIIADIDAGFGN AEATYLLAKKFIEAGACCIQIENQV TVPHEDFLAKIRAVRY GVIVARTDSLGA VLISRDGKLMRP ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	Q6N1L1
	Rhodopseudomonas palustris
	Isocitrate lyase (EC 4.1.3.1)
	RADMAA KYTQSLGCWHGFIAQQKLIS RRYIYLSGWMIAAL DQSMHEKTS EEIYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHDVFIAKVRAIRH GIIVTRTDSLGA VIISRNGKLLRP ADLLWIET AKLAYNNS IFHHLITLPTYHTAALSTDN 

	
	Q89SE5
	Bradyrhizobium japonicum
	Isocitrate lyase (EC 4.1.3.1)
	RADMAA KYTQSLGCWHGFIAQQKLIS RTYLYLSGWMIAAL DQSMHEKTS EELYTFL VPVIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHDVFLAKIRACRH GVVVTRTDSLGA VIINRNGKMMRP ADLLWIET AKLAYNNS IFHHLITLPTYHTAALSTDN 

	
	Q8RME3
	Ralstonia eutropha (Alcaligenes eutrophus)
	Isocitrate lyase 2 (EC 4.1.3.1)
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKIRAIRY GIIVARTDSLGA VIITRDGKLLRP ADLLWIET AKLVYNNS IFHHLITVATYHNAALSTDN 

	1IGWA
	14971019
	Colwellia maris
	isocitrate lyase [Colwellia maris]
	TADIMR KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS AELYTFL VPIIADIDAGFGN AEATYIMAKQMIEAGACALQIENQV TVPHADFHSKIRALRH GIIVSRTDSEGA VRPKRLPSGLYQ ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	16126008
	Caulobacter crescentus CB15
	isocitrate lyase [Caulobacter crescentus CB15]
	MAPVMR KFTQSLGCWSGFHAQQMIKA GAYVYLSGWMVAGL DQSMHEKTS EEIYVSL VPIIADIDAGFGN EHATYLLAKEMIKAGACCLQIENQV TVPREDFIEKLRACRL GVIVARTDSLGA LAIMKDGAFVKP ADLLWIET AKLTYNNS VFHNLITLPTFHLTAKSVDE 

	
	2662054
	Hyphomicrobium methylovorum
	isocitrate lyase [Hyphomicrobium methylovorum]
	MASVMR KFTQSLGCWSGFHAQQMIKA GAYVYLSGWMVAGL DQSMHEKTS EEIYVSL VPIIADIDAGFGN EHATYLLAKEMIKAGACCLQIENQV TVPREDFIEKLRACRL GVIVARTDSLGA LAIWQSGNFARP ADLIWIET AKLVYNNS VFHNLITLPTFHLTAKSTDE 

	
	32037670
	Pseudomonas aeruginosa UCBPP-PA14
	COG2224: Isocitrate lyase [Pseudomonas aeruginosa UCBPP-PA14]
	IMRKDM VYTQSLGCWHGFIGQQKLIS KRYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACCIQIENQV TVPHIDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASN ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	41689052
	Psychrobacter sp. 273-4
	COG2224: Isocitrate lyase [Psychrobacter sp. 273-4]
	TAKIMR QYTQSLGAWHGFVAQQTMYA KTYIYLSGWMVAAL DQSMHEKTS AEIYTFL VPIIADIDAGFGN EEATYLLTKQMIEAGACAIQVENQV TVPHEDFISKINAIRY GVIVARTDSEGA LLKHNGKLVRPV ADLLWIET AKLVYNNS VFHHLITLPTYHTTALSVHE 

	
	46132849
	Ralstonia eutropha JMP134
	COG2224: Isocitrate lyase [Ralstonia eutropha JMP134]
	RADMAA KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS RELYTFL VPIIADIDAGFGN AEATYLLAKQFIEAGACCIQIENQV TVPHEDFLAKVRAVRY GIIVTRTDSLGA VIKQNGKLMRPK ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	50084282
	Acinetobacter sp. ADP1
	isocitrate lyase [Acinetobacter sp. ADP1]
	IMRKDM SYTQSLGCWHGFIAQQKMIA KRYIYLSGWMVAAL DQSMHEKTA AEIYTFL VPIIADIDAGFGN EEATYLLTKQMIEAGACAIQIENQV TVPHEDFLAKINAVRY GVIVARTDSEGA ILIKRDGKLHRP ADMIWIET AKLVYNNS VFHHLITLPTYHTAALSTHE 

	
	61101267
	Erythrobacter litoralis HTCC2594
	isocitrate lyase [Erythrobacter litoralis HTCC2594]
	TAKIMR NYTQSLGCWHGFIAQQKMIS RRYLYLSGWMVAAL DQSMHEKTS EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHEDFHQKIRAIRY GIIVARTDSLGA FLSREGKLLRPK ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	9948702
	Pseudomonas aeruginosa PAO1
	probable isocitrate lyase [Pseudomonas aeruginosa PAO1]
	IMRKDM VYTQSLGCWHGFIGQQKLIS KRYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACCIQIENQV TVPHIDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASN ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	O50078
	Hyphomicrobium methylovorum
	Isocitrate lyase
	MASVMR KFTQSLGCWSGFHAQQMIKA GAYVYLSGWMVAGL DQSMHEKTS EEIYVSL VPIIADIDAGFGN EHATYLLAKEMIKAGACCLQIENQV TVPREDFIEKLRACRL GVIVARTDSLGA LAIWQSGNFARP ADLIWIET AKLVYNNS VFHNLITLPTFHLTAKSTDE 

	
	Q4TMG2
	Erythrobacter litoralis HTCC2594
	No description
	TAKIMR NYTQSLGCWHGFIAQQKMIS RRYLYLSGWMVAAL DQSMHEKTS EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACALQIENQV TVPHEDFHQKIRAIRY GIIVARTDSLGA FLSREGKLLRPK ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	Q6FD89
	Acinetobacter sp. (strain ADP1)
	Isocitrate lyase (EC 4.1.3.1)
	IMRKDM SYTQSLGCWHGFIAQQKMIA KRYIYLSGWMVAAL DQSMHEKTA AEIYTFL VPIIADIDAGFGN EEATYLLTKQMIEAGACAIQIENQV TVPHEDFLAKINAVRY GVIVARTDSEGA ILIKRDGKLHRP ADMIWIET AKLVYNNS VFHHLITLPTYHTAALSTHE 

	
	Q93R40
	Colwellia maris (Vibrio sp. (strain ABE-1))
	Isocitrate lyase
	TADIMR KYTQSLGCWHGFIGQQKMIS RRYLYLSGWMVAAL DQSMHEKTS AELYTFL VPIIADIDAGFGN AEATYIMAKQMIEAGACALQIENQV TVPHADFHSKIRALRH GIIVSRTDSEGA VRPKRLPSGLYQ ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	
	Q9A7F9
	Caulobacter crescentus (Caulobacter vibrioides)
	Isocitrate lyase
	MAPVMR KFTQSLGCWSGFHAQQMIKA GAYVYLSGWMVAGL DQSMHEKTS EEIYVSL VPIIADIDAGFGN EHATYLLAKEMIKAGACCLQIENQV TVPREDFIEKLRACRL GVIVARTDSLGA LAIMKDGAFVKP ADLLWIET AKLTYNNS VFHNLITLPTFHLTAKSVDE 

	
	Q9I0K4
	Pseudomonas aeruginosa
	Isocitrate lyase (EC 4.1.3.1) (Isocitrase) (Isocitratase) (ICL)
	IMRKDM VYTQSLGCWHGFIGQQKLIS KRYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACCIQIENQV TVPHIDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASN ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN 

	1MUMA
	40739091
	Aspergillus nidulans FGSC A4
	hypothetical protein AN6882.2 [Aspergillus nidulans FGSC A4]
	RTMMLE KIIAHACSYDGLSSRLVEEA FPIVFLAGYTVASS DTGYIAMED QEVVRLV VPVMADGDTGYGG PMNVKRTVESFAAAGAAGIMIEDQT VVTRGEAYARIQAAVD IFILARTDALIH EALTRAKEFKRI VDAVFVEA IPTFANII FCAVAYPWTLVAARLKSIRE 

	
	46314257
	Burkholderia cepacia R18194
	COG2513: PEP phosphonomutase and related enzymes [Burkholderia cepacia R18194]
	QAEAFR GAFIIPNPWDAGTARLLAMA FEALATTSAGYAFS DNAIDRDAM SEIVAAG LPVSADLENGFGD PDTVAETIRLAAEAGAVGGSIEDAT IYAREAAIERIAAAVA FTLTARCENYLH DTIARLVAYRDA ADVLYAPG APVNVVMG VKRVSVGGALARAALGAFLR 

	
	56963572
	Bacillus clausii KSM-K16
	carboxyvinyl-carboxyphosphonate phosphorylmutase [Bacillus clausii KSM-K16]
	LATSFY GILQIPGAHDAMAGLIAKQT FTSLYLSGAAYTAS DLGIVYSNE REIVRAT LPLLVDIDTGFGG VMNVARTGVEMVEAGVAAVQMEDQD LIQAEEMAQKIAALKK LVIIARTDARGV SAIDRAKLYLDA ADGIFPEA APLLANMT FAMVIYPVTSLRVAAKAYER 

	
	Ani_XP_413506
	unknown
	No description
	QASRLR KILAFPCSYDGLSSRLIEEA FPMLFLSGFAVSST DTGYIAMAE QETVRVT LPIMVDGDTGYGS AMNVKRTVESFAAAGAAGVMIEDQT VVSRGEAYARIQAACD IFILARTDALIH EALARAKEFKGI ADAVFVEA MPMLANII FAAVAYPWTLVAAKLKAIKD 

	
	Q5AQR1
	Emericella nidulans (Aspergillus nidulans)
	Hypothetical protein
	QASRLR KILAFPCSYDGLSSRLIEEA FPMLFLSGFAVSST DTGYIAMAE QETVRVT LPIMVDGDTGYGS AMNVKRTVESFAAAGAAGVMIEDQT VVSRGEAYARIQAACD IFILARTDALIH EALARAKEFKGI ADAVFVEA MPMLANII FAAVAYPWTLVAAKLKAIKD 

	
	Q5AXU8
	Emericella nidulans (Aspergillus nidulans)
	Hypothetical protein
	RTMMLE KIIAHACSYDGLSSRLVEEA FPIVFLAGYTVASS DTGYIAMED QEVVRLV VPVMADGDTGYGG PMNVKRTVESFAAAGAAGIMIEDQT VVTRGEAYARIQAAVD IFILARTDALIH EALTRAKEFKRI VDAVFVEA IPTFANII FCAVAYPWTLVAARLKSIRE 

	
	Q5WH13
	Bacillus clausii (strain KSM-K16)
	Carboxyvinyl-carboxyphosphonate phosphorylmutase (EC 2.7.8.23)
	LATSFY GILQIPGAHDAMAGLIAKQT FTSLYLSGAAYTAS DLGIVYSNE REIVRAT LPLLVDIDTGFGG VMNVARTGVEMVEAGVAAVQMEDQD LIQAEEMAQKIAALKK LVIIARTDARGV SAIDRAKLYLDA ADGIFPEA APLLANMT FAMVIYPVTSLRVAAKAYER 

	
	XP_664486
	unknown
	No description
	RTMMLE KIIAHACSYDGLSSRLVEEA FPIVFLAGYTVASS DTGYIAMED QEVVRLV VPVMADGDTGYGG PMNVKRTVESFAAAGAAGIMIEDQT VVTRGEAYARIQAAVD IFILARTDALIH EALTRAKEFKRI VDAVFVEA IPTFANII FCAVAYPWTLVAARLKSIRE 

	
	XP_682638
	Aspergillus nidulans FGSC A4
	hypothetical protein AN9369.2 [Aspergillus nidulans FGSC A4]
	QASRLR KILAFPCSYDGLSSRLIEEA FPMLFLSGFAVSST DTGYIAMAE QETVRVT LPIMVDGDTGYGS AMNVKRTVESFAAAGAAGVMIEDQT VVSRGEAYARIQAACD IFILARTDALIH EALARAKEFKGI ADAVFVEA MPMLANII FAAVAYPWTLVAAKLKAIKD 

	1PYMA
	52082383
	Bacillus licheniformis ATCC 14580
	putative carboxyphosphonoenolpyruvate phosphonomutase [Bacillus licheniformis ATCC 14580]
	LANAFR DILKIPGVHDGMAAITAKNI FKALYLSGAAYTAS DLGMIHSQE SELVRAA LPLLVDIDTGYGG VLNAARTAAEMAESRVAAVQIEDQQ LVPAEDMIAKIRAIKE LVVVARTDAKAA AAVRRANLYADA ADAIFPEA APLLANMT CSMIIYPVTSLRAAAKAYER 

	
	Q65DF5
	Bacillus licheniformis (strain DSM 13 / ATCC 14580)
	YqiQ (Putative carboxyphosphonoenolpyruvate phosphonomutase)
	LANAFR DILKIPGVHDGMAAITAKNI FKALYLSGAAYTAS DLGMIHSQE SELVRAA LPLLVDIDTGYGG VLNAARTAAEMAESRVAAVQIEDQQ LVPAEDMIAKIRAIKE LVVVARTDAKAA AAVRRANLYADA ADAIFPEA APLLANMT CSMIIYPVTSLRAAAKAYER 

	1ZLPB
	33595252
	Bordetella parapertussis 12822
	hypothetical protein BPP0547 [Bordetella parapertussis 12822]
	RHAFRR GSILAAGVGDAGQARLVERV YPAVYISGSYVNHT DGTLTLSEI SEVADRV IPVIADADEGFGS VLKIARTVHEFERAGAAALHLEDFA PLPVQDMVTHLKVALD MLIIARTDAMSP EAFERALRYCDA ADAIMPLF LVVLGGAP VRMVIYATNMLSRAHRFMTQ 

	
	33599543
	Bordetella bronchiseptica RB50
	hypothetical protein BB0553 [Bordetella bronchiseptica RB50]
	RHAFRR GSILAAGVGDAGQARLVERV YPAVYISGSYVNHT DGTLTLSEI SEVADRV IPVIADADEGFGS VLKIARTVHEFERAGAAALHLEDFA PLPVQDMVTHLKVALD MLIIARTDAMSP EAFERALRYCDA ADAIMPLF LVVLGGAP VRMVIYATNMLSRAHRFMTQ 

	
	ABC73719
	unknown
	No description
	RTMWLE KIIAHPCGYDGLSARLIEEA FPMIFISGFAVAAS DTGYIAMGE QEIVRVT IPIMVDGDTGYGS PMNVRRTVECFAAAGAAGVMIEDQT VVSRGEAYARVQAAVD IFILARTDSLIH EAMTRAKEFKRI ADGVFVEA IPLLANII FAAVAYPWTLVAARLKSVRE 

	
	EAL87110
	unknown
	No description
	RTMMLE KIIAHACSYDGLSSRLVEEA FPIIFLAGYAVASG DTGYIAMED QEVVRVT IPVMADGDTGYGS PMNVKRTVECFAAAGAAGIMIEDQT VVSRGEAYARVQAACD IFILARTDALIH EAITRAKEFKRI VDAVFVEA IPVFANII FCAVAYPWTLVAAKLKSIRE 

	
	Q4NN15
	Anaeromyxobacter dehalogenans 2CP-C
	No description
	KRRAFR GCFVLPNPWDAGTARALQRA FRALATTSAGFAFS DGAVGCQEM RELVAAT LPVNADLEDGYGA AEEVAANVRACVDAGVAGLSIEDAT LYPADEAVARLRAARR VVLTGRSEGFVA ETIRRLVAYAEA ADCLYAPG APRPVNVL VRRVSVGSALARAAWGAFLE 

	
	Q4WIZ5
	Aspergillus fumigatus (Sartorya fumigata)
	Carboxyvinyl-carboxyphosphonate phosphorylmutase
	RTMMLE KIIAHACSYDGLSSRLVEEA FPIIFLAGYAVASG DTGYIAMED QEVVRVT IPVMADGDTGYGS PMNVKRTVECFAAAGAAGIMIEDQT VVSRGEAYARVQAACD IFILARTDALIH EAITRAKEFKRI VDAVFVEA IPVFANII FCAVAYPWTLVAAKLKSIRE 

	
	Q7WBY5
	Bordetella parapertussis
	Hypothetical protein
	RHAFRR GSILAAGVGDAGQARLVERV YPAVYISGSYVNHT DGTLTLSEI SEVADRV IPVIADADEGFGS VLKIARTVHEFERAGAAALHLEDFA PLPVQDMVTHLKVALD MLIIARTDAMSP EAFERALRYCDA ADAIMPLF LVVLGGAP VRMVIYATNMLSRAHRFMTQ 

	
	Q7WPY1
	Bordetella bronchiseptica (Alcaligenes bronchisepticus)
	Hypothetical protein
	RHAFRR GSILAAGVGDAGQARLVERV YPAVYISGSYVNHT DGTLTLSEI SEVADRV IPVIADADEGFGS VLKIARTVHEFERAGAAALHLEDFA PLPVQDMVTHLKVALD MLIIARTDAMSP EAFERALRYCDA ADAIMPLF LVVLGGAP VRMVIYATNMLSRAHRFMTQ 
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(Pseudomonas aeruginosa UCBPP-PA14)
Protein detail page of 32037670

	Database of Origin
	NCBI

	Species
	Pseudomonas aeruginosa UCBPP-PA14

	Description
	COG2224: Isocitrate lyase [Pseudomonas aeruginosa UCBPP-PA14]

	Round Number
	4

	Class Name
	1IGWA

	Amino Acids
	531

	Class Similarity
	0.46

	Class Identity
	0.34

	Model Numbered as the template pdb file
	Model

	Model With 3D Numbers
	Model

	Model numbered as the original sequence (e.g. Swiss-prot numbering)
	Model

	Attempt to update model (Works only in new databases)
	Start
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Possible alternative alignments

	Class
	Round
	Similarity
	Identity
	Sequence

	1IGWA
	4
	0.46
	0.34
	IMRKDM VYTQSLGCWHGFIGQQKLIS KRYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACCIQIENQV TVPHIDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASN ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN  

	1F61A
	4
	0.46
	0.35
	RKDMAE VYTQSLGCWHGFIGQQKLIS KRYLYLSGWMVAAL DQSMHEKTA EELYTFL VPIIADIDAGFGN AEATYLLAKKMIEAGACCIQIENQV TVPHIDFLAKINAVRY GVIVARTDSLGA GKLLRPKRLASN ADLLWIET AKLVYNNS IFHHLITLPTYHTAALSTDN  



The sequence marked in yellow is used in the alignment. The other sequences are alignments produced in different subfamilies or different alignments rounds. Differences between the used sequence and the alternatives are marked in red. Differences might indicate that the alignment quality might be insecure.
http://www.ebi.ac.uk/Tools/clustalw/index.html
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ClustalW

ClustalW is a general purpose multiple sequence alignment program for DNA or proteins. It produces biologically meaningful multiple sequence alignments of divergent sequences. It calculates the best match for the selected sequences, and lines them up so that the identities, similarities and differences can be seen. Evolutionary relationships can be seen via viewing Cladograms or Phylograms. 
New users, please read the FAQ. 

>> Download Software 
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If you plan to use these services during a course please contact us.

Please read the FAQ before seeking help from our support staff.
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