
Artubulins                                         * **                 *                                                                                     
At_CanNi340345009 10 APVLMICFGHCGIGLGAES  48 PRALLVDLDPRAANLI  50 SPEPVRGYVVPFAMGGGTGSSFSSAFIEYIKTNT  29 AINIVMNLEYQIKYSDCSILVSNKALRKL  31 DYKGMNLIAANTISMFI 274 
At_CanNi329765295 10 APVLMICFGHCGIGLGAES  48 PRALLVDLDPRAANLI  50 SPEPVRGYVVPFAMGGGTGSSFSSAFIEYIKNDT  29 AINIVMNLEYQIKYSDCSILISNKALRQL  31 DYKGMNLIAANTISMFI 274 
Bacterial_tubulins 
Bv_Prova158934475  4 NNTIVISIGQAGNQIAASF  43 PRAVMVDLEPSVIDNI  48 KCDNVGGIIVLHATGGGSGSGFGALLIESIKEKY  26 PYNTVFTLNTLRRAADACLIFDNEALFEL  14 TVDDLNLLITEALAGLT 241 
Bv_Prode148473245  4 NNTLVVSVGQAGNQIASSF  43 PRSVMVDLEPSVINQI  48 KCDHVGGIIVLHAIGGGSGSGFGSLLIEEIKEKY  26 PYNTVFALSTLRRFADACLIFDNEALFNV  14 SVDDLNLLITEALAGLT 241 
Beggiatoa SS Cont941_0496                                       2 ACSNLQGFILVMGVDGGTGSGLGQRILERISAEF  24 PYNAIFATAGFIDYADACVVLNNQWAYDL  10 EFTDLNRVLAQVIAEVT 116 
Bv_Prova158934476  2 REILSIHVGQCGNQIADRF  41 PRAILVDLEPGVIARI  49 KTKSLQGFLLTHSIGGGSGSGLGSLILERLRQAY  26 PYNAILTLQRILDNADAAVLLDNEALFRI  13 NYMDLNHIIALIMSSVT 237 
Bv_Prode158934481  2 REILSIHVGQCGNQIADRF  41 PRAVLVDLEPGVIARI  49 KTKGLQGFLMTHSIGGGSGSGLGSLILERLRQAY  26 PYNAILTLQRILDHADGAVILDNEALFRI  13 NYMDLNHIIALIVSSVT 237 
Alpha-tubulins 
El_Sacce6323554    2 REVISINVGQAGCQIGNAC  43 PRAIYVDLEPNVIDEV  49 QCDGLQGFLFTHSLGGGTGSGLGSLLLEELSAEY  26 PYNTVLTTHTTLEHADCTFMVDNEAIYDM  14 SFANLNNLIAQVVSSVT 240 
Ep_Arath332196158  2 REIISIHIGQAGIQVGNSC  42 PRAVFLDLEPTVIDEV  49 NCTGLQGFLVFNAVGGGTGSGLGSLLLERLSVDF  26 PYNSVLSTHSLLEHTDVVVLLDNEAIYDI  14 TYSNLNRLISQTISSLT 239 
El_Musmu6755901    2 RECISIHVGQAGVQIGNAC  42 PRAVFVDLEPTVIDEV  49 QCTGLQGFLVFHSFGGGTGSGFTSLLMERLSVDY  26 PYNSILTTHTTLEHSDCAFMVDNEAIYDI  14 TYTNLNRLIGQIVSSIT 239 
Ec_Parte1460090    2 REVISIHVGQGGIQVGNAC  42 PRAVFLDLEPTVIDEV  49 NCTGLQGFLVFHSVGGGTGSGLGSLLLERLSVDY  26 PYNSILSTHSLLEHTDVCVMLDNEAIYDI  14 TYTNLNRLIAQVISSLT 239 
kappa-tubulin 
Ec_Parte32812838   2 KEVISIHVGQGGIQLGDSC  41 PRSLFIDSESEAISKV  49 DCQSPQGILLFNSVGGGTGSGLGTLLLERLQEDY  26 SYNAILATQYLQKFADVCILFDNQAVYGI  14 SYTNLNRLIAQVYSSLT 238 
Beta-tubulins 
Ep_Arath330253178  2 REILHIQGGQCGNQIGSKF  40 PRAVLMDLEPGTMDSV  49 NCDCLQGFQVCHSLGGGTGSGMGTLLISKIREEY  26 PYNATLSVHQLVENADECMVLDNEALYDI  14 SFGDLNHLISATMSGVT 237 
Ec_Parte38520883   2 REIVHIQGGQCGNQIGAKF  40 PRAILMDLEPGTMDSV  49 GCDCLQGFQITHSLGGGTGSGMGTLLISKVREEY  26 PYNATLSVHQLVENADECMVIDNEALYDI  14 TYGDLNHLVSAAMSGVT 237 
El_Musmu124430500  2 REIVHIQIGQCGNQIGAKF  40 PRAVLVDLEPGTMDSI  49 SCDCLQGFQIVHSLGGGTGSGMGTLLMNKIREEY  26 PYNAVLSIHQLIENTDACFCIDNEALYDI  14 TYGDLNHLVSLTMSGIT 237 
El_Sacce14318481   2 REIIHISTGQCGNQIGAAF  40 PRSINVDLEPGTIDAV  49 GCDSLQGFQITHSLGGGTGSGMGTLLISKIREEF  26 PYNATLSVHQLVEHSDETFCIDNEALYDI  14 SYGDLNNLVSSVMSGVT 237 
Eq_Naegr290990460  3 REIISISVGQCGNQIGQQF  40 PRAVLVDLESGVLDSV  49 SCDSLQGFQLTHSLGGGTGSGLGTLLVSKIKEEF  26 PYNATLSIHQLIENADQVFTIDNEALFDI  14 NFEDLNQLIASVMSGVT 238 
teta-tubulin 
Ec_Parte18478274   2 REIIQLQIGQCGNQIGTKF  40 PRNVLIDLEPGTLDSV  49 SSDCLQGFQLTHSLGGGTGSGFGTLLLSKLQEDY  26 YYNTAVSVNHLIENCSQCMSIDNEALYNI  14 CYGDLNHIISASMSGTT 237 
iota-tubulin 
Ec_Parte18478276   2 KQIITIQVGQSGNQIGNAI  21 PRAILVDSEENTLDKI  48 QCDGIQAVQLVHSITGGTGSGIGAKLVYYTSDNF  25 PYNCLLGLMHLNYNYNMGFYFDNDALQQM  13 NYETYNQLLAFAMDGIY 215 
Gamma-tubulins 
Ec_Parte3821296    3 REIITLQVGQCGNQIGIEF  40 PRALLIDMEPRVINYI  50 GSDSLEGFLMLHSIAGGTGSGSGSYILERLNDRF  27 PYNSLLTLRRLAQNADAVVVLDNTALNRI  14 TVSQTNSLVAMVMAAST 240 
El_Musmu19527242   3 REIITLQLGQCGNQIGFEF  40 PRAVLLDLEPRVIHSI  50 GSDSLEGFVLCHSIAGGTGSGLGSYLLERLNDRY  27 PYNSLLTLKRLTQNADCVVVLDNTALNLI  14 SFSQINQLVSTIMSAST 240 
Ep_Arath332646715  3 REIITLQVGQCGNQIGMEF  40 PRALLIDLEPRVINGI  50 GSDSLEGFVLCHSIAGGTGSGMGSYLLETLNDRY  27 PYNSLLTLKRLTLNADCVVVLDNTALGRI  14 TFAQTNSLVSTVMSAST 240 
Ek_Trycr71652627   3 REIITLQAGQCGNQVGSEF  40 PRALLIDMEPRVINAI  50 NSDSLEGFVLTHSIAGGTGSGMGSYLLEHLNDRF  29 PYNSLLAIKRLTLHADCVVVLDNTALNRI  14 TVEQMNGLVSTVMAAST 242 
Eq_Naegr62866817   3 REIITLQAGQCGNQIGTEF  41 PRSVIVDLETRVIEGI  49 NSDSMEGFVLLHSIAGGTGSGLGSYLLEKLNDRY  26 SYNSMLALKRLILNADSVVVLDNTALNQI  13 SVDNINSLVSTIMAATT 240 
Epsilon-tubulins 
Ec_Parte18477270   3 RELIFVQVGQCGNQIGMRF  45 ARALIVDMEEGVINQI  49 QCDSLQCFFMTHSIGGGTGSGLGSRIVGLLEDNY  25 PYNSLFSLYELAKHADCVFPIDNQALINI  41 PFDKMNSLIAHLLSHIT 269 
El_Musmu58037275   2 TQSVVVQVGQCGNQIGCCF  48 ARAVLIDMEEGVVNEI  49 QCDCLQCFFIIHSMGGGTGSGLGTFLLKVLEDEF  25 PYNSMLAMKELNEHADCVLPIDNQSLFDI  40 PFDAMNNIVANLLLSLT 270 
Ek_Trycr71653307   3 REIVSIQVGQCGNQLGLKW  36 ARCVAIDMEEGVLRSM  49 CCDSIQSFFVMHSLSGGTGSGLGTRVLGMLEEEF  25 PYNTAFAVRELIEHADAVVPLDNDALSRM  42 PYDSMNAVVAQLLSNLT 261 
Eta-/cryptic tubulins 
El_Nemve156405996  1 MSSILLPVGQCGNQIGHEL  19 LRCVCVDSESKVIASN  55 RCDSFAGTIVMHSLTGGTGSGLGARLVETLSDAY  29 HYNSLLSLAALQRNADGILLFHNDDVLRQ  27 SLIDMNRSIAKSLVGVL 229 
El_Xenla148223349  1 MSLVWLQVGQCGNQIGQEW  22 INAICVDSEPKVVRKL  53 RRDCYSGTVLLHSLCGGTGSGLGARLCEEIRDTY  25 HYNSLLCLSSLQRYSDGILLFQNDDIMHR  23 SLAAMNSHIASCLAGLL 230 
El_Mondo334333654  1 MSTVWLQVGQCGNQIAQEL  25 LSAICVDSEPKVIKKM  53 LRDCYSGTVLFHSLSGGTGAGLGSHLCEEIRDEY  25 HYNILLCLSWLQSYADGIFLFHNDDVLKR  23 SLSNMNTYIADCVAGLL 233 
El_Triad196002007  3 ANNILIQVGQCGNQIGRDF  25 LRCLCVDSEPKVISNL  52 RCDSYMGCIMLHSTCGGTGSGLGSRICEAIREEY  26 CYNSMLSLSYLQNYSDGIILYENDDVINR  19 SLEAMNSYIARSLAGII 229 
Ec_Parte9501681    1 MGTLLLNLGQCGNQLALQM  23 YHTILVDTEPKILKPI  83 KTDYFLSISTIMSLAGGTGSGLGSRVIQEFSDIF  57 HYNTLLSSAHIQQYADSIIYFENDRIYQM  49 DLSNVNEYIGSCLMNLF 255 
Ec_Tetth146166029  1 MGSLLIDIGQCGNQIGLQL  23 FHSIHIDTEPKIIKPL 111 KIDYCMGIHMISSLGGGTGSGLGSRLIEEFRDLF  84 HYNCALSLAHLQKYSDCIIYFQNDKVNSY  76 DLTNINQYIASNLFNLL 283 
Delta-tubulins 
Ec_Parte10637981   1 MSLGFIQLGQCGNQIGHAL  32 AKSLLIDMEPKVVERQ  43 ECGYLESLFFISSLAGGTGSGLGSYILELMADRY  21 SLNTVLTIGSIYQHSEGIILLQNDEAQAL  10 SLNDINQVMSTNLASFF 220 
Ep_Chlre159467669  1 MPCITLQLGQCGNQLGCSL  32 ARSVLIDMEPKVVAGA  53 HADSLTGFLLLQSMAGGTGAGLGTYVAEALRDEY  28 PYNTLLTLSHLADVSDGLVLLENEALHRT  17 SFGVRGRVLGRAGESRV 231 
El_Musmu312261240  1 MSIVTVQLGQCGNQIGFEV  41 ARAVLVDMEPKVINQT  52 KCDSLSGFFIIMSMAGGTGSGLGAFVTQKLQDQY  27 NYNSILTLSHLYRSSDALLIHENDAVHKI  16 SFRDLNQVLAHQLGSVF 239 
El_Galga50758352   1 MSIVAVQLGQCGNQVGHEV  41 ARAVLVDMEPKVISQT  52 KCDRLSGFFTIMSMAGGTGSGLGAFVTQCLRDAF  27 NYNSVLTLSHLYQSSDALLVHENDVIHKI  16 SFRDVNQVIAHQLGSVF 239 
El_Danre50344840   1 MSVVSLQLGQCGNQIGHEL  34 ARSVLVDMEPKVISQA  52 RCDRLAGIFTMMSVAGGTGSGVGTYITQRLRDLY  27 NYNSVLTLSHLYQLSDAILVHENDTVHKI  16 SISDINKVISHQLASVL 232 
El_Mondo126307420  1 MSVVTVQLGQCGNQIGYEV  41 ARALLIDMEPKVISQT  52 EYDSLSGFSIIMSMAGGTGSGLGAFLTQNLRDAY  27 NYNSVLTLSHLYRSSDALLVHENDVVHKI  16 SFRDVNQVIAHQLGSVF 239 
FtsZ_Thaumarchaea 
At_CanNi329765664  7 EPILVIGLGGAGSKLAIQA   5 SDCLIISNDQKDIQSG  36 KISKYATIVLMTNLAGKTGSAISPVVSEICKEAD  21 IFNSGISLKRVKANSACTIVLDNDSLLES  12 CYNIANDAIMHVVSSLH 187 
At_Nitma161528770  7 EPVLVVGLGGAGSKLALKA   5 SDCLLISNDSKDFAGD  36 KISGYSTIVMMSNLAGKAGSAMAPVVSEMCKESD  21 IFNSGVSLKRVRENSECTVVLDNDSLLES  12 CYDIANSAIMHVVESLS 187 
At_Censy118576133  6 GPVLLVGAGGAGSRLASRA   5 LDTLQISSDPDDLGPG  34 RISGCGTAVIFANLAGRSGSAIAPLVSRICRQLG  21 IANSGTALKRLREDSGCTIVIDNDAFLGA  12 CHGMTDSAVLYMAGSLS 184 
At_CanNi300521536 10 NPVLLVGIGGAGSKIATAA   5 CKCLLISNDKKDLIHN  38 AMNGYSTVIIVSNLAGRAGTAMAPLVCRMAKELS  20 IFNSGTALRRVRETSDSTIVMDNDAFLDN  12 CFSITNSAIVEVISSIS 191 
At_uncma193083931  8 ENILAIGLGKSGCSILSKL   7 DDFFYIHSDPISSPLS  38 NLDNVDCVIIVYNPGENLSSALAPLITEMCTERE  21 HFNAGLTLTKIRQHSANIILVDNDEILDS  12 AFDLVYSKIALSISYLF 192 
FtsZ3_Archaea 
Ae_Methu88602868   1 MKVFFIGFGQAGGKIVDRF  11 FRAIAVNTARTDLMGL  46 GIGDTEAFIIVSGLGGGTGSGGSPVLARHLKKIY  19 SYNAARSLATLVKEADNVILFDNSAWKNE   6 AFDRLNDEIVRRFGLLF 197 
Ae_Arcfu11498814   4 MRFFIIGFGQAGGKILDMF  12 MRWLAINSARTDLMGL  46 GTHDMDAFLIVAGLGGGTGSGGAPVLAKYLSEMY  19 SLNAARSMISLLKYVDNLILVDNGAWKFE   6 SFAKINEEIVRRLALLA 201 
Ae_Halwa110669032  1 MKLAMIGFGQAGGKIVDKF  12 RSAVAVNTAEADLMGL  46 PVHEIDAFLIVAGLGGGTGSGGAPVLANRLKQIH  19 TLNAARSFQTFVREVDNLLVFDNDAWQKT   6 GYEEINEAIATRFGVLF 198 
Ae_Halvo292656332  1 MKLAMIGFGQAGGKVVDKF  12 RAAVAVNSAKADLLGL  46 PVHEVDAFLVVSGLGGGTGSGGAPVLAKHLKRIY  19 TLNAARSFQTFVREVDNLLVFDNDAWRKT   6 GYDEINEEIVNRFGVLF 198 
Ae_Pyrab14521022   1 MRAIIIGIGQCGGKIADIF   4 FEAIAINTSRGDLEYL  47 GYEDVDIFFLTFGFGGGTGAGGTPVLAEALKEEY  20 TINAAITIDKLSKVVDSIIAIDNNKLKES   6 AYERINYTIVERIASLL 192 
Ae_Metac20093060  48 TTIKVIGCGGGGSNSIQRM  45 ADLVALNTDAQHLLHI  76 IVQGSDMVFITAGLGGGTGTGSAPIVAEAARDAG  56 RTNAEAGLERLRDVADTVIVVPNDKLIEV  46 AFKVSDEVLMRAVKGIT 233 
FtsZ2_Archaea 
Ae_Metma126179395 33 PRIVIVGCGGAGNNTVNRL  30 AETIAINTDKQHLDMI  61 LLCDADLVFITAGMGGGTGTGTAPVVAQIAKEQG  40 LLRAEEGLEQLSASADSVIVLDNNRLIKY  31 AFSVMDQLIAETVKGIS 217 
Ae_Halsp15789500  31 PRIVIVGCGGAGNNTVNRL  28 ADTVAINTDKQHLKMI  59 VLGDADLVFVTAGMGGGTGTGAAPVVSKIAKEQG  38 TVKAEEGLEKLREKADSIIVLDNNRLLDY  29 AFSVMDQIIAETVKGIS 215 
Ae_Metja15668803  24 ARIVVVGCGGAGNNTINRL  21 AETIAINTDKQHLEVI  52 QLKGADLVFVTAGMGGGTGTGSAPVVAEVAKENG  31 MKKADEGIARMSEVCDTVIIIDNNKLLDL  22 AFKVADEIIAQAVKGIT 208 
At_CanCa315425227 14 IRIKLIGVGGAGCNTVNRL  11 VYTIAANTDLQHLDMV  42 ALEGADIVFLAAGLGGGTGTGAAPVVARVAREEG  22 KRIAQAGLEELKNYTNTSVVVDNNKLLDL  12 AFSLADEIISNMIQSIT 199 
Ak_CanKo170291053 41 GNLVIVGVGGCGSNTIDNI  38 IKLVAINTDKVHLDGI  70 LGNRPDLVFIAAGMGGGTGTGAAPVVAKIAKDKG  49 YKLAQEGIRQLRKWADTVVLISNDKLLKL  39 AFMIADMTLAVMVKGIA 227 
Ae_Pyrab14521492  34 IKIAVIGVGGSGNNTITRL  31 ADLIAMNTDAQHLHYV  67 VVKGYDLIFLTAGMGNGTGTGATPVIARIIKETA  50 IEKAKAGIEMLLEYSDTVIIIQNDKLKEL  37 AFRFADEIIARMVKGIV 227 
An_Naneq41614929  29 KKIKVIGVGGAGCNTINRL  26 VELIAVNADVKDLAKI  57 LLQGTDMVFITFGLGGGTGTGAGPVIADIAKQMG  37 LRNAQWGLARLEETTDTHIVIPNDKLLEI  27 AFKLSDEVLANTIKKTT 214 
FtsZ1_Archaea 
Ae_Arcfu11498146  43 TVIKVIGVGGGGCNTITRM  40 AELIALNTDVQHLYYT  71 LVEGSDMVFVTCGLGGGTGTGAAPVVAEAAQEAG  51 RANAEAGLERLREVADTVIVIPNDRLLEV  41 AFKVADEILMRAVKGIT 228 
Ae_Metja15668546  38 AKITVVGCGGAGNNTITRL  35 AKTVAINTDAQQLIRT  66 AIQDSDMVFITCGLGGGTGTGSAPVVAEISKKIG  46 MKNAMEGLERLKQHTDTLVVIPNEKLFEI  36 AFKVADEVLINAVKGLV 223 
Ae_Metth15679670  39 AKIYVVGTGGAGNNTVTRL  36 AETIAVNTDAQDLFYS  67 ELEGADMVFVTCGLGGGTGTGSAPVISKLAKKAG  47 RENAERGLEKLQSAADTVIVIPNDKLLEV  37 AFMVADEILGRAVKGIT 224 
Ak_CanKo170290956 36 ARIVIMGVGGGGSNTITRL  33 VETVAVNTDAQHLLIT  64 FLSGSDLLFIMAGLGGGTGTGASPVIAEIGKRVG  44 REIAMKGLAKLASVSDTIVVVNNDKILEI  34 AFFISDEIVARAVKGVV 221 
An_Naneq41615257  25 ANIKVVGVGGAGCNIIEWL  22 VDLIAMNTDAVHLKSM  57 LLEGADLVWVVAGMGGGTGTGAAPVVAEIAQNVG  32 LQIAWEGIRRLTEFSNTTVILDNNKLFEV  23 AFALSNELVAQTVSGVV 213 
Ae_Theac16082526  52 FRIKVFGFGGSGSNTINRL  49 VKLIACNTDAAHLLRI  80 HIDETSIVFITAGFGGGTGTGAAPYVAKLAKDRG  60 MKNAAEGIRKLVKNSDAAIVIPNDKLIEK  50 AFKFEDEVISTGIKGIT 237 
FtsZ_Bacteria 
Ba_Myctu15609287  29 AVIKVVGIGGGGVNAVNRM  27 VEFIAINTDAQALLMS  58 LLRGADMVFVTAGEGGGTGTGGAPVVASIARKLG  38 SNQAENGIAALRESCDTLIVIPNDRLLQM  29 AFRSADEVLLNGVQGIT 215 
Bc_Synsp16330088  67 AKIKVIGVGGGGCNAVNRM  64 IDFWAINTDSQALTNT  95 SLEGTDLVFITAGMGGGTGTGAAPIVAEVAKEMG  75 AKQAEEGINALQSRVDTLIVIPNNQLLSV  66 AFRVADDILRQGVQGIS 253 
Bd_Theth55981058   4 AVIKVIGLGGAGNNAVNRM   7 VEFIAANTDAQVLAKS  38 ALEGADLVFITAGMGGGTGTGSAPVVADIAKRLG  18 MRAAEEGIKKLKERVDAMVVVQNDRLLSA   9 AFLIADRVLYHGVKGIT 190 
Bf_Bacsu255767353 12 ASIKVIGVGGGGNNAVNRM   9 VEYIAVNTDAQALNLS  40 ALKGADMVFVTAGMGGGTGTGAAPVIAQIAKDLG  20 QLQAAGGISAMKEAVDTLIVIPNDRILEI  11 AFREADNVLRQGVQGIS 198 
Bp_Escco16128088  11 AVIKVIGVGGGGGNAVEHM   8 VEFFAVNTDAQALRKT  39 ALEGADMVFIAAGMGGGTGTGAAPVVAEVAKDLG  19 MAFAEQGITELSKHVDSLITIPNDKLLKV  10 AFGAANDVLKGAVQGIA 197 
Bq_Aquae15605992   8 CKIKVIGVGGGGSNAVNRM   7 VELYAINTDVQHLSTL  38 ILRDTDMVFISAGLGGGTGTGAAPVIAKTAKEMG  18 MEKALKGLEKLKESSDAYIVIHNDKIKEL   9 AFKEVDSVLSKAVRGIT 194 
Bs_Trepa15639381  17 TVIKVIGAGGGGSNAVNRM  14 VEFIAANTDVQALSYS  45 ALQGANMVFITAGMGGGTGTGAAPVIAKIARELG  25 MMLAERGIEKLRTHSDTVIVIPNQNLLSV  16 TYLVADDLLRKSVQSIS 203 
Bt_Thema15643599  22 LKIKVIGVGGAGNNAINRM  19 VEFVAVNTDLQVLEAS  50 VLQDTHMVFITAGFGGGTGTGASPVIAKIAKEMG  30 LKKAIEGLKKLRKHVDTLIKISNNKLMEE  21 AFLKADETLHQGVKGIS 208 


