
  
 
 
 
UBP2_HUMAN     255 GLRNLGNTCFMNSILQCLSNTRELRDYCLQRLYMRDLHHGS--NAHTALVEEFAKLIQTI 
UBP4_YEAST     503 GLENLGNSCYMNCIIQCILGTHELTQIFLDDSYAKHININSKLGSKGILAKYFARLVHMM 
UBP8_YEAST     135 GLINMGSTCFMSSILQCLIHNPYFIRHSMSQIHSNNCKVRS---PDKCFSCALDKIVHEL 
Aasi_0770       44 GIPNLKATCYMNSVLQIL-----------KAFYLPKVNEKS-----DELAKPLQALMQVI 
Aasi_1805       35 GIGNLGNTCYMNSVLQIL-----------ASFYSNAFDKTK-----GPLGKTSRSLIKAI 
CAHE_0028       76 GLPNIGNTCYMNAVLQII-----------AALYEDKIKSHS----------GLKNLVNKI 
UBP14_HUMAN    103 GLTNLGNTCYMNATVQCIRSVPELKDA--LKRYAGALRASGEMASAQYITAALRDLFDSM 
UBP7_HUMAN     212 GLKNQGATCYMNSLLQTLFFTNQ-----------------------------LRKAVYMM 
UBP15_YEAST    204 GFRNQGATCYLNSLLQSYFFTKY-----------------------------FRKLVYEI 
consensus      601 *. *....*......* .              .   .   .       .   .....  . 
 
 
UBP2_HUMAN     313 WTSSPNDVVSPSEF---------------------KTQIQRYAP-RFVGYNQQDAQEFLR 
UBP4_YEAST     563 Y----KEQVDGSKKISISPIKF-------------KLACGSVNS-LFKTASQQDCQEFCQ 
UBP8_YEAST     192 YGALNTKQASSSSTSTNRQTGFIYLL----------TCAWKINQ-NLAGYSQQDAHEFWQ 
Aasi_0770       88 Q----DDREAANQNEAIAVFEALH---------------HKFGW-TSDYESHEDAADLMD 
Aasi_1805       79 R----GNEKVDNQEIAARAELFFKALKENEEEDEHKENIGGIGW-KPNIGAQEDASELLQ 
CAHE_0028      115 N----NGHQPLKRE---EMEKFVTSL---------PENAQKMAK-EAQSGTQQDPHEFIA 
UBP14_HUMAN    161 D-------KTSSSIPPIILLQFLHMAFPQFAEKG-----------EQGQYLQQDANECWI 
UBP7_HUMAN     243 P----TEGDDSSKSVPLALQRVFYELQHSDKPVGTKKLTKSFGWETLDSFMQHDVQELCR 
UBP15_YEAST    235 P----TEHESPNNSVPLALQRAFYQLQVSDIPLDTLELTRSFGWDTAESFTQHDVQELNR 
consensus      661       .    .    . .  .   .                .      ....*...    
 
 
UBP2_HUMAN     351 FLLDGLHNEVNRV---TLRPKSNPENL---DHLPDDEKGRQMWRKYLEREDSRIGDLFVG 
UBP4_YEAST     605 FLLDGLHEDLNQCGSNPPLKELSQEAEARREKLSLRIASSIEWERFLTTDFSVIVDLFQG 
UBP8_YEAST     241 FIINQIHQS----------------------YVLDLPNAKEVSRANNKQCECIVHTVFEG 
Aasi_0770      128 KFLDWINIPLAATNTISIDPTTKEAGA--------------------------------- 
Aasi_1805      134 GIFDWLKLPKAKTIGTLIHPTTGNERS--------------------------------- 
CAHE_0028      158 NLEKELNLDRVGCGNRFLFKTTKKNKKNLYQQFNSIEDEKQERQLFVSLDEQKTTQCFLS 
UBP14_HUMAN    203 QMMRVLQQKLEAI----------------EDDSVKETDSSSASAATPSKKKSLIDQFFGV 
UBP7_HUMAN     299 VLLDNVENKMKGT-----------------------------------CVEGTIPKLFRG 
UBP15_YEAST    291 ILMDRLENNMKGT-----------------------------------PVEGKLNEIFVG 
consensus      721  ... . . . .                                      .  .  .. . 
 
 
UBP2_HUMAN     405 QLKSSLTCTDCGYCS-TVFDPFWDLSLPIAKRGY-PEVTLMDCMRLFTKEDVL------- 
UBP4_YEAST     665 QYASRLKCKVCSHTS-TTYQPFTVLSIPIPKKNSRNNITIEDCFREFTKCENL------- 
UBP8_YEAST     279 SLESSIVCPGCQNNSKTTIDPFLDLSLDIKDKKK-----LYECLDSFHKKEQL------- 
Aasi_0770      155 ----------------PSDDQWFNYHVELPTERE-DLKTIQDFFNNSLVPDKVMAKLKED 
Aasi_1805      161 ----------------SGKDPWSMLNVEMPQQSN--LTTMQNFVNNYLNSTGTREVKWSE 
CAHE_0028      218 KMIALSREELVTDPC-VTKDPTRCSYYKGPKSSF----------------------LKEN 
UBP14_HUMAN    247 EFETTMKCTESEEEE-VTKGKENQLQLSCFINQE-----VKYLFTGL--KLRL------- 
UBP7_HUMAN     324 KMVSYIQCKEVDYRS-DRREDYYDIQLSIKGKKN-----IFESFVDYVAVEQL------- 
UBP15_YEAST    316 KMKSYIKCINVDYES-ARVEDFWDLQLNVKNFKN-----LQESFDNYIEMELM------- 
consensus      781  . . . .      .  . ...  . . .          . . .  .   . .        
 
 
UBP2_HUMAN     456 DGDEKPTCCRCRGRKRCIKK--FSIQRFPKILVLHLKRFSE-------------SRIRTS 
UBP4_YEAST     717 EVDEQWLCPHCEKRQPSTKQ--LTITRLPRNLIVHLKRFDN----------------LLN 
UBP8_YEAST     327 -KDFNYHCGECNSTQDAIKQ--LGIHKLPSVLVLQLKRFEH------------LLNGSNR 
Aasi_0770      198 KSDRALD--RVKRLKDLDKL-------YKGMLILQLKRFATNGGTTRLDDRTYSKDFVKI 
Aasi_1805      203 NDSINVDARYVPSLKDLDKL-------YGKMLVINLKRFGN----------LIPGIVTPP 
CAHE_0028      255 ENNLEIQNQDPEKLQSYIQQHVMSKSKIPSILYVQLKRFTN----------------ENT 
UBP14_HUMAN    292 QEEITKQSPTLQRNALYIKS--SKISRLPAYLTIQMVRFFY-----------KEKESVNA 
UBP7_HUMAN     371 DGDNKYDAGE-HGLQEAEKG--VKFLTLPPVLHLQLMRFMY-----------DPQTDQNI 
UBP15_YEAST    363 NGENQYAAQD-YGLQDAQKG--VIFESFPPVLHLQLKRFEY-----------DFNYDQMV 
consensus      841   .          ...  .   .   ... .*.....**                      
 
 
 

Cys223 



 
 
UBP2_HUMAN     501 KLTTFVNFPLRDLDLREFAS---------------------------------------- 
UBP4_YEAST     759 KNNDFVIYPFL-LDLTPFWANDFDGVFPPGVNDDELPIR--------------------- 
UBP8_YEAST     372 KLDDFIEFPTY-LNMKNYCST---------KEKDKHSEN--------------------- 
Aasi_0770      249 KIDKEVEEPFH-LIIKKEQTF--------------------------------------- 
Aasi_1805      246 KIKQEVEKPFS-LTVRHDQID--------------------------------------- 
CAHE_0028      299 KIETAVDGTFE-LTIKPDP----------------------------------------- 
UBP14_HUMAN    339 KVLKDVKFPLM-LDMYELCTPELQEKMVSFRSKFKDLEDKKVNQQPNTSDKKSSPQKEVK 
UBP7_HUMAN     417 KINDRFEFPEQ-LPLDEFLQK----------T---------------------------- 
UBP15_YEAST    409 KVNDKYEFPET-IDLSPFVDKDVLKKTLDSEN---------------------------- 
consensus      901 *.   ....   . .. .                                           
 
 
UBP2_HUMAN     521 ----------ENTNHAVYNLYAVSNHSG-TTMGGHYTAYCRSPGTGEWHTFNDSSVTPM- 
UBP4_YEAST     797 ----------GQIPPFKYELYGVACHFG-TLYGGHYTAYVKKGLKKGWLYFDDTKYKPVK 
UBP8_YEAST     401 ----------GKVPDIIYELIGIVSHKG-TVNEGHYIAFCKISG-GQWFKFNDSMVSSI- 
Aasi_0770      269 ----------ENEKNFYYKLVGFIRHKG-SLEEGHYKAYIKKD--GIWICYNDNDLSTV- 
Aasi_1805      266 ----------GLSNNLYYELVGFINHIGEGLRRGHYIAYTKVG--KQWIEYDDSTVSPR- 
CAHE_0028      317 ----------NLNETIHFDLHGFILHTG-STNGGHYIAYVKRN--EKWYEANDSSITQM- 
UBP14_HUMAN    398 YEPFSFADDIGSNNCGYYDLQAVLTHQGRSSSSGHYVSWVKRK-QDEWIKFDDDKVSIV- 
UBP7_HUMAN     438 ----------DPKDPANYILHAVLVHSG-DNHGGHYVVYLNPKGDGKWCKFDDDVVSRC- 
UBP15_YEAST    440 ----------KDKNPYVYNLHGVLVHSG-DISTGHYYTLIKPGVEDQWYRFDDERVWRV- 
consensus      961                  ..* ... * * ..  ***.....      *  ..*. .. .  
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