
附錄三  Human 以及 Thermotoga maritime α-L-fucosidase  

蛋白質序列比對 
 

Consensus key (see documentation for details) 

* - single, fully conserved residue 

: - conservation of strong groups 

. - conservation of weak groups 

  - no consensus 

 

CLUSTAL W (1.81) multiple sequence alignment 

 

Homo_sapiens_                 MRSRPAGPALLLLLLFLGAAESVRRAQPPRRYTPDWPSLDSRPLPAWFDE 

Thermotoga_maritima_MSB8      ------------------------MISMKPRYKPDWESLREHTVPKWFDK 

                                                        .   **.*** ** .:.:* ***: 

 

Homo_sapiens_                 AKFGVFIHWGVFSVPAWGS-----------EWFWWHWQGEGRPQYQRFMR 

Thermotoga_maritima_MSB8      AKFGIFIHWGIYSVPGWATPTGELGKVPMDAWFFQNPYAEWYENSLRIKE 

                              ****:*****::***.*.:            **: :  .*   :  *: . 

 

Homo_sapiens_                 --------DNYPPGFSYADFGPQFTARFFHPEEWADLFQAAGAKYVVLTT 

Thermotoga_maritima_MSB8      SPTWEYHVKTYGENFEYEKFADLFTAEKWDPQEWADLFKKAGAKYVIPTT 

                                      ..*  .*.* .*.  ***. :.*:******: ******: ** 

 

Homo_sapiens_                 KHHEGFTNWPSPVSWNWNSKDVGPHRDLVGELGTALRKRNIRYGLYHS-L 

Thermotoga_maritima_MSB8      KHHDGFCLWG-TKYTDFNSVKRGPKRDLVGDLAKAVREAGLRFGVYYSGG 

                              ***:**  *  .   ::** . **:*****:*..*:*: .:*:*:*:*   

 

Homo_sapiens_                 LEWFHP----LYLLDKKNGFKTQHFVSAKTMPELYDLVNSYKPDLIWSDG 

Thermotoga_maritima_MSB8      LDWRFTTEPIRYPEDLSYIRPNTYEYADYAYKQVMELVDLYLPDVLWNDM 

                              *:* ..     *  * .    . :  :  :  :: :**: * **::*.*  

 

Homo_sapiens_                 EWECPDTYWNSTNFLSWLYNDSPVKDEVVVNDRWGQNCSCHHGGYYNCED 

Thermotoga_maritima_MSB8      GWPE-KGKEDLKYLFAYYYNKHP---EGSVNDRWGVPHWDFKTAEYHVN- 

                               *   .   : . :::: **. *   *  ******     .: . *: :  
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Homo_sapiens_                 KFKPQSLPDHKWEMCTSIDKFSWGYRRDMALSDVTEESEIISELVQTVSL 

Thermotoga_maritima_MSB8      --YPGDLPGYKWEFTRGIG-LSFGYNRNEGPEHMLSVEQLVYTLVDVVSK 

                                 * .**.:***:  .*. :*:**.*: . ..: . .:::  **:.**  

 

Homo_sapiens_                 GGNYLLNIGPTKDGLIVPIFQERLLAVGKWLSINGEAIYASKPWR--VQW 

Thermotoga_maritima_MSB8      GGNLLLNVGPKGDGTIPDLQKERLLGLGEWLRKYGDAIYGTSVWERCCAK 

                              *** ***:**. ** *  : :****.:*:**   *:***.:. *.      

 

Homo_sapiens_                 EKNTTSVWYTSKGSAVYAIFLHWPENGVLNLESPITTSTTKITMLGIQGD 

Thermotoga_maritima_MSB8      TEDGTEIRFTRKCNRIFVIFLGIPTGEKIVIEDLNLSAGTVRHFL--TGE 

                               :: *.: :* * . ::.***  * .  : :*.   :: *   :*   *: 

 

Homo_sapiens_                 LKWSTDPDKGLFISLPQLPPSAVPAEFAWTIKLTGVK 

Thermotoga_maritima_MSB8      RLSFKNVGKNLEITVPKKLLETDSITLVLEAVEE--- 

                                  .: .*.* *::*:   .: .  :.         

 

Sequence type explicitly set to Protein 

Sequence format is Pearson 

Sequence 1: Homo_sapiens_                 461 aa 

Sequence 2: Thermotoga_maritima_MSB8      449 aa 

Start of Pairwise alignments 

Aligning... 

Sequences (1:2) Aligned. Score:  31 
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