=

Human ™ %2 Thermotoga maritime a-L-fucosidase

o TR 71

Consensus key (see documentation for details)

* - single, fully conserved residue

no consensus

conservation of strong groups

conservation of weak groups

CLUSTAL W (1.81) multiple sequence alignment

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

MRSRPAGPALLLLLLFLGAAESVRRAQPPRRYTPDWPSLDSRPLPAWFDE

------------------------ MISMKPRYKPDWESLREHTVPKWEDK
AKEGVF THWGYFSYPAWGS - - - - - - - - - - EWFWWHWQGEGRPQYQRFMR
AKFG1FTHWG TYSVPEWATPTGELGKVPMDAWFFQNPYAEWYENSLR IKE
****:*****::***.*.: **: : .>I< : >I<: .

- DNYPPGESYADFGPQFTARFFHPEEWADLFQAAGAKYVVLTT
SPTWEYHVKTYGENFEYEKFADLEFTAEKWDPOEWADLEKKAGAKYVIPTT

DR E ok ko ks . kokskksk. kR . Rk
KHHEGFTNWPSPVSWNWNSKDVGPHRDLVGELGTALRKRNIRYGLYHS - L
KHHDGFCLWG - TKYTDFNSVKRGPKRDLVGDLAKAVREAGLREGVYYSGG

AR e ek el e ke ek

LEWFHP- - - - LYLLDKKNGFKTQHFVSAKTMPELYDLVNSYKPDL IWSDG
LDWRFTTEPIRYPEDLSY IRPNTYEYADYAYKQVMELVDLYLPDVLWNDM

*oko * ok Loy ke Ok ke ok X

EWECPDTYWNSTNFLSWLYNDSPVKDEVVVNDRWGONCSCHHGGYYNCED
GWPE - KGKEDLKYLFAYYYNKHP - - - EGSVNDRWGVPHWDFKTAEYHVN -
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Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

Homo_sapiens_

Thermotoga_maritima_MSB&

KFKPQSLPDHKWEMCTS IDKFSWGYRRDMALSDVTEESET I SELVQTVSL
- - YPGDLPGYKWEFTRGIG- LSFGYNRNEGPEHMLSVEQLVYTLVDVVSK

*oORE ke ok ookedwok ke 0 Lo EE X

GGNYLLNIGPTKDGLIVPTFQERLLAVGKWLS INGEATYASKPWR - - VQW
GGNLLLNVGPKGDGT IPDLQKERLLGLGEWLRKYGDATYGTSVWERCCAK

dkck o ckck L ckek ok ok sk Lok koK Fedkkk .ok

EKNTTSVWYTSKGSAVYATFLHWPENGVLNLESPITTSTTKITMLGIQGD
TEDGTEIRFTRKCNRIFVIFLGIPTGEKIVIEDLNLSAGTVRHFL - - TGE

Do FooE ke Rk ok e ek Do ¥ R

LKWSTDPDKGLF I SLPQLPPSAVPAEFAWT IKLTGVK
RLSFKNVGKNLEI TVPKKLLETDSITLVLEAVEE- - -

Sequence type explicitly set to Protein

Sequence format is Pearson

Sequence 1: Homo_sapiens_

461\ an

Sequence 2: Thermotoga_maritima MSBS 449 aa

Start of Pairwise alignments

Aligning. ..

Sequences (1:2) Aligned. Score: 31
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