
Alignment of TSP2 with sTSP2. Similarity : 209/1172 (17.83 %)

     MVWRLVLLALWVWPSTQAGHQDKDTTFDLFSISNINRKTIGAKQFRGPDPGVPAYRFVRF  60TSP2   1 

sTSP2  1     ------------------------------------------------------------  0

TSP2   61    DYIPPVNADDLSKITKIMRQKEGFFLTAQLKQDGKSRGTLLALEGPGLSQRQFEIVSNGP  120

sTSP2  1     ------------------------------------------------------------  0

TSP2   121   ADTLDLTYWIDGTRHVVSLEDVGLADSQWKNVTVQVAGETYSLHVGCDLIDSFALDEPFY  180 

sTSP2  1     ------------------------------------------------------------  0

TSP2   181   EHLQAEKSRMYVAKGSARESHFRGLLQNVHLVFENSVEDILSKKGCQQGQGAEINAISEN  240 

sTSP2  1     ------------------------------------------------------------  0

TSP2   241   TETLRLGPHVTTEYVGPSSERRPEVCERSCEELGNMVQELSGLHVLVNQLSENLKRVSND  300 

sTSP2  1     ------------------------------------------------------------  0

TSP2   301   NQFLWELIGGPPKTRNMSACWQDGRFFAENETWVVDSCTTCTCKKFKTICHQITCPPATC  360 

sTSP2  1     ------------------------------------------------------------  0

TSP2   361   ASPSFVEGECCPSCLHSVDGEEGWSPWAEWTQCSVTCGSGTQQRGRSCDVTSNTCLGPSI  420 

sTSP2  1     ------------------------------------------------------------  0

TSP2   421   QTRACSLSKCDTRIRQDGGWSHWSPWSSCSVTCGVGNITRIRLCNSPVPQMGGKNCKGSG  480 

sTSP2  1     ------------------------------------------------------------  0

TSP2   481   RETKACQGAPCPIDGRWSPWSPWSACTVTCAGGIRERTRVCNSPEPQYGGKACVGDVQER  540 

sTSP2  1     ------------------------------------------------------------  0

TSP2   541   QMCNKRSCPVDGCLSNPCFPGAQCSSFPDGSWSCGSCPVGFLGNGTHCEDLDECALVPDI  600 

sTSP2  1     ------------------------------------------------------------  0

TSP2   601   CFSTSKVPRCVNTQPGFHCLPCPPRYRGNQPVGVGLEAAKTEKQVCEPENPCKDKTHNCH  660 

sTSP2  1     ------------------------------------------------------------  0

TSP2   661   KHAECIYLGHFSDPMYKCECQTGYAGDGLICGEDSDLDGWPNLNLVCATNATYHCIKDNC  720 

sTSP2  1     ------------------------------------------------------------  0

TSP2   721   PHLPNSGQEDFDKDGIGDACDDDDDNDGVTDEKDNCQLLFNPRQADYDKDEVGDRCDNCP  780 

sTSP2  1     ------------------------------------------------------------  0

TSP2   781   YVHNPAQIDTDNNGEGDACSVDIDGDDVFNERDNCPYVYNTDQRDTDGDGVGDHCDNCPL  840 

sTSP2  1     ------------------------------------------------------------  0

TSP2   841   VHNPDQTDVDNDLVGDQCDNNEDIDDDGHQNNQDNCPYISNANQADHDRDGQGDACDPDD  900 

sTSP2  1     ------------------------------------------------------------  0

TSP2   901   DNDGVPDDRDNCRLVFNPDQEDLDGDGRGDICKDDFDNDNIPDIDDVCPENNAISETDFR  960 

sTSP2  1     ------------------------------------------------------------  0

TSP2   961   NFQMVPLDPKGTTQIDPNWVIRHQGKELVQTANSDPGIAVGFDEFGSVDFSGTFYVNTDR  1020
|||||||||||||||||||||||||||||||||||||||||||||||||||||||||

sTSP2  1     ---MVPLDPKGTTQIDPNWVIRHQGKELVQTANSDPGIAVGFDEFGSVDFSGTFYVNTDR  57

TSP2   1021  DDDYAGFVFGYQSSSRFYVVMWKQVTQTYWEDQPTRAYGYSGVSLKVVNSTTGTGEHLRN  1080
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

sTSP2  58    DDDYAGFVFGYQSSSRFYVVMWKQVTQTYWEDQPTRAYGYSGVSLKVVNSTTGTGEHLRN  117

TSP2   1081  ALWHTGNTPGQVRTLWHDPRNIGWKDYTAYRWHLTHRPKTGYIRVLVHEGKQVMADSGPI  1140
||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

sTSP2  118   ALWHTGNTPGQVRTLWHDPRNIGWKDYTAYRWHLTHRPKTGYIRVLVHEGKQVMADSGPI  177

TSP2   1141  YDQTYAGGRLGLFVFSQEMVYFSDLKYECRDI  1172
||||||||||||||||||||||||||||||||

sTSP2  178   YDQTYAGGRLGLFVFSQEMVYFSDLKYECRDI  209

Supplementary Figure 4. Alignment of protein sequences of TSP2 and sTSP2




