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 EfPSS ..SILFEFMEISFRHILPNFWECWWDHLILDVFGCNLLG..
 TgPSS ..SVLFEWMEISLRHILPNFWECWWDHLILDVFGCNLLG..
 NcPSS ..SLLFEWMEISLRHILPNFWECWWDHLILDVFGCNLLG..
 CpPSS ..SILFEWLEITLRHILPNFYECWWDHIILDIFGCNMIG..
 PbPSS ..SVLFELVELKFRNILPNFYECWWDHILLDVLGCNLFG..
 PfPSS ..SVIFELIELRFQHILPNFYECWWDHIFLDVLSCNLIG..
 TbPSS ..SVVFEIVEVTFQHALPNFKECWWDHLLLDVLICNGGG..
 TcPSS ..SITFEIIEITLQHALPNFKECWWDHLLLDVLLCNGGG..
 LmPSS ..SLGFEVVEVTFQHVLPNFRECWWDHIVLDVLICNAGG..
 ApPSS ..SIGFELMEVTFQHWLPNFNECWWDSWILDVAICNNLG..
 CvPSS ..SIAFELCEKTLQHWLPNFNECWWDSWLLDVAICNAIG..
 AtPSS ..SIGFELLEVTFRHMLPNFNECWWDSIVLDILICNWFG..
 OsPSS ..SIGFELMELTFRHMLPNFNECWWDSIILDILICNWFG..
 ZmPSS ..SIGFELMELTFRHMLPNFNECWWDSIILDILICNWFG..
 DmPSS ..SVMWEITEITFAHLLPNFIECWWDALILDVIICNGLG..
HsPSS1 ..SITWELTELFFMHLLPNFAECWWDQVILDILLCNGGG..
HsPSS2 ..SVMFEFLEYSLEHQLPNFSECWWDHWIMDVLVCNGLG..

 
 EfPTS ..SIFFEFCELSLQWLIPEFQECWWDSIFIDAIVSNLMG..
 TgPTS ..SLCFELGELSFHWLVPELCECWWDSIFIDALLSNVCG..
 NcPTS ..SIFFELGELSFHWLVPELCECWWDSIFIDALLSNVSG..
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