
Q4FTU5_PSYA2      MKQLPLTKQQ LIAAMISLSL GSVAQAALTI NGSASSESSA RLSWGGADSL SEARSIMSKS GSSSTIKKVD NGSSTTNITN TTSFGSNNNS YNNANSYNTT 
A0A106BYZ8_SHEFR  ---------- ---------- ---------- ---------- ---------- ------MKL- ------RFFL AC---ALLC- STSLSS-PMS F--------- 
Q086W1_SHEFN      ---------- ---------- ---------- ---------- ---------- ------MKF- ------RFLF AC---ALLC- STSLSS-PMS F--------- 
Q8X665_ECO57      ---------- ----MPKF-- ---------- ---------- RV-------- ----SLFSL- ------ALML AV---PLA-- --PQ----AV A--------- 
Q3K9W6_PSEPF      ---------- -----MNI-- ---------- ---------- RL-------- ----SILSL- ------VFAF SG---TLLT- PTVN----AA E--------- 
                                                                 

Q4FTU5_PSYA2      YRGSFGNSNM IPISTDSRSV AVIDAETGES IYEKDADIAR PMASITKVMT AMVVLDAGLD MREELTLDPE DFVGPKRASS NLKSGDRLNR AEMLLMALMK 
A0A106BYZ8_SHEFR  --AAQAVQNK PQQELASGSA MLVDLTTNEV LYSSNPNQPV PIASVTKLMA AMVTLDAKLP LDEKISVKIT DSPVMRNIYS RVRLDSVVTR ETMLLLTLMS 
Q086W1_SHEFN      --AAQAVQNK PQQELASASA MLVDLTTNEV LYSSNPNQPV PIASVTKLMA AMVTLDAKLA LDEKISVKIT DSPVMRNIYS RVRLGSVVTR ETMLLLTLMS 
Q8X665_ECO57      --KTAAATTA SQPEIASGSA MIVDLNTNKV IYSNHPDLVR PIASISKLMT AMVVLDARLP LDEKLKVDIS QTPEMKGVYS RVRLNSEISR KDMLLLALMS 
Q3K9W6_PSEPF      --TTAAPRDA SQLKIASGSA LLMDLQTNKV IYSSNPDVVV PIASVSKLMT GLVVVEAHQN MDEWIDVDIS HTPEMKGVFS RVKLRSELPR REMLLIALMS 
                                                                                                            

Q4FTU5_PSYA2      SENPAAKSLA RNYPGGYSAF MRAMNRKAQE LGMSTAFFGD PTGLDKRNIA SSNDLVKMVR AAGNYDVIRR FSTTKSYDFF VSNYASGNRT YKANNTSSLV
A0A106BYZ8_SHEFR  SENRAATSLA HNYPGGFKAF VRAMNDKATA LGMSQTRYVE PTGLSPDNVS SANDLILLLK ASQTYPLLGK LSSTTKKHV- --NFESPRYA LDFQNTNKLV
Q086W1_SHEFN      SENRAATSLA HNYPGGFKAF VRAMNDKATA LGMSQTRYVE PTGLSPDNVS SANDLILLLK ASQTYPLLGK LSSTTKKHV- --NFESPRYA LDFQNTNKLV
Q8X665_ECO57      SENRAAASLA HHYPGGYKAF IKAMNAKAKS LGMNNTRFVE PTGLSVHNVS TARDLTKLLI ASKQYPLIGQ LSTTREDMA- --TFSNPTYT LPFRNTNHLV
Q3K9W6_PSEPF      SENRAAASLA HHYPGGYAAF IAAMNAKAKA LGMTSTHFVE PTGLSERNVS TARDLSKLLV AAHKQPLLIE LTTTKEKTV- --SFRKPNYT LGFRNTDHLV
                      

Q4FTU5_PSYA2      RDGSYPIGIS KTGFINEAGR CVVMETRVNN RPAIIVILGA NSSATRWGDA KNILNSLATR RTV------- ---------- ----------
A0A106BYZ8_SHEFR  FKNNWNIALT KTGFTNKAGH CLVMLTEMNK RKVAFVVLDS FGKYTHMADA NRLKNWLETG RTTPIPASAK AYKKQRQAIL NNSI------
Q086W1_SHEFN      FKNNWNIALT KTGFTNKAGH CLVMLTEMNK RKVAFVVLDS FGKYTHMADA NRLKNWLETG RTTPIPASAK AYKKQRQAIL NNSI------
Q8X665_ECO57      YRDNWNIQLT KTGFTNAAGH CLVMRTVINN KPVALVVMDA FGKYTHFADA SRLRTWIETG KVMPVPAAAL SYKKQKAAQM AAAGQTAQND
Q3K9W6_PSEPF      NKADWDIRIT KTGFTNPAGH CLVLVTRMAN RPVALVILDA FGKYTHFADA SRIRSWVETG KSANVPAVAQ QYKADKNLKS RQSGVIEASK
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