
AT2G21770.1|AT2    1 M----------------------------------------NTGGRLIAGSHNRNEFVLI
AT1G02730.1|AT1    1 MVKSAASQSPSPVTITVTPCKGSGDRSLGLTSPIPRASVITNQNSPLSSRATRRTSISSG
os_42915|LOC_Os    1 MA--------------------------------------------LSPAAAGRTG----
AT1G55850.1|AT1    1 MVN---------------------------------------------------------
AT4G23990.1|AT4    1 MYQ---------------------------------------------------------
AT2G32530.1|AT2    1 MA----------------------------------------------------------
os_25268|LOC_Os    1 MA----------------------------------------------------------
AT5G22740.1|AT5    1 M-----------------------------------------------------------
AT2G24630.1|AT2    1 MAPRFDFSDLWAKETRRGTPVVVKM-----------------------------------
consensus          1 *                        ...................................

AT2G21770.1|AT2   21 N-----------------------------------------------------------
AT1G02730.1|AT1   61 NRRSNGDEGRYCSMSVEDLTAETTNSECVLSYTVHIPPTPDHQTVFASQESEEDEMLKGN
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus         61 ............................................................

AT2G21770.1|AT2   22 ------------------------ADDTARIRSAEELSGQTC--KICRDEIELTDNGEPF
AT1G02730.1|AT1  121 SNQKSFLSGTIFTGGFKSVTRGHVIDCSMDRADPEKKSGQICWLKGCDEKV--------V
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        121 ............................................................

AT2G21770.1|AT2   56 IACNECAFPTCRPCYEYERREGNQACPQCGTRYKRIKGSPRVEGDEEDDDIDDLEHEFYG
AT1G02730.1|AT1  173 HGRCECGFRICRDCYFDCITSGGGNCPGCKEPYRDINDDPETEEEDEEDEAKPL------
os_42915|LOC_Os   13 ---------------------------------RNNNNDA--------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        181 ............................................................

AT2G21770.1|AT2  116 MDPEHVTEAALYYMRLNTGRGTDEVSHLYSASPGSEVPLLTYCDEDSDMYSDRHALIVPP
AT1G02730.1|AT1  227 -----------------------------------------------------------P
os_42915|LOC_Os   20 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        241 ............................................................

AT2G21770.1|AT2  176 STGLGNRVHHVPFTDSFASI-------HTRPMVPQKDLTVYGYGSVAW-KDRMEVWKKQQ
AT1G02730.1|AT1  228 QMGESKLDKRLSVVKSFKAQNQAGDFDHTRWLFETK--GTYGYGNAVWPKDGYGIG----
os_42915|LOC_Os   20 -----------------------------------------GLADPLLPAGG---G----
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        301 ............................................................



AT2G21770.1|AT2    1 M----------------------------------------NTGGRLIAGSHNRNEFVLI
AT1G02730.1|AT1    1 MVKSAASQSPSPVTITVTPCKGSGDRSLGLTSPIPRASVITNQNSPLSSRATRRTSISSG
os_42915|LOC_Os    1 MA--------------------------------------------LSPAAAGRTG----
AT1G55850.1|AT1    1 MVN---------------------------------------------------------
AT4G23990.1|AT4    1 MYQ---------------------------------------------------------
AT2G32530.1|AT2    1 MA----------------------------------------------------------
os_25268|LOC_Os    1 MA----------------------------------------------------------
AT5G22740.1|AT5    1 M-----------------------------------------------------------
AT2G24630.1|AT2    1 MAPRFDFSDLWAKETRRGTPVVVKM-----------------------------------
consensus          1 *                        ...................................

AT2G21770.1|AT2   21 N-----------------------------------------------------------
AT1G02730.1|AT1   61 NRRSNGDEGRYCSMSVEDLTAETTNSECVLSYTVHIPPTPDHQTVFASQESEEDEMLKGN
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus         61 ............................................................

AT2G21770.1|AT2   22 ------------------------ADDTARIRSAEELSGQTC--KICRDEIELTDNGEPF
AT1G02730.1|AT1  121 SNQKSFLSGTIFTGGFKSVTRGHVIDCSMDRADPEKKSGQICWLKGCDEKV--------V
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        121 ............................................................

AT2G21770.1|AT2   56 IACNECAFPTCRPCYEYERREGNQACPQCGTRYKRIKGSPRVEGDEEDDDIDDLEHEFYG
AT1G02730.1|AT1  173 HGRCECGFRICRDCYFDCITSGGGNCPGCKEPYRDINDDPETEEEDEEDEAKPL------
os_42915|LOC_Os   13 ---------------------------------RNNNNDA--------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        181 ............................................................

AT2G21770.1|AT2  116 MDPEHVTEAALYYMRLNTGRGTDEVSHLYSASPGSEVPLLTYCDEDSDMYSDRHALIVPP
AT1G02730.1|AT1  227 -----------------------------------------------------------P
os_42915|LOC_Os   20 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        241 ............................................................

AT2G21770.1|AT2  176 STGLGNRVHHVPFTDSFASI-------HTRPMVPQKDLTVYGYGSVAW-KDRMEVWKKQQ
AT1G02730.1|AT1  228 QMGESKLDKRLSVVKSFKAQNQAGDFDHTRWLFETK--GTYGYGNAVWPKDGYGIG----
os_42915|LOC_Os   20 -----------------------------------------GLADPLLPAGG---G----
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        301 ............................................................

AT2G21770.1|AT2  228 IEKLQVVKNERVNDGDGDGFIVDELDDPGLPMMDEG-RQP-----LSRKLPIRSSRINPY
AT1G02730.1|AT1  282 ------------SGGGGNGYETPPE------FGERS-KRP-----LTRKVSVSAAIISPY
os_42915|LOC_Os   32 ------------GGGGKDKYWVPADEEEEICRGEDG-GRPPAPPLLYRTFKVSGVLLHPY
AT1G55850.1|AT1    4 ------------------------KDDRIRPVHEAD-GEP-----LFETRRRTGRVI-AY
AT4G23990.1|AT4    4 ------------VSLKQFVFLLKIKSTTMEPHRKHSVGDT-----TLHTCHPCRRTI-PY
AT2G32530.1|AT2    3 ------------DSSSSL-------------------------PPLCEKISY---KNYFL
os_25268|LOC_Os    3 ------------VVAAAAATGSTTRSGGGGGEGTRSGRKKPPPPPLQERVPLGRRAAWAW
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------ENPNYSIVEVEEPDSAFQPMEKSRGKNAKQVTWVLLLKAHKAVGCLTW
consensus        361 ............                                 .             .

AT2G21770.1|AT2  282 RMLIFCRLAILGLFFHYRILHPVNDAF----GLWLTSVICEIWFAVSWILDQFPKWYPIE
AT1G02730.1|AT1  318 RLLIALRLVALGLFLTWRVRHPNREAM----WLWGMSTTCELWFALSWLLDQLPKLCPVN
os_42915|LOC_Os   79 RLLTLVRLIAVVLFLAWRLKHRDSDAM----WLWWISIAGDFWFGVTWLLNQASKLNPVK
AT1G55850.1|AT1   33 RFFSASVFVCICLIWFYRIGEIGDNRTVLDRLIWFVMFIVEIWFGLYWVVTQSSRWNPVW
AT4G23990.1|AT4   46 RIYAVFHTCGIIALMYHHVHSLLTANTT---LITSLLLLSDIVLAFMWATTTSLRYKPVR
AT2G32530.1|AT2   23 RVVDLTILGFLFSLLLYRILLMN-----QNNSVWVVAFLCESFFSFIWLLITSIKWSPAS
os_25268|LOC_Os   51 RLAGLAVLLLLLALLALRLLRHHGGAG-GDGGVWRVALVCEAWFAALCALNVSAKWSPVR
AT5G22740.1|AT5    2 -----------------------------DG-----------------------------
AT2G24630.1|AT2   74 VATVFWSLLGSVKRRLSFTHPLGSERLGRDGWLFSAIKLFLVASLAILAFELVAYYRGWH
consensus        421        ..                       ..    .  .             .    

AT2G21770.1|AT2  338 RETYLDRL----------SLRYEKEG-----KPSELAPVDV-FVSTVDPLKEPPLITANT
AT1G02730.1|AT1  374 RLTDLGVL----------KERFESPNLRNPKGRSDLPGIDV-FVSTADPEKEPPLVTANT
os_42915|LOC_Os  135 RVPDLSLL----------RRRFDD---------GGLPGIDV-FINTVDPVDEPMLYTMNS
AT1G55850.1|AT1   93 RFPFSDRL----------SRRY----------GSDLPRLDV-FVCTADPVIEPPLLVVNT
AT4G23990.1|AT4  103 RTEYPEKY----------AAE-----------PEDFPKLDV-FICTADPYKEPPMMVVNT
AT2G32530.1|AT2   78 YKSYPERL----------DERV-----------HDLPSVDM-FVTTADPVREPPILVANT
os_25268|LOC_Os  110 FVTRPENLVAEGRTPSTTAAEY-----------GELPAVDM-LVTTADPALEPPLVTVNT
AT5G22740.1|AT5    4 --VSPKFVLPETFDGVRMEIT------------GQLGMI---WELVKAPVIVPLLQLAVY
AT2G24630.1|AT2  134 YFKNPNLHIPTS----KLEIQ------------SLLHLFYVGWLSLRADYIAPPIKALSK
consensus        481     .       ....      ...........  .    . ...       *..  .  

AT2G21770.1|AT2  382 VLSILAVDYP--VEKVACYVSDDGAAMLTFEALSYTAEFARKWVP-FCKKFSIEPRAPEW
AT1G02730.1|AT1  423 ILSILAVDYP--VEKLACYLSDDGGALLTFEALAQTASFASTWVP-FCRKHNIEPRNPEA
os_42915|LOC_Os  175 ILSILATDYP--ADRHAAYLSDDGASLAHYEGLIETARFAALWVP-FCRKHRVEPRAPES
AT1G55850.1|AT1  132 VLSVTALDYP--PEKLAVYLSDDGGSELTFYALTEAAEFAKTWVP-FCKKFNVEPTSPAA
AT4G23990.1|AT4  141 ALSVMAYEYP--SDKISVYVSDDGGSSLTLFALMEAAKFSKHWLP-FCKKNNVQDRSPEV
AT2G32530.1|AT2  116 LLSLLAVNYP--ANKLACYVSDDGCSPLTYFSLKEASKFAKIWVP-FCKKYNIKVRAPFR
os_25268|LOC_Os  158 VLSLLALDYPRAGERLACYVSDDGCSPLTCHALREAAGFAAAWVP-FCRRYGVAVRAPFR
AT5G22740.1|AT5   47 ICLLMSVMLL--CERVYMGI-------------------VIVLVKLFWKK--PDKRYKFE
AT2G24630.1|AT2  178 FCIVLFLVQS--VDRLILCL-------------------GCLWIK--FKK--IKPRIDEE
consensus        541    .. .   .. ...   .                   .  .. .  ..  . ..  . 

AT2G21770.1|AT2  439 YFSQKMD-YLKHKVDPAFVMERRAMKRDYEEFKVKINALVSVSQK---------------
AT1G02730.1|AT1  480 YFGQKRN-FLKNKVRLDFVRERRRVKREYDEFKVRINSLPEAIRRRSDAYNVHEELRAKK
os_42915|LOC_Os  232 YFAAKAAPYAGPALPEEFFGDRRLVRREYEEFKARLDALFTDIPQRSEA-----------
AT1G55850.1|AT1  189 YLSSKAN-CLDSAA--------EEVAKLYREMAARIETAARLGRIPEEA-----------
AT4G23990.1|AT4  198 YFSSKLR-SRSDEA--------ENIKMMYEDMKSRVEHVVESGKV-ETA-----------
AT2G32530.1|AT2  173 YFLNPPAATESS----EFSKDWEITKREYEKLSRRVEDATGDSHWLDAE-----------
os_25268|LOC_Os  217 YFSSSSSPESGGPADRKFLDDWTFMKDEYDKLVRRIKNTDERSLLRHGG-----------
AT5G22740.1|AT5   84 PIHDDE--ELGS-SNFPVVLVQIPMFNEREVYKLSIGAACGLSWPSDRL-----------
AT2G24630.1|AT2  213 HFRNDD--FEGSGSEYPMVLVQIPMCNEREVYEQSISAVCQLDWPKDRL-----------
consensus        601  .     .          .     .  . . .   .  .       .  ...........

AT2G21770.1|AT2  483 ----------------VPEDGWTMQDGTPWPG--------NNVRDHPGMIQVFLGHSGVC
AT1G02730.1|AT1  539 KQMEMMMGNNPQETVIVPKATW-MSDGSHWPGTWSSGETDNSRGDHAGIIQAMLAPPNAE
os_42915|LOC_Os  281 -----SVGNANTKGA---KATL-MADGTPWPGTWTEPAENHKKGQHAGIVKVMLSHPGEE
AT1G55850.1|AT1  229 -----------------------RV---KYGDGFSQWDADATRRNHGTILQVLV------
AT4G23990.1|AT4  237 -----------------------FITCDQFRGVFDLWTDKFTRHDHPTIIQVLQNSEN--
AT2G32530.1|AT2  218 -------------------------------DD-FEDFSNTKPNDHSTIVKVVWENKG--
os_25268|LOC_Os  266 -------------------------------GEFFAEFLNVERRNHPTIVK---------
AT5G22740.1|AT5  130 ------------------------------------------------VIQVLDDSTDPT
AT2G24630.1|AT2  260 ------------------------------------------------LVQVLDDSDDES
consensus        661 .......................  ...                    .....       



AT2G21770.1|AT2    1 M----------------------------------------NTGGRLIAGSHNRNEFVLI
AT1G02730.1|AT1    1 MVKSAASQSPSPVTITVTPCKGSGDRSLGLTSPIPRASVITNQNSPLSSRATRRTSISSG
os_42915|LOC_Os    1 MA--------------------------------------------LSPAAAGRTG----
AT1G55850.1|AT1    1 MVN---------------------------------------------------------
AT4G23990.1|AT4    1 MYQ---------------------------------------------------------
AT2G32530.1|AT2    1 MA----------------------------------------------------------
os_25268|LOC_Os    1 MA----------------------------------------------------------
AT5G22740.1|AT5    1 M-----------------------------------------------------------
AT2G24630.1|AT2    1 MAPRFDFSDLWAKETRRGTPVVVKM-----------------------------------
consensus          1 *                        ...................................

AT2G21770.1|AT2   21 N-----------------------------------------------------------
AT1G02730.1|AT1   61 NRRSNGDEGRYCSMSVEDLTAETTNSECVLSYTVHIPPTPDHQTVFASQESEEDEMLKGN
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus         61 ............................................................

AT2G21770.1|AT2   22 ------------------------ADDTARIRSAEELSGQTC--KICRDEIELTDNGEPF
AT1G02730.1|AT1  121 SNQKSFLSGTIFTGGFKSVTRGHVIDCSMDRADPEKKSGQICWLKGCDEKV--------V
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        121 ............................................................

AT2G21770.1|AT2   56 IACNECAFPTCRPCYEYERREGNQACPQCGTRYKRIKGSPRVEGDEEDDDIDDLEHEFYG
AT1G02730.1|AT1  173 HGRCECGFRICRDCYFDCITSGGGNCPGCKEPYRDINDDPETEEEDEEDEAKPL------
os_42915|LOC_Os   13 ---------------------------------RNNNNDA--------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        181 ............................................................

AT2G21770.1|AT2  116 MDPEHVTEAALYYMRLNTGRGTDEVSHLYSASPGSEVPLLTYCDEDSDMYSDRHALIVPP
AT1G02730.1|AT1  227 -----------------------------------------------------------P
os_42915|LOC_Os   20 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        241 ............................................................

AT2G21770.1|AT2  176 STGLGNRVHHVPFTDSFASI-------HTRPMVPQKDLTVYGYGSVAW-KDRMEVWKKQQ
AT1G02730.1|AT1  228 QMGESKLDKRLSVVKSFKAQNQAGDFDHTRWLFETK--GTYGYGNAVWPKDGYGIG----
os_42915|LOC_Os   20 -----------------------------------------GLADPLLPAGG---G----
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        301 ............................................................

AT2G21770.1|AT2  228 IEKLQVVKNERVNDGDGDGFIVDELDDPGLPMMDEG-RQP-----LSRKLPIRSSRINPY
AT1G02730.1|AT1  282 ------------SGGGGNGYETPPE------FGERS-KRP-----LTRKVSVSAAIISPY
os_42915|LOC_Os   32 ------------GGGGKDKYWVPADEEEEICRGEDG-GRPPAPPLLYRTFKVSGVLLHPY
AT1G55850.1|AT1    4 ------------------------KDDRIRPVHEAD-GEP-----LFETRRRTGRVI-AY
AT4G23990.1|AT4    4 ------------VSLKQFVFLLKIKSTTMEPHRKHSVGDT-----TLHTCHPCRRTI-PY
AT2G32530.1|AT2    3 ------------DSSSSL-------------------------PPLCEKISY---KNYFL
os_25268|LOC_Os    3 ------------VVAAAAATGSTTRSGGGGGEGTRSGRKKPPPPPLQERVPLGRRAAWAW
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------ENPNYSIVEVEEPDSAFQPMEKSRGKNAKQVTWVLLLKAHKAVGCLTW
consensus        361 ............                                 .             .

AT2G21770.1|AT2  282 RMLIFCRLAILGLFFHYRILHPVNDAF----GLWLTSVICEIWFAVSWILDQFPKWYPIE
AT1G02730.1|AT1  318 RLLIALRLVALGLFLTWRVRHPNREAM----WLWGMSTTCELWFALSWLLDQLPKLCPVN
os_42915|LOC_Os   79 RLLTLVRLIAVVLFLAWRLKHRDSDAM----WLWWISIAGDFWFGVTWLLNQASKLNPVK
AT1G55850.1|AT1   33 RFFSASVFVCICLIWFYRIGEIGDNRTVLDRLIWFVMFIVEIWFGLYWVVTQSSRWNPVW
AT4G23990.1|AT4   46 RIYAVFHTCGIIALMYHHVHSLLTANTT---LITSLLLLSDIVLAFMWATTTSLRYKPVR
AT2G32530.1|AT2   23 RVVDLTILGFLFSLLLYRILLMN-----QNNSVWVVAFLCESFFSFIWLLITSIKWSPAS
os_25268|LOC_Os   51 RLAGLAVLLLLLALLALRLLRHHGGAG-GDGGVWRVALVCEAWFAALCALNVSAKWSPVR
AT5G22740.1|AT5    2 -----------------------------DG-----------------------------
AT2G24630.1|AT2   74 VATVFWSLLGSVKRRLSFTHPLGSERLGRDGWLFSAIKLFLVASLAILAFELVAYYRGWH
consensus        421        ..                       ..    .  .             .    

AT2G21770.1|AT2  338 RETYLDRL----------SLRYEKEG-----KPSELAPVDV-FVSTVDPLKEPPLITANT
AT1G02730.1|AT1  374 RLTDLGVL----------KERFESPNLRNPKGRSDLPGIDV-FVSTADPEKEPPLVTANT
os_42915|LOC_Os  135 RVPDLSLL----------RRRFDD---------GGLPGIDV-FINTVDPVDEPMLYTMNS
AT1G55850.1|AT1   93 RFPFSDRL----------SRRY----------GSDLPRLDV-FVCTADPVIEPPLLVVNT
AT4G23990.1|AT4  103 RTEYPEKY----------AAE-----------PEDFPKLDV-FICTADPYKEPPMMVVNT
AT2G32530.1|AT2   78 YKSYPERL----------DERV-----------HDLPSVDM-FVTTADPVREPPILVANT
os_25268|LOC_Os  110 FVTRPENLVAEGRTPSTTAAEY-----------GELPAVDM-LVTTADPALEPPLVTVNT
AT5G22740.1|AT5    4 --VSPKFVLPETFDGVRMEIT------------GQLGMI---WELVKAPVIVPLLQLAVY
AT2G24630.1|AT2  134 YFKNPNLHIPTS----KLEIQ------------SLLHLFYVGWLSLRADYIAPPIKALSK
consensus        481     .       ....      ...........  .    . ...       *..  .  

AT2G21770.1|AT2  382 VLSILAVDYP--VEKVACYVSDDGAAMLTFEALSYTAEFARKWVP-FCKKFSIEPRAPEW
AT1G02730.1|AT1  423 ILSILAVDYP--VEKLACYLSDDGGALLTFEALAQTASFASTWVP-FCRKHNIEPRNPEA
os_42915|LOC_Os  175 ILSILATDYP--ADRHAAYLSDDGASLAHYEGLIETARFAALWVP-FCRKHRVEPRAPES
AT1G55850.1|AT1  132 VLSVTALDYP--PEKLAVYLSDDGGSELTFYALTEAAEFAKTWVP-FCKKFNVEPTSPAA
AT4G23990.1|AT4  141 ALSVMAYEYP--SDKISVYVSDDGGSSLTLFALMEAAKFSKHWLP-FCKKNNVQDRSPEV
AT2G32530.1|AT2  116 LLSLLAVNYP--ANKLACYVSDDGCSPLTYFSLKEASKFAKIWVP-FCKKYNIKVRAPFR
os_25268|LOC_Os  158 VLSLLALDYPRAGERLACYVSDDGCSPLTCHALREAAGFAAAWVP-FCRRYGVAVRAPFR
AT5G22740.1|AT5   47 ICLLMSVMLL--CERVYMGI-------------------VIVLVKLFWKK--PDKRYKFE
AT2G24630.1|AT2  178 FCIVLFLVQS--VDRLILCL-------------------GCLWIK--FKK--IKPRIDEE
consensus        541    .. .   .. ...   .                   .  .. .  ..  . ..  . 

AT2G21770.1|AT2  439 YFSQKMD-YLKHKVDPAFVMERRAMKRDYEEFKVKINALVSVSQK---------------
AT1G02730.1|AT1  480 YFGQKRN-FLKNKVRLDFVRERRRVKREYDEFKVRINSLPEAIRRRSDAYNVHEELRAKK
os_42915|LOC_Os  232 YFAAKAAPYAGPALPEEFFGDRRLVRREYEEFKARLDALFTDIPQRSEA-----------
AT1G55850.1|AT1  189 YLSSKAN-CLDSAA--------EEVAKLYREMAARIETAARLGRIPEEA-----------
AT4G23990.1|AT4  198 YFSSKLR-SRSDEA--------ENIKMMYEDMKSRVEHVVESGKV-ETA-----------
AT2G32530.1|AT2  173 YFLNPPAATESS----EFSKDWEITKREYEKLSRRVEDATGDSHWLDAE-----------
os_25268|LOC_Os  217 YFSSSSSPESGGPADRKFLDDWTFMKDEYDKLVRRIKNTDERSLLRHGG-----------
AT5G22740.1|AT5   84 PIHDDE--ELGS-SNFPVVLVQIPMFNEREVYKLSIGAACGLSWPSDRL-----------
AT2G24630.1|AT2  213 HFRNDD--FEGSGSEYPMVLVQIPMCNEREVYEQSISAVCQLDWPKDRL-----------
consensus        601  .     .          .     .  . . .   .  .       .  ...........

AT2G21770.1|AT2  483 ----------------VPEDGWTMQDGTPWPG--------NNVRDHPGMIQVFLGHSGVC
AT1G02730.1|AT1  539 KQMEMMMGNNPQETVIVPKATW-MSDGSHWPGTWSSGETDNSRGDHAGIIQAMLAPPNAE
os_42915|LOC_Os  281 -----SVGNANTKGA---KATL-MADGTPWPGTWTEPAENHKKGQHAGIVKVMLSHPGEE
AT1G55850.1|AT1  229 -----------------------RV---KYGDGFSQWDADATRRNHGTILQVLV------
AT4G23990.1|AT4  237 -----------------------FITCDQFRGVFDLWTDKFTRHDHPTIIQVLQNSEN--
AT2G32530.1|AT2  218 -------------------------------DD-FEDFSNTKPNDHSTIVKVVWENKG--
os_25268|LOC_Os  266 -------------------------------GEFFAEFLNVERRNHPTIVK---------
AT5G22740.1|AT5  130 ------------------------------------------------VIQVLDDSTDPT
AT2G24630.1|AT2  260 ------------------------------------------------LVQVLDDSDDES
consensus        661 .......................  ...                    .....       

AT2G21770.1|AT2  519 DMDGNE---------------LPRLVYVSREKRPGFDHHKKAGAMNSLIRVSAVLSNAPY
AT1G02730.1|AT1  598 PVYGAEADAENLIDTTDVDIRLPMLVYVSREKRPGYDHNKKAGAMNALVRTSAIMSNGPF
os_42915|LOC_Os  332 PQLGMPASSGHPLDFSAVDVRLPILVYIAREKRPGYDHQKKAGAMNAQLRVSALLSNAPF
AT1G55850.1|AT1  257 --DGREGNT----------IAIPTLVYLSREKRPQHHHNFKAGAMNALLRVSSKITCGKI
AT4G23990.1|AT4  272 --DMDDTKK----------YIMPNLIYVSREKSKVSSHHFKAGALNTLLRVSGVMTNSPI
AT2G32530.1|AT2  244 --------------GVGVENEVPHFVYISREKRPNYLHHYKAGAMNFLVRVSGLMTNAPY
os_25268|LOC_Os  286 ------------------------------------------------TRVSAVMTNAPI
AT5G22740.1|AT5  142 VKQMVEVEC------QRWASKGINIRYQIRENRVGY----KAGALKEGLKRSYV-KHCEY
AT2G24630.1|AT2  272 IQELIRDEV------TKWSQKGVNIIYRHRLVRTGY----KAGNLKSAMSCDYV-EAYEF
consensus        721          ......         ...  .  . ..    ... .   .    .     .

AT2G21770.1|AT2  564 LLNVDCDHYINNSKAIREAMCFMMDPQ-SGKKICYVQFPQRFDGIDRH--DRYSNRNVVF
AT1G02730.1|AT1  658 ILNLDCDHYIYNSMALREGMCFMLD-R-GGDRICYVQFPQRFEGIDPN--DRYANHNTVF
os_42915|LOC_Os  392 IFNFDGDHYINNSQAFRAALCFMLDCR-HGDDTAFVQFPQRFDDVDPT--DRYCNHNRVF
AT1G55850.1|AT1  305 ILNLDCDMYANNSKSTRDALCILLDEK-EGKEIAFVQFPQCFDNVTRN--DLYGSMMRVG
AT4G23990.1|AT4  320 ILTLDCDMYSNDPATPVRALCYLTDPK-IKTGLGFVQFPQTFQGISKN--DIYACAYKRL
AT2G32530.1|AT2  290 MLNVDCDMYANEADVVRQAMCIFLQKSMNSNHCAFVQFPQEFYDSNAD--EL--TVLQSY
os_25268|LOC_Os  298 MLNMDCDMFVNNPQAVLHAMCLLLGFD-DEASSGFVQAPQRFYDALKD--DPFGNQMECF
AT5G22740.1|AT5  191 VVIFDAD-FQPEPDFLRRSIPFLM----HNPNIALVQARWRFVNSDECLLTRMQEMSLDY
AT2G24630.1|AT2  321 VAIFDAD-FQPNSDFLKLTVPHFK----EKPELGLVQARWAFVNKDENLLTRLQNINLCF
consensus        781 .   * * .  ..  ..  .       .    .. **    *   .     .  .    .

AT2G21770.1|AT2  621 FDINMKGLDGIQGPI--YVGTGCVFRRQALYGFDAPKKKQPPGRTCNCWPKWCCLCCGMR
AT1G02730.1|AT1  714 FDVSMRALDGLQGPM--YVGTGCIFRRTALYGFSPPRATEHHG-----W-------LGRR
os_42915|LOC_Os  449 FDATLLGLNGVQGPS--YVGTGCMFRRVALYGADPPR-----------W-----------
AT1G55850.1|AT1  362 IDVEFLGLDGNGGPL--YIGTGCFHRRDVICGRKY-------------------------
AT4G23990.1|AT4  377 FEINMIGFDGLMGPN--HVGTGCFFNRRGFYGAPS-------------------------
AT2G32530.1|AT2  346 LGR---GIAGIQGPT--YAGSGCFHTRRVMYGL---------------------------
os_25268|LOC_Os  355 FKRFISGVQGVQGAF--YAGTGCFHRRKAVYGVPP-------------------------
AT5G22740.1|AT5  246 HFTVEQEVGSSTHAFFGFNGTAGIWRIAAI------------------------------
AT2G24630.1|AT2  376 HFEVEQQVNGVFLNFFGFNGTAGVWRIKAL------------------------------
consensus        841        . ..      . *.. ...  ..     .........................

AT2G21770.1|AT2  679 KKKTGKVKDNQRKKPKETSKQIHALEHIEEGLQVTNAENNSETAQLKLEKKFGQSPVLVA
AT1G02730.1|AT1  760 KVKI------SLRRPKAMMKKDDEVSLPINGEYNEEENDDGDIESLLLPKRFGNSNSFVA
os_42915|LOC_Os  485 -------------RP-----------------------EDDDAKALGCPGRYGNSMPFIN
AT1G55850.1|AT1  395 ----------G---------------------------EEEEEEE---------------
AT4G23990.1|AT4  410 ----------NLILP-----------------------EIDELKP---------------
AT2G32530.1|AT2  374 -----------------------SIDDLEDDGSLSSLATRKYLAEENLAREFGNSNEMVT
os_25268|LOC_Os  388 -----------------------NFNGAEREDTIGSSSYKE------LHTRFGNSEELNE
AT5G22740.1|AT5  276 ------------------------------------------------------------
AT2G24630.1|AT2  406 ------------------------------------------------------------
consensus        901 ......................................       ..             

AT2G21770.1|AT2  739 STLL----------LNG-----------GVPSNVNPASLLRESIQVISCGYEEKTEWGKE
AT1G02730.1|AT1  814 SIPVAEYQGRLIQDLQGKGKNSRPAGSLAVPREPLDAATVAEAISVISCFYEDKTEWGKR
os_42915|LOC_Os  509 TIPAAASQERSIA--------SPAAASLD------ETAAMAEVEEVMTCAYEDGTEWGDG
AT1G55850.1|AT1  403 --------------------------SERIHENLEPEMIKAL----ASCTYEENTQWGKE
AT4G23990.1|AT4  422 --------------------------NRIVDKPINAQDVLALAHRVAGCIYELNTNWGSK
AT2G32530.1|AT2  411 SVVEAL--------------------QRKPNPQNTLANSLEAAQEVGHCHFEYQTSWGKT
os_25268|LOC_Os  419 SARNIIW-------------------DLSSKPMVDISSRIEVAKAVSACNYDIGTCWGQE
AT5G22740.1|AT5  276 ---------------------------------------------------------NEA
AT2G24630.1|AT2  406 ---------------------------------------------------------EES
consensus        961     ......................                                  

AT2G21770.1|AT2  778 IGWIYGSVTEDILTGFKMHCHGWRSVYCMPKRAAFKGSAPINLSDRLHQVLRWALGSVEI
AT1G02730.1|AT1  874 VGWIYGSVTEDVVTGYRMHNRGWRSIYCVTKRDAFRGTAPINLTDRLHQVLRWATGSVEI
os_42915|LOC_Os  555 VGWVYDIATEDVVTGFRLHRKGWRSMYCAMEPDAFRGTAPINLTERLYQILRWSGGSLEM
AT1G55850.1|AT1  433 MGVKYGCPVEDVITGLTIQCRGWKSAYLNPEKQAFLGVAPTNLHQMLVQQRRWSEGDFQI
AT4G23990.1|AT4  456 IGFRYGSLVEDYYTGYRLHCEGWRSVFCRPKRAAFCGDSPKSLIDVVSQQKRWAIGLLEV
AT2G32530.1|AT2  451 IGWLYESTAEDANTSIGIHSRGWTSSYISPKPPAFLGAMPPGGPEAMLQQRRWATGLLEV
os_25268|LOC_Os  460 VGWVYGSLTEDILTGQRIHAMGWRSVLMVTEPPAFMGSAPIGGPACLTQFKRWATGQSEI
AT5G22740.1|AT5  279 GGWKDRTTVEDMDLAVRASLRGWKFLYLGDLQ--VKSELPSTFRAFRFQQHRWSCGPANL
AT2G24630.1|AT2  409 GGWLERTTVEDMDIAVRAHLHGWKFIYLNDVK--VLCEVPESYEAYKKQQHRWHSGPMQL
consensus       1021  *..  .  **.  . . .  **. ...   .       *        *. **  * . .



AT2G21770.1|AT2    1 M----------------------------------------NTGGRLIAGSHNRNEFVLI
AT1G02730.1|AT1    1 MVKSAASQSPSPVTITVTPCKGSGDRSLGLTSPIPRASVITNQNSPLSSRATRRTSISSG
os_42915|LOC_Os    1 MA--------------------------------------------LSPAAAGRTG----
AT1G55850.1|AT1    1 MVN---------------------------------------------------------
AT4G23990.1|AT4    1 MYQ---------------------------------------------------------
AT2G32530.1|AT2    1 MA----------------------------------------------------------
os_25268|LOC_Os    1 MA----------------------------------------------------------
AT5G22740.1|AT5    1 M-----------------------------------------------------------
AT2G24630.1|AT2    1 MAPRFDFSDLWAKETRRGTPVVVKM-----------------------------------
consensus          1 *                        ...................................

AT2G21770.1|AT2   21 N-----------------------------------------------------------
AT1G02730.1|AT1   61 NRRSNGDEGRYCSMSVEDLTAETTNSECVLSYTVHIPPTPDHQTVFASQESEEDEMLKGN
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus         61 ............................................................

AT2G21770.1|AT2   22 ------------------------ADDTARIRSAEELSGQTC--KICRDEIELTDNGEPF
AT1G02730.1|AT1  121 SNQKSFLSGTIFTGGFKSVTRGHVIDCSMDRADPEKKSGQICWLKGCDEKV--------V
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        121 ............................................................

AT2G21770.1|AT2   56 IACNECAFPTCRPCYEYERREGNQACPQCGTRYKRIKGSPRVEGDEEDDDIDDLEHEFYG
AT1G02730.1|AT1  173 HGRCECGFRICRDCYFDCITSGGGNCPGCKEPYRDINDDPETEEEDEEDEAKPL------
os_42915|LOC_Os   13 ---------------------------------RNNNNDA--------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        181 ............................................................

AT2G21770.1|AT2  116 MDPEHVTEAALYYMRLNTGRGTDEVSHLYSASPGSEVPLLTYCDEDSDMYSDRHALIVPP
AT1G02730.1|AT1  227 -----------------------------------------------------------P
os_42915|LOC_Os   20 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        241 ............................................................

AT2G21770.1|AT2  176 STGLGNRVHHVPFTDSFASI-------HTRPMVPQKDLTVYGYGSVAW-KDRMEVWKKQQ
AT1G02730.1|AT1  228 QMGESKLDKRLSVVKSFKAQNQAGDFDHTRWLFETK--GTYGYGNAVWPKDGYGIG----
os_42915|LOC_Os   20 -----------------------------------------GLADPLLPAGG---G----
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        301 ............................................................

AT2G21770.1|AT2  228 IEKLQVVKNERVNDGDGDGFIVDELDDPGLPMMDEG-RQP-----LSRKLPIRSSRINPY
AT1G02730.1|AT1  282 ------------SGGGGNGYETPPE------FGERS-KRP-----LTRKVSVSAAIISPY
os_42915|LOC_Os   32 ------------GGGGKDKYWVPADEEEEICRGEDG-GRPPAPPLLYRTFKVSGVLLHPY
AT1G55850.1|AT1    4 ------------------------KDDRIRPVHEAD-GEP-----LFETRRRTGRVI-AY
AT4G23990.1|AT4    4 ------------VSLKQFVFLLKIKSTTMEPHRKHSVGDT-----TLHTCHPCRRTI-PY
AT2G32530.1|AT2    3 ------------DSSSSL-------------------------PPLCEKISY---KNYFL
os_25268|LOC_Os    3 ------------VVAAAAATGSTTRSGGGGGEGTRSGRKKPPPPPLQERVPLGRRAAWAW
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------ENPNYSIVEVEEPDSAFQPMEKSRGKNAKQVTWVLLLKAHKAVGCLTW
consensus        361 ............                                 .             .

AT2G21770.1|AT2  282 RMLIFCRLAILGLFFHYRILHPVNDAF----GLWLTSVICEIWFAVSWILDQFPKWYPIE
AT1G02730.1|AT1  318 RLLIALRLVALGLFLTWRVRHPNREAM----WLWGMSTTCELWFALSWLLDQLPKLCPVN
os_42915|LOC_Os   79 RLLTLVRLIAVVLFLAWRLKHRDSDAM----WLWWISIAGDFWFGVTWLLNQASKLNPVK
AT1G55850.1|AT1   33 RFFSASVFVCICLIWFYRIGEIGDNRTVLDRLIWFVMFIVEIWFGLYWVVTQSSRWNPVW
AT4G23990.1|AT4   46 RIYAVFHTCGIIALMYHHVHSLLTANTT---LITSLLLLSDIVLAFMWATTTSLRYKPVR
AT2G32530.1|AT2   23 RVVDLTILGFLFSLLLYRILLMN-----QNNSVWVVAFLCESFFSFIWLLITSIKWSPAS
os_25268|LOC_Os   51 RLAGLAVLLLLLALLALRLLRHHGGAG-GDGGVWRVALVCEAWFAALCALNVSAKWSPVR
AT5G22740.1|AT5    2 -----------------------------DG-----------------------------
AT2G24630.1|AT2   74 VATVFWSLLGSVKRRLSFTHPLGSERLGRDGWLFSAIKLFLVASLAILAFELVAYYRGWH
consensus        421        ..                       ..    .  .             .    

AT2G21770.1|AT2  338 RETYLDRL----------SLRYEKEG-----KPSELAPVDV-FVSTVDPLKEPPLITANT
AT1G02730.1|AT1  374 RLTDLGVL----------KERFESPNLRNPKGRSDLPGIDV-FVSTADPEKEPPLVTANT
os_42915|LOC_Os  135 RVPDLSLL----------RRRFDD---------GGLPGIDV-FINTVDPVDEPMLYTMNS
AT1G55850.1|AT1   93 RFPFSDRL----------SRRY----------GSDLPRLDV-FVCTADPVIEPPLLVVNT
AT4G23990.1|AT4  103 RTEYPEKY----------AAE-----------PEDFPKLDV-FICTADPYKEPPMMVVNT
AT2G32530.1|AT2   78 YKSYPERL----------DERV-----------HDLPSVDM-FVTTADPVREPPILVANT
os_25268|LOC_Os  110 FVTRPENLVAEGRTPSTTAAEY-----------GELPAVDM-LVTTADPALEPPLVTVNT
AT5G22740.1|AT5    4 --VSPKFVLPETFDGVRMEIT------------GQLGMI---WELVKAPVIVPLLQLAVY
AT2G24630.1|AT2  134 YFKNPNLHIPTS----KLEIQ------------SLLHLFYVGWLSLRADYIAPPIKALSK
consensus        481     .       ....      ...........  .    . ...       *..  .  

AT2G21770.1|AT2  382 VLSILAVDYP--VEKVACYVSDDGAAMLTFEALSYTAEFARKWVP-FCKKFSIEPRAPEW
AT1G02730.1|AT1  423 ILSILAVDYP--VEKLACYLSDDGGALLTFEALAQTASFASTWVP-FCRKHNIEPRNPEA
os_42915|LOC_Os  175 ILSILATDYP--ADRHAAYLSDDGASLAHYEGLIETARFAALWVP-FCRKHRVEPRAPES
AT1G55850.1|AT1  132 VLSVTALDYP--PEKLAVYLSDDGGSELTFYALTEAAEFAKTWVP-FCKKFNVEPTSPAA
AT4G23990.1|AT4  141 ALSVMAYEYP--SDKISVYVSDDGGSSLTLFALMEAAKFSKHWLP-FCKKNNVQDRSPEV
AT2G32530.1|AT2  116 LLSLLAVNYP--ANKLACYVSDDGCSPLTYFSLKEASKFAKIWVP-FCKKYNIKVRAPFR
os_25268|LOC_Os  158 VLSLLALDYPRAGERLACYVSDDGCSPLTCHALREAAGFAAAWVP-FCRRYGVAVRAPFR
AT5G22740.1|AT5   47 ICLLMSVMLL--CERVYMGI-------------------VIVLVKLFWKK--PDKRYKFE
AT2G24630.1|AT2  178 FCIVLFLVQS--VDRLILCL-------------------GCLWIK--FKK--IKPRIDEE
consensus        541    .. .   .. ...   .                   .  .. .  ..  . ..  . 

AT2G21770.1|AT2  439 YFSQKMD-YLKHKVDPAFVMERRAMKRDYEEFKVKINALVSVSQK---------------
AT1G02730.1|AT1  480 YFGQKRN-FLKNKVRLDFVRERRRVKREYDEFKVRINSLPEAIRRRSDAYNVHEELRAKK
os_42915|LOC_Os  232 YFAAKAAPYAGPALPEEFFGDRRLVRREYEEFKARLDALFTDIPQRSEA-----------
AT1G55850.1|AT1  189 YLSSKAN-CLDSAA--------EEVAKLYREMAARIETAARLGRIPEEA-----------
AT4G23990.1|AT4  198 YFSSKLR-SRSDEA--------ENIKMMYEDMKSRVEHVVESGKV-ETA-----------
AT2G32530.1|AT2  173 YFLNPPAATESS----EFSKDWEITKREYEKLSRRVEDATGDSHWLDAE-----------
os_25268|LOC_Os  217 YFSSSSSPESGGPADRKFLDDWTFMKDEYDKLVRRIKNTDERSLLRHGG-----------
AT5G22740.1|AT5   84 PIHDDE--ELGS-SNFPVVLVQIPMFNEREVYKLSIGAACGLSWPSDRL-----------
AT2G24630.1|AT2  213 HFRNDD--FEGSGSEYPMVLVQIPMCNEREVYEQSISAVCQLDWPKDRL-----------
consensus        601  .     .          .     .  . . .   .  .       .  ...........

AT2G21770.1|AT2  483 ----------------VPEDGWTMQDGTPWPG--------NNVRDHPGMIQVFLGHSGVC
AT1G02730.1|AT1  539 KQMEMMMGNNPQETVIVPKATW-MSDGSHWPGTWSSGETDNSRGDHAGIIQAMLAPPNAE
os_42915|LOC_Os  281 -----SVGNANTKGA---KATL-MADGTPWPGTWTEPAENHKKGQHAGIVKVMLSHPGEE
AT1G55850.1|AT1  229 -----------------------RV---KYGDGFSQWDADATRRNHGTILQVLV------
AT4G23990.1|AT4  237 -----------------------FITCDQFRGVFDLWTDKFTRHDHPTIIQVLQNSEN--
AT2G32530.1|AT2  218 -------------------------------DD-FEDFSNTKPNDHSTIVKVVWENKG--
os_25268|LOC_Os  266 -------------------------------GEFFAEFLNVERRNHPTIVK---------
AT5G22740.1|AT5  130 ------------------------------------------------VIQVLDDSTDPT
AT2G24630.1|AT2  260 ------------------------------------------------LVQVLDDSDDES
consensus        661 .......................  ...                    .....       

AT2G21770.1|AT2  519 DMDGNE---------------LPRLVYVSREKRPGFDHHKKAGAMNSLIRVSAVLSNAPY
AT1G02730.1|AT1  598 PVYGAEADAENLIDTTDVDIRLPMLVYVSREKRPGYDHNKKAGAMNALVRTSAIMSNGPF
os_42915|LOC_Os  332 PQLGMPASSGHPLDFSAVDVRLPILVYIAREKRPGYDHQKKAGAMNAQLRVSALLSNAPF
AT1G55850.1|AT1  257 --DGREGNT----------IAIPTLVYLSREKRPQHHHNFKAGAMNALLRVSSKITCGKI
AT4G23990.1|AT4  272 --DMDDTKK----------YIMPNLIYVSREKSKVSSHHFKAGALNTLLRVSGVMTNSPI
AT2G32530.1|AT2  244 --------------GVGVENEVPHFVYISREKRPNYLHHYKAGAMNFLVRVSGLMTNAPY
os_25268|LOC_Os  286 ------------------------------------------------TRVSAVMTNAPI
AT5G22740.1|AT5  142 VKQMVEVEC------QRWASKGINIRYQIRENRVGY----KAGALKEGLKRSYV-KHCEY
AT2G24630.1|AT2  272 IQELIRDEV------TKWSQKGVNIIYRHRLVRTGY----KAGNLKSAMSCDYV-EAYEF
consensus        721          ......         ...  .  . ..    ... .   .    .     .

AT2G21770.1|AT2  564 LLNVDCDHYINNSKAIREAMCFMMDPQ-SGKKICYVQFPQRFDGIDRH--DRYSNRNVVF
AT1G02730.1|AT1  658 ILNLDCDHYIYNSMALREGMCFMLD-R-GGDRICYVQFPQRFEGIDPN--DRYANHNTVF
os_42915|LOC_Os  392 IFNFDGDHYINNSQAFRAALCFMLDCR-HGDDTAFVQFPQRFDDVDPT--DRYCNHNRVF
AT1G55850.1|AT1  305 ILNLDCDMYANNSKSTRDALCILLDEK-EGKEIAFVQFPQCFDNVTRN--DLYGSMMRVG
AT4G23990.1|AT4  320 ILTLDCDMYSNDPATPVRALCYLTDPK-IKTGLGFVQFPQTFQGISKN--DIYACAYKRL
AT2G32530.1|AT2  290 MLNVDCDMYANEADVVRQAMCIFLQKSMNSNHCAFVQFPQEFYDSNAD--EL--TVLQSY
os_25268|LOC_Os  298 MLNMDCDMFVNNPQAVLHAMCLLLGFD-DEASSGFVQAPQRFYDALKD--DPFGNQMECF
AT5G22740.1|AT5  191 VVIFDAD-FQPEPDFLRRSIPFLM----HNPNIALVQARWRFVNSDECLLTRMQEMSLDY
AT2G24630.1|AT2  321 VAIFDAD-FQPNSDFLKLTVPHFK----EKPELGLVQARWAFVNKDENLLTRLQNINLCF
consensus        781 .   * * .  ..  ..  .       .    .. **    *   .     .  .    .

AT2G21770.1|AT2  621 FDINMKGLDGIQGPI--YVGTGCVFRRQALYGFDAPKKKQPPGRTCNCWPKWCCLCCGMR
AT1G02730.1|AT1  714 FDVSMRALDGLQGPM--YVGTGCIFRRTALYGFSPPRATEHHG-----W-------LGRR
os_42915|LOC_Os  449 FDATLLGLNGVQGPS--YVGTGCMFRRVALYGADPPR-----------W-----------
AT1G55850.1|AT1  362 IDVEFLGLDGNGGPL--YIGTGCFHRRDVICGRKY-------------------------
AT4G23990.1|AT4  377 FEINMIGFDGLMGPN--HVGTGCFFNRRGFYGAPS-------------------------
AT2G32530.1|AT2  346 LGR---GIAGIQGPT--YAGSGCFHTRRVMYGL---------------------------
os_25268|LOC_Os  355 FKRFISGVQGVQGAF--YAGTGCFHRRKAVYGVPP-------------------------
AT5G22740.1|AT5  246 HFTVEQEVGSSTHAFFGFNGTAGIWRIAAI------------------------------
AT2G24630.1|AT2  376 HFEVEQQVNGVFLNFFGFNGTAGVWRIKAL------------------------------
consensus        841        . ..      . *.. ...  ..     .........................

AT2G21770.1|AT2  679 KKKTGKVKDNQRKKPKETSKQIHALEHIEEGLQVTNAENNSETAQLKLEKKFGQSPVLVA
AT1G02730.1|AT1  760 KVKI------SLRRPKAMMKKDDEVSLPINGEYNEEENDDGDIESLLLPKRFGNSNSFVA
os_42915|LOC_Os  485 -------------RP-----------------------EDDDAKALGCPGRYGNSMPFIN
AT1G55850.1|AT1  395 ----------G---------------------------EEEEEEE---------------
AT4G23990.1|AT4  410 ----------NLILP-----------------------EIDELKP---------------
AT2G32530.1|AT2  374 -----------------------SIDDLEDDGSLSSLATRKYLAEENLAREFGNSNEMVT
os_25268|LOC_Os  388 -----------------------NFNGAEREDTIGSSSYKE------LHTRFGNSEELNE
AT5G22740.1|AT5  276 ------------------------------------------------------------
AT2G24630.1|AT2  406 ------------------------------------------------------------
consensus        901 ......................................       ..             

AT2G21770.1|AT2  739 STLL----------LNG-----------GVPSNVNPASLLRESIQVISCGYEEKTEWGKE
AT1G02730.1|AT1  814 SIPVAEYQGRLIQDLQGKGKNSRPAGSLAVPREPLDAATVAEAISVISCFYEDKTEWGKR
os_42915|LOC_Os  509 TIPAAASQERSIA--------SPAAASLD------ETAAMAEVEEVMTCAYEDGTEWGDG
AT1G55850.1|AT1  403 --------------------------SERIHENLEPEMIKAL----ASCTYEENTQWGKE
AT4G23990.1|AT4  422 --------------------------NRIVDKPINAQDVLALAHRVAGCIYELNTNWGSK
AT2G32530.1|AT2  411 SVVEAL--------------------QRKPNPQNTLANSLEAAQEVGHCHFEYQTSWGKT
os_25268|LOC_Os  419 SARNIIW-------------------DLSSKPMVDISSRIEVAKAVSACNYDIGTCWGQE
AT5G22740.1|AT5  276 ---------------------------------------------------------NEA
AT2G24630.1|AT2  406 ---------------------------------------------------------EES
consensus        961     ......................                                  

AT2G21770.1|AT2  778 IGWIYGSVTEDILTGFKMHCHGWRSVYCMPKRAAFKGSAPINLSDRLHQVLRWALGSVEI
AT1G02730.1|AT1  874 VGWIYGSVTEDVVTGYRMHNRGWRSIYCVTKRDAFRGTAPINLTDRLHQVLRWATGSVEI
os_42915|LOC_Os  555 VGWVYDIATEDVVTGFRLHRKGWRSMYCAMEPDAFRGTAPINLTERLYQILRWSGGSLEM
AT1G55850.1|AT1  433 MGVKYGCPVEDVITGLTIQCRGWKSAYLNPEKQAFLGVAPTNLHQMLVQQRRWSEGDFQI
AT4G23990.1|AT4  456 IGFRYGSLVEDYYTGYRLHCEGWRSVFCRPKRAAFCGDSPKSLIDVVSQQKRWAIGLLEV
AT2G32530.1|AT2  451 IGWLYESTAEDANTSIGIHSRGWTSSYISPKPPAFLGAMPPGGPEAMLQQRRWATGLLEV
os_25268|LOC_Os  460 VGWVYGSLTEDILTGQRIHAMGWRSVLMVTEPPAFMGSAPIGGPACLTQFKRWATGQSEI
AT5G22740.1|AT5  279 GGWKDRTTVEDMDLAVRASLRGWKFLYLGDLQ--VKSELPSTFRAFRFQQHRWSCGPANL
AT2G24630.1|AT2  409 GGWLERTTVEDMDIAVRAHLHGWKFIYLNDVK--VLCEVPESYEAYKKQQHRWHSGPMQL
consensus       1021  *..  .  **.  . . .  **. ...   .       *        *. **  * . .

AT2G21770.1|AT2  838 F--------LSRHCPIWYGYGGGLKWLERFSYINSVVYPWTSLPLLVYCSLPAICL-LTG
AT1G02730.1|AT1  934 F--------FSRNNAIF--ATRRMKFLQRVAYFNVGMYPFTSLFLIVYCILPAISL-FSG
os_42915|LOC_Os  615 F--------FSRNCPLL--AGCRLRPMQRVAYANMTAYPVSALFMVVYDLLPVIWLSHHG
AT1G55850.1|AT1  493 M--------LSKYSPVWY-GKGKISLGLILGYCCYCLWAPSSLPVLIYSVLTSLCL-FKG
AT4G23990.1|AT4  516 A--------ISRYSPITY-GVKSMGLVTGVGYCQYACWAFWSLPLIVYGFLPQLAL-LYQ
AT2G32530.1|AT2  511 L--------FNKQSPLIGMFCRKIRFRQSLAYLYIFTWGLRSIPELIYCLLPAYCL-LHN
os_25268|LOC_Os  520 I--------ISRNNPILATMFKRLKFRQCLAYLIVLGWPLRAPFELCYGLLGPYCI-LTN
AT5G22740.1|AT5  337 FRKMVMEIVRNKKVRFW----KKVYVIYSFFFVRKIIAHWVTF--CFYCVVLPLTI-LVP
AT2G24630.1|AT2  467 FR-LCLRSILTSKIAMW----KKANLILLFFLLRKLILPFYSF--TLFCVILPITM-FVP
consensus       1081 . .      ..    .. .  ..   .     .   . .. .    .....  . ..   

AT2G21770.1|AT2  889 KFIVPEI-SNYAGILFLLMFMSIAVTGILEMQWGKIGIDDWWRNEQFWVIGGVSSHLFAL
AT1G02730.1|AT1  983 QFIVQSLDITFLIYLLSITLT-LCMLSLLEIKWSGITLHEWWRNEQFWVIGGTSAHPAAV
os_42915|LOC_Os  665 EFHIQKPFSTYVAYLVAVIAM-IEVIGLVEIKWAGLTLLDWWRNEQFYMIGATGVYLAAV
AT1G55850.1|AT1  543 IPLFPKV-SSSWFIPFGYVTVAATAYSLAEFLWCGGTFRGWWNEQRMWLYRRTSSFLFGF
AT4G23990.1|AT4  566 SSVFPKS-SDPWFWLYIVLFLGAYGQDLLDFVLEGGTYGGWWNDQRMWSIRGFSSHLFGF
AT2G32530.1|AT2  562 AALFPKG-VYLGIVVTLVGM--HCLYSLWEFMSLGFSVQSWFASQSFWRIKTTCSWLFSI
os_25268|LOC_Os  571 QSFLPKA-SEDGFSVPLALFISYNTYNFMEYMACGLSARAWWNNHRMQRIISVSAWTLAF
AT5G22740.1|AT5  390 EVKVPIW-GSVYIPSIITILNSVGTPRSIHLLF------YWILFENVMSLHRTKATLIGL
AT2G24630.1|AT2  519 EAELPIW-VICYVPIFMSLLNILPAPKSFPFIV------PYLLFENTMSVTKFNAMVSGL
consensus       1141    ..  .      . . .   .       ..        .   ..   .      . ..

AT2G21770.1|AT2  948 FQGLLKVLAGVS-TNFTVT---------SKAAD----D-----GEFSELY---IFKW---
AT1G02730.1|AT1 1042 LQGLLKVIAGVD-ISFTLT---------SKSSAPEDGD-----DEFADLY---VVKW---
os_42915|LOC_Os  724 LHIVLKRLLGLKGVRFKLT---------AKQLA-GGAR-----ERFAELY---DVHW---
AT1G55850.1|AT1  602 MDTIKKLLGVSE-SAFVIT---------AKVA-----E-----EEAAERYKEEVMEFGVE
AT4G23990.1|AT4  625 IEFTLKTLNLST-HGFNVT---------SKAND----D-----EEQSKRYEKEIFEFGPS
AT2G32530.1|AT2  619 PDIILKLLGISK-TVFIVTKKTMPKTMSGSGSEKSQ-R-----EVDCPNQDSGKFEF-DG
os_25268|LOC_Os  630 LTVLLKSLGLSE-TVFEVT---------GKDKSMSD-D-----DDNTDGADPGRFTF-DS
AT5G22740.1|AT5  443 FE------AGRA-NEWVVT---------AKLGSGQSAK----------------------
AT2G24630.1|AT2  572 FQ------LGSS-YEWIVT---------KKAGRSSESDLLALTDKESEKMPNQILRGVSD
consensus       1201          .. .  . .*......... .       .     .   .     .      

AT2G21770.1|AT2  983 TSLL----------IPPTTLLIINIVGVIVGVSDAINNGY--DSWGPLFGRLFFALWVIV
AT1G02730.1|AT1 1081 SFLM----------VPPLTIMMVNMIAIAVGLARTLYSPF--PQWSKLVGGVFFSFWVLC
os_42915|LOC_Os  763 SPLL----------APTVVVMAVNVTAIGAAAGKAVVGGWTPAQVAGASAGLVFNVWVLV
AT1G55850.1|AT1  642 SPMF----------LVLGTLGMLNLFCFAAAVARLVS-GD------GGDLKTMGMQFVIT
AT4G23990.1|AT4  666 SSMF----------LPLTTVAIVNLLAFVWGLYGLFAWGE------GLVLELMLASFAVV
AT2G32530.1|AT2  671 SLYF----------LPGTFILLVNLAA--LAGCSVGLQRHRG--GGSGLAEACGCILVVI
os_25268|LOC_Os  673 LPVF----------IPVTALAMLNIVAVTVGACRVAFGTAEGVPCAPGIGEFMCCGWLVL
AT5G22740.1|AT5  465 ------GNTKGIKRFPRIFKLPDRLNTLELGFAAFLFVCGCYDFVHGKNNYFIYLFLQTM
AT2G24630.1|AT2  616 SELLEISQVEEQKKQPVSVKKTNKIFHKELALAFLLLTAAVRSLLASQGVHFYFLLFQGL
consensus       1261 . .            . .      .    .... ..  .      .       .  .  .

AT2G21770.1|AT2 1031 HLY-----PFLKGLLGKQD--RVPTIILVW---------SILLASILTLL-------WV-
AT1G02730.1|AT1 1129 HLY-----PFAKGLMGRRG--RVPTIVFVW---------SGLLSIIVSLL-------WV-
os_42915|LOC_Os  813 LLY-----PFALGIMGRWS--KRPCALFALLVAACAAVAAGFVAVHAVLAAGSAAPSWLG
AT1G55850.1|AT1  685 GVLVVINWPLYKGMLLRQDKGKMPMSVTVK---------SVVLALS-ACT----------
AT4G23990.1|AT4  710 NCL-----PIYEAMVLRIDDGKLPKRVCFV---------AGILTFVLIVS----------
AT2G32530.1|AT2  717 LFL-----PFLKGM-FEKGKYGIPWSTLSK---------AAFLAVLFVVFSVGN------
os_25268|LOC_Os  723 CFF-----PFVRGIVWGKGSYGIPWSVKLK---------ASLLVAMFVTFCKRN------
AT5G22740.1|AT5  519 SFF-------ISGL-------------------------GWIGTYVPS------------
AT2G24630.1|AT2  676 TFL-------LVGL-------------------------DLIGEQM-S------------
consensus       1321    .....  . ..     ..         .........  .   .    ..........

AT2G21770.1|AT2 1067 ------RVNPFVSKDGPVLEICGLDCLK----
AT1G02730.1|AT1 1165 ------YINPPSGKQ---------DYMQFQFP
os_42915|LOC_Os  866 WSRGATAILPSSWR------------LKRGF-
AT1G55850.1|AT1  725 ----------------------CLAFL-----
AT4G23990.1|AT4  746 ----------------------GYVFLK----
AT2G32530.1|AT2      --------------------------------
os_25268|LOC_Os      --------------------------------
AT5G22740.1|AT5      --------------------------------
AT2G24630.1|AT2      --------------------------------
consensus       1381 .......................... .....



AT2G21770.1|AT2    1 M----------------------------------------NTGGRLIAGSHNRNEFVLI
AT1G02730.1|AT1    1 MVKSAASQSPSPVTITVTPCKGSGDRSLGLTSPIPRASVITNQNSPLSSRATRRTSISSG
os_42915|LOC_Os    1 MA--------------------------------------------LSPAAAGRTG----
AT1G55850.1|AT1    1 MVN---------------------------------------------------------
AT4G23990.1|AT4    1 MYQ---------------------------------------------------------
AT2G32530.1|AT2    1 MA----------------------------------------------------------
os_25268|LOC_Os    1 MA----------------------------------------------------------
AT5G22740.1|AT5    1 M-----------------------------------------------------------
AT2G24630.1|AT2    1 MAPRFDFSDLWAKETRRGTPVVVKM-----------------------------------
consensus          1 *                        ...................................

AT2G21770.1|AT2   21 N-----------------------------------------------------------
AT1G02730.1|AT1   61 NRRSNGDEGRYCSMSVEDLTAETTNSECVLSYTVHIPPTPDHQTVFASQESEEDEMLKGN
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus         61 ............................................................

AT2G21770.1|AT2   22 ------------------------ADDTARIRSAEELSGQTC--KICRDEIELTDNGEPF
AT1G02730.1|AT1  121 SNQKSFLSGTIFTGGFKSVTRGHVIDCSMDRADPEKKSGQICWLKGCDEKV--------V
os_42915|LOC_Os   13 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        121 ............................................................

AT2G21770.1|AT2   56 IACNECAFPTCRPCYEYERREGNQACPQCGTRYKRIKGSPRVEGDEEDDDIDDLEHEFYG
AT1G02730.1|AT1  173 HGRCECGFRICRDCYFDCITSGGGNCPGCKEPYRDINDDPETEEEDEEDEAKPL------
os_42915|LOC_Os   13 ---------------------------------RNNNNDA--------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        181 ............................................................

AT2G21770.1|AT2  116 MDPEHVTEAALYYMRLNTGRGTDEVSHLYSASPGSEVPLLTYCDEDSDMYSDRHALIVPP
AT1G02730.1|AT1  227 -----------------------------------------------------------P
os_42915|LOC_Os   20 ------------------------------------------------------------
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        241 ............................................................

AT2G21770.1|AT2  176 STGLGNRVHHVPFTDSFASI-------HTRPMVPQKDLTVYGYGSVAW-KDRMEVWKKQQ
AT1G02730.1|AT1  228 QMGESKLDKRLSVVKSFKAQNQAGDFDHTRWLFETK--GTYGYGNAVWPKDGYGIG----
os_42915|LOC_Os   20 -----------------------------------------GLADPLLPAGG---G----
AT1G55850.1|AT1    4 ------------------------------------------------------------
AT4G23990.1|AT4    4 ------------------------------------------------------------
AT2G32530.1|AT2    3 ------------------------------------------------------------
os_25268|LOC_Os    3 ------------------------------------------------------------
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------------------------------------------------------
consensus        301 ............................................................

AT2G21770.1|AT2  228 IEKLQVVKNERVNDGDGDGFIVDELDDPGLPMMDEG-RQP-----LSRKLPIRSSRINPY
AT1G02730.1|AT1  282 ------------SGGGGNGYETPPE------FGERS-KRP-----LTRKVSVSAAIISPY
os_42915|LOC_Os   32 ------------GGGGKDKYWVPADEEEEICRGEDG-GRPPAPPLLYRTFKVSGVLLHPY
AT1G55850.1|AT1    4 ------------------------KDDRIRPVHEAD-GEP-----LFETRRRTGRVI-AY
AT4G23990.1|AT4    4 ------------VSLKQFVFLLKIKSTTMEPHRKHSVGDT-----TLHTCHPCRRTI-PY
AT2G32530.1|AT2    3 ------------DSSSSL-------------------------PPLCEKISY---KNYFL
os_25268|LOC_Os    3 ------------VVAAAAATGSTTRSGGGGGEGTRSGRKKPPPPPLQERVPLGRRAAWAW
AT5G22740.1|AT5    2 ------------------------------------------------------------
AT2G24630.1|AT2   26 ------------ENPNYSIVEVEEPDSAFQPMEKSRGKNAKQVTWVLLLKAHKAVGCLTW
consensus        361 ............                                 .             .

AT2G21770.1|AT2  282 RMLIFCRLAILGLFFHYRILHPVNDAF----GLWLTSVICEIWFAVSWILDQFPKWYPIE
AT1G02730.1|AT1  318 RLLIALRLVALGLFLTWRVRHPNREAM----WLWGMSTTCELWFALSWLLDQLPKLCPVN
os_42915|LOC_Os   79 RLLTLVRLIAVVLFLAWRLKHRDSDAM----WLWWISIAGDFWFGVTWLLNQASKLNPVK
AT1G55850.1|AT1   33 RFFSASVFVCICLIWFYRIGEIGDNRTVLDRLIWFVMFIVEIWFGLYWVVTQSSRWNPVW
AT4G23990.1|AT4   46 RIYAVFHTCGIIALMYHHVHSLLTANTT---LITSLLLLSDIVLAFMWATTTSLRYKPVR
AT2G32530.1|AT2   23 RVVDLTILGFLFSLLLYRILLMN-----QNNSVWVVAFLCESFFSFIWLLITSIKWSPAS
os_25268|LOC_Os   51 RLAGLAVLLLLLALLALRLLRHHGGAG-GDGGVWRVALVCEAWFAALCALNVSAKWSPVR
AT5G22740.1|AT5    2 -----------------------------DG-----------------------------
AT2G24630.1|AT2   74 VATVFWSLLGSVKRRLSFTHPLGSERLGRDGWLFSAIKLFLVASLAILAFELVAYYRGWH
consensus        421        ..                       ..    .  .             .    

AT2G21770.1|AT2  338 RETYLDRL----------SLRYEKEG-----KPSELAPVDV-FVSTVDPLKEPPLITANT
AT1G02730.1|AT1  374 RLTDLGVL----------KERFESPNLRNPKGRSDLPGIDV-FVSTADPEKEPPLVTANT
os_42915|LOC_Os  135 RVPDLSLL----------RRRFDD---------GGLPGIDV-FINTVDPVDEPMLYTMNS
AT1G55850.1|AT1   93 RFPFSDRL----------SRRY----------GSDLPRLDV-FVCTADPVIEPPLLVVNT
AT4G23990.1|AT4  103 RTEYPEKY----------AAE-----------PEDFPKLDV-FICTADPYKEPPMMVVNT
AT2G32530.1|AT2   78 YKSYPERL----------DERV-----------HDLPSVDM-FVTTADPVREPPILVANT
os_25268|LOC_Os  110 FVTRPENLVAEGRTPSTTAAEY-----------GELPAVDM-LVTTADPALEPPLVTVNT
AT5G22740.1|AT5    4 --VSPKFVLPETFDGVRMEIT------------GQLGMI---WELVKAPVIVPLLQLAVY
AT2G24630.1|AT2  134 YFKNPNLHIPTS----KLEIQ------------SLLHLFYVGWLSLRADYIAPPIKALSK
consensus        481     .       ....      ...........  .    . ...       *..  .  

AT2G21770.1|AT2  382 VLSILAVDYP--VEKVACYVSDDGAAMLTFEALSYTAEFARKWVP-FCKKFSIEPRAPEW
AT1G02730.1|AT1  423 ILSILAVDYP--VEKLACYLSDDGGALLTFEALAQTASFASTWVP-FCRKHNIEPRNPEA
os_42915|LOC_Os  175 ILSILATDYP--ADRHAAYLSDDGASLAHYEGLIETARFAALWVP-FCRKHRVEPRAPES
AT1G55850.1|AT1  132 VLSVTALDYP--PEKLAVYLSDDGGSELTFYALTEAAEFAKTWVP-FCKKFNVEPTSPAA
AT4G23990.1|AT4  141 ALSVMAYEYP--SDKISVYVSDDGGSSLTLFALMEAAKFSKHWLP-FCKKNNVQDRSPEV
AT2G32530.1|AT2  116 LLSLLAVNYP--ANKLACYVSDDGCSPLTYFSLKEASKFAKIWVP-FCKKYNIKVRAPFR
os_25268|LOC_Os  158 VLSLLALDYPRAGERLACYVSDDGCSPLTCHALREAAGFAAAWVP-FCRRYGVAVRAPFR
AT5G22740.1|AT5   47 ICLLMSVMLL--CERVYMGI-------------------VIVLVKLFWKK--PDKRYKFE
AT2G24630.1|AT2  178 FCIVLFLVQS--VDRLILCL-------------------GCLWIK--FKK--IKPRIDEE
consensus        541    .. .   .. ...   .                   .  .. .  ..  . ..  . 

AT2G21770.1|AT2  439 YFSQKMD-YLKHKVDPAFVMERRAMKRDYEEFKVKINALVSVSQK---------------
AT1G02730.1|AT1  480 YFGQKRN-FLKNKVRLDFVRERRRVKREYDEFKVRINSLPEAIRRRSDAYNVHEELRAKK
os_42915|LOC_Os  232 YFAAKAAPYAGPALPEEFFGDRRLVRREYEEFKARLDALFTDIPQRSEA-----------
AT1G55850.1|AT1  189 YLSSKAN-CLDSAA--------EEVAKLYREMAARIETAARLGRIPEEA-----------
AT4G23990.1|AT4  198 YFSSKLR-SRSDEA--------ENIKMMYEDMKSRVEHVVESGKV-ETA-----------
AT2G32530.1|AT2  173 YFLNPPAATESS----EFSKDWEITKREYEKLSRRVEDATGDSHWLDAE-----------
os_25268|LOC_Os  217 YFSSSSSPESGGPADRKFLDDWTFMKDEYDKLVRRIKNTDERSLLRHGG-----------
AT5G22740.1|AT5   84 PIHDDE--ELGS-SNFPVVLVQIPMFNEREVYKLSIGAACGLSWPSDRL-----------
AT2G24630.1|AT2  213 HFRNDD--FEGSGSEYPMVLVQIPMCNEREVYEQSISAVCQLDWPKDRL-----------
consensus        601  .     .          .     .  . . .   .  .       .  ...........

AT2G21770.1|AT2  483 ----------------VPEDGWTMQDGTPWPG--------NNVRDHPGMIQVFLGHSGVC
AT1G02730.1|AT1  539 KQMEMMMGNNPQETVIVPKATW-MSDGSHWPGTWSSGETDNSRGDHAGIIQAMLAPPNAE
os_42915|LOC_Os  281 -----SVGNANTKGA---KATL-MADGTPWPGTWTEPAENHKKGQHAGIVKVMLSHPGEE
AT1G55850.1|AT1  229 -----------------------RV---KYGDGFSQWDADATRRNHGTILQVLV------
AT4G23990.1|AT4  237 -----------------------FITCDQFRGVFDLWTDKFTRHDHPTIIQVLQNSEN--
AT2G32530.1|AT2  218 -------------------------------DD-FEDFSNTKPNDHSTIVKVVWENKG--
os_25268|LOC_Os  266 -------------------------------GEFFAEFLNVERRNHPTIVK---------
AT5G22740.1|AT5  130 ------------------------------------------------VIQVLDDSTDPT
AT2G24630.1|AT2  260 ------------------------------------------------LVQVLDDSDDES
consensus        661 .......................  ...                    .....       

AT2G21770.1|AT2  519 DMDGNE---------------LPRLVYVSREKRPGFDHHKKAGAMNSLIRVSAVLSNAPY
AT1G02730.1|AT1  598 PVYGAEADAENLIDTTDVDIRLPMLVYVSREKRPGYDHNKKAGAMNALVRTSAIMSNGPF
os_42915|LOC_Os  332 PQLGMPASSGHPLDFSAVDVRLPILVYIAREKRPGYDHQKKAGAMNAQLRVSALLSNAPF
AT1G55850.1|AT1  257 --DGREGNT----------IAIPTLVYLSREKRPQHHHNFKAGAMNALLRVSSKITCGKI
AT4G23990.1|AT4  272 --DMDDTKK----------YIMPNLIYVSREKSKVSSHHFKAGALNTLLRVSGVMTNSPI
AT2G32530.1|AT2  244 --------------GVGVENEVPHFVYISREKRPNYLHHYKAGAMNFLVRVSGLMTNAPY
os_25268|LOC_Os  286 ------------------------------------------------TRVSAVMTNAPI
AT5G22740.1|AT5  142 VKQMVEVEC------QRWASKGINIRYQIRENRVGY----KAGALKEGLKRSYV-KHCEY
AT2G24630.1|AT2  272 IQELIRDEV------TKWSQKGVNIIYRHRLVRTGY----KAGNLKSAMSCDYV-EAYEF
consensus        721          ......         ...  .  . ..    ... .   .    .     .

AT2G21770.1|AT2  564 LLNVDCDHYINNSKAIREAMCFMMDPQ-SGKKICYVQFPQRFDGIDRH--DRYSNRNVVF
AT1G02730.1|AT1  658 ILNLDCDHYIYNSMALREGMCFMLD-R-GGDRICYVQFPQRFEGIDPN--DRYANHNTVF
os_42915|LOC_Os  392 IFNFDGDHYINNSQAFRAALCFMLDCR-HGDDTAFVQFPQRFDDVDPT--DRYCNHNRVF
AT1G55850.1|AT1  305 ILNLDCDMYANNSKSTRDALCILLDEK-EGKEIAFVQFPQCFDNVTRN--DLYGSMMRVG
AT4G23990.1|AT4  320 ILTLDCDMYSNDPATPVRALCYLTDPK-IKTGLGFVQFPQTFQGISKN--DIYACAYKRL
AT2G32530.1|AT2  290 MLNVDCDMYANEADVVRQAMCIFLQKSMNSNHCAFVQFPQEFYDSNAD--EL--TVLQSY
os_25268|LOC_Os  298 MLNMDCDMFVNNPQAVLHAMCLLLGFD-DEASSGFVQAPQRFYDALKD--DPFGNQMECF
AT5G22740.1|AT5  191 VVIFDAD-FQPEPDFLRRSIPFLM----HNPNIALVQARWRFVNSDECLLTRMQEMSLDY
AT2G24630.1|AT2  321 VAIFDAD-FQPNSDFLKLTVPHFK----EKPELGLVQARWAFVNKDENLLTRLQNINLCF
consensus        781 .   * * .  ..  ..  .       .    .. **    *   .     .  .    .

AT2G21770.1|AT2  621 FDINMKGLDGIQGPI--YVGTGCVFRRQALYGFDAPKKKQPPGRTCNCWPKWCCLCCGMR
AT1G02730.1|AT1  714 FDVSMRALDGLQGPM--YVGTGCIFRRTALYGFSPPRATEHHG-----W-------LGRR
os_42915|LOC_Os  449 FDATLLGLNGVQGPS--YVGTGCMFRRVALYGADPPR-----------W-----------
AT1G55850.1|AT1  362 IDVEFLGLDGNGGPL--YIGTGCFHRRDVICGRKY-------------------------
AT4G23990.1|AT4  377 FEINMIGFDGLMGPN--HVGTGCFFNRRGFYGAPS-------------------------
AT2G32530.1|AT2  346 LGR---GIAGIQGPT--YAGSGCFHTRRVMYGL---------------------------
os_25268|LOC_Os  355 FKRFISGVQGVQGAF--YAGTGCFHRRKAVYGVPP-------------------------
AT5G22740.1|AT5  246 HFTVEQEVGSSTHAFFGFNGTAGIWRIAAI------------------------------
AT2G24630.1|AT2  376 HFEVEQQVNGVFLNFFGFNGTAGVWRIKAL------------------------------
consensus        841        . ..      . *.. ...  ..     .........................

AT2G21770.1|AT2  679 KKKTGKVKDNQRKKPKETSKQIHALEHIEEGLQVTNAENNSETAQLKLEKKFGQSPVLVA
AT1G02730.1|AT1  760 KVKI------SLRRPKAMMKKDDEVSLPINGEYNEEENDDGDIESLLLPKRFGNSNSFVA
os_42915|LOC_Os  485 -------------RP-----------------------EDDDAKALGCPGRYGNSMPFIN
AT1G55850.1|AT1  395 ----------G---------------------------EEEEEEE---------------
AT4G23990.1|AT4  410 ----------NLILP-----------------------EIDELKP---------------
AT2G32530.1|AT2  374 -----------------------SIDDLEDDGSLSSLATRKYLAEENLAREFGNSNEMVT
os_25268|LOC_Os  388 -----------------------NFNGAEREDTIGSSSYKE------LHTRFGNSEELNE
AT5G22740.1|AT5  276 ------------------------------------------------------------
AT2G24630.1|AT2  406 ------------------------------------------------------------
consensus        901 ......................................       ..             

AT2G21770.1|AT2  739 STLL----------LNG-----------GVPSNVNPASLLRESIQVISCGYEEKTEWGKE
AT1G02730.1|AT1  814 SIPVAEYQGRLIQDLQGKGKNSRPAGSLAVPREPLDAATVAEAISVISCFYEDKTEWGKR
os_42915|LOC_Os  509 TIPAAASQERSIA--------SPAAASLD------ETAAMAEVEEVMTCAYEDGTEWGDG
AT1G55850.1|AT1  403 --------------------------SERIHENLEPEMIKAL----ASCTYEENTQWGKE
AT4G23990.1|AT4  422 --------------------------NRIVDKPINAQDVLALAHRVAGCIYELNTNWGSK
AT2G32530.1|AT2  411 SVVEAL--------------------QRKPNPQNTLANSLEAAQEVGHCHFEYQTSWGKT
os_25268|LOC_Os  419 SARNIIW-------------------DLSSKPMVDISSRIEVAKAVSACNYDIGTCWGQE
AT5G22740.1|AT5  276 ---------------------------------------------------------NEA
AT2G24630.1|AT2  406 ---------------------------------------------------------EES
consensus        961     ......................                                  

AT2G21770.1|AT2  778 IGWIYGSVTEDILTGFKMHCHGWRSVYCMPKRAAFKGSAPINLSDRLHQVLRWALGSVEI
AT1G02730.1|AT1  874 VGWIYGSVTEDVVTGYRMHNRGWRSIYCVTKRDAFRGTAPINLTDRLHQVLRWATGSVEI
os_42915|LOC_Os  555 VGWVYDIATEDVVTGFRLHRKGWRSMYCAMEPDAFRGTAPINLTERLYQILRWSGGSLEM
AT1G55850.1|AT1  433 MGVKYGCPVEDVITGLTIQCRGWKSAYLNPEKQAFLGVAPTNLHQMLVQQRRWSEGDFQI
AT4G23990.1|AT4  456 IGFRYGSLVEDYYTGYRLHCEGWRSVFCRPKRAAFCGDSPKSLIDVVSQQKRWAIGLLEV
AT2G32530.1|AT2  451 IGWLYESTAEDANTSIGIHSRGWTSSYISPKPPAFLGAMPPGGPEAMLQQRRWATGLLEV
os_25268|LOC_Os  460 VGWVYGSLTEDILTGQRIHAMGWRSVLMVTEPPAFMGSAPIGGPACLTQFKRWATGQSEI
AT5G22740.1|AT5  279 GGWKDRTTVEDMDLAVRASLRGWKFLYLGDLQ--VKSELPSTFRAFRFQQHRWSCGPANL
AT2G24630.1|AT2  409 GGWLERTTVEDMDIAVRAHLHGWKFIYLNDVK--VLCEVPESYEAYKKQQHRWHSGPMQL
consensus       1021  *..  .  **.  . . .  **. ...   .       *        *. **  * . .

AT2G21770.1|AT2  838 F--------LSRHCPIWYGYGGGLKWLERFSYINSVVYPWTSLPLLVYCSLPAICL-LTG
AT1G02730.1|AT1  934 F--------FSRNNAIF--ATRRMKFLQRVAYFNVGMYPFTSLFLIVYCILPAISL-FSG
os_42915|LOC_Os  615 F--------FSRNCPLL--AGCRLRPMQRVAYANMTAYPVSALFMVVYDLLPVIWLSHHG
AT1G55850.1|AT1  493 M--------LSKYSPVWY-GKGKISLGLILGYCCYCLWAPSSLPVLIYSVLTSLCL-FKG
AT4G23990.1|AT4  516 A--------ISRYSPITY-GVKSMGLVTGVGYCQYACWAFWSLPLIVYGFLPQLAL-LYQ
AT2G32530.1|AT2  511 L--------FNKQSPLIGMFCRKIRFRQSLAYLYIFTWGLRSIPELIYCLLPAYCL-LHN
os_25268|LOC_Os  520 I--------ISRNNPILATMFKRLKFRQCLAYLIVLGWPLRAPFELCYGLLGPYCI-LTN
AT5G22740.1|AT5  337 FRKMVMEIVRNKKVRFW----KKVYVIYSFFFVRKIIAHWVTF--CFYCVVLPLTI-LVP
AT2G24630.1|AT2  467 FR-LCLRSILTSKIAMW----KKANLILLFFLLRKLILPFYSF--TLFCVILPITM-FVP
consensus       1081 . .      ..    .. .  ..   .     .   . .. .    .....  . ..   

AT2G21770.1|AT2  889 KFIVPEI-SNYAGILFLLMFMSIAVTGILEMQWGKIGIDDWWRNEQFWVIGGVSSHLFAL
AT1G02730.1|AT1  983 QFIVQSLDITFLIYLLSITLT-LCMLSLLEIKWSGITLHEWWRNEQFWVIGGTSAHPAAV
os_42915|LOC_Os  665 EFHIQKPFSTYVAYLVAVIAM-IEVIGLVEIKWAGLTLLDWWRNEQFYMIGATGVYLAAV
AT1G55850.1|AT1  543 IPLFPKV-SSSWFIPFGYVTVAATAYSLAEFLWCGGTFRGWWNEQRMWLYRRTSSFLFGF
AT4G23990.1|AT4  566 SSVFPKS-SDPWFWLYIVLFLGAYGQDLLDFVLEGGTYGGWWNDQRMWSIRGFSSHLFGF
AT2G32530.1|AT2  562 AALFPKG-VYLGIVVTLVGM--HCLYSLWEFMSLGFSVQSWFASQSFWRIKTTCSWLFSI
os_25268|LOC_Os  571 QSFLPKA-SEDGFSVPLALFISYNTYNFMEYMACGLSARAWWNNHRMQRIISVSAWTLAF
AT5G22740.1|AT5  390 EVKVPIW-GSVYIPSIITILNSVGTPRSIHLLF------YWILFENVMSLHRTKATLIGL
AT2G24630.1|AT2  519 EAELPIW-VICYVPIFMSLLNILPAPKSFPFIV------PYLLFENTMSVTKFNAMVSGL
consensus       1141    ..  .      . . .   .       ..        .   ..   .      . ..

AT2G21770.1|AT2  948 FQGLLKVLAGVS-TNFTVT---------SKAAD----D-----GEFSELY---IFKW---
AT1G02730.1|AT1 1042 LQGLLKVIAGVD-ISFTLT---------SKSSAPEDGD-----DEFADLY---VVKW---
os_42915|LOC_Os  724 LHIVLKRLLGLKGVRFKLT---------AKQLA-GGAR-----ERFAELY---DVHW---
AT1G55850.1|AT1  602 MDTIKKLLGVSE-SAFVIT---------AKVA-----E-----EEAAERYKEEVMEFGVE
AT4G23990.1|AT4  625 IEFTLKTLNLST-HGFNVT---------SKAND----D-----EEQSKRYEKEIFEFGPS
AT2G32530.1|AT2  619 PDIILKLLGISK-TVFIVTKKTMPKTMSGSGSEKSQ-R-----EVDCPNQDSGKFEF-DG
os_25268|LOC_Os  630 LTVLLKSLGLSE-TVFEVT---------GKDKSMSD-D-----DDNTDGADPGRFTF-DS
AT5G22740.1|AT5  443 FE------AGRA-NEWVVT---------AKLGSGQSAK----------------------
AT2G24630.1|AT2  572 FQ------LGSS-YEWIVT---------KKAGRSSESDLLALTDKESEKMPNQILRGVSD
consensus       1201          .. .  . .*......... .       .     .   .     .      

AT2G21770.1|AT2  983 TSLL----------IPPTTLLIINIVGVIVGVSDAINNGY--DSWGPLFGRLFFALWVIV
AT1G02730.1|AT1 1081 SFLM----------VPPLTIMMVNMIAIAVGLARTLYSPF--PQWSKLVGGVFFSFWVLC
os_42915|LOC_Os  763 SPLL----------APTVVVMAVNVTAIGAAAGKAVVGGWTPAQVAGASAGLVFNVWVLV
AT1G55850.1|AT1  642 SPMF----------LVLGTLGMLNLFCFAAAVARLVS-GD------GGDLKTMGMQFVIT
AT4G23990.1|AT4  666 SSMF----------LPLTTVAIVNLLAFVWGLYGLFAWGE------GLVLELMLASFAVV
AT2G32530.1|AT2  671 SLYF----------LPGTFILLVNLAA--LAGCSVGLQRHRG--GGSGLAEACGCILVVI
os_25268|LOC_Os  673 LPVF----------IPVTALAMLNIVAVTVGACRVAFGTAEGVPCAPGIGEFMCCGWLVL
AT5G22740.1|AT5  465 ------GNTKGIKRFPRIFKLPDRLNTLELGFAAFLFVCGCYDFVHGKNNYFIYLFLQTM
AT2G24630.1|AT2  616 SELLEISQVEEQKKQPVSVKKTNKIFHKELALAFLLLTAAVRSLLASQGVHFYFLLFQGL
consensus       1261 . .            . .      .    .... ..  .      .       .  .  .

AT2G21770.1|AT2 1031 HLY-----PFLKGLLGKQD--RVPTIILVW---------SILLASILTLL-------WV-
AT1G02730.1|AT1 1129 HLY-----PFAKGLMGRRG--RVPTIVFVW---------SGLLSIIVSLL-------WV-
os_42915|LOC_Os  813 LLY-----PFALGIMGRWS--KRPCALFALLVAACAAVAAGFVAVHAVLAAGSAAPSWLG
AT1G55850.1|AT1  685 GVLVVINWPLYKGMLLRQDKGKMPMSVTVK---------SVVLALS-ACT----------
AT4G23990.1|AT4  710 NCL-----PIYEAMVLRIDDGKLPKRVCFV---------AGILTFVLIVS----------
AT2G32530.1|AT2  717 LFL-----PFLKGM-FEKGKYGIPWSTLSK---------AAFLAVLFVVFSVGN------
os_25268|LOC_Os  723 CFF-----PFVRGIVWGKGSYGIPWSVKLK---------ASLLVAMFVTFCKRN------
AT5G22740.1|AT5  519 SFF-------ISGL-------------------------GWIGTYVPS------------
AT2G24630.1|AT2  676 TFL-------LVGL-------------------------DLIGEQM-S------------
consensus       1321    .....  . ..     ..         .........  .   .    ..........

AT2G21770.1|AT2 1067 ------RVNPFVSKDGPVLEICGLDCLK----
AT1G02730.1|AT1 1165 ------YINPPSGKQ---------DYMQFQFP
os_42915|LOC_Os  866 WSRGATAILPSSWR------------LKRGF-
AT1G55850.1|AT1  725 ----------------------CLAFL-----
AT4G23990.1|AT4  746 ----------------------GYVFLK----
AT2G32530.1|AT2      --------------------------------
os_25268|LOC_Os      --------------------------------
AT5G22740.1|AT5      --------------------------------
AT2G24630.1|AT2      --------------------------------
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