
CMA128C                                     1 --------------------------------------MASDQDDAGFLPTLVQSMVTGA	 22LLGTAMGASIVYWHSYEQNPLAQFQATKPGERPRRAPFSFQGLSRSV
tr|D8RFR6|D8RFR6_SELML                      1 ---------MGVVSDLFETLTEAPVLGSDDYR------GVDLGEYDTVTYKTLSGGLGCG	 45LLGALYGNLKTRWNYQM--PTK-------------------------
GRMZM2G086935|GRMZM2G086935_T02             1 ---------------------------------MEGSNLKGLVD-DEIVVKTGKAAGIGL	 26AFGSVYGALHSMLFDG---PQV-------------------------
LOC_Os09g10740|LOC_Os09g10740.1             1 ---------------------------------MELSNLRNSGL-DEVVMKTGQAAGIGL	 26ASGTVWGGVVAMHFNG---PHV-------------------------
Phpat.005G082500|Phpat.005G082500.1         1 -------------------------MESDKYAHMDPDELRNLGEYDTIAFRTASAAGSSG	 35LAGMILGAITATWQDV---PAV-------------------------
Phpat.006G036500|Phpat.006G036500.1         1 -------------------------MEDDKYARMDPDELRNLGEYDTVAFRTASAAGSSG	 35LVGMILGAITATWQDV---PAV-------------------------
GRMZM2G038375|GRMZM2G038375_T01             1 ------------------------------------------MEDDSPLTKTMKGAVTGL	 18AAGTIWGTVVATWYDV---PRV-------------------------
LOC_Os02g48610|LOC_Os02g48610.1             1 ----------------------------------------MGLEEDTPVTKTVKAAATGL	 20AAGTIWGTVVATWHDV---PRV-------------------------
Eucgr.A02439|Eucgr.A02439.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01033524001|GSVIVT01033524001         1 MFFFLLTLKIGFNSITFPAV--FSFHVPSQRRVMDPSELRYLEDEDTSTMKVIKGATSGL	 58VIGTIWGTIVASWHDV---PRV-------------------------
Glyma03g29880|Glyma03g29880.3               1 --------------------------------MVDAAERRYLEDDDSSLMKTIKGATTGL	 28VAGTIWGTVVATWYDV---PRV-------------------------
Glyma19g32780|Glyma19g32780.1               1 --------------------------------MVDAAERRYLEDDDSSLMKTIKGATTGL	 28VAGTIWGTVVATWYDV---PRV-------------------------
Medtr7g092890.3                             1 ------------------------------------------------------------	 0------------------------------------------------
Bra004675|Bra004675                         1 ---------------------------------MDPAEMRYLEEEDGPMMKTIKGSVTGF	 27AAGTIYGTILATWKDV---PRV-------------------------
Bra016890|Bra016890                         1 ---------------------------------MDPAEMRYLEEEDGPMMKTIKGSVTGF	 27AAGTIYGTILATWKDV---PRV-------------------------
Carubv10024223m.g|Carubv10024223m           1 ---------------------------------MDPAEMRYLEEEDGPMMKTMKGSVTGF	 27GAGMIYGTILATWKDV---PRV-------------------------
At2g42210                                   1 ---------------------------------MDPAEMRYLEEEDGPLMKTIKGSITGF	 27GAGTIYGTILATWKDV---PRV-------------------------
PGSC0003DMG400011432|PGSC0003DMT40002974    1 --------------------------------MDEAAELRYYEEEDSPGMKTLKGATSGL	 28VAGTLWGAIIATWHDV---PRV-------------------------
Cucsa.242840|Cucsa.242840.1                 1 ---------------------------------MDASERRYLEDDDTSLMKTIKGATMGF	 27VSGTIFGTIVATWHDV---PRV-------------------------
29269.t000008|29269.m000246                 1 ---------------------------------MDPSELRYLEDNDTPTMKTIKGATMGL	 27AAGTLWGTIVATWHDV---PRV-------------------------
Potri.006G059300|Potri.006G059300.1         1 ---------------------------------MDPSEMRYLEDDDTPMMKTIKGATMGL	 27VSGTIWGTIVATWHDV---PRV-------------------------

CMA128C                                    70 RPVDFTSATSAQG	 82GAPVHPALQSPWRTVAAHAGFLSSIGGLFVVGEYSARALRGDKQDPWNSAIGGCLAGS-A	 141FGVR-------------AGSLGTGVGICAV
tr|D8RFR6|D8RFR6_SELML                     66 ------------G	 66REIVR-AV--NRYQMIEYGATIGAMGAAYALTDALCERYR-GKADYWNSIYAGWAAGA-V	 121LGLR-------------NGSVGRGLAAAAS
GRMZM2G086935|GRMZM2G086935_T02            46 ------------G	 46NNVKYPQLIRTTKVCGHYAASLAVFGATFVGVEQALARYR-MKKDIINGAVAGFAAGA-S	 104LGFS-------------AGSFRAAFFSGSA
LOC_Os09g10740|LOC_Os09g10740.1            46 ------------G	 46SNVKYPELVRIGKVSGNYAASFALLGATYVGIEQSLENCR--KKDYINGAVAGFTAGATV	 104LGFR-------------ARSLPTAVLSGCA
Phpat.005G082500|Phpat.005G082500.1        55 ------------E	 55RNVAMPALRKTGRIMGNYGLTFAAIGGLFAFTDALASSIR-GKKDVWNSALGGAAAGS-V	 113LGLR-------------AGKLPVGIGAAAA
Phpat.006G036500|Phpat.006G036500.1        55 ------------E	 55RNVALPALKKTGKIMGNYGLTFAAIGGLFAFTDAVAASIR-GKKDIWNSALGGAAAGS-V	 113IGLR-------------AGKLPVGIGAAAA
GRMZM2G038375|GRMZM2G038375_T01            38 ------------E	 38RHVALPGLIRTLKMCGTYGATFATIGGLYIGVEQLVQSQR-KKRDFVNGAVGAFVAGASV	 97CGYR-------------GKSIQSALIGGSCL
LOC_Os02g48610|LOC_Os02g48610.1            40 ------------E	 40RHVALPGLIRTLKMCGSYGATFAAVGGLYIGVEQLVLSQR-KKNDYVNGAVGAFVAGATI	 99FGYK-------------GRSIPSALIAGSCL
Eucgr.A02439|Eucgr.A02439.1                 1 ------------	 0-------------MMGNYGMTFAAIGGVYIGVEQLLENQR-MKRDFVNGAVGGFVAGATI	 46LGYKEKLGGLTFIPAFAGKSISSAISAGSALAV
GSVIVG01033524001|GSVIVT01033524001        78 ------------E	 78KHVALPGLIRTLKMMGSYGMTFAAIGGVYMGVEQLLENYR-MKRDLYNGAVGGFVAGATI	 137LGYK-------------GRSINTAMKAGAT
Glyma03g29880|Glyma03g29880.3              48 ------------E	 48RNVALPGLIRTIRMMGNYGLTFAAIGGVYIGVEQLVQNYR-MKRDLVNGAVGGFVAGATI	 107LGYR-------------GRSIKTALSAGSA
Glyma19g32780|Glyma19g32780.1              48 ------------E	 48RNVALPGLIRTFKMMGNYGLTFAAIGGVYIGVEQLVQNYR-MKRDLVNGAVGGFVAGATI	 107LGYR-------------GRSIKTALSAGSA
Medtr7g092890.3                             1 ------------	 0-------------MMGGYGATFAAIGGVYIGVEQVLQNYR-MKRDLVNGAVGGFVAGATI	 46LGYR-------------GIPFVK----------
Bra004675|Bra004675                        47 ------------E	 47RNVALPGLIRTLKMMGTHGLTFAAIGGVYIGVEQVVQSYR-GKRDFFNGAIGGFVAGASV	 106LGYR-------------ARSIPTAIAAGAT
Bra016890|Bra016890                        47 ------------E	 47RNVALPGLIRTLKMMGTHGLTFAAIGGVYIGVEQVVQSYR-GKRDFFNGAIGGFVAGASV	 106LGYR-------------ARSIPTAIAAGAT
Carubv10024223m.g|Carubv10024223m          47 ------------E	 47RNVALPGLIRTVKMMGIHGLTFAAIGGVYIGVEQLVQNFR-SKRDFYNGAIGGFVAGASV	 106LGYR-------------ARSIPTAIAAGAT
At2g42210                                  47 ------------E	 47RNVALPGLIRTLKMMGTHGLTFAAIGGVYIGVEQLVQNFR-SKRDFYNGAIGGFVAGASV	 106LGYR-------------ARSIPTAIAAGAT
PGSC0003DMG400011432|PGSC0003DMT40002974   48 ------------E	 48RNVALPGLIRTLKMMGNHGLTFAAIGGVYIGVEQLVQNYR-VKRDFINGAVGGFVAGASV	 107LGYK-------------GRSIPTALSAGAA
Cucsa.242840|Cucsa.242840.1                47 ------------E	 47RNVALPGLVRTLKIMGNYGMTFAAIGGVYIGVEQLLQNYR-MKRDFVNGAVGGFTAGASV	 106LGYK-------------GKSISTALSAGAA
29269.t000008|29269.m000246                47 ------------E	 47KHVALPGLIRTVKMMGNYGLTFAAIGGVYIGVEQLIQHFR-MKRDFVNGTVGGFVAGASV	 106IGFK-------------GRSISTAMSAGAA
Potri.006G059300|Potri.006G059300.1        47 ------------E	 47KSVALPGLIRTIKMMGNHGVTFAAIGGVYIGVEQLVQHYR-MKRDFINGAVGGFVAGSTI	 106LGFK-------------GRNIKNAIAAGAA

CMA128C                                   159 LGAFGAFLDWSFSKSSEPALN---PPQPGV	 185R-HCVELAEQADEAAESAR	 203
tr|D8RFR6|D8RFR6_SELML                    139 IAAVTAVVDTLAQNSTLRKINKEYLPFPED	 168R------------------	 169
GRMZM2G086935|GRMZM2G086935_T02           122 VALTSVVLDVTGTK-TTDEEEKGQH*----	 145-------------------	 145
LOC_Os09g10740|LOC_Os09g10740.1           122 IALTSVLLDVTGMK-TTDEEAKTGKAHH*-	 148-------------------	 148
Phpat.005G082500|Phpat.005G082500.1       131 LAACAVIVDAGGQT-VRTPTGREYLPYPRT	 159NPDL*--------------	 163
Phpat.006G036500|Phpat.006G036500.1       131 LAACAVIVDAGGQT-VRTPTGREYLPYPRI	 159NPDL*--------------	 163
GRMZM2G038375|GRMZM2G038375_T01           116 AFTSAVLDIGGNT-TRVDNGKEYYAYTTE	 143KKPAN*-------------	 148 
LOC_Os02g48610|LOC_Os02g48610.1           118 AFTSAALDVGGNT-TRVDNGKEYYPYTVE	 145NKPAH*-------------	 150 
Eucgr.A02439|Eucgr.A02439.1                80 TSALLDIGGQT-TRVDTGKEYYPYTTK	 105KKTAVDS*-----------	 112   
GSVIVG01033524001|GSVIVT01033524001       155 LAATSAFIDSGGRT-ARVDNGKEYFAYTTK	 183KKSTIE*------------	 189
Glyma03g29880|Glyma03g29880.3             125 LAFTSAFLDFGDQT-LKHDAGKEYAAYTTK	 153KRPSTDA*-----------	 160
Glyma19g32780|Glyma19g32780.1             125 LAFTSAFLDFGDQT-IKHDTGKEYAAYTTK	 153KRPSTEA*-----------	 160
Medtr7g092890.3                            57 ---------------------------	 56-------------------	 56     
Bra004675|Bra004675                       124 LAVTSALIDSGGQT-TRVDNGREYYPYTPV	 152EKRAQAES*----------	 160
Bra016890|Bra016890                       124 LAVTSALIDSGGQT-TRVDNGREYYPYSPV	 152EKTAQAADA---------*	 161
Carubv10024223m.g|Carubv10024223m         124 LAVTSALIDSGGQT-TRVDTGREYYPYTVE	 152KRA-EADS*----------	 159
At2g42210                                 124 LAVTSALIDSGGQT-TRVDNGREYYPYTVE	 152KRA-EADS-----------	 159
PGSC0003DMG400011432|PGSC0003DMT40002974  125 LAVTSGIIDGLGAT-TRTDNGKEYYPYTTK	 153KRVVAE*------------	 159
Cucsa.242840|Cucsa.242840.1               124 LAFTSSVIDIGGQT-TRIDTGKEYYPYTTK	 152KRSHIE*------------	 158
29269.t000008|29269.m000246               124 LAVTSALIDAGGQT-TRIDNGKEYYPYTTK	 152KRSTVEG------------	 159
Potri.006G059300|Potri.006G059300.1       124 LAVTSAIIDAGGQT-TRMDTGKEYYPYTTK	 152KRSAVEG*-----------	 159


