
gi|85092415                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|85115828                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|164424111                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|11342664                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|222136617                                1 ------------------------------------------------------------	 0------------------------------------------------
Esi0024_0159                                1 ------------------------------------------------------------	 0------------------------------------------------
Esi0021_0042                                1 ------------------------------------------------------------	 0------------------------------------------------
Esi0103_0037                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|193204309                                1 ----MRIATRRRFISNNLHK----FSRISAS---TSATLAAYSNGNQ-HQNRQFGT----	 44----NALFSKKGGLLQKRQ-------------------TVINLQSER
Esi0343_0016                                1 ------------------------------------------------------------	 0------------------------------------------------
YOR211C                                     1 ---------------------------------------MNASPVRLLILRRQLATHPAI	 21LYSSPYIKSPLV-------HLHSRMSNVHRSAHANALSFVITRRSIS
gi|71981891                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ------------------------------------------------------------	 0------------------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1       1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400010899                        1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20015232m.g|Vocar20015232m             1 ------------------------------------------------------------	 0------------------------------------------------
Cre17.g724150|Cre17.g724150.t1.1            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20001129m.g|Vocar20001129m             1 ------------------------------------------------------------	 0------------------------------------------------
gi|85111713                                 1 ------------------------------------------------------------	 0------------------------------------------------
CME019C|CME019CT                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|85099877                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|71993833                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|66816950|Dd                              1 -----------------------------------------------------------M	 1LSS-TAILKASGDVAINYQQYI--------------YPIIINKLSTLN
Esi0029_0136                                1 ------------------------------------------------------------	 0------------------------------------------------
101670|101670|Sm                            1 ------------------------------------------------------------	 0------------------------------------------------
404911|404911|Sm                            1 MHETYDLLAHRLFGASSAKPGSKYLVGIAGPPGAGKSTLANEVSGRVNKL--HQERNPGL	 58VSE-IAIAVPMDGFH-LYKHQLDAMEDPEEAHARRGAPWTFNPSGLV
Phpat.024G072600|Phpat.024G072600.1         1 ------------------------------------------------------------	 0------------------------------------------------
437242|437242|Sm                            1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.023G005400|Phpat.023G005400.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.020G019000|Phpat.020G019000.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.008G087300|Phpat.008G087300.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.023G066800|Phpat.023G066800.1         1 ------------------------------------------------------------	 0------------------------------------------------
gi|66816205                                 1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os04g31190|LOC_Os04g31190.1             1 ------------------------------------------------------------	 0------------------------------------------------
AT2G14120                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10013019m.g|Carubv10013019m           1 ------------------------------------------------------------	 0------------------------------------------------
AT4G33650                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10004162m.g|Carubv10004162m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra011458|Bra011458                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra036991|Bra036991                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra034579|Bra034579                         1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g69130|LOC_Os01g69130.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G129155|GRMZM2G129155_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G180335|GRMZM2G180335_T01             1 ------------------------------------------------------------	 0------------------------------------------------
Glyma20g06670|Glyma20g06670.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr2g009690|Medtr2g009690.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr4g093750|Medtr4g093750.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma07g30150|Glyma07g30150.2               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma08g07160|Glyma08g07160.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma04g16340|Glyma04g16340.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g32940|Glyma13g32940.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma15g06380|Glyma15g06380.1               1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.331870|Cucsa.331870.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01012532001|GSVIVT01012532001         1 ------------------------------------------------------------	 0-------------------------MDPRRS-----------TASSCT
Cucsa.218420|Cucsa.218420.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.012G125300|Potri.012G125300.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.007G118300|Potri.007G118300.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.017G041800|Potri.017G041800.1         1 ------------------------------------------------------------	 0------------------------------------------------
29506.t000007|29506.m000169|Rc              1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.I02611|Eucgr.I02611.1                 1 ------------------------------------------------------------	 0------------------------------------------------
29848.t000060|29848.m004504|Rc              1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01036006001|GSVIVT01036006001         1 ------------------------------------------------------------	 0------------------------------------------------

gi|85092415                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85115828                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|164424111                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|11342664                                 1 ------------	 0------------------------------------------------------------	 0--MSKAHKPWPYRRRSQFSSRKYLKKEMNSFQQQ
gi|222136617                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0024_0159                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0021_0042                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0103_0037                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|193204309                               69 AFIGIAASAARHL	 81LKLRYFIATGVIGGSVAA-RTWYEEWKSNLPDLSLPEWFDSNGSWNEFSQKMKGIKDGFG	 140ADGQNKWAEWMAKF-EQFKQQKE--DQNGN
Esi0343_0016                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
YOR211C                                    62 HFPKII----SKI	 70IRLPIY-----VGGGMAA-AGSYIAYKMEE-ASS----FTKD-KLDRIKDLGESMKEKFN	 118----KMFSG------------------DKS
gi|71981891                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1       1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400010899                        1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20015232m.g|Vocar20015232m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre17.g724150|Cre17.g724150.t1.1            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20001129m.g|Vocar20001129m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85111713                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
CME019C|CME019CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85099877                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|71993833                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66816950|Dd                             35 Y--------TIK	 38-N-----------KKYYSQYKYSIQFQNEF---------QKN----------LKI---YN	 64NSNNNNNNN------------------NNNKI
Esi0029_0136                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
101670|101670|Sm                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
404911|404911|Sm                          104 DCLKAL----RSQ	 112-Q-----------------WAYFPSFDHGVGD-P----VEQD-ILVSPKHKVVLVEGNYL	 148LLEDGEWKE------------------LK
Phpat.024G072600|Phpat.024G072600.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
437242|437242|Sm                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.023G005400|Phpat.023G005400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.020G019000|Phpat.020G019000.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.008G087300|Phpat.008G087300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.023G066800|Phpat.023G066800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66816205                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os04g31190|LOC_Os04g31190.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT2G14120                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10013019m.g|Carubv10013019m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT4G33650                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10004162m.g|Carubv10004162m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra011458|Bra011458                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra036991|Bra036991                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra034579|Bra034579                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g69130|LOC_Os01g69130.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G129155|GRMZM2G129155_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G180335|GRMZM2G180335_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma20g06670|Glyma20g06670.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr2g009690|Medtr2g009690.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr4g093750|Medtr4g093750.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma07g30150|Glyma07g30150.2               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma08g07160|Glyma08g07160.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma04g16340|Glyma04g16340.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g32940|Glyma13g32940.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma15g06380|Glyma15g06380.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.331870|Cucsa.331870.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01012532001|GSVIVT01012532001        13 CLERS----SSI	 20-S-----------RRFAAKFSGFPSNRKEDSPSH----FEAV-KLLLLKTKVLVI---FF	 60CTVGTMYKG------------------NKTFI
Cucsa.218420|Cucsa.218420.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.012G125300|Potri.012G125300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.007G118300|Potri.007G118300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.017G041800|Potri.017G041800.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
29506.t000007|29506.m000169|Rc              1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.I02611|Eucgr.I02611.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
29848.t000060|29848.m004504|Rc              1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01036006001|GSVIVT01036006001         1 ------------	 0------------------------------------------------------------	 0----------------------------------



gi|85092415                                 1 --------------------------	 0------------------------------------------MV--------TFQSGALS	 10KLCSKDQQELLDAIDRLR-
gi|85115828                                 1 --------------------------	 0------------------------------------------MS-------SSLESTLDA	 11RDLAGEQGQLLNLLEKLQ-
gi|164424111                                1 --------------------------	 0------------------------------------------MGS-EIKPP---ASGIL-	 13-----TSPDRLRKIDQLR-
gi|11342664                                33 PPPFGTVPPQMMFPP-----NWQGAE	 53KDAAF------------------LAK----DFNFLTLNNQPPPGN-RSQPRAMGPENNLY	 90SQYEQKVRPCIDLIDSLR
gi|222136617                                1 -----------MVVS-----EVDIAK	 10ADPAA------------------A-------SHPLLLNGDATV---AQKNPGSVAENNLC	 42SQYEEKVRPCIDLIDSLR
Esi0024_0159                                1 -----------MVLR-----AV----	 6-----------------------------------IRRSNESFRSRAQVSRSPTTVNKLD	 31EAIEREVRPWLDLVDSLR-
Esi0021_0042                                1 --------------------------	 0------------------------------------------MAA-EAASAGDAGDSIFQ	 17QIHDRDVRPWLDLVDELR-
Esi0103_0037                                1 -----------MSLE-----EK----	 6-----------------------------------SAGGAASVEA-DDGG-GGEESSAIA	 29AGIRRDVKPWLNLVDDLS-
gi|193204309                              168 SGGGGGGEGNVPVKEPVILASLMSAFSSKK	 197DEPEEKKDNVSAEERIQKLQEEMLKTQSQYQRELERLEKENKVLKQRL-LLSDDKAAIRL	 256KRLKRSLIDMYS
Esi0343_0016                                1 --------------------------	 0----------------------------------------------------MSSSGAID	 8NEIENRLSGELGALEQL-RA
YOR211C                                   127 QDGGHGNDGTV-PTATLIA-----ATSLDD	 150DESK-------------------------RQGDPKDDDDED--------DDDEDDENDSV	 177DTTQDEMLNLTK
gi|71981891                                 1 --------------------------	 0--------------------------------------------------------MSWQ	 4NQGMQALIPVINRVQDA-FS
gi|56549125|ref|NP_001005362.1|dynamin-2    1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|59853099|ref|NP_004399.2|dynamin-1       1 --------------------------	 0----------------------------------------------------------MG	 2NRGMEDLIPLVNRLQDA-FS
PGSC0003DMG400010899                        1 --------------------------	 0------------------------------------------------------------	 0---MESLIGLVNRIQMA-CT
Vocar20015232m.g|Vocar20015232m             1 --------------------------	 0------------------------------------------------------------	 0---MERVIGLVNKLQQI-CT
Cre17.g724150|Cre17.g724150.t1.1            1 --------------------------	 0----------------------------------------------------MAPDPAAD	 8DTLGNSLIPIVNKLQDI-FA
Vocar20001129m.g|Vocar20001129m             1 --------------------------	 0----------------------------------------------------MAPDPSPD	 8DTLGNSLIPIVNKLQDI-FT
gi|85111713                                 1 --------------------------	 0-----------------------------------------------------------M	 1AALGDDLLGVVNKLQDLVFN
CME019C|CME019CT                            1 --------------------------	 0------------------------------------------------------------	 0---MERLIPIVNKLQDL-FA
gi|85099877                                 1 --------------------------	 0----------------------------------------------MTVDVNTGSLSTPG	 14GISDPGLIKLVNKLQDV-F
gi|71993833                                 1 --------------------------	 0------------------------------------------------------------	 0---MENLIPVVNKLQDV-FA
gi|66816950|Dd                             79 NKNNNNNNNNISKFFIQ-----NNNIDK	 101K----------------------------VLRHFYSSTKLN---YAKQQQQLFKNNETFN	 130ETVGASLLPIINKL
Esi0029_0136                                1 --------------------------	 0------------------------------------------------------------	 0-MAMEDLIPVVNKLQDV-FS
101670|101670|Sm                            1 --------------------------	 0------------------------------MSQ--GSTPSSSTPGSPCSGSPPHPT-ALP	 27AFLGQSVIPIMNKLQDI-F
404911|404911|Sm                          160 NLFDER----WENQR---TC-----EEQSRD	 178-----------------------------TMSQ--GSTPSSSTPGSPCSGSPPHPT-ALP	 206AFLGQSVIPIM
Phpat.024G072600|Phpat.024G072600.1         1 --------------------------	 0------------------------------MSQPASSVSGDSVPGSPSSVPLPSPASNVT	 30LFWGDAVIPLVNKLQHI-F
437242|437242|Sm                            1 --------------------------	 0------------------------------------------MDQGVTSTPPSPSTAAAA	 18PPLGQNVIPLVNKLQDI-F
Phpat.023G005400|Phpat.023G005400.1         1 --------------------------	 0--------------------------------------------------SPPASPPPAA	 10AFLGQSVIPLVNKLQDI-L
Phpat.020G019000|Phpat.020G019000.1         1 --------------------------	 0------------------------------MLQLPATEAAAWVPGSPFRLPPPSPASSDF	 30PFLGEAVIPLVNKLQDI-F
Phpat.008G087300|Phpat.008G087300.1         1 --------------------------	 0------------------------------MSQPAVSVSAGSVSAALPNVTPAAPTSVST	 30PFLGDAVIPLVNKLQDI-F
Phpat.023G066800|Phpat.023G066800.1         1 --------------------------	 0------------------------------------MEPAGSVPGSPSRLLSPSPTSDAF	 24PFLGEAVIPLVNKLQDI-F
gi|66816205                                 1 --------------------------	 0------------------------------------------------------------	 0---MDQLIPVINKLQDV-FN
LOC_Os04g31190|LOC_Os04g31190.1             1 --------------------------	 0----------------------------------------------MAEPAAAAAAAEAP	 14ATVGQAVIPLVNRLQDI-V
AT2G14120                                   1 --------------------------	 0----------------------------------------------MSVDDLPPSSASAV	 14TPLGSSVIPIVNKLQDI-F
Carubv10013019m.g|Carubv10013019m           1 --------------------------	 0----------------------------------------------MSVDDLPPSPASAV	 14TPLGSSVIPIVNKLQDI-F
AT4G33650                                   1 ---------------------MTIEE	 5-----------------------------VSGE----TPPS--TPPSSSTPSPSSSTTNA	 30APLGSSVIPIVNKLQDI-F
Carubv10004162m.g|Carubv10004162m           1 ---------------------MAIEQ	 5-----------------------------VTGE----TPPS--TPPPST---PSSTTAKA	 27APLGSSVIPIVNKLQDI-F
Bra011458|Bra011458                         1 ---------------------MSSEE	 5-----------------------------AT-N----E--------------TSSAASKA	 17APLGSSVIPIVNKLQDI-F
Bra036991|Bra036991                         1 ---------------------MAVEQ	 5-----------------------------VTDD----S--------------PPSSTPKA	 18SPLGSSVIPIVNKLQDI-F
Bra034579|Bra034579                         1 ---------------------MSVEE	 5-----------------------------VTAD----TPQ----PPPSSTAAATAASSNA	 28APLGSSVIPIVNKLQDI-F
LOC_Os01g69130|LOC_Os01g69130.1             1 --------------------------	 0------------------------------ME-----DGIY--SSSAPPST--ATAAAAA	 21AAVGSSVIPIVNKLQDI-F
GRMZM2G129155|GRMZM2G129155_T01             1 --------------------------	 0------------------------------MAE----DHLS--SAPSAPSAAA---AAAA	 21AAVGSSVIPIVNKLQDI-F
GRMZM2G180335|GRMZM2G180335_T01             1 --------------------------	 0------------------------------MAE----DHFS--SAPSAPSAAATAAAAAA	 24AAVGSSVIPIVNKLQDI-F
Glyma20g06670|Glyma20g06670.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr2g009690|Medtr2g009690.1               1 --------------------------	 0------------------------------MVD----DTVT--S-------PPPPPSSAP	 17VPLGSGVISLVNRLQDI-F
Medtr4g093750|Medtr4g093750.1               1 --------------------------	 0----------------------------------------------------MAAVSNDG	 8APLGSTVISLVNKLQDI-FS
Glyma07g30150|Glyma07g30150.2               1 --------------------------	 0-----------------------------------------------------MAVAGGA	 7APLGSSVISLVNRLQDI-FS
Glyma08g07160|Glyma08g07160.1               1 --------------------------	 0-----------------------------------------------------MAVAGGA	 7APLGSSVISLVNRLQDI-FS
Glyma04g16340|Glyma04g16340.1               1 --------------------------	 0------------------------------MAE----DIPS--S-------SPPIAASDT	 17APLGSSVISLVNRLQDI-F
Glyma13g32940|Glyma13g32940.1               1 --------------------------	 0------------------------------MAD----EVP-----------SPPAASAAT	 15APLGSSVISLVNRLQDI-F
Glyma15g06380|Glyma15g06380.1               1 --------------------------	 0------------------------------MAD----EVP-----------SPSAASTAT	 15APLGSSVISLVNRLQDI-F
Cucsa.331870|Cucsa.331870.1                 1 --------------------------	 0------------------------------MAD----DPVA--PS-T-----PSVSSSAA	 18APLGSSVIPIVNKLQDI-F
GSVIVG01012532001|GSVIVT01012532001        75 K-C----LKADILFFGF-----HSDLGK	 92-----------------------------YMAN----ET--------------ISSTPSA	 105VPLSHSVIPIVNRLQ
Cucsa.218420|Cucsa.218420.1                 1 --------------------------	 0------------------------------MAN----EQVP--PS------TSSSSTDVV	 18SPLGNSVIPIVNKLQDI-F
Potri.012G125300|Potri.012G125300.1         1 --------------------------	 0----------------------------------------------MAEEP-ASPSLASA	 13PPLGSSVIPIVNKLQDI-F
Potri.007G118300|Potri.007G118300.1         1 --------------------------	 0------------------------------MAE----E------------P-ASPSLSSA	 13APLGSSVIPIVNKLQDI-F
Potri.017G041800|Potri.017G041800.1         1 --------------------------	 0------------------------------MAE----EPGS--QS-VPSQS-QPPQSSSA	 22APLGSSVIPIVNKLQDI-F
29506.t000007|29506.m000169|Rc              1 --------------------------	 0------------------------------MAE----EPAS--PS-HAA---VAASQSQA	 20APLGSSVIPIVNKLQDI-F
Eucgr.I02611|Eucgr.I02611.1                 1 --------------------------	 0------------------------------MAE----EPAS--PS-PAPSPAAAAAAAAA	 23SPLGNSVIPIVNKLQDI-F
29848.t000060|29848.m004504|Rc              1 --------------------------	 0------------------------------MGE----DAD-----------NGDGNRKPV	 15STIGSSVIPIIHKLQDI-I
GSVIVG01036006001|GSVIVT01036006001         1 --------------------------	 0------------------------------------------------------------	 0--------------------

gi|85092415                                29 -LEG--INNY-------VSLPQIIVCGDQSSGKSSVLEAIS	 59GVA-FPIKANL-CTRFPTEVVLRRTLDISAHVSIVPHEDAN-------------------	 98---
gi|85115828                                30 -YAQ--L-DN-------VKLPQIVVVGDQSAGKSSVLEALT	 59GIP-FPREAGA-CTRFATEIRLRRSPESSITVSIIPDRNRP-------------------	 98---
gi|164424111                               27 -EKN--IDVI-------LPLPTLVAVGDQSSGKSSLLESVT	 57GIP-FPRGQEL-CTRYATQITHRRDPEVQIIITIIPAPQST-------------------	 96---
gi|11342664                               109 --ALG--VEQD-------LALPAIAVIGDQSSGKSSVLEALS	 139GVA-LPRGSGI-VTRCPLVLKLKKQP-CEAWAGRISYRNTE-------------------	 177
gi|222136617                               61 --ALG--VEQD-------LALPAIAVIGDQSSGKSSVLEALS	 91GVA-LPRGSGI-VTRCPLVLKLKKLVNEDKWRGKVSYQDYE-------------------	 130-
Esi0024_0159                               50 -AQG--IQDE-------LSLPQIAVMGDQSCGKSSVLEALS	 80GVQ-FPRGSGL-VTRCPVQLIMKRTKPGDGWHGKTSVEWK--------------------	 118--
Esi0021_0042                               36 -AHG--ISQD-------LPLPQIAVMGDQSCGKSSVLEAIS	 66GIP-FPRGSGL-VTRCATQLIMKSSPKGSPWKASASIPEQQ-------------------	 105--
Esi0103_0037                               48 -NLT--RDAE-------ISVPQICVMGDQSSGKSSVLEALA	 78GVP-FPRGSGL-VTRCPIRLSMKRSATGSRWSAVAHASNE--------------------	 116--
gi|193204309                              269 EVLDL-LNEYD-------SSYNTSDNLPRVVVVGDQSAGKTSVLEMVA	 308QARIFPRGSGEMMTRAPVKVTLSEGPYHVAQFR-------------------------
Esi0343_0016                               28 LLQ--NNEE-------VKIPGVVVAGAQSAGKSSVLEALG	 58GM-KLPRGQNI-TTRVPLVLSLVAVPGAEP------------------------------	 86----
YOR211C                                   190 QMIEI-RTILN-----KVDSSSAHLTLPSIVVIGSQSSGKSSVLESIV	 231GREFLPKGSNM-VTRRPIELTLVNTPNSN-----------------------------
gi|71981891                                24 QLG--TSVS-------FELPQIAVVGGQSAGKSSVLENFV	 54GKDFLPRGSGI-VTRRPLILQLIQD-----------------------------------	 78----
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|59853099|ref|NP_004399.2|dynamin-1      22 AIG--QNAD-------LDLPQIAVVGGQSAGKSSVLENFV	 52GRDFLPRGSGI-VTRRPLVLQLVNA-----------------------------------	 76----
PGSC0003DMG400010899                       17 ALGDYGATNNSFSSLWDQLPSVAVVGGQSSGKSSVLESMV	 56GRDFLPRGSGI-VTRRPLVLQLHKTDE---------------------------------	 82----
Vocar20015232m.g|Vocar20015232m            17 SLGDNALSP--QSILWNKLPTIVVVGGQSSGKSSVLEAVV	 54GRDFLPRGTGI-VTRRPLVLQLVKTDDS--------------------------------	 81----
Cre17.g724150|Cre17.g724150.t1.1           28 QVT--VDLK-------LDLPQVAVVGSQSSGKSSVLEALV	 58GRDFLPRGNDI-VTRRPLLLQLVKTTPG--------------------------------	 85----
Vocar20001129m.g|Vocar20001129m            28 QVT--VDLK-------LDLPQVAVVGSQSSGKSSVLEALV	 58GRDFLPRGNDI-VTRRPLLLQLIKTAPG--------------------------------	 85----
gi|85111713                                22 TIG---NDS-------LDLPQIVVVGSQSAGKSSVLENIV	 51GRDFLPRGSGI-VTRRPLILQLINVPADDDAEDAT-------------------------	 85----
CME019C|CME019CT                           17 ETG--LDSP-------IDLPQIMVVGAQSSGKSSVLENVV	 47GESIFPRGTGI-VTRRPIVVQLYCTARERLNQSGAPDNM---------------------	 85FNED
gi|85099877                                33 TTVG--VNNP-------IDLPQIVVVGSQSSGKSSVLENIV	 64GRDFLPRGSGI-VTRRPLVLQLINRTATQNGFG---------------------------	 96---
gi|71993833                                17 TLGR-KEDQ-------IQLPQIVVVGSQSAGKSSVLENLV	 48GRDFLPRGTGI-VTRRPLILQLNHVALDDESKRR--------------------------	 81----
gi|66816950|Dd                            145 QEN-AALIG----SE-------ITLPQIIVVGSQSSGKSSVLENLV	 178GRDFLPRGSGL-VTRRPLVLQLYQTTTTSRNNVNENEDE---------------------
Esi0029_0136                               19 AIG---QTP-------IDLPQIVVIGSQSSGKSSVLENVV	 48GRDFLPRGTGI-VTRRPLILQLYNTAGTMGGKRGSSGVASAAATAAAGPAGTSPTAPPTP	 107PRK
101670|101670|Sm                           46 AQLG--SPST-------VDLPQVSVVGSQSSGKSSVMEALV	 77GRDFLPRGPDI-CTRRPLVLQLVHVQRK--------------------------------	 104--
404911|404911|Sm                          218 NKLQDI-FAQLG--SPST-------VDLPQ-------------------	 237---------------------LVHVQRK-----------------------------
Phpat.024G072600|Phpat.024G072600.1        49 SQLG--SAST-------IDLPQVAVVGSQSSGKSRVLEALV	 80GRDFLARGSDI-CTRRPVVLPLVQTSRR--------------------------------	 107--
437242|437242|Sm                           37 SQLG--SAST-------IDLPQVAVVGSQSSGKSSVLEALV	 68GRDFLPRGCDI-CTRRPLVLQLVQTTRR--------------------------------	 95---
Phpat.023G005400|Phpat.023G005400.1        29 CQLG--SAST-------IDLPQVAVVGSQSSGKSSVLEALV	 60GKDFLPRSSDI-CTRRPLVLQLVQTLRR--------------------------------	 87---
Phpat.020G019000|Phpat.020G019000.1        49 SQLG--SSSN-------IDLPQVAVVGSQSSGKSSVLEALV	 80GRDFLPRGSDI-CTRRPLVLQLVQTSRR--------------------------------	 107--
Phpat.008G087300|Phpat.008G087300.1        49 SQLG--SAST-------IDLPQVAVVGSQSSGKSSVLEALV	 80GRDFLPRGSDI-CTRRPLVLQLVQTSRR--------------------------------	 107--
Phpat.023G066800|Phpat.023G066800.1        43 SQLG--SAST-------IDLPQVAVVGSQSSGKSSVLEALV	 74GRDFLPRGSDV-CTRRPLVLQLVQTSRR--------------------------------	 101--
gi|66816205                                17 TLG---SDP-------LDLPQIVVVGSQSSGKSSVLENIV	 46GRDFLPRGSGI-VTRRPLILQLTHLPIA--------------------------------	 73----
LOC_Os04g31190|LOC_Os04g31190.1            33 ARLDGGGGGG-------LELPQVAAIGGQSSGKSSVLEALV	 66GRDFLPRGPDI-CTRRPLVLQLVRHSA---------------------------------	 92---
AT2G14120                                  33 AQLG--SQST-------IALPQVAVVGSQSSGKSSVLEALV	 64GRDFLPRGNDI-CTRRPLRLQLVQTKPS--------------------------------	 91---
Carubv10013019m.g|Carubv10013019m          33 AQLG--SQSS-------IKLPQVAVVGSQSSGKSSVLEALV	 64GRDFLPRGNDI-CTRRPLLLQLVQTKPR--------------------------------	 91---
AT4G33650                                  49 AQLG--SQST-------IALPQVVVVGSQSSGKSSVLEALV	 80GRDFLPRGNDI-CTRRPLVLQLLQTKSR--------------------------------	 107--
Carubv10004162m.g|Carubv10004162m          46 AQLG--SQSS-------IALPQVAVVGSQSSGKSSVLEALV	 77GRDFLPRGNDI-CTRRPLVLQLVQTKSR--------------------------------	 104--
Bra011458|Bra011458                        36 AQLG--SQSS-------IELPQVAVVGSQSSGKSSVLEALV	 67GRDFLPRGNDI-CTRRPLVLQLLQTKSK--------------------------------	 94---
Bra036991|Bra036991                        37 AQLG--THSS-------IELPQVAVVGSQSSGKSSVLEALV	 68GRDFLPRGNDI-CTRRPLVLQLVQTKSK--------------------------------	 95---
Bra034579|Bra034579                        47 AQLG--SQSS-------IELPQVAVVGSQSSGKSSVLEALV	 78GRDFLPRGNDI-CTRRPLVLQLLQTKSK--------------------------------	 105--
LOC_Os01g69130|LOC_Os01g69130.1            40 SQLG--SSST-------IDLPQVAVVGSQSSGKSSVLEALV	 71GRDFLPRGSDI-CTRRPLVLQLVHQPRR--------------------------------	 98---
GRMZM2G129155|GRMZM2G129155_T01            40 AQLG--SSST-------IDLPQVAVVGSQSSGKSSVLEALV	 71GRDFLPRGSDI-CTRRPLVLQLVHQPRR--------------------------------	 98---
GRMZM2G180335|GRMZM2G180335_T01            43 AQLG--SSST-------IDLPQVAVVGSQSSGKSSVLEALV	 74GRDFLPRGSDI-CTRRPLVLQLVHQPRR--------------------------------	 101--
Glyma20g06670|Glyma20g06670.1               1 ----------------------------------------	 0------------CFSCS----PTNKTPT--------------------------------	 12-----
Medtr2g009690|Medtr2g009690.1              36 SRVG--SQSA-------INLPQVAVVGSQSSGKSSVLEALV	 67GRDFLPRGNEI-CTRRPLVLQLVRSS----------------------------------	 92---
Medtr4g093750|Medtr4g093750.1              28 RVG--SQST-------IDLPQVAVVGCQSSGKSSVLEALV	 58GRDFLPRGNDI-CTRRPLVLQLVHIP----------------------------------	 83----
Glyma07g30150|Glyma07g30150.2              27 RVG--SHSA-------IDLPQVAVVGSQSSGKSSVLEALV	 57GRDFLPRGNDI-CTRRPLVLQLVQTKP---------------------------------	 83----
Glyma08g07160|Glyma08g07160.1              27 RVG--SHSA-------IDLPQVAVVGSQSSGKSSVLEALV	 57GRDFLPRGNDI-CTRRPLVLQLVQTKP---------------------------------	 83----
Glyma04g16340|Glyma04g16340.1              36 ARVG--SQST-------IDLPQVAVVGSQSSGKSSVLEALV	 67GRDFLPRGNEI-CTRRPLVLQLVQTKA---------------------------------	 93---
Glyma13g32940|Glyma13g32940.1              34 ARVG--SQST-------IDLPQVAVVGSQSSGKSSVLEALV	 65GRDFLPRGNDI-CTRRPLVLQLVQTKRK--------------------------------	 92---
Glyma15g06380|Glyma15g06380.1              34 ARVG--SQST-------IDLPQVAVVGSQSSGKSSVLEALV	 65GRDFLPRGNDI-CTRRPLVLQLVQTKRK--------------------------------	 92---
Cucsa.331870|Cucsa.331870.1                37 AQLG--SQST-------IELPQVAVVGSQSSGKSSVLEALV	 68GRDFLPRGSGI-CTRRPLVLQLLQTNT---------------------------------	 94---
GSVIVG01012532001|GSVIVT01012532001       121 SV-FAWLS--CRSM-------IELPQVAFVGCQGSGKSSIIEAMV	 155GRDFLLRGKDV-CTRRPLVLQLLQTKQK--------------------------------	
Cucsa.218420|Cucsa.218420.1                37 SQLG--SQST-------IELPQVAVVGSQSSGKSSVLEALV	 68GRDFLPRGSDI-CTRRPLVLQLVQTKS---------------------------------	 94---
Potri.012G125300|Potri.012G125300.1        32 AHLG--SQST-------IELPQVAVVGSQSS------EALV	 57GRDFLPRGNEI-CTRRPLVLQLLQTKRK--------------------------------	 84---
Potri.007G118300|Potri.007G118300.1        32 AQLG--SQST-------IELPQVAVVGSQSSGKSSVLEALV	 63GRDFLPRGNEI-CTRRPLVLQLLQTKRK--------------------------------	 90---
Potri.017G041800|Potri.017G041800.1        41 AQLG--SQST-------IELPQVAVVGSQSSGKSSVLEALV	 72GRDFLPRGNEI-CTRRPLVLQLLQTKRK--------------------------------	 99---
29506.t000007|29506.m000169|Rc             39 AQLG--SQST-------IELPQVAVVGSQSSGKSSVLESLV	 70GRDFLPRGNDI-CTRRPLVLQLLQTKRK--------------------------------	 97---
Eucgr.I02611|Eucgr.I02611.1                42 AQLG--SQST-------IELPQVSVVGSQSSGKSSVLESLV	 73GRDFLPRGSEI-CTRRPLVLQLLQTKRK--------------------------------	 100--
29848.t000060|29848.m004504|Rc             34 SPISD-ELTK-------LSLPKVAVIGSQSSGKSSVLEALV	 66GRDFLPRGCDI-CTRRPLVLMLE-NSLK--------------------------------	 92---
GSVIVG01036006001|GSVIVT01036006001         1 ----------------------------------------	 0------------------MLMLQNRPPR--------------------------------	 10-----



gi|85092415                                99 ---------------------------------------------------------	 98----ATEKKALSAFREKMTSFD-------------------HLPDIIEKA
gi|85115828                                99 ---------------------------------------------------------	 98----SSEQEQLLEFGRLINSSS-------------------PFDLTVMGA
gi|164424111                               97 ---------------------------------------------------------	 96----EAEKATLRSYRKELSSTTELR---------------DQFAKILDEV
gi|11342664                               178 ------------------------------------------------------------	 177----------------------------------LELQDPGQVEKE
gi|222136617                              131 -----------------------------------------------------------	 130----------------------------------IEISDASEVEKEI
Esi0024_0159                              119 ----------------------------------------------------------	 118---------------RG---------PQPPAA--GHVASPEALVGVIE
Esi0021_0042                              106 ----------------------------------------------------------	 105----QQQHGASSLWRKTKSSTSKTSADFPKGP--RSASTPEELTKVIE
Esi0103_0037                              117 ----------------------------------------------------------	 116----------------------------PSKS--HSASTPGQLTKLLE
gi|193204309                              342 --	 341------------------------------------------------------------	 341-----------DSSREF-----------DL----TKETDL
Esi0343_0016                               87 --------------------------------------------------------	 86----------HAVIGGQ-----------ADLSK-GKIIGIDEISTDIER--
YOR211C                                   260 --	 259------------------------------------------------------------	 259-----------NVTADF-----------PSMRL-YNIKDF
gi|71981891                                79 --------------------------------------------------------	 78----------RNEYAEF-----------LHKKG-HRFVDFDAVRKEIED--
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ------------------------------------------------------	 0------------------------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1      77 --------------------------------------------------------	 76----------TTEYAEF-----------LHCKG-KKFTDFEEVRLEIEA--
PGSC0003DMG400010899                       83 --------------------------------------------------------	 82---------GQQEYAEF-----------GHLPR-TPFTDFSLVQKEIQD--
Vocar20015232m.g|Vocar20015232m            82 --------------------------------------------------------	 81---------SAQDYGEF-----------SHAPG-RKIPSFEDIRKEIED--
Cre17.g724150|Cre17.g724150.t1.1           86 --------------------------------------------------------	 85----P--TGRPSEWGEF-----------LHAPG-KMFYDFDRIRDEIHQ--
Vocar20001129m.g|Vocar20001129m            86 --------------------------------------------------------	 85----P--SGRPSEWGEF-----------LHAPG-KMFYDFDRIRQEIQQ--
gi|85111713                                86 ------------------------------------------------------HP	 87SYR-NPNAAGRNEWAEF-----------HHIPN-RRFTDFGDVKREIEN--
CME019C|CME019CT                           90 ----------------------------GSYVLSDGAPTDP---------------	 102--RSIPPGAENQAYAEF-----------LHKPG-VRFYNFDDVRAEIER-
gi|85099877                                97 -------------------------------------------------------NE	 98LDDNTDKAANTDEWGEF-----------LHIPG-QKFYDFNKIRDEISR-
gi|71993833                                82 --------------------------------------------------------	 81---RSNGTLLTDDWAMF-----------EHTGS-KVFTDFDAVRKEIED--
gi|66816950|Dd                            217 	 216-DED------------------------------------------------------DN	 221YYDNDNDDNSLEEWGEF-----------GHTGT--NRFNFQE
Esi0029_0136                              111 ESGYTVTGRQDSGSGGLVGGRVAAFGGSSNGSVLPGGAPRTPSRTGRSGPGAGGGLS	 167PPPSPKPPTPEREWGEF-----------LHLPG-QKFFNFAEIREEIIR
101670|101670|Sm                          105 ----------------------------------------------------------	 104----MDDR-EVSEWGEF-----------LHLPG-RRFTDFSHIRKEIQ
404911|404911|Sm                          245 ---	 244------------------------------------------------------------	 244----MDDR-EFSEWGEF-----------LHLPG-RRFTD
Phpat.024G072600|Phpat.024G072600.1       108 ----------------------------------------------------------	 107----PEDRAEM-------------------------------------
437242|437242|Sm                           96 ---------------------------------------------------------	 95----GD---EVVEWGEF-----------LHLPN-RRFTDFTAIRKEIQA-
Phpat.023G005400|Phpat.023G005400.1        88 ---------------------------------------------------------	 87----SDEKSELVEWGEF-----------LHIPG-RQFTNFSAIRKEIQL-
Phpat.020G019000|Phpat.020G019000.1       108 ----------------------------------------------------------	 107----PEDRTELLEWGEF-----------LHVPG-RRFTDFGAIRKEIQ
Phpat.008G087300|Phpat.008G087300.1       108 ----------------------------------------------------------	 107----AEDQTELVEWGEF-----------LHIPG-RRFTDFAAIRKEIQ
Phpat.023G066800|Phpat.023G066800.1       102 ----------------------------------------------------------	 101----PEDRAELVEWGEF-----------LHIPG-RRFTDFEAIRKEIQ
gi|66816205                                74 --------------------------------------------------------	 73----DDGS-QTQEWGEF-----------LHKPN-DMFYDFSEIREEIIR--
LOC_Os04g31190|LOC_Os04g31190.1            93 ---------------------------------------------------------	 92----------PEEWGEF-----------LHAPA-RRFHDFDQIKREIQL-
AT2G14120                                  92 ---------------------------------------------------------	 91----SDGG-SDEEWGEF-----------LHHDPVRRIYDFSEIRREIEA-
Carubv10013019m.g|Carubv10013019m          92 ---------------------------------------------------------	 91----SEGG-SDEEWGEF-----------LHHEVGKRIYDFSEIRREIEA-
AT4G33650                                 108 ----------------------------------------------------------	 107----ANGG-SDDEWGEF-----------RHLPE-TRFYDFSEIRREIE
Carubv10004162m.g|Carubv10004162m         105 ----------------------------------------------------------	 104----SNGG-SDDEWGEF-----------RHLPENTRIYDFSEIRREIE
Bra011458|Bra011458                        95 ---------------------------------------------------------	 94----ASGG-SDDEWGEF-----------LHLPN-NRIYDFAEIRREIEA-
Bra036991|Bra036991                        96 ---------------------------------------------------------	 95----SSGG-SDDEWGEF-----------LHLPSNHRIYDFSEIRREIEA-
Bra034579|Bra034579                       106 ----------------------------------------------------------	 105----SNGG-SDDEWGEF-----------LHLPNNRRIYDFSEIRREIE
LOC_Os01g69130|LOC_Os01g69130.1            99 ---------------------------------------------------------	 98----PADA-EADEWGEF-----------LHLPG-RRFYDFREIRREIQA-
GRMZM2G129155|GRMZM2G129155_T01            99 ---------------------------------------------------------	 98----PADA-EADEWGEF-----------LHLSG-RRFYDFREIRREIQA-
GRMZM2G180335|GRMZM2G180335_T01           102 ----------------------------------------------------------	 101----PADA-EADEWGEF-----------LHLSG-RRFYDFREIRREIQ
Glyma20g06670|Glyma20g06670.1              13 -------------------------------------------------------	 12----PHCH-INHHWTQ---------------------LNLGASVHMFQA---
Medtr2g009690|Medtr2g009690.1              93 ---------------------------------------------------------	 92-------E-PADEYGEF-----------LHLPG-KRFYDFSDIRREIQA-
Medtr4g093750|Medtr4g093750.1              84 --------------------------------------------------------	 83-------P-SKPESAEF-----------LHLPG-RTFHDFSQIRAEIQA--
Glyma07g30150|Glyma07g30150.2              84 --------------------------------------------------------	 83-------P-SQEEFGEF-----------LHLPG-RKFHDFSQIRAEIQA--
Glyma08g07160|Glyma08g07160.1              84 --------------------------------------------------------	 83-------P-SQDEFGEF-----------LHLPG-RKFHDFSQIRAEIQV--
Glyma04g16340|Glyma04g16340.1              94 ---------------------------------------------------------	 93-------P-EDDEYGEF-----------LHFPG-RKFHDFSEIRREIQI-
Glyma13g32940|Glyma13g32940.1              93 ---------------------------------------------------------	 92----PNLD-NNDEYGEF-----------LHLPG-RKFHDFSEIRREIQA-
Glyma15g06380|Glyma15g06380.1              93 ---------------------------------------------------------	 92----PD----NDEYGEF-----------LHLPG-RKFHDFSEIRREIQA-
Cucsa.331870|Cucsa.331870.1                95 ---------------------------------------------------------	 94----------DKEYGEF-----------LHLPG-KKFYDFSEIRREIQS-
GSVIVG01012532001|GSVIVT01012532001       183 182------------------------------------------------------------	 182----PDGS--DEEYGEF-----------LHLPG-KKFFDFLEI
Cucsa.218420|Cucsa.218420.1                95 ---------------------------------------------------------	 94----------EEEYGEF-----------LHITG-KKFYDFSEIRREIRA-
Potri.012G125300|Potri.012G125300.1        85 ---------------------------------------------------------	 84----GDGS-GEDEWGEF-----------LHLPG-KRFYDFSEIRNEIQA-
Potri.007G118300|Potri.007G118300.1        91 ---------------------------------------------------------	 90----GDGS-GEDEWGEF-----------LHLPG-KRFYDFSEIRSEIQA-
Potri.017G041800|Potri.017G041800.1       100 ---------------------------------------------------------	 99----GDGC-GEEEWGEF-----------LHLPG-KRFYDFSEIRSEIQA-
29506.t000007|29506.m000169|Rc             98 ---------------------------------------------------------	 97----ADGS--EEEWGEF-----------LHLPG-KRFFDFSDIRREIQA-
Eucgr.I02611|Eucgr.I02611.1               101 ----------------------------------------------------------	 100----PDGA--EEEYGEF-----------LHLPG-KRFYDFSDIRREIQ
29848.t000060|29848.m004504|Rc             93 ---------------------------------------------------------	 92----TPDD-SIAEFGEF-----------RHLPG-KRFYDFSKIRDEIQA-
GSVIVG01036006001|GSVIVT01036006001        11 -------------------------------------------------------	 10----GDSD-DAREWGEF-----------RHLPG-KRFYDFSKIRQEIQD---

gi|85092415                               126 KNYMGIS---	 132----TTQGKAFSNHRLRVEITGPDRPHLTIVDLPGLIHSETKNQTAADV-QLIQKVVRSY	 187MNEPRSIILAVVSAKNDFANQVVLKLARAADP
gi|85115828                               126 AELIAPK---	 132----GVPGRFAARDILVVEKKGPDMPLLTLVDLPGLVRNPNKDQSLEDI-HIIEALSDRY	 187MRSPRTIILAVVGGNSDYVQAPILTKARHFDP
gi|164424111                              128 NVYMKIKTDK	 137N---PEGEKTFSRDILKIEKCGPTEDYLTVIDVPGIFRLTSKGQTTESDRNLVRDMVTGF	 194IKDKRTIILAVLPANVDVMTQEILALAEQYDP
gi|11342664                               190 IHK------AQNVM	 197----AGNGRGISHELISLEITSPEVPDLTIIDLPGITRVAVDNQPRDIG-LQIKALIKKY	 252IQRQQTINLVVVPCNVDIATTEALSMAH
gi|222136617                              144 NK------AQNAI	 150----AGEGMGISHELITLEISSRDVPDLTLIDLPGITRVAVGNQPADIG-YKIKTLIKKY	 205IQRQETISLVVVPSNVDIATTEALSMAQE
Esi0024_0159                              141 E------LMNAV	 146C---EGQKNGFSSDFIAIEIKSPDCPDLTLIDLPGIVRTAVSGQSQGVI-TEVNGLIENY	 202LRSERTIILAIVPANQDVATVDILERAKKV
Esi0021_0042                              148 D------LQDAL	 153T---AGDQGAFSTATISVQVQAPGLPDLTLIDLPGIVRTATKGQRTSVM-AEVNGLIQRF	 209LEQERTIILAVVPANQDVAPVDILERAKMV
Esi0103_0037                              135 R------LTDGL	 140T---ST-SSNFSTETINVRLSSPDVPDLTVVDLPGIIRTSTAGQDPAVI-AQVNNLIESF	 195LEQARTIILCVIPANQDIATVDILERAQKV
gi|193204309                              356 QQLRNETEV-------RMRN	 368S---VRDGKTVSNEVISLTVKGPNLPRMVLVDLPGVISTVTADMARETK-DDIIRMSKAH	 424MENPNAIILCIQDGSVDAERSN
Esi0343_0016                              114 -----LTNE	 117L---AGDGTAVSAKPIYLKIIRPSGPTLTLIDLPDITHNS-PDGTQDIH-TETVNLVKKF	 172IENDNMVILVVIPAMDDFANAEAIALAKKYDPD
YOR211C                                   277 KEVKRMLM--------ELNM	 288A---VPTSEAVSEEPIQLTIKSSRVPDLSLVDLPGYIQVEAADQPIELK-TKIRDLCEKY	 344LTAPN-IILAISAADVDLANSS
gi|71981891                               106 -----ETDR	 109V---TGQNKGISPHPINLRVFSPNVLNLTLIDLPGLTKVPVGDQPADIE-QQIRDMILTF	 165INRETCLILAVTPANSDLATSDALKLAKEVDPQ
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ------	 0------------------------------------------------------------	 0----------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     104 -----ETDR	 107V---TGTNKGISPVPINLRVYSPHVLNLTLVDLPGMTKVPVGDQPPDIE-FQIRDMLMQF	 163VTKENCLILAVSPANSDLANSDALKVAKEVDPQ
PGSC0003DMG400010899                      111 -----ETDR	 114I---TGKTRQISPVPIHLSIYSPNVVNLTLIDLPGLTKVAVEEQPESVV-KDIEDMVRSY	 170VEKPNCIILAISPANQDIATSDAIKLSREVDPT
Vocar20015232m.g|Vocar20015232m           110 -----ETER	 113HLHKMGGNKVVSPDPIYLTVYSNNVPNLTLVDMPGLTKVPIDGQPPSIV-QELDEMARQY	 172VKSDNAIILAVTPANADLATSDALRMARDVDPS
Cre17.g724150|Cre17.g724150.t1.1          117 -----ETER	 120L---VGYNKNVSDKPIRLKIFSPRVLTMTLVDLPGLTRVPVGDQPGDIE-QRIREMALEY	 176IRRPNCIILAVSPANVDLATSDALQLSQVADPE
Vocar20001129m.g|Vocar20001129m           117 -----ETDR	 120L---VGANKNVSDKPIRLKIFSPRVLTMTLVDLPGLTRIPVGDQPGDIE-ARIREMALEY	 176VRRPNCVILAVSPANVDLATSDALQLAQVADPE
gi|85111713                               124 -----ETAR	 127V---AGTNKGINRQPINLKIFSPHVLNLTLVDLPGLTKVPIGDQPTDIE-KQTRNLISEY	 183IAKPNSIVLAVSPANVDIVNSEALKLARHVDPM
CME019C|CME019CT                          138 ------ETDR	 141V---TGKNKGISPKAINLRVYSPHVVNLTVVDLPGLTKVPVGDQPSDIE-RLIRAMVLSY	 197IERPNAIILAVHPATMDLATSDALQIARQADP
gi|85099877                               136 ------ETEA	 139K---VGRNAGISPAPINLRIYSPNVLNLTLVDLPGLTRVPVGDQPRDIE-KQIRDMILKY	 195IQKSNAIILAVTAANVDLANSDGLKLAREVDP
gi|71993833                               116 -----ETDR	 119V---TGVNKGISLLPISLKIYSHRVVSLSLVDLPGITKIPVGDQPVNIE-EQIREMILLY	 175ISNPSSIILAVTPANQDFATSEPIKLAREVDAG
gi|66816950|Dd                            251 IKEEIER-------ETER	 261I---AGPNKDISSEPIVLKIYSPKVVPLTLVDLPGLTRVAIEDQPPDIE-EKIKSMIIDY	 317ISNPNSIILAITPANQDIVTSDAL
Esi0029_0136                              205 -------ETDR	 208L---TGNNKGISAKSINLRIYSPFVLNLTMVDLPGITKVATGDQPADIE-EQIRGMCLQY	 264IKNPNAIILSVTSANTDLANSDALKMAREVD
101670|101670|Sm                          136 A-------ETER	 140E---LGDKKGVSDKQIRLKIFSPNVLNITLVDLPGLTRVPVGDQPSDIE-SRIRAMILSY	 196IKHATCIILAVSPANTDLSNSDSLQMAKLV
404911|404911|Sm                          267 FSHIRKEIQA-------ETER	 280E---LGDKKGVSDKQIRLKIFSPNVLNITLVDLPGLTRVPVGDQPSDIE-SRIRAMILSY	 336IKHATCIILAVSPANTDLSNS
Phpat.024G072600|Phpat.024G072600.1       115 ------------	 114-------------KQIRLKIFSPNVLNITLVDLPGITKVSVGDQPNDIE-ARVRTMVLSY	 160IKHETCIILAVSPANADLANSDALQMARMA
437242|437242|Sm                          126 ------ETDR	 129E---LGSNKGISDKQIRLKIFSPKVLNITLVDLPGITKVPVGDQPTDIE-ARIRTMILSY	 185IKHETCIILAVSPANADLANSDALQMARIADP
Phpat.023G005400|Phpat.023G005400.1       121 ------ETER	 124D---MGTNKGISEKQIRLKIFSPDVLNITLVDLPGITKVPVGDQPTDIE-ARVRTMILSY	 180IKHKTCIILAVSPANADLANSDALQMARIADP
Phpat.020G019000|Phpat.020G019000.1       140 A-------ETDR	 144E---LGTNKGISEKQIRLKIFSPNVLNITLVDLPGITKVPVGDQPTDIE-ARIRTMILTY	 200IKHETCIILAVSPANADLANSDALQMARIA
Phpat.008G087300|Phpat.008G087300.1       140 A-------ETDR	 144E---LGTNKGISEKQIRLKIFSPNVLNITLVDLPGITKVPVGDQPNDIE-ARVRTMILSY	 200IKHETCIILAVSPANADLANSDALQMALMA
Phpat.023G066800|Phpat.023G066800.1       134 A-------ETDR	 138E---LGTNKGISEKQIRLKIFSPNVLNITLVDLPGITKVPVGDQPNDIE-ARVRTMILSY	 194IKHDTCIILAVSPANADLANSDALQMARIA
gi|66816205                               106 -----DTDR	 109M---TGKNKGISAQPINLKIYSPHVVNLTLVDLPGITKVPVGDQPTDIE-QQIRRMVMAY	 165IKKQNAIIVAVTPANTDLANSDALQLAKEVDPE
LOC_Os04g31190|LOC_Os04g31190.1           120 ------ETDK	 123E---AGGNKGVSEKQIRLKIFSPNVLDITLVDLPGITRVPVGDQPSDIE-SRIRSMIMQY	 179IKHPSCIILAVTPANADLANSDALQLAKLADP
AT2G14120                                 125 ------ETNR	 128V---SGENKGVSDIPIGLKIFSPNVLDISLVDLPGITKVPVGDQPSDIE-ARIRTMILTY	 184IKEPSCLILAVSPANTDLANSDALQIAGNADP
Carubv10013019m.g|Carubv10013019m         125 ------ETNR	 128V---SGVNKDVTDNPIRLKIYSPNVLDISLVDLPGITKVPVGDQPTDIE-ARIRTMILSY	 184IKESSCLILAVTPANSDLANSDALQIAGNADP
AT4G33650                                 139 A-------ETNR	 143L---VGENKGVADTQIRLKISSPNVLNITLVDLPGITKVPVGDQPSDIE-ARIRTMILSY	 199IKQDTCLILAVTPANTDLANSDALQIASIV
Carubv10004162m.g|Carubv10004162m         137 A-------ETNR	 141L---VGGNKNVADKQIRLTIHSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMILSY	 197IKLDTCLILAVTPANTDLANSDALQIASNA
Bra011458|Bra011458                       127 ------ETNR	 130L---VGENKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPTDIE-ARIRTMILSY	 186IKQPSCLILAVTPANSDLANSDALQIAGNADP
Bra036991|Bra036991                       129 ------ETNR	 132L---AGGNKGVKDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPTDIE-ARIRTMILSY	 188IKQPSCLILAVTPANSDLANSDALQIAGNADP
Bra034579|Bra034579                       138 A-------ETNR	 142L---AGDNKGVSAKQIRLKIHSPNVLDITLVDLPGITKVPVGDQPTDIE-AQIRTMILSY	 198IKQPSCLILAVTPANSDLANSDALQVARAA
LOC_Os01g69130|LOC_Os01g69130.1           131 ------ETDR	 134E---AGGNKGVSDKQIRLKIYSPNVLNITLVDLPGITKVPVGDQPTDIE-ARIRTMILSY	 190IKHKTCIILAVSPANADLSNSDALQIARNADP
GRMZM2G129155|GRMZM2G129155_T01           131 ------ETDR	 134E---AGGNKGVSDRQIRLKIFSPNVLNITLVDLPGITKVPVGDQPTDIE-ARIRTMIMSY	 190IRHKTCIILAVSPANADLANSDALQMARVADP
GRMZM2G180335|GRMZM2G180335_T01           133 A-------ETDR	 137E---AGGNKGVSDRQIRLKIFSPNVLNITLVDLPGITKVPVGDQPTDIE-ARIRTMIMSY	 193IKHKTCIILAVSPANADLANSDALQMARVA
Glyma20g06670|Glyma20g06670.1              36 ----KTDR	 39E---VGGNKGVSNKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 95IKTPTCLILVVTPANSDLANSDALQMAGITDPDGNR
Medtr2g009690|Medtr2g009690.1             122 ------ETDR	 125E---AGDNKGVSDRQIRLKIVSPNVLDMTLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 181IKEPSCLILAVTPANSDLANSDALQMAGVADP
Medtr4g093750|Medtr4g093750.1             113 -----ETDR	 116E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-SRIRTMIMSY	 172IKVPTCLILAVTPANSDLANSDALQMAGNADPD
Glyma07g30150|Glyma07g30150.2             113 -----ETDR	 116E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-AQIRTMIMSY	 172IKTPTCLILAVTPANSDLANSDALQMAGIADPD
Glyma08g07160|Glyma08g07160.1             113 -----ETDR	 116E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 172IKTPTCVILAVTPANSDLANSDALQMAGIADPD
Glyma04g16340|Glyma04g16340.1             123 ------ETDR	 126E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 182IKTPTCLILAVTPANSDLANSDALQMAGIADP
Glyma13g32940|Glyma13g32940.1             125 ------ETDR	 128E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 184IKTPTCLILAVTPANSDLANSDALQMAGIADP
Glyma15g06380|Glyma15g06380.1             122 ------ETDR	 125E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 181IKTPTCLILAVTPANSDLANSDALQMAGIADP
Cucsa.331870|Cucsa.331870.1               122 ------ETER	 125E---VGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 181IKVPSCLILAVTPANSDLANSDALQIAGNADP
GSVIVG01012532001|GSVIVT01012532001       208 HREIQA-------ETDR	 217E---AGENKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 273IKLPSCLILAVTPANSDLANSDALQ
Cucsa.218420|Cucsa.218420.1               122 ------ETDR	 125E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 181IKVPSCLILAVTPANSDLANSDALQIAGNADP
Potri.012G125300|Potri.012G125300.1       117 ------ETAK	 120E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 176IKKPSCLILAVTAANSDLANSDALQIAGNADP
Potri.007G118300|Potri.007G118300.1       123 ------ETAK	 126E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 182IKKPSCLILAVTAANSDLANSDALQIAGNADP
Potri.017G041800|Potri.017G041800.1       132 ------ETAK	 135E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 191IKKPSCLILAVTAANSDLANSDALQIAGNADP
29506.t000007|29506.m000169|Rc            129 ------ETAK	 132E---AGDNKGVSDKQIRLKIFSPNVLDITLVDLPGITKVPVGDQPSDIE-ARIRTMIMSY	 188IKKPSCLILAVTPANSDLANSDALQIAGNADP
Eucgr.I02611|Eucgr.I02611.1               131 A-------ETER	 135E---AGGNKGVSDKQIRLKIFSPNVLDITLVDLPGLTKVPVGDQPSDIE-ARIRTMIMSY	 191IKVPSCLILAVTPANSDLANSDALQMAGMA
29848.t000060|29848.m004504|Rc            125 ------ETER	 128E---AGNNKGVSDKQIRLKIYSPNVLNMTLVDLPGITKVPVGDQPTDIE-ARIRKMIAAH	 184ISQENCIILAVTPANSDLATSDALQMAREADP
GSVIVG01036006001|GSVIVT01036006001        43 ----ETER	 46G---AGFNKGVSEKQIRLMISSPNVLNMTLIDLPGITKVPVGDQPTDIE-ARVKKMIMSH	 102IKQENCIILAVTPANSDLANSDALQMARDADPAGT



gi|85092415                               220 PGHRT-------L-GIITKPDALHPGSE	 239SEKQYVDLAKN--QEVEFR-LGWHVLRNKDSDKEAKN---VVD-----------------	 276--------------
gi|85115828                               220 NGTRT-------I-GVLTKPDLTDSI-G	 238LEDKFVELVKNNDRRNHFR-LGWYVLLNPGPRTEGETWPSAEQ-----------------	 280--------------
gi|164424111                              227 DGERT-------L-GVLTKPDLVIER-S	 245AKEAVCNLVTG--RKKALN-LGYYLVKNRGGDDDDDSKD-DSG-----------------	 284--------------
gi|11342664                               281 EVDPEGDRT-------I-GILTKPDLMDRG-T	 303-EKSVMNVVRN--LTYPLK-KGYMIVKCRGQQEITNRLS-LAE-----------------	 341----------
gi|222136617                              235 VDPEGDRT-------I-GILTKPDLVDKG-T	 256-EDKVVDVVRN--LVFHLK-KGYMIVKCRGQQEIQDQLS-LSE-----------------	 294-----------
Esi0024_0159                              233 DPSGKRT-------I-GVLTKPDLINPG-G	 253-EAEVLEVLSN--NRKPLK-LGYVMVKNRNQLQLREGVS-LKE-----------------	 291------------
Esi0021_0042                              240 DPEGDRT-------I-GVLTKPDLIGPG-N	 260-EDEAAAVLKN--VRKPLK-LGYVMVKCRSQRDIDQGMD-NKE-----------------	 298------------
Esi0103_0037                              226 DPRGERT-------I-GVLTKPDLIGPG-N	 246-EDEVLAVLHN--VRKPLQ-LGYVMVKNRSQAQLKAGLT-GTE-----------------	 284------------
gi|193204309                              447 VTDLVSSIDPSGKRT-------I-LVLTKVDMAEKNLA	 476NPDRIKKILEG--KLFPMKALGYFGVVTGRGNSSD---S-IDE-----------------	 513----
Esi0343_0016                              206 GRRT-------L-GVVTKTDNIKVEE-	 223---DTPAE----------------------------------E-----------------	 229---------------
YOR211C                                   366 ALKASKAADPKGLRT-------I-GVITKLDLVDPE--	 393---KARSILNN--KKYPLS-MGYVGVITKTPSSINRKHL-GLFGEAPSSSLSGIFSKGQH	 446GQSS
gi|71981891                               199 GLRT-------I-GVLTKLDLMDEGT-	 216---DAREILEN--KLFTLR-RGYVGVVNRGQKDIVGRKD-IRA-----------------	 252---------------
gi|56549125|ref|NP_001005362.1|dynamin-2    1 --------------------	 0------------------------------------------------------------	 0--------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     197 GQRT-------I-GVITKLDLMDEGT-	 214---DARDVLEN--KLLPLR-RGYIGVVNRSQKDIDGKKD-ITA-----------------	 250---------------
PGSC0003DMG400010899                      204 GERT-------F-GVLTKLDLMDKGT-	 221---NALDVLEG--RAYRLQ-QPWVGIVNRSQADINKNVD-MIY-----------------	 257---------------
Vocar20015232m.g|Vocar20015232m           206 GDRT-------I-GVLTKVDIMDRGT-	 223---DCRDVLLG--RTLKLK-HGWVAVVNRGQADINSRVS-MKD-----------------	 259---------------
Cre17.g724150|Cre17.g724150.t1.1          210 GVRT-------I-GVLTKLDIMDRGT-	 227---DAAHILRN--AHIPLR-LGYIGVVLRAQADIAAKLP-MSE-----------------	 263---------------
Vocar20001129m.g|Vocar20001129m           210 GVRT-------I-GVLTKLDIMDRGT-	 227---DAAHILRN--AHIPLR-LGYIGVVLRAQADIAAGLP-MPE-----------------	 263---------------
gi|85111713                               217 GRRT-------I-GVLTKVDLMDHGT-	 234---NALDILSG--RVYPLK-LGWIGVVNRSQQDIQGNKP-MEE-----------------	 270---------------
CME019C|CME019CT                          230 EGRRT-------L-GVITKLDLMDKGT-	 248---DAMEMLTG--KVIPLK-LGYIGVICRGPADLRAGKS-IQQ-----------------	 284--------------
gi|85099877                               228 EGQRT-------I-GVLTKVDLMDEGT-	 246---DVVDILAG--RIIPLR-LGYVPVVNRGQRDIDNKKP-INA-----------------	 282--------------
gi|71993833                               209 GQRT-------L-AVLTKLDLMDQGT-	 226---DAMDVLMG--KVIPVK-LGIIGVVNRSQQNILDNKL-IVD-----------------	 262---------------
gi|66816950|Dd                            342 KLAQQVDPLGKRT-------I-GVLTKLDLMDKGT-	 368---DAIDILLG--NSIPLS-LGFVGVVNRSQQDINNRKP-IEQ-----------------	 404------
Esi0029_0136                              296 PKGDRT-------V-GVLTKIDLMDPGT-	 315---DAGDMLDN--RIIPLK-RGFVGVINRGQKDIDDGVS-IRQ-----------------	 351-------------
101670|101670|Sm                          227 DPDGSRT-------I-GVVTKLDIMDRGT-	 247---DARSILLG--TVIPLR-LGYVGVVNRSQEDIYANKP-IKD-----------------	 283------------
404911|404911|Sm                          358 DSLQMAKLVDPDGSRT-------I-GVVTKLDIMDRGT-	 387---DARSILLG--TVIPLR-LGYVGVVNRSQEVFRSPFF-CLK-----------------	 423---
Phpat.024G072600|Phpat.024G072600.1       191 DPDGSIS-------DDWVITKLDIMDRGT-	 212---DARNFLLG--NVVPLR-LGYIGVVNRSQEDIIANKS-MRD-----------------	 248------------
437242|437242|Sm                          218 DGSRT-------I-GVITKLDIMDRGT-	 236---DARNFLLG--SVIPLR-LGYIGVVNRSQEDITSNRS-IQD-----------------	 272--------------
Phpat.023G005400|Phpat.023G005400.1       213 DGSRT-------I-GVISKLDIMDRGT-	 231---DARSLLLG--NVIPLR-LGYVGVVNRSQEDISRNRS-IRD-----------------	 267--------------
Phpat.020G019000|Phpat.020G019000.1       231 DPDGSRT-------I-GVITKLDIMDRGT-	 251---DARNFLLG--NVIPLR-LGYIGVVNRCQEDIIAKKS-IRD-----------------	 287------------
Phpat.008G087300|Phpat.008G087300.1       231 DPDGSRT-------I-GVITKLDIMDRGT-	 251---DARNFLLG--NVIPLR-LGYIGVVNRSQEDIIANKS-IRD-----------------	 287------------
Phpat.023G066800|Phpat.023G066800.1       225 DPDGSRT-------I-GVITKLDIMDRGT-	 245---DARNFLLG--NVIPLR-LGYIGVVNRSQEDVIANKS-IRD-----------------	 281------------
gi|66816205                               199 GKRT-------I-GVITKLDLMDKGT-	 216---DAMEVLTG--RVIPLT-LGFIGVINRSQEDIIAKKS-IRE-----------------	 252---------------
LOC_Os04g31190|LOC_Os04g31190.1           212 DGSRT-------I-GVITKLDIMDRGT-	 230---DARNFLLG--NVIPLK-LGYVGVVNRSQEDINFKRS-VKD-----------------	 266--------------
AT2G14120                                 217 DGHRT-------I-GVITKLDIMDRGT-	 235---DARNHLLG--KTIPLR-LGYVGVVNRSQEDILMNRS-IKD-----------------	 271--------------
Carubv10013019m.g|Carubv10013019m         217 DGHRT-------I-GVITKLDIMDRGT-	 235---DARNHLLG--KTIPLR-LGYVGVVNRSQEDILMNRS-IKD-----------------	 271--------------
AT4G33650                                 230 DPDGHRT-------I-GVITKLDIMDKGT-	 250---DARKLLLG--NVVPLR-LGYVGVVNRCQEDILLNRT-VKE-----------------	 286------------
Carubv10004162m.g|Carubv10004162m         228 DPDGHRT-------I-GVITKLDIMDKGT-	 248---DARNLLLG--NVVPLR-LGYVGVVNRCQEDILLNRT-IKE-----------------	 284------------
Bra011458|Bra011458                       219 DGHRT-------I-GVITKLDIMDRGT-	 237---DARNLLLG--KVVPLR-LGYVGVVNRCQEDILLNRS-VKE-----------------	 273--------------
Bra036991|Bra036991                       221 DGHRT-------I-GVITKLDIMDKGT-	 239---DARNLLLG--KVVPLR-LGYVGVVNRCQEDILLNRS-VKD-----------------	 275--------------
Bra034579|Bra034579                       229 DPDGHRT-------I-GVITKLDIMDKGT-	 249---DASNLLLG--KIVPLR-LGYVGVVNRCQEDIMRNRS-VKE-----------------	 285------------
LOC_Os01g69130|LOC_Os01g69130.1           223 DGSRT-------I-GVITKLDIMDRGT-	 241---DARNFLLG--NVIPLR-LGYVGVVNRSQQDIKSDLS-IKE-----------------	 277--------------
GRMZM2G129155|GRMZM2G129155_T01           223 DGSRT-------I-GVITKLDIMDRGT-	 241---DARNFLLG--NVIPLK-LGYVGVVNRSQQDINSDLS-IKD-----------------	 277--------------
GRMZM2G180335|GRMZM2G180335_T01           224 DPDGSRT-------I-GVITKLDIMDRGT-	 244---DARNFLLG--NVIPLK-LGYVGVVNRSQQDINSDLS-IKD-----------------	 280------------
Glyma20g06670|Glyma20g06670.1             132 T-------I-GVITKLDIMDRAT-	 146---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIQMNRS-IKD-----------------	 182----------------AV
Medtr2g009690|Medtr2g009690.1             214 EGNRT-------I-GVITKLDIMDRGT-	 232---DARNLLQG--KVIPLR-LGYVGVVNRSQEDIQMNRS-IKD-----------------	 268--------------
Medtr4g093750|Medtr4g093750.1             206 GHRT-------I-GVITKLDIMDRGT-	 223---DARNLLLG--KVIPLR-LGYVGVVNRSQEDILTNRS-IKD-----------------	 259---------------
Glyma07g30150|Glyma07g30150.2             206 GNRT-------I-GVITKLDIMDRGT-	 223---DARNLLLG--KVIPLR-LGYVGVVNRSQEDILMNRS-IKD-----------------	 259---------------
Glyma08g07160|Glyma08g07160.1             206 GNRT-------I-GVITKLDIMDRGT-	 223---DARNLLLG--KVIPLR-LGYVGVVNRSQEDILMNRS-IKD-----------------	 259---------------
Glyma04g16340|Glyma04g16340.1             215 DGNRT-------I-GVITKLDIMDRGT-	 233---DARNLLLG--KVIPLR-LGYVGVVNRCQEDIQMNRS-IKD-----------------	 269--------------
Glyma13g32940|Glyma13g32940.1             217 DGNRT-------I-GVITKLDIMDRGT-	 235---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIQMNRS-IKD-----------------	 271--------------
Glyma15g06380|Glyma15g06380.1             214 DGNRT-------I-GVITKLDIMDRGT-	 232---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIQINRS-IKD-----------------	 268--------------
Cucsa.331870|Cucsa.331870.1               214 DGVRT-------I-GVITKLDIMDRGT-	 232---DARNLLLG--KVIPLR-LGYVGVVNRSQEDILLNRS-IKD-----------------	 268--------------
GSVIVG01012532001|GSVIVT01012532001       299 IAGNADPDGYRT-------I-GVITKLDIMDRGT-	 324---DARNLLLG--KVIPLR-LGYIGVVNRSQEDIIMNRS-VKD-----------------	 360-------
Cucsa.218420|Cucsa.218420.1               214 DGLRT-------I-GIITKLDIMDRGT-	 232---DARNLLYG--KVIPLR-LGYFGVVNRSQEDILLNRS-IKD-----------------	 268--------------
Potri.012G125300|Potri.012G125300.1       209 DASSLLLRRIFMF-FLLTQLDIMDRGT-	 234---DARNLLLG--KVIPLR-LGYVGVVNRSQEVIM*------------------------	 263--------------
Potri.007G118300|Potri.007G118300.1       215 DGYRT-------I-GIITKLDIMDRGT-	 233---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIILNRS-IKD-----------------	 269--------------
Potri.017G041800|Potri.017G041800.1       224 DGYRT-------I-GVITKLDIMDRGT-	 242---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIMLNRS-IKD-----------------	 278--------------
29506.t000007|29506.m000169|Rc            221 DGYRT-------I-GVITKLDIMDRGT-	 239---DARNLLLG--KVIPLR-LGYVAVVNRSQEDIILNRS-IKD-----------------	 275--------------
Eucgr.I02611|Eucgr.I02611.1               222 DPDGHRT-------I-GVITKLDIMDRGT-	 242---DARNLLLG--KVIPLR-LGYVGVVNRSQEDIMLNRS-IKD-----------------	 278------------
29848.t000060|29848.m004504|Rc            217 NGSRT-------I-GVITKLDIMDRGT-	 235---DACNFLLG--KVVPLR-LGYIGVVNRSQEDINYNRS-IRD-----------------	 271--------------
GSVIVG01036006001|GSVIVT01036006001       138 RT-------I-GVITKLDIMDRGT-	 153---NACNFLLG--NIVPLS-LGYVGVVNRSQEDLNQNRS-ISE-----------------	 189----------------A

gi|85092415                               277 --RDTMEQQFF------------TQGAWTEL-P-LAHL--------	 298-------GIDKLRERLSKVLLKQIASELPNVMEEI-------------------------
gi|85115828                               281 --RRSTERDFF------------SKGKWSSL-P-ASMC--------	 302-------GASALKQRLSLQLQQHIGRHVNALRRQI-------------------------
gi|164424111                              285 --IRRKERDLF------------QQSPWCNL-P-QERV--------	 306-------GVAALRERLQDLLGEITDKAYPELRSEA-------------------------
gi|11342664                               342 ------ATKKEITFF------------QTHPYFRVLLEEGSA--------	 365-------TVPRLAERLTTELIMHIQKSLPLLEGQI---------------------
gi|222136617                              295 -----ALQREKIFF------------ENHPYFRDLLEEGKA--------	 318-------TVPCLAEKLTSELITHICKSLPLLENQI----------------------
Esi0024_0159                              292 ----AHDAEMDFF------------KSHAVFKTVD-STCL--------	 314-------GVESLTKRLVSLLTVRIKDALPNMKWEL-----------------------
Esi0021_0042                              299 ----SLSSEAAFF------------RQQPVFKSLP-SSFF--------	 321-------GVPNLTRRLTDLLVGRIKAALPNIKWEI-----------------------
Esi0103_0037                              285 ----AREAEEAFF------------RQHSHFKGCD-PKLF--------	 307-------GVANLTTRLTQLLVTRIQHELVPMKADV-----------------------
gi|193204309                              514 ------------IRKYEENFFSTSQLLRDGVLKPSQMTTRNM--SLAVSDCFWRMV	 555RDSIESQTDAFRAAKFNL--EAEWKNHFLRIRQLNRDELYDKARGEILDE
Esi0343_0016                              230 -VRARERQFF------------QTNSEMAGI--E----KEYW---	 252-------GFDTLVGRIVEIQAERVQQFIPKFLAQSKR--RTKELAQALRDMPKVFSNDNE	
YOR211C                                   451 GEENTNGLKQIVSHQFEKAYF------------KENKKYFT-----NC--------	 481-----QVSTKKLREKLIKILEISMSNALEPTSTLI---------------
gi|71981891                               253 -ALDAERKFF------------ISHPSYRHM--ADRL--------	 274-------GTSYLQHTLNQQLTNHIRDTLPTLRDSL-------------------------	
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ----------------------------------	 0------------------------------------------------------------	 0------------
gi|59853099|ref|NP_004399.2|dynamin-1     251 -ALAAERKFF------------LSHPSYRHL--ADRM--------	 272-------GTPYLQKVLNQQLTNHIRDTLPGLRNKL-------------------------	
PGSC0003DMG400010899                      258 -ARRKEREYF------------ASSPDYGHL--ASKM--------	 279-------GSEYLAKLLSKHLESVIRAKIPGIISVI-------------------------	
Vocar20015232m.g|Vocar20015232m           260 -ARAKEREFF------------QGKPEYQDL--QN-T--------	 280-------GTTFLADKLSNHLINEIMKSLPSIQSYI-------------------------	
Cre17.g724150|Cre17.g724150.t1.1          264 -CRKREESFF------------ASRAEYRDV--AAHC--------	 285-------GVPTLARRLNVILVEHIRGLLPGLKRRI-------------------------	
Vocar20001129m.g|Vocar20001129m           264 -CRKREEAFF------------ASHPEYRDV--AAHC--------	 285-------GVGNLARRLNVILIEHIRGLLPGLRRRI-------------------------	
gi|85111713                               271 -ALKSESEFF------------RHHPAYRNI--STRC--------	 292-------GTQFLARTLNTTLMAHIRERLPDIKARL-------------------------	
CME019C|CME019CT                          285 --AREDEIRFF------------RSHPVYRRL--LPQL--------	 306-------GTNTLARTLSTLLMKHIRDTLPSIRQKM-------------------------
gi|85099877                               283 --SLEAEKNFF------------ENHKAYRNK--SSYC--------	 304-------GTPYLARKLNLILMMHIKQTLPDIKARI-------------------------
gi|71993833                               263 -AVKDEQSFM--------------QKKYPTL--ASRN--------	 282-------GTPYLAKRLNMLLMHHIRNCLPALKARV-------------------------	
gi|66816950|Dd                            405 ----------MLADEWKWF------------DQHPVYHRI--TNQL--------	 426-------GTKYLAQKCNKILTKHIRDTFPSVKNQI-----------------
Esi0029_0136                              352 ---ALQKEAAYF------------RDHPAYKGL--DKRV--------	 373-------GTTNLSKTLNQILMHHIRDCLPEIKSKL------------------------
101670|101670|Sm                          284 ----ALVAEE-HFF-----------RSRAVYQSI--LDRC--------	 305-------GIPQLAKKLNQILVQHIKTVLPELKTRI-----------------------
404911|404911|Sm                          424 -------------ILMKHGCRIFMPTNRS-RML-LLRKSIFSE--VERCTKAFWIDV	 463ASLNSRKSLIKYELEPVKILVQHIKTVLPELKTRI--------------
Phpat.024G072600|Phpat.024G072600.1       249 ----ALVYEESFF------------RSKPCSFWY--FV----------	 268------------------I---------------------------------------
437242|437242|Sm                          273 --ALMYEEQFF------------RSRPVYHSL--SDRC--------	 294-------GIPQLAKKLNQILVQHIRTILPDLKARI-------------------------
Phpat.023G005400|Phpat.023G005400.1       268 --ALTNEENFF------------RSRPVYHNL--SDRC--------	 289-------GVPQLAKKLNTILVQHIKAVLPDLKSRI-------------------------
Phpat.020G019000|Phpat.020G019000.1       288 ----ALTYEESFF------------RSKPVYHNL--ADRC--------	 309-------GIPQLAIRLNTILVQHIKAILPDLKARI-----------------------
Phpat.008G087300|Phpat.008G087300.1       288 ----ALAYEESFF------------RSKPVYHNL--ADRC--------	 309-------GVPQLAIKLNTILVQHIKSILPDLKARI-----------------------
Phpat.023G066800|Phpat.023G066800.1       282 ----ALVFEESFF------------RSKPVYHSL--ADRC--------	 303-------GIPQLAIRLNTILVQHIRAILPDLKARI-----------------------
gi|66816205                               253 -SLKSEILYF------------KNHPIYKSI--ANRS--------	 274-------GTAYLSKTLNKLLMFHIRDTLPDLKVKV-------------------------	
LOC_Os04g31190|LOC_Os04g31190.1           267 --ALAFEEKFF------------STLPAYHGL--THCC--------	 288-------GVPQLAKKLNTILLKHITYMLPGLKSRI-------------------------
AT2G14120                                 272 --ALVAEEKFF------------RSRPVYSGL--TDRL--------	 293-------GVPQLAKKLNQVLVQHIKALLPSLKSRI-------------------------
Carubv10013019m.g|Carubv10013019m         272 --ALIAEEKFF------------LSRPAYSGL--TDRL--------	 293-------GVPQLAKKLNQILVQHIRTMLPTLKSRI-------------------------
AT4G33650                                 287 ----ALLAEEKFF------------RSHPVYHGL--ADRL--------	 308-------GVPQLAKKLNQILVQHIKVLLPDLKSRI-----------------------
Carubv10004162m.g|Carubv10004162m         285 ----ALVAEEKFF------------RSRPAYHGL--ADRV--------	 306-------GIPQLAKKLNQILVQHIKVLLPDLKSRI-----------------------
Bra011458|Bra011458                       274 --ALSAEEKFF------------RSRPAYHGL--TDRL--------	 295-------GIPQLAKKLNQILVQHIKVLLPDLKSRI-------------------------
Bra036991|Bra036991                       276 --ARSAEEKFF------------QSRPAYHGL--ADRL--------	 297-------GIPQLAKKLNQILVQHIKALLPDLKSRI-------------------------
Bra034579|Bra034579                       286 ----ALSAEEKFF------------RSRPAYHGL--ADRL--------	 307-------GIPQLAKKLNQILVQHIKVLLPDLKSRI-----------------------
LOC_Os01g69130|LOC_Os01g69130.1           278 --ALAREESFF------------RNHPAYNGL--AQYC--------	 299-------GIPQLAKKLNQILVQHIKTVLPGLKSRI-------------------------
GRMZM2G129155|GRMZM2G129155_T01           278 --ALAREEKFF------------RTQPAYHGI--AQYC--------	 299-------GIPQLAKKLNQILVQHIKTVLPGLKSRI-------------------------
GRMZM2G180335|GRMZM2G180335_T01           281 ----ALAREEKFF------------RTQPAYHGL--AQYC--------	 302-------GIPQLAKKLNQILVQHIKTVLPGLKSRI-----------------------
Glyma20g06670|Glyma20g06670.1             185 VAEENFF------------HNRIQW--F--SNSC--------	 202-------SVPQLAKKLNLILTQHIKAVLPGLRAHI-------------------------	 230
Medtr2g009690|Medtr2g009690.1             269 --ALVAEEKFF------------RSRPVYSGL--ADSC--------	 290-------GIPQLAKKLNQILAQHIKALLPGLRAHI-------------------------
Medtr4g093750|Medtr4g093750.1             260 -ALVAEEKFF------------RSHPIYSGL--ADSC--------	 281-------GVPQLAKKLNKILAQHIKAVLPGLKARI-------------------------	
Glyma07g30150|Glyma07g30150.2             260 -ALVAEEKFF------------CSHPIYSGL--ADSC--------	 281-------GVSQLAKKLNKILAQHIKAVLPGLRARI-------------------------	
Glyma08g07160|Glyma08g07160.1             260 -ALVAEEKFF------------RTHPIYSGL--ADSC--------	 281-------GVPQLAKKLNKILAQHIKSVLPGLRARI-------------------------	
Glyma04g16340|Glyma04g16340.1             270 --ALAAEEKFF------------CSRSVYNSL--ADSC--------	 291-------GIPQLAKRLNQILAQHIMAVLPGLRARI-------------------------
Glyma13g32940|Glyma13g32940.1             272 --ALVAEENFF------------RNRPVYNGL--ADSC--------	 293-------GVPQLAKKLNQILAQHIKAVLPGLRARI-------------------------
Glyma15g06380|Glyma15g06380.1             269 --ALVAEENFF------------RNRPVYNGL--ADSC--------	 290-------GVPQLAKKLNQILAQHIKAVLPGLRARI-------------------------
Cucsa.331870|Cucsa.331870.1               269 --ALVDEEKFF------------RTHPVYNGL--ADRC--------	 290-------GIAQLAKKLNQVLVQHIKAVFPGLKSRI-------------------------
GSVIVG01012532001|GSVIVT01012532001       361 ---------ALVAEEKFF------------RSRPVYNGL--ADRC--------	 382-------GITQLAKKLNQILVQHIKTVLPGLKLRM------------------
Cucsa.218420|Cucsa.218420.1               269 --ALIAEEKFF------------RSHPVYDSL--ADRC--------	 290-------GVPQLAKKLNQILVQHINAILPGLKSRI-------------------------
Potri.012G125300|Potri.012G125300.1       264 ----------------------------------------------	 263------------------------------------------------------------
Potri.007G118300|Potri.007G118300.1       270 --ALAAEEKFF------------RSRPVYNGL--ADRC--------	 291-------GVPQLAKKLNQILVQHIKSILPGLKSRI-------------------------
Potri.017G041800|Potri.017G041800.1       279 --ALAAEEKFF------------RSRPVYNGL--ADRC--------	 300-------GVPQLAKKLNQILVQHIKTILPGLKSRI-------------------------
29506.t000007|29506.m000169|Rc            276 --ALIAEEKFF------------RSRPVYNGL--ADRC--------	 297-------GVPQLAKKLNQILVQHIKAILPGLKSRI-------------------------
Eucgr.I02611|Eucgr.I02611.1               279 ----ALVAEEKFF------------RSRPVYNGL--ADRC--------	 300-------GVPQLAKKLNQILVQHIKAVLPGLKSRI-----------------------
29848.t000060|29848.m004504|Rc            272 --ALAREERFF------------SVHPVYNVL--SDRC--------	 293-------GIPQLAKKLNQILEQHIRMVLPHLKAEL-------------------------
GSVIVG01036006001|GSVIVT01036006001       191 LAYEDQFF------------HDHPVYHGL--SDCC--------	 211-------GVPQLAKKLNQILEHHIRMVLPSLKDEL-------------------------	 23



gi|85092415                               327 	 326--------------EAKFEACNAQIQKLGD--PRAKE---AEQRLYLYTLS---------	 358-----QSFQSLVKAA------------------VDGTYNH--
gi|85115828                               331 	 330--------------QKALDDCDAELKSLGT--AKSTP---EEMRLELIELF---------	 362-----YFSNELVVPA------------------AHGFYKNPP
gi|164424111                              335 	 334--------------RKKLAEAREQQDALGP--PRQTE---REQQQYLAQIA---------	 366-----AKFQQIVRAA------------------LEANYSTHS
gi|11342664                               394 ----	 393--------------RESHQKATEELRRCGA-DIPSQE---ADKMFFLIEKI---------	 426-----KMFNQDIEKL------------------VEGE-
gi|222136617                              347 ---	 346--------------KETHQRITEELQKYGV-DIPEDE---NEKMFFLIDKV---------	 379-----NAFNQDITAL------------------MQGE--
Esi0024_0159                              343 --	 342--------------QESLSEVERDLIPLAQ-HAPQKF---GDKLKTLVQLI---------	 375-----GVFCRLLRSS------------------IKGEYRD
Esi0021_0042                              350 --	 349--------------QTQLVKADAELKPMLK-GVPHTT---AECHTTLMKIV---------	 382-----SDYCRLLRQS------------------ARGYYRD
Esi0103_0037                              336 --	 335--------------ETALASVRTELKGLSSYGNASTP---GDRQKLLVTVT---------	 369-----QEYVRHLNSV------------------VQGEYRD
gi|193204309                              604 IVNLSLIGVE	 613EWEKLLQDKLWSGISSHVFDQ-ILMPAYAS-SSSGSF---NTTVDIKLKHFADKQLAQKS	 668IETGWDTLKEVFFRQINQDARTKKDHDPVFDA
Esi0343_0016                              304 303LWEKFRKV------VSTIREELKDLLTFGS-NRAITG------QDESMDII-------PH	 343VTAMYKAYATGIRDDVV---------PNFFTDEYHQKV----C
YOR211C                                   512 ----------	 511--------------QQELDDT-----SYLF-KVEFNDR-HLTPKSYLLNNI-------DV	 543LKLGIKEFQEKFHRNEL---------KSILRA
gi|71981891                               303 302--------------QKKMFAMEKDVAEYKN-YQPNDP---GRKTKALLQMV---------	 335-----TQFNADIERS------------------IEGSS-----
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ------------------------------------------------	 0------------------------------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     301 300--------------QSQLLSIEKEVEEYKN-FRPDDP---ARKTKALLQMV---------	 333-----QQFAVDFEKR------------------IEGSG-----
PGSC0003DMG400010899                      308 307--------------NKSIDELESEMDHLGR-PISVDA---GAQLYTILELC---------	 340-----RAFDKIFKEH------------------LDGGR-----
Vocar20015232m.g|Vocar20015232m           309 308--------------DDTIAKLTKELQALGG-DVSHSR---GAMLHMTLQLC---------	 341-----QKLERAFERI------------------VDGGK-----
Cre17.g724150|Cre17.g724150.t1.1          314 313--------------HEALEVRNAELRALGD-PDPVQS--KSAKGAYLLQLL---------	 347-----CDYAERYAAM------------------LDGRH-----
Vocar20001129m.g|Vocar20001129m           314 313--------------HEALEARLGELRTLGD-PEPVQS--RSAKGAYLLQLL---------	 347-----CDYAERYAAM------------------LDGRH-----
gi|85111713                               321 320--------------NTLMGQTQQELASYGD-MHFSG---KEHRGSLILQLM---------	 353-----TRFASSFIAS------------------IDGTS-----
CME019C|CME019CT                          335 	 334--------------SQQLAEWRKELQTLGP-AFEGA----DDLGGALLNVI---------	 366-----NRYSSEFAKS------------------LEGNS----
gi|85099877                               333 	 332--------------SSSLQKYTQELESLGP-SILGNS------ANIVLNII---------	 362-----TEFTNEWRTV------------------LDGKS----
gi|71993833                               311 310--------------SIMNAQCQSDLVAFGE-PVEDK-------NRTLLQII---------	 339-----TRFATAYTST------------------IEGTA-----
gi|66816950|Dd                            455 --------	 454--------------RQLIKKYESDLEKYGE-PIPLRS---AEKSRLLLDIL---------	 487-----NEFSRKYRAD------------------L
Esi0029_0136                              402 -	 401--------------NVMMQSVSQELAELGE-PTDCVS--GASLTATLLTLL---------	 435-----SKFASNFHAA------------------VDGRG---
101670|101670|Sm                          334 --	 333--------------NTQMVALLKELTSYGE-ATDSK----SGQGAMLLNAL---------	 365-----TKYFHVFSSV------------------IDGKN--
404911|404911|Sm                          499 -----------	 498--------------NTQMVALLKELTSYGE-ATDSK----SGQGAMLLNAL---------	 530-----TKYFHVFSSV----------------
Phpat.024G072600|Phpat.024G072600.1       270 --	 269----------------------LVLVVYSV-EIFWG----SGQGALLLNIL---------	 293-----SKYSH------------------------------
437242|437242|Sm                          323 	 322--------------NTQMVTLQKELATYGE-LTESK----NGQGVLLLGII---------	 354-----TKYSQSFSSV------------------VDGKN----
Phpat.023G005400|Phpat.023G005400.1       318 	 317--------------SNQMIFLQKELTSYGE-LTDSK----SGQAALLLGII---------	 349-----TKYSSDYQSI------------------VEGNY----
Phpat.020G019000|Phpat.020G019000.1       338 --	 337--------------GIQLVTLQKELASYGE-ITESK-------GIKLLDSL---------	 366-----AVLISGFQSV------------------VDGKN--
Phpat.008G087300|Phpat.008G087300.1       338 --	 337--------------STQMITLQKELAGYGE-ITDSK----SGQGALLLNIL---------	 369-----TKYSHGFQSV------------------VDGKY--
Phpat.023G066800|Phpat.023G066800.1       332 --	 331--------------STQMINIQKELASYGE-LTESK----SGQGALLLNIL---------	 363-----TKYSHGFQSV------------------VDGKN--
gi|66816205                               303 302--------------SKMLSDVQGELSTYGD-PLYDT---KNSQGALLLQII---------	 335-----TIFSSNFKDA------------------IDGKL-----
LOC_Os04g31190|LOC_Os04g31190.1           317 	 316--------------NSQLVAVAKEHAAYGD-TAEST----AGQGVKLLNIL---------	 348-----RKYCEAFSSM------------------VEGKN----
AT2G14120                                 322 	 321--------------NNALFATAKEYESYGD-ITESR----GGQGALLLSFI---------	 353-----TKYCEAYSST------------------LEGKS----
Carubv10013019m.g|Carubv10013019m         322 	 321--------------NTALFATAKEYESYGA-IRESR----GGQGALLLSFL---------	 353-----TKYCEAYSST------------------LEGKS----
AT4G33650                                 337 --	 336--------------SNALVATAKEHQSYGE-LTESR----AGQGALLLNFL---------	 368-----SKYCEAYSSL------------------LEGKS--
Carubv10004162m.g|Carubv10004162m         335 --	 334--------------SNALVATAKEHQSYGE-ITESR----AGQGALLLNFL---------	 366-----SKYCEAYSSL------------------LEGKS--
Bra011458|Bra011458                       324 	 323--------------SNALVATAKEHQSYGE-ITEST----AGQGALLLNFL---------	 355-----SKYCEAYSSL------------------LEGKS----
Bra036991|Bra036991                       326 	 325--------------SNALVATAKEHQSYGE-ITESR----AGQGALLLNFL---------	 357-----SKYCKAYSSL------------------LEGKS----
Bra034579|Bra034579                       336 --	 335--------------SNALVATAKEHQSYGE-ITESK----GGQGAVLLNFL---------	 367-----SKYCEAYSSL------------------LEGKG--
LOC_Os01g69130|LOC_Os01g69130.1           328 	 327--------------SSQLTTTAKELSFYGD-PVESK----AGQGAKLLNIL---------	 359-----AKYCEAFSSM------------------VEGKN----
GRMZM2G129155|GRMZM2G129155_T01           328 	 327--------------SSQLTAVAKELAVYGD-PVDSK----AGQGAKLLNIL---------	 359-----AKYCEAFSSM------------------VEGKN----
GRMZM2G180335|GRMZM2G180335_T01           331 --	 330--------------SSQLTAVAKELAVYGD-PVDSK----AGQGAKLLNIL---------	 362-----AKYCEAFSSM------------------VEGKN--
Glyma20g06670|Glyma20g06670.1             231 --------------STSLVAVVKEHASYGE-ITESKAC--ADQGALLLNIL---------	 264-----SKYCEVNKNK----------------------N--------
Medtr2g009690|Medtr2g009690.1             319 	 318--------------STNLVTVAKEHASYGE-ITESK----AGQGALLLNIL---------	 350-----SKYCEAFSSM------------------VDGKN----
Medtr4g093750|Medtr4g093750.1             310 309--------------SASLVNLAKEHASYGE-ITESK----AGQGALILNIL---------	 341-----SKYSDAFTSI------------------VEGKN-----
Glyma07g30150|Glyma07g30150.2             310 309--------------SASLVTLAKEHASYGE-ITESK----AGQGALLLNIL---------	 341-----SKYCDAFSSM------------------VEGKN-----
Glyma08g07160|Glyma08g07160.1             310 309--------------SASLVTIAKEHASYGE-ITESK----AGQGALLLNIL---------	 341-----SKYCDAFSSM------------------VEGKN-----
Glyma04g16340|Glyma04g16340.1             320 	 319--------------STSLVAVAKEYASYGE-ITESK----AGQAALLLNIL---------	 351-----SKYCEAFSSM------------------VEGNN----
Glyma13g32940|Glyma13g32940.1             322 	 321--------------STSLVAVAKEHASYGE-ITESK----AGQGALLLNIL---------	 353-----SKYCEAFSSM------------------LEGKN----
Glyma15g06380|Glyma15g06380.1             319 	 318--------------STSLVAVAKEHASYGE-ITESK----AGQGALLLNIL---------	 350-----SKYCEAFSSM------------------LEGKN----
Cucsa.331870|Cucsa.331870.1               319 	 318--------------SAALVSVAKEHASYGE-ITESK----AGQGALLLNIL---------	 350-----SKYCEAFCSM------------------VEGKN----
GSVIVG01012532001|GSVIVT01012532001       411 -------	 410--------------NSALVSVAKEHASIGE-IPESKACRTAGQGALLLNIL---------	 446-----SKYAEAFSSR------------------VE
Cucsa.218420|Cucsa.218420.1               319 	 318--------------SSALVSAAKEHASYGE-ITESK----AGQGALLLNIL---------	 350-----SKYCEAFSSM------------------VDGKN----
Potri.012G125300|Potri.012G125300.1       264 	 263------------------------------------------------------------	 263------------------------------------------
Potri.007G118300|Potri.007G118300.1       320 	 319--------------SSALVSVAKEHASYGE-ITESKACI-AGQGTLILNIL---------	 354-----SKYSEAFSSM------------------IEGKN----
Potri.017G041800|Potri.017G041800.1       329 	 328--------------SSALVSVAKEHASYGE-ITESK----AGQGTLILNIL---------	 360-----SKYSEAFSSM------------------VEGRN----
29506.t000007|29506.m000169|Rc            326 	 325--------------SSALCSLAKEHASYGE-ITESK----AGQGALLLNIL---------	 357-----SKYSEAFSSM------------------VEGKN----
Eucgr.I02611|Eucgr.I02611.1               329 --	 328--------------STALVSVAKEHASYGE-ITESK----AGQGALLLNIL---------	 360-----SKYSDAFSSM------------------VEGKN--
29848.t000060|29848.m004504|Rc            322 	 321--------------NLRMTTVFNELSTYGE-VMESK----ADQGVILLNIL---------	 353-----KRYCEAFTAM------------------VDGKG----
GSVIVG01036006001|GSVIVT01036006001       240 9--------------NCHMIAVVKELQTSGE-VVESK----VEQGAVLLSIL---------	 271-----KKYCEAFSAL------------------VDGKS-------

gi|85092415                               376 --DFFKDAKTDT--GYRQ	 389RI------------RAVVQTLNEKFADEIASRGHHYAIETYHSRVVGDK-----------	 426----------------M-------
gi|85115828                               382 KTIFFRVTADPK-GTPAQ	 398NL------------RARAAEENDRFSARIRADGRKFKLSASSDPSPADK-----------	 435----------------Q-------
gi|164424111                              386 AF-----------DEHGL	 392RL------------ISQVVTVIDIFNRQMRQKGHTYSFGKIDTGEWGSSDNKADDSEEEE	 440NASEHGTEQNIATNAKEVRRAFPE
gi|11342664                               441 ---EVV-----------RENET	 448RL------------YNKIREDFKNWVGILAT---NTQKVKNII-----------------	 476--------------------
gi|222136617                              394 --ETV-----------GEEDI	 401RL------------FTRLRHEFHKWSTIIEN---NFQEGHKIL-----------------	 429---------------------
Esi0024_0159                              393 PALN-----------THPEL	 401RV------------RSVADRAFRDLQSGVASL--NPGFEHPDF-----------------	 430----------------------
Esi0021_0042                              400 DVLS-----------AKPTL	 408RL------------HAASQAIFRQLHQNIAAT--VPGFNDVGF-----------------	 437----------------------
Esi0103_0037                              387 RVIV-----------VHPQL	 395RL------------YTRALGVFDALKGKVEMT--APRFNDEDF-----------------	 424----------------------
gi|193204309                              701 LKEAVIEEAMLTHGWDDKAMDYLRVIQL	 728NAMEDRAVQDKRSWDAACNFLHKAASERLAAV--KKQLTDDRGPGWASKWLMWKTPTADN	 786H-YSCVIQDELYSI
Esi0343_0016                              374 AAF---KRVDGMALPNL	 387LG------------GRVFSALFCE------------------------IFSEELGVRSE-	 410-------------------------
YOR211C                                   567 ELDQKVLDVLATRYWKDDNLQDLSSSKL	 594ES------------DTDMLYWHKK------------------------LELASSG-----	 613--------------
gi|71981891                               351 ------A--KLVSTNEL	 359SG------------GARINRLFHE------------------------RFPFEIV-----	 378-------------------------
gi|56549125|ref|NP_001005362.1|dynamin-2    1 	 0------------------------------------------------------------	 0----------------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     349 ------D--Q-IDTYEL	 356SG------------GARINRIFHE------------------------RFPFELV-----	 375-------------------------
PGSC0003DMG400010899                      356 ------P----------	 356-G------------GYRIYGVFDN------------------------QLPAALR-----	 374-------------------------
Vocar20015232m.g|Vocar20015232m           357 ------D----------	 357-G------------GEKILDVFEI------------------------KLKEAIN-----	 375-------------------------
Cre17.g724150|Cre17.g724150.t1.1          363 ------L--DLHMAQQL	 371SG------------GARVREVFTE------------------------HFLPQLH-----	 390-------------------------
Vocar20001129m.g|Vocar20001129m           363 ------L--DLNMAQQL	 371SG------------GARVRAVFTE------------------------QFLPAL------	 389-------------------------
gi|85111713                               369 ------T---EISTKEL	 376CG------------GARIYYIFNS------------------------VFGSSLE-----	 395-------------------------
CME019C|CME019CT                          382 -------Q--QTVNTQEL	 390YG------------GARINYIFND------------------------IYAKELQ-----	 409------------------------
gi|85099877                               378 -------T---ELSSQEL	 385SG------------GARISFVFHE------------------------LYSNGVK-----	 404------------------------
gi|71993833                               355 ------R---NIETTEL	 362CG------------GARICYIFHD------------------------TFGRSLE-----	 381-------------------------
gi|66816950|Dd                            499 DGTN-----------E---ELILNEF	 510NG------------GARIRYIFSK------------------------AFQSTTAAAATT	 534S---------------
Esi0029_0136                              451 --------SSPDGIEMNEL	 461YG------------GARISYIFHE------------------------IFSHSLA-----	 480-----------------------
101670|101670|Sm                          381 ---------Q---EMSTSEL	 388SG------------GARIHYIFQS------------------------IFVKSLE-----	 407----------------------
404911|404911|Sm                          541 --IDGKN-----------Q---EMSTSEL	 553SG------------GARIHYIFQS------------------------IFVKSLE-----	 572-------------
Phpat.024G072600|Phpat.024G072600.1       299 --------------------	 298-----------------------A------------------------IFVRSLE-----	 306----------------------
437242|437242|Sm                          370 -------E---EMSTVEL	 377SG------------GARIHYIFQS------------------------IFVKSLD-----	 396------------------------
Phpat.023G005400|Phpat.023G005400.1       365 -------E---EMSTTEL	 372SG------------GARIHYIFQE------------------------IFVRGLE-----	 391------------------------
Phpat.020G019000|Phpat.020G019000.1       382 ---------E---EMSTTEL	 389SG------------GARIHYIFQS------------------------IFVRSLE-----	 408----------------------
Phpat.008G087300|Phpat.008G087300.1       385 ---------E---EMSTTEL	 392SG------------GARIHYIFQA------------------------IFVRSLE-----	 411----------------------
Phpat.023G066800|Phpat.023G066800.1       379 ---------E---EMSTTEL	 386SG------------GARIHYVFQA------------------------IFVRSLE-----	 405----------------------
gi|66816205                               351 ------T---DLSNNEL	 358YG------------GARISYIFNE------------------------IYSHCVN-----	 377-------------------------
LOC_Os04g31190|LOC_Os04g31190.1           364 -------K----VSTDEL	 370SG------------GARIHYIFQS------------------------IFVKSLE-----	 389------------------------
AT2G14120                                 369 -------K---EMSTSEL	 376SG------------GARILYIFQS------------------------VFVKSLEVITVC	 400R-YLCLVSGAICTEGRQFVSGF--
Carubv10013019m.g|Carubv10013019m         369 -------K---EMSTSEL	 376SG------------GARILYIFQS------------------------VFVKSLE-----	 395------------------------
AT4G33650                                 384 ---------E---EMSTSEL	 391SG------------GARIHYIFQS------------------------IFVKSLE-----	 410----------------------
Carubv10004162m.g|Carubv10004162m         382 ---------E---EMSTSEL	 389SG------------GARIHYIFQS------------------------IFVKSLE-----	 408----------------------
Bra011458|Bra011458                       371 -------E---EMSTSEL	 378SG------------GARIHYIFQS------------------------IFVKSLE-----	 397------------------------
Bra036991|Bra036991                       373 -------E---EMSTSEL	 380SG------------GARIHYIFQS------------------------IFVKSLE-----	 399------------------------
Bra034579|Bra034579                       383 ---------E---EMSTSEL	 390SG------------GARIHYIFQS------------------------IFVKSLE-----	 409----------------------
LOC_Os01g69130|LOC_Os01g69130.1           375 -------E---DISTIEL	 382CG------------GARIHYIFQS------------------------IYVKSLE-----	 401------------------------
GRMZM2G129155|GRMZM2G129155_T01           375 -------E---DISTIEL	 382SG------------GARIHYIFQS------------------------IFVKSLE-----	 401------------------------
GRMZM2G180335|GRMZM2G180335_T01           378 ---------E---DISTTEL	 385SG------------GARIHYIFQS------------------------IFVKSLE-----	 404----------------------
Glyma20g06670|Glyma20g06670.1             276 ---I---FMRHENY	 283*-----------------------------------------------------------	 283----------------------------
Medtr2g009690|Medtr2g009690.1             366 -------E---EMSTSEL	 373SG------------GARIHYIFQS------------------------IFVRSLE-----	 392------------------------
Medtr4g093750|Medtr4g093750.1             357 ------E---AMSTSEL	 364SG------------GARINYIFQS------------------------IFVRSLE-----	 383-------------------------
Glyma07g30150|Glyma07g30150.2             357 ------E---EMSTFEL	 364SG------------GARIHYIFQS------------------------IFVKSLE-----	 383-------------------------
Glyma08g07160|Glyma08g07160.1             357 ------E---EMSTSEL	 364SG------------GARIHYIFQS------------------------IFVKSLE-----	 383-------------------------
Glyma04g16340|Glyma04g16340.1             367 -------E---EISTSEL	 374FG------------GARIHYIFQS------------------------IFVRSLE-----	 393------------------------
Glyma13g32940|Glyma13g32940.1             369 -----------EMSTSEL	 375SG------------GARIHYIFQS------------------------IFVRSLE-----	 394------------------------
Glyma15g06380|Glyma15g06380.1             366 -----------EMSTSEL	 372SG------------GARIHYIFQS------------------------IFVKSLE-----	 391------------------------
Cucsa.331870|Cucsa.331870.1               366 -------E---K-STNKL	 372LG------------GARIHYIFQS------------------------IYVKSLE-----	 391------------------------
GSVIVG01012532001|GSVIVT01012532001       459 GKN-----------E---EMSTAEL	 469SG------------GARIHYIFQS------------------------IFVKSLE-----	 488-----------------
Cucsa.218420|Cucsa.218420.1               366 -------E---EMSTSEL	 373TG------------GTRIHYIFQS------------------------IFVKSLE-----	 392------------------------
Potri.012G125300|Potri.012G125300.1       264 ------------------	 263------------------------------------------------------------	 263------------------------
Potri.007G118300|Potri.007G118300.1       370 -------E---EMSTSEL	 377AG------------GARIHYIFQS------------------------IFVKSLE-----	 396------------------------
Potri.017G041800|Potri.017G041800.1       376 -------E---EMSRSEL	 383SG------------GARIHYIFQS------------------------IFVKSLE-----	 402------------------------
29506.t000007|29506.m000169|Rc            373 -------E---EMSTSEL	 380SG------------GARIHYIFQS------------------------IFVKSLE-----	 399------------------------
Eucgr.I02611|Eucgr.I02611.1               376 ---------E---AMSTSEL	 383SG------------GARIHYIFQS------------------------IFVKSLE-----	 402----------------------
29848.t000060|29848.m004504|Rc            369 -------Q---EMSTKEL	 376CG------------GARIHYIFQS------------------------IFVKSLE-----	 395------------------------
GSVIVG01036006001|GSVIVT01036006001       287 ----Q---EMSTREL	 294SG------------GARIHYIFQS------------------------IFVKSLE-----	 313---------------------------



gi|85092415                               428 ----------VLI---SEEKFIEHIEYLLKRTKGRE	 450LPGTFNPMIVSD----L-FLEQARPWGDLARQHVQRAWE--------------AANQFLD	 491LII---
gi|85115828                               437 ----------SASSYSKSEYARLEVSRLLHQIRGSE	 462FPMDSTPRAVYM----L-FQSHSEPWPRLAQEHKDNVGA--------------VCNDFLR	 503EVI---
gi|164424111                              465 LESIIHMVEEPSAEFTVQQDNSNWIRNMYHESRGVE	 500LGTFSPIVLASA------FREQTTKWSLMTEHHLSDI--------------------ILS	 534IHK---
gi|11342664                               477 -------------------------HEEVEKYEKQYRGKE	 491LLGFVNYKTFEI----I-VHQYIQQLVEPALSMLQKAMEI-------------IQQAFIN	 533VA
gi|222136617                              430 ------------------------SRKIQKFENQYRGRE	 444LPGFVNYRTFET----I-VKQQIKALEEPAVDMLHTVTDM-------------VRLAFTD	 486VSI
Esi0024_0159                              431 -----------------------PKVLQDQLKAHRGRE	 445LCGIVNSQFFFI----F-MLQQVEKFRPVVETCRNLC-----------------CNSLLN	 483IAV-
Esi0021_0042                              438 -----------------------GDRLGREIAALRGRE	 452MPGFLNHQVFYG----F-MIQNVETWRPAVESCRSQA-----------------ANAALT	 490VAS-
Esi0103_0037                              425 -----------------------VEQLASQMDALRGRE	 439LPGFMSAQSFYM----F-MAQYVEAWRDPARVAATEV-----------------RSLSLE	 477VAT-
gi|193204309                              800 -------------------LGADPEHKQALTDDDITVIR-RNIETK	 825GVLEVPTESIRKQWKLVFKKHFLERIINSSKDCLSMYQMYRQGMIE--GQ----------
Esi0343_0016                              411 -----------------------------------	 410---------------------------KLVEGVKDFMQD---TLGKL-------------	 427-------
YOR211C                                   614 -----------------------------LTKM--------GIGRL	 622ST---------M----L-TTNAILKELDNILESTQLKNH---ELIKD------------L
gi|71981891                               379 -----------KMEIDEKEMRKEIQYAIRNIHGIR	 402VGLFTPDMAFEA----I-AKKQITRLKEPSLKCVDLVVN---ELAN--------------	 440-------
gi|56549125|ref|NP_001005362.1|dynamin-2    1 --------------	 0------------------------------------------------------------	 0--------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     376 -----------KMEFDEKELRREISYAIKNIHGIR	 399TGLFTPDMAFET----I-VKKQVKKIREPCLKCVDMVIS---ELIS--------------	 437-------
PGSC0003DMG400010899                      375 -----------KLPFDRYLSMQNVRKIVSEADGYQ	 398PHLIAPEQGYRR----L-IEGALNYFRGPAEASVDAVHV---VLKEL-------------	 437-------
Vocar20015232m.g|Vocar20015232m           376 -----------KLPFQRILTLKNVQMVVNEADGYQ	 399PHIIAPENGYRR----L-IEDGLSLLRDPSLNAVELVHQ---ILKAI-------------	 438-------
Cre17.g724150|Cre17.g724150.t1.1          391 -----------RLDPARDLSDAEVSTVIRNGAGVS	 414GSLLVAQEPFEL----L-TRRAVQQLMQPALGCKERVHE---ELVR--------------	 452-------
Vocar20001129m.g|Vocar20001129m           390 --------------------DAEVSTVIRNGAGVS	 404GSLMVPQEPFEL----L-ARRAVQQLMGPSLSCKERVHE---ELVR--------------	 442-------
gi|85111713                               396 -----------SIDPTSNLTALDIRTAIRNSTGPR	 419PSLFVPEMAFDL----L-VKPQIKLLEPPSQRCVELVYE---ELIK--------------	 457-------
CME019C|CME019CT                          410 ------------SMNAFEGLTREDIRTAIRNATGHR	 433SPLFVPELAFEL----L-VKKQITHFVPPAYSCVDLVYD---ELVR--------------	 471------
gi|85099877                               405 ------------AVDPFDQVKDSDIRVILYNSSGPS	 428PALFVGTAAFEL----I-VKQQIKRLEEPSLKCASLVYD---ELVRI-------------	 467------
gi|71993833                               382 -----------SVNPLENLTQLDILTAIRNATGPR	 405PALFVPEVSFEL----L-VKRQIQRLEEPSLRCVELVHE---EMQR--------------	 443-------
gi|66816950|Dd                            536 ----TD-----------NSGGGEPFGWLSDQQLKIALRNS---G	 561STMFIPQKIFDS----L-IRKQLERVREPLIQTSEIILD---ELIRI-------------	 6
Esi0029_0136                              481 -------------TIDPFEGLTDQDIRTAIYNANGTR	 504PSLFVPEMSFDL----L-VRKQIARLEQPGLQCADLVFD---EMQR--------------	 542-----
101670|101670|Sm                          408 --------------EVDPCDDLTDEDIRTAIQNATGPK	 431MILFVPEVPFEV----L-VRRQIERLLDPSLQCARFIYD---ELVK--------------	 469----
404911|404911|Sm                          573 -----------------------EVDPCDDLTDEDIRTAIQNATGPK	 596MILFVPEVPFEV----L-VRRQIERLLDPCLQCARFIYD---ELVK-------------
Phpat.024G072600|Phpat.024G072600.1       307 --------------GVDPNDDLSDDDIRTAIQNATGPK	 330NVLFVPEVPFEV----L-VRQQIARLLEPNLQCAQFIYD---ELVKD-----DLCN----	 373----
437242|437242|Sm                          397 ------------EVDPCDDLTDEDIRTAIQNATGPK	 420NVLFVPEVPFEV----L-VRRQIARLLEPSLQCARFIYD---ELVK--------------	 458------
Phpat.023G005400|Phpat.023G005400.1       392 ------------EVDPCDVLTDEDIRTAIQNATGPK	 415NVLFVPEVPFEV----L-VRRQIARLLEPSLQCARYIYD---ELVK--------------	 453------
Phpat.020G019000|Phpat.020G019000.1       409 --------------EVDPCDDLNNDDIRTAIQNATGPK	 432NVLFVPEVPFEL----L-VRRQIARLLEPSLQCARFIYD---ELVK--------------	 470----
Phpat.008G087300|Phpat.008G087300.1       412 --------------EVDPNDDLTDDDIRTAIQNATGPK	 435NVLFVPEVPFEV----L-VRRQIARLLEPSLQCARFIYD---ELVK--------------	 473----
Phpat.023G066800|Phpat.023G066800.1       406 --------------EVDPCDGLHDSDIRTAIQNASGPK	 429NVLFVPEVPFEV----L-VRRQIARLLEPSLQCARFIYD---ELVK--------------	 467----
gi|66816205                               378 -----------NIDPLEGISLNDIRTTMRNATGPR	 401AALFIPEISFEL----L-VKKQVVRLEEPSAQCVEYVYD---ELQR--------------	 439-------
LOC_Os04g31190|LOC_Os04g31190.1           390 ------------EVDPCKSITDEDIRTAIQNSDGPK	 413GPMFLPELPFEI----L-VRRQISRLLDPSLQCANFIYD---ELVK--------------	 451------
AT2G14120                                 422 ---------QFLEVDPCEDLTADDIRTAIQNATGPR	 448SALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIFD---ELVK--------------	 486------
Carubv10013019m.g|Carubv10013019m         396 ------------EVDPCEDLTDEDIRTAIQNATGPR	 419SALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELIK--------------	 457------
AT4G33650                                 411 --------------EVDPCEDLTDDDIRTAIQNATGPR	 434SALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIFE---ELIK--------------	 472----
Carubv10004162m.g|Carubv10004162m         409 --------------EVDPCEDLTDDDIRTAIQNATGPR	 432SALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIFD---ELIK--------------	 470----
Bra011458|Bra011458                       398 ------------EVDPCEDLTDDDIRTAIQNATGPR	 421SALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIFD---ELVK--------------	 459------
Bra036991|Bra036991                       400 ------------EVDPCEDLTDDDIRTAIQNATGPR	 423SALFVPAVPFEV----L-VRRQISRLLDPSLQCARFIFD---ELIK--------------	 461------
Bra034579|Bra034579                       410 --------------EVDPCEDLTDDDIRTAIQNATGPR	 433SALFVPDVPFQV----L-VKRQISRLLDPSLQCARFIFD---ELVK--------------	 471----
LOC_Os01g69130|LOC_Os01g69130.1           402 ------------DVDPCEDVTDEDIRMAIQNATGPR	 425SALFVPEVPFEV----L-VRRQISRLLDPSLQCAGFIYD---ELVK--------------	 463------
GRMZM2G129155|GRMZM2G129155_T01           402 ------------EVDPCEDVTDEDIRMAIQNATGPR	 425SALFVPEVPFEV----L-VRRQISRLLDPSLQCAQFIYD---ELVK--------------	 463------
GRMZM2G180335|GRMZM2G180335_T01           405 --------------EVDPCEDVTDVDIRMAIQNATGPR	 428SALFVPEVPFEV----L-VRRQISRLLDPSLQCAQFIYD---ELVK--------------	 466----
Glyma20g06670|Glyma20g06670.1             284 --------------------------------	 283------------------------------------------------------------	 283----------
Medtr2g009690|Medtr2g009690.1             393 ------------EVDPCEGLTDDDIRTAIQNATGPR	 416SALFVPEVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELIKVGGQGFMVCHLYRL	 468ISPSML
Medtr4g093750|Medtr4g093750.1             384 -----------EVDPCEDLTDDDIRTAIQNATGPR	 407AALFVPDVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELMK--------------	 445-------
Glyma07g30150|Glyma07g30150.2             384 -----------EVDPCEDLTDDDIRTAIQNATGPK	 407SALFVPEVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELMK--------------	 445-------
Glyma08g07160|Glyma08g07160.1             384 -----------EVDPCEDLTDDDIRTAIQNATGPK	 407SALFVPEVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELMK--------------	 445-------
Glyma04g16340|Glyma04g16340.1             394 ------------EVDPCEDLTDDDIRTAIQNATGPK	 417SAVFAPSVPFKV----L-VRRQISCLLDPSLQCARFIYD---ELIK--------------	 455------
Glyma13g32940|Glyma13g32940.1             395 ------------EVDPCEDLTDDDIRTAIQNATGPK	 418SALFVPEVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELIK--------------	 456------
Glyma15g06380|Glyma15g06380.1             392 ------------EVDPCEDLTDDDIRTAIQNATGPK	 415SALFVPEVPFEV----L-VRRQISRLLDPSLQCARFIYD---ELIK--------------	 453------
Cucsa.331870|Cucsa.331870.1               392 ------------EVDPCEDLTDDDIRTAIQNATGPR	 415SAVFVPDVPFEV----L-IRRQIIRLLDPSLQCARFIYD---ELVE--------------	 453------
GSVIVG01012532001|GSVIVT01012532001       489 -------------------EVDPCEDLTDDDIRTAIQNATGPR	 512SALFVPEVPFEV----L-VRRQIARLLDPSLQCARFIYD---ELVK--------------	 55
Cucsa.218420|Cucsa.218420.1               393 ------------EVDPCEDLTDLDIRTAIQNATGPK	 416SALFVPEVPFEV----L-IRKQIARLLDPSLQCARFIYD---ELIK--------------	 454------
Potri.012G125300|Potri.012G125300.1       264 ------------------------------------	 263------------------------------------------------------------	 263------
Potri.007G118300|Potri.007G118300.1       397 ------------EVDPCEDLTDGDIQTIIQNATGPR	 420TPLFVPEVPFEV----L-IRKQIARLLDPSLQCARFIYN---ELIK--------------	 458------
Potri.017G041800|Potri.017G041800.1       403 ------------EVDPCEDLTDADIQTIIQNATGPR	 426TPLFVPEVPFEV----L-VRKQIARLLDPSLQCARFIYD---ELIK--------------	 464------
29506.t000007|29506.m000169|Rc            400 ------------EVDPCEDLTDDDIRTAIQNATGPK	 423SALFVPEVPFEV----L-IRRQIARLLDPSLQCARFIYD---ELIK--------------	 461------
Eucgr.I02611|Eucgr.I02611.1               403 --------------EVDPCEDLTDDDIRTAIQNATGPK	 426SALFVPEVPFEV----L-IRRQIARLLDPSIQCARFIYD---ELMK--------------	 464----
29848.t000060|29848.m004504|Rc            396 ------------EVDPCEGLTDDDIRTAIQNSTGPR	 419NALFVPEVPFEV----L-VRRQIAQLLDPSLQCLIFVYD---ELMK--------------	 457------
GSVIVG01036006001|GSVIVT01036006001       314 ---------EVDPCEALTDEDIRMAIQNANGPR	 337NALFVPEVPFQI----L-VRRQIHRLLDPSLQCLRYVHA---ELLK--------------	 375---------

gi|85092415                               495 ------AHIA--D-------------------ASTLR-TLKKEIFGPFMDEILA	 520DMMEEANELLIPHQSGHPITYNQS-FT-------DALHTAREEQSKKR----
gi|85115828                               507 ------NYIW--P-------------------QRMRE-PLRRHFLDPHMKALMD	 532EADQELKHLLQDL-NLEVQPYDPE-YQ-------ERLV--------------
gi|164424111                              538 ------FIIS--ILKIVC-------------SDSKLF-EAIKSILMDDLLARYA	 569KGMDYAKFLVQVEREKKPYTVNHY-FS-------SNLQKARGDRVAEA----
gi|11342664                               536 K---------KHFG---------------------EFFNLN-QTVQSTIEDIKVKHTA	 562KAEN--MIQLQFRMEQMVFCQDQI-YS-------VVLKKVREEIFN--
gi|222136617                              490 ---------KNFE---------------------EFFNLH-RTAKSKIEDIRAEQER	 515EGEK--LIRLHFQMEQIVYCQDQV-YR-------GALQKVREKELE---
Esi0024_0159                              487 --------SLVS--E--VAP-------------QYPRLQ-QAFQGIIESTVPNMAE	 516ELQP--ELDQLFDKEKNPFTENQD-LV-------EAINQVRFERFDRV--
Esi0021_0042                              494 --------LLVE--T--LAL-------------QFPRLC-SAVRDALASLVEQLAE	 523EVSV--RIDEIFQKESDPFTTNEG-ML-------EVINTIRFRHFDKA--
Esi0103_0037                              481 --------KLLD--V--LVV-------------QYPALR-EAVRSVAGVVMETAYE	 510SALE--EVDDLLAKEKDPFTINDF-LE-------QHINKLRYDRFEQA--
gi|193204309                              874 	 873--------------------DIDCQ---T------IVLFY--RIQKMVNLTCNALRQQIT	 902NT-------------------EHR------------------
Esi0343_0016                              428 ------------CDHTCA------------AHPVLLNELKTNLVEQFVDSKEA	 456STKS--AVENIVKAELGWVFTQDRSYEDTMRDVREMASRVRKSKVEHE-----
YOR211C                                   654 	 653VSN-TAINVLNSKYYSTADQVENCIKPFKYEIDLEERDWSLAR-QHSINLIKEELRQCNS	 711RYQA--IK----------------NAVG-SKKLANV------
gi|71981891                               441 ------------VIRQCA--------DTMARYPRLR-DELERIVVSHMREREQ	 472IAKQ--QIGLIVDYELAYMNTNHEDFIGFSNAEAKASQGQSAKKNLGN-----
gi|56549125|ref|NP_001005362.1|dynamin-2    1 ----------------------------	 0-----------------------EDFIGFANAQQRSTQLNK-KRAIPN------------	 24--QVIR--RGW------
gi|59853099|ref|NP_004399.2|dynamin-1     438 ------------TVRQCT--------KKLQQYPRLR-EEMERIVTTHIREREG	 469RTKE--QVMLLIDIELAYMNTNHEDFIGFANAQQRSNQMNK-KKTSGNQD---
PGSC0003DMG400010899                      438 ------------VRKS--VGEC----QELKRFPSLQ-SKIAAASYEALEKYRE	 471EGRK--TVLRLVDMEANYLTVDFFRKLPQ------------------------
Vocar20015232m.g|Vocar20015232m           439 ------------VTLAVNTPDC----RDLQRFFNLK-SEIINHAANTLERLRK	 474DTDA--MVRTLVDMEASYLSASFFREIVA------------------------
Cre17.g724150|Cre17.g724150.t1.1          453 ------------IAEQAC---P----PEAARFPQLQ-RHLAHAVVDFIHSGTL	 485PADS--MIRSLVDCECDYINCDHPDFIGGRGAIRSVMQDRAQRQAGPGAG---
Vocar20001129m.g|Vocar20001129m           443 ------------IAEAAC---P----LETSRFPQLQ-RHLAHAVVDFIRSGAA	 475PAEA--MIRSLVECECDYINCDHPDFIGGRGAIRAVLQDRAARQAASSGQ---
gi|85111713                               458 ------------ICHTCG---S----TELSRFPRLQ-AKLIEVVSDLLRERLG	 490PASN--YVESLISIQRAYINTNHPNFLGAAAAMSHVVSNKQERERKRLIQ--E
CME019C|CME019CT                          472 -------------LALNCE---T----ELLQRYENLR-SEILACAQNLLRELKQ	 504PCLE--MVQNLIAMETSYISVNHKDFIGGNKAMSQLVRARMEEEERRT----
gi|85099877                               468 -------------LTTVLS---K----QLYRRYPGLK-EKIHQVVISFFKKAME	 500PTNK--LVKDLVAMEACYINTGHPDFLNGHRAMAIVNERHNGSRPVQV----
gi|71993833                               444 ------------MVQHCGFTTQ----QEMIRFPRLY-DKINEVVSGVLKERLK	 479PTNE--LVENLVAIELAYINTKHPEFTEANLVTLLKEELLLDDRH--------
gi|66816950|Dd                            601 00-------------------LTQADY---S----HVLSRFPILK-ERIVEVSNNALRKLVK	 633ECNQ--SISQMVDAEMSFINTNHPNYLYQLNNLLFSSSS---SS
Esi0029_0136                              543 --------------IAAQCE---G----TELTRFPCLR-DRIVEVNHQLLRKCMN	 575PTQV--MISNLIKLELAYINTSHPDFIGGSRAIAEVMERNRTPNGGGG---
101670|101670|Sm                          470 ---------------MSHRCE---T----NELQRFPVLR-RRIEEAVSTCLREGLT	 502PTET--MISHLVDMEMDYINTSHPRFIGGSKAVETALQQQRGSKVHHCSS
404911|404911|Sm                          635 -	 634-------------------MSHRCE---T----NELQRFPVLR-RRIEEAVSTCLREGLT	 667PTET--MISHLVDMEMDYINTSHPRFIGGSKAVETALQQQR
Phpat.024G072600|Phpat.024G072600.1       374 ----------I---YISHRCE---T----LEIQRFPHLR-RRIEEVVASFLCEGLA	 408PAET--MIGHLIEM------------------------------------
437242|437242|Sm                          459 -------------ISHRCE---S----SELQRFPVLR-RNIEEVIASFLREGLS	 491PAET--MIGHLIEMEMDYINTSHPGFIGGSKAVELALQQQRGSVLTAS----
Phpat.023G005400|Phpat.023G005400.1       454 -------------ISQRCE---S----YELQRFPLLR-RRIDEVVANFLRDGLA	 486PAET--MIGHLIEMEMDYINTSHPAFLGGSKAVEVALQQQRSSMCDIG----
Phpat.020G019000|Phpat.020G019000.1       471 ---------------ISHRCE---T----LELQRFPHLR-RRIEEVVASFLREGLS	 503PAET--MIGHLIEMEMDYINTSHPAFIGGSKAVEMALNQQRHAKTLAS--
Phpat.008G087300|Phpat.008G087300.1       474 ---------------ISHRCE---T----LELLRFPHLR-RRIEEVVASFLREGLS	 506PAET--MIGHLIEMEMDYINTSHPAFIGGSKAVEIALNQQRGAKAS----
Phpat.023G066800|Phpat.023G066800.1       468 ---------------ISHRCE---S----HELQRFPHLR-KRIEEVVGSFLREGLS	 500PAET--MIGHLIEMEMDYINTSHPGFIGGSKAVEMALNQQRSAKALVL--
gi|66816205                               440 ------------IVSQLE---A----KELSRFINLK-ARVIEVVNNLLQKHKV	 472PTKT--MIEHLIKIETAFINTSHPDFVGGEGIFESLYKKQQLQQQNHLQQLQD
LOC_Os04g31190|LOC_Os04g31190.1           452 -------------ISRGCL---T----SELQKYPILK-KRMGEAVSNFLRDGLR	 484PAET--MITHIIEMEMDYINTSHPNFVGGNKVVELARQEILPPKAPTS----
AT2G14120                                 487 -------------ISHQCM---M----KELQRFPVLQ-KRMDEVIGNFLREGLE	 519PSQA--MIRDLIEMEMDYINTSHPNFIGGTKAVEQAMQTVKSSRIPHP----
Carubv10013019m.g|Carubv10013019m         458 -------------ISHQCM---M----TELQRFPVLQ-KRMDEVIGNFLREGLE	 490PSQA--MIRDIIDMEMDYINTSHPNFIGGTKAVELAMQQVKSSRISHP----
AT4G33650                                 473 ---------------ISHRCM---M----NELQRFPVLR-KRMDEVIGDFLREGLE	 505PSEA--MIGDIIDMEMDYINTSHPNFIGGTKAVEAAMHQVKSSRIPHP--
Carubv10004162m.g|Carubv10004162m         471 ---------------ISHRCM---M----NELQRFPVLR-KRMDEVIGDFLREGLE	 503PSEA--MIGDIIDMEMDYINTSHPNFIGGTKAVEVAMQHVKSSRIPHP--
Bra011458|Bra011458                       460 -------------ISHKCM---M----NELQRFPVLR-KRMDEVIGDFLREGLE	 492PSEA--MIGDIIDMEMDYINTSHPNFIGGTKAVEAAMHNVKSSRVPHP----
Bra036991|Bra036991                       462 -------------ISHKCM---M----NELQRFPVLR-KRMDEVIGDFLREGLE	 494PSEA--MIGDLIDMEMDYINTSHPNFIGGTKAVEAAMHHVKSSRIPHP----
Bra034579|Bra034579                       472 ---------------ISHKCM---M----NELQRFPVLR-KRMDEVIGDFLRDGLE	 504PSEA--MIGDIIDMEMDYINTSHPNFIGGTKAVEEAMQHVKSSRIPHS--
LOC_Os01g69130|LOC_Os01g69130.1           464 -------------MSHRCL---A----VELQQFPLLR-RSMDEVIGRFLRDGLK	 496PAQD--MIAHIIEMEADYINTSHPNFIGGSKAVEQAQQQVRSSRLAAV----
GRMZM2G129155|GRMZM2G129155_T01           464 -------------MSHRCL---A----MELQQFPILR-RSMDEVIGKFLRDGLK	 496PAEN--MIAHIIEMEEDYINTSHPNFIGGSKAVEQAQQQVRSAKMSAA----
GRMZM2G180335|GRMZM2G180335_T01           467 ---------------MSHRCL---A----TELQQFPILR-RSMDEVIGKFLRDGLK	 499PAES--MISHIIEMEEDYINTSHPSFIGGSKAVEEAQQQVRSAKTSAV--
Glyma20g06670|Glyma20g06670.1             284 --------------------------------------------------	 283--------------------------------------------------------
Medtr2g009690|Medtr2g009690.1             475 LNKF--PYL---QMSHRCM---V----TELQRFPFLR-KRMDEVIGNFLREGLE	 515PSEN--MIAHIMEMEMDYINTSHPNFIGGSKALEIAVQQTKSSRAALS----
Medtr4g093750|Medtr4g093750.1             446 ------------ISHRCM---V----TELQRFPFLR-KRMDEVIGNFLREGLE	 478PSET--MITHIIEMEMDYINTSHPNFIGGSKALEAAVQQTKSST---------
Glyma07g30150|Glyma07g30150.2             446 ------------ISHRCM---V----TELQRFPFLR-KCMDEVLGNFLREGLE	 478PSET--MITHVIEMEMDYINTSHPNFIGGSKAIEAAVQQTRSSRIALP-----
Glyma08g07160|Glyma08g07160.1             446 ------------ISHHCM---V----TELQRFPFLR-KRMDEVIGNFLREGLE	 478PSET--MITHVIEMEMDYINTSHPNFIGGSKAIEAAVQQTRSSRVGLP-----
Glyma04g16340|Glyma04g16340.1             456 -------------ISHRCM---V----IDLQRFPFLW-KRMDEALGNFLREGLE	 488ALEN--MIAHLIAMELNYINTSHHNFIGGSKALEIASQQTKSSMVSIP----
Glyma13g32940|Glyma13g32940.1             457 -------------ISHRCM---V----TELQRFPFLR-KRMDEVIGNFLREGLE	 489PSEN--MIAHLIEMEMDYINTSHPNFIGGSKALEIAAQQTKSSRVAIP----
Glyma15g06380|Glyma15g06380.1             454 -------------ISHRCM---V----TELQRFPFLR-KRMDEVIGNFLREGLE	 486PSEN--MIAHLIEMEMDYINTSHPNFIGGSKALEIAAQQTKSSRVAIP----
Cucsa.331870|Cucsa.331870.1               454 -------------ISHRCL---T----NELQRFPVLR-KRLDEVIGNFLREGLE	 486PSET--IIGHLINIEMGYINTSHPNFIGGSKAVEIALQQVKSSRIPST----
GSVIVG01012532001|GSVIVT01012532001       551 0-------------------ISHRCL---V----SEMQRFPILR-KRMDEVMGNFLREGLE	 583PSET--MIGHIIEMEMDYINTSHPNFIGGSKAVEMALQQIKSSRL
Cucsa.218420|Cucsa.218420.1               455 -------------ISHRCM---V----NELQRFPVLR-KRMDEVMSNFLREGLE	 487PSEI--IIGHIIDMEMNYINTSHPNFIGGSKAVEIALQQVKSSRVSLP----
Potri.012G125300|Potri.012G125300.1       264 ------------------------------------------------------	 263----------------------------------------------------
Potri.007G118300|Potri.007G118300.1       459 -------------ISHHCL---V----NELQRFPVLR-KRMDEVIGNFLRDGLE	 491PSET--MIGHIIEMEMDYINTSHPNFVGGSKAVEIAQQQIKSSKGSLA----
Potri.017G041800|Potri.017G041800.1       465 -------------ISHRCL---V----NELQRFPVLR-KRMDEVIGNFLRDGLE	 497PSET--MIGHIIEMEMDYINTSHPSFIGGSKAVEIAQQQIKSSKVSLA----
29506.t000007|29506.m000169|Rc            462 -------------ISHRCL---V----NELQRFPVLR-KRMDEVIGNFLRDGLE	 494PSET--MIGHIIEMEMDYINTSHPNFIGGSKAVETALQQIKSARAVSL----
Eucgr.I02611|Eucgr.I02611.1               465 ---------------ISHRCL---V----NELQRFPVLR-KRMDEVIGNFLWEGLE	 497PSET--MIGHIIEMEMDYINTSHPNFVGGSKAVELAMQQIKSSRVSLP--
29848.t000060|29848.m004504|Rc            458 -------------MSQSCQ---A----TEFRRYPYLK-RRLDEVMRKFFRSGER	 490PAES--MIRNIIEMEMDYINSSHPNFIGGNRAVELAMQQVKSI---------
GSVIVG01036006001|GSVIVT01036006001       376 ----------MSHACE---A----PEVQRFPVLR-RKLEDVMGKFLRDGIK	 408PAER--MIGNMIEMEKGYINSSHPNFIGGSKAVELAVQQLRSSQVYST-------



gi|85092415                               561 --------	 560------------------------------------------------------------	 560----------------------------------
gi|85115828                               562 --------	 561------------------------------------------------------------	 561----------------------------------
gi|164424111                              610 --------	 609------------------------------------------------------------	 609----------------------------------
gi|11342664                               599 ------------	 598------------------------------------------------------------	 598------------------------------
gi|222136617                              552 -----------	 551------------------------------------------------------------	 551-------------------------------
Esi0024_0159                              555 ----------	 554------------------------------------------------------------	 554--------------------------------
Esi0021_0042                              562 ----------	 561------------------------------------------------------------	 561--------------------------------
Esi0103_0037                              549 ----------	 548------------------------------------------------------------	 548--------------------------------
gi|193204309                              908 ------------------	 907------------------------------------------------------------	 907------------------------
Esi0343_0016                              503 -------	 502------------------------------------------------------------	 502-----------------------------------
YOR211C                                   729 ------------------	 728-----------------------------------------MGYLENE------------	 735---------SNLQKETL-------
gi|71981891                               519 -------	 518--QVIR--KGW----------LSLS-----NVSFVR-GSKDNWFVLMSD-SLSWYKD---	 554----------DEEKEKKYM----------LPLDGV
gi|56549125|ref|NP_001005362.1|dynamin-2   32 ----LTIN-----NISLMKGGSKEYWFVLTAE-SLSWYKD---	 61----------EEEKEKKYM----------LPLDNLK---------------IRDVEKGFM	 86S
gi|59853099|ref|NP_004399.2|dynamin-1     517 EI-----	 518--LVIR--KGW----------LTIN-----NIGIMKGGSKEYWFVLTAE-NLSWYKD---	 555----------DEEKEKKYM----------LSVDNL
PGSC0003DMG400010899                      499 -------	 498------------EVEKGG------------------------------------------	 504----------------------------------N
Vocar20015232m.g|Vocar20015232m           502 -------	 501------------AESYAY------------------------------------------	 507----------------------------------D
Cre17.g724150|Cre17.g724150.t1.1          534 -------	 533-----R-LGGSGDATSGT--------------AASSSGAAVSGAVPRK------------	 561-------VLGNVENGARMTPPGIGLKALDG-ASSL
Vocar20001129m.g|Vocar20001129m           524 -------	 523-----R-KEA-AEGSGPA--------------AAGAAGGAVSGILPRK------------	 550-------ALTALENGNRLTSPAIGLKGLPDPGNSL
gi|85111713                               540 ERER-RE	 545RR--RLKELGTNATETPIEGE-----------EESTTLEKTDNVHVRK------------	 580----------TAGKGARSMSPAVR-------ENGP
CME019C|CME019CT                          551 --------	 550-----RSAKAANSTDNAA------------NSAPKESNANDNRILQPR------------	 581--------------------------------RR
gi|85099877                               547 --------	 546-----DPKTGK-------------------------------PIP---------------	 555-------------------------------QSA
gi|71993833                               523 -------	 522---------GRSRNRHAS---------------TGE-----RAVSAHGEQQ---------	 544----------------------------LQPVPGV
gi|66816950|Dd                            673 FVVPQ-----------	 677--------GAF-QSTSST-------------SSSPTSSSSSLPLPQNS----NPY-----	 706----------NDALNPYNIDR-----
Esi0029_0136                              622 ---------	 621---------GS-GNDA--------------------------------------------	 627--SAPPERPGGFGPGPRGIGQ--------QPWG
101670|101670|Sm                          551 FYPDRMR---	 557-----WSGRSL---VQI--------------GFLRYF--------------C--------	 573--------------------------------
404911|404911|Sm                          707 GSKD---------ALE---	 713-----WKESG--------------------------------------------------	 718-----------------------
Phpat.024G072600|Phpat.024G072600.1       421 --EDLHE---	 425-----WKEPGP---ERL--------------PSLGEKQAKARAILARTNAAS--------	 455--------------------------------
437242|437242|Sm                          538 NIKSK---	 542--------DVV---VEL--------------AEKGDKGGKARAILARNNQSS--------	 569----------------------------------
Phpat.023G005400|Phpat.023G005400.1       533 QK------	 534------------------------------------------------------------	 534----------------------------------
Phpat.020G019000|Phpat.020G019000.1       550 --KDVQ----	 553---------DL---ERP--------------SSLPEKQAKARAILARTSAAS--------	 579--------------------------------
Phpat.008G087300|Phpat.008G087300.1       551 --KDLHD---	 555-----WKEPGS---ERP--------------PSLPEKQAKARAILARTNAAS--------	 585--------------------------------
Phpat.023G066800|Phpat.023G066800.1       547 --KDLH----	 550---------DL---ERP--------------PSLPEKQAKARAILARTNAAS--------	 576--------------------------------
gi|66816205                               524 QYQQQQQ	 530QQQQQQQQNGINNNQKGDNGNMNVNQQNMNQQNMNQQNQSTNPFLQQQQQGQNKYPGGPP	 590AQQQPNQQPNQLNKGPQNMPPNQSKPS-SIPQNGP
LOC_Os04g31190|LOC_Os04g31190.1           531 --------	 530---VTIPKDGTAIS-PEIQ-------------LTSDRSQKSRAIFARDA-----------	 562-------------------------------TRG
AT2G14120                                 566 --------	 565---VARPRDT-VEPERTA---------------SSGSQIKTRSFLGRQ------------	 594-------------------------------ANG
Carubv10013019m.g|Carubv10013019m         537 --------	 536---VTRPKDTTVEPEKAA---------------SSASQIKTRSFLGRQ------------	 566-------------------------------ANG
AT4G33650                                 552 ----------	 551---VARPKQDTVEPDRTS---------------SSTSQVKSRSFLGRQ------------	 581-------------------------------A
Carubv10004162m.g|Carubv10004162m         550 ----------	 549---VARPKE-TVEPDRTS---------------SSASQVKSRSFLGRQ------------	 578-------------------------------A
Bra011458|Bra011458                       539 --------	 538---VARPKD-PVEPERTSS-------------SSSASQVKSRSFLGRQ------------	 569-------------------------------ANG
Bra036991|Bra036991                       541 --------	 540---VARPKD-TVEPDRTSS--------------SSASQVKSRSFLGRQ------------	 570-------------------------------ANG
Bra034579|Bra034579                       551 ----------	 550---VSRPKD-IAEPDRPSS--------------SSASQVKSRSFLGRQ------------	 580-------------------------------A
LOC_Os01g69130|LOC_Os01g69130.1           543 --------	 542----ARR-EGV-DADKSQ---------------ASDKTQKPRALLGRTG-----------	 570-------------------------------VNG
GRMZM2G129155|GRMZM2G129155_T01           543 --------	 542---VVRK-DGV-D---AQ---------------ASEKTQKSRAILGRSG-----------	 568-------------------------------VNG
GRMZM2G180335|GRMZM2G180335_T01           546 ----------	 545---VVRK-DGV-D---SQ---------------VSEKTQKSRPILGRSG-----------	 571-------------------------------V
Glyma20g06670|Glyma20g06670.1             284 ----	 283------------------------------------------------------------	 283--------------------------------------
Medtr2g009690|Medtr2g009690.1             562 --------	 561---LSRPKDAL-ESEKGS---------------ASERTVKSRAILARQ------------	 590-------------------------------ANG
Medtr4g093750|Medtr4g093750.1             521 -------	 520---VSKVKDAV-ESDKGS---------------ASERSGKSRSILARH------------	 549-------------------------------ANGG
Glyma07g30150|Glyma07g30150.2             525 -------	 524---VSRVKDAL-ESDKGS---------------ASERSGKSRSILARH------------	 553-------------------------------ANGV
Glyma08g07160|Glyma08g07160.1             525 -------	 524---VSRVKDAL-ESDKGP---------------ATERSGKSRSILARH------------	 553-------------------------------ANGV
Glyma04g16340|Glyma04g16340.1             535 --------	 534---VSRQKEVL-ESDKGS---------------VSERSVKSRAILARQ------------	 563-------------------------------ANG
Glyma13g32940|Glyma13g32940.1             536 --------	 535---VSRQKDAL-ESDKGS---------------ASERSVKSRAILARQ------------	 564-------------------------------ANG
Glyma15g06380|Glyma15g06380.1             533 --------	 532---VSRQKDAL-ESDKGS---------------ASERSVKSRAILARQ------------	 561-------------------------------ANG
Cucsa.331870|Cucsa.331870.1               533 --------	 532---VPRLKDGVVEPDKAP---------------PSEKTSKSRAFLARH------------	 562-------------------------------SNG
GSVIVG01012532001|GSVIVT01012532001       627 PVP------------	 629---VARQKDGL-EPDKAP---------------TSERSLKARAILARP------------	 658---------------------------
Cucsa.218420|Cucsa.218420.1               534 --------	 533---ISRQKDSI-EFDKAA---------------SSERSLKTVGILARQ------------	 562-------------------------------GNG
Potri.012G125300|Potri.012G125300.1       264 --------	 263------------------------------------------------------------	 263----------------------------------
Potri.007G118300|Potri.007G118300.1       538 --------	 537---MPRQKDGI-ELEKAP---------------ASERSMKTRGILARQ------------	 566-------------------------------VNG
Potri.017G041800|Potri.017G041800.1       544 --------	 543---MPRQKDAL-EPDKAP---------------ASERSMKTRAILARQ------------	 572-------------------------------VNG
29506.t000007|29506.m000169|Rc            541 --------	 540---PMRQKDGI-ELDKAP---------------ASERSVKSRAILARQ------------	 569-------------------------------VNG
Eucgr.I02611|Eucgr.I02611.1               544 ----------	 543---LSRQKDGV-ENDKAP---------------TSERSVKSRGILARQ------------	 572-------------------------------V
29848.t000060|29848.m004504|Rc            532 --------	 531----QDNIG----VEKLS---------------TPEKGKGSRAVLARSV-----------	 557-------------------------------ANG
GSVIVG01036006001|GSVIVT01036006001       455 -----	 454---IYDGTD----VESVS---------------TLEQGLRSRAVLANSV-----------	 481-------------------------------GSHPQ-

gi|85092415                               561 --------------------LE----	 562-----------KAVRSFFGDQC---TA----------TDIT---------LRKTGYCSG-	 588--------C-------
gi|85115828                               562 --------------------------	 561------------------------------------------------------------	 561----------------
gi|164424111                              610 --------------------LQ----	 611-----------NKRYYD-S---------------------------------N-------	 619----------------
gi|11342664                               599 ------------------------------	 598---------------PL-GTPS---Q--------------------------N-------	 606------------
gi|222136617                              552 -----------------------------	 551---------------EE-KKKK--------------------------------------	 557-------------
Esi0024_0159                              555 ----------------------LH----	 556-----------QVLVEA-GDGP---P--------------------------NGGDAS--	 573--------------
Esi0021_0042                              562 ----------------------VE----	 563-----------DAMDEA-GESP---E--------------------------N-------	 575--------------
Esi0103_0037                              549 ----------------------VQ----	 550-----------QSFEAV-KPNH---E--------------------------S-------	 562--------------
gi|193204309                              908 ------------------------------------	 907------------------------------------------------------------	 907------
Esi0343_0016                              503 -------------------------	 502-----------------------------------------ATSGTENQTIFELAKD---	 518-----------------
YOR211C                                   744 ---------GMSKLLLER------------------	 752----------------------------------------------GSEAIFLDKRCKV-	 765------
gi|71981891                               570 K---------------LKDIEGGFM	 579SRNHKFALF-YPDGKNIYKDY------KQLELGC---TNLDEIDAWKASFLRAGVYPEKQ	 629KAQ--------------
gi|56549125|ref|NP_001005362.1|dynamin-2   88 NKHVFAIF-NTEQRNVYKDL------RQIELAC---DSQEDVDSWKASFLRAGVYPEKD	 136QA---------------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     571 K---------------LRDVEKGFM	 580SSKHIFALF-NTEQRNVYKDY------RQLELAC---ETQEEVDSWKASFLRAGVYPERV	 630GDK--------------
PGSC0003DMG400010899                      506 P------------------------	 506-----------ATT-PA----------------------------------------VD-	 513-----------------
Vocar20015232m.g|Vocar20015232m           509 P------------------------	 509-----------SRPRPAF---------------------YTLSG----ENLFEKRYDNL-	 532-----------------
Cre17.g724150|Cre17.g724150.t1.1          589 DDVLLGTGSRRRRSESESDLA----	 609----------MVSAHTGFGIGGGGGAGGAGGGGGGS---SGLTAGWFSW-FLRDRPDGAG	 655VPS--SSSSAMSGPS--
Vocar20001129m.g|Vocar20001129m           579 DDMLLPTVGRRRRSESESDIV----	 599----------AMG------------AGGSGSSAAAA---GTLSSGWFSW-LLRDRPESGI	 633GAHAGGSASGMGGVGGG
gi|85111713                               599 G-----S-------------IASAL	 605-----NGARSNSPSRF----NGG--------------QGVGNAKESFLNYFFGKDGAIV-	 641---PGPSNSGN------
CME019C|CME019CT                          584 NQ-----DENAKKNDD----------	 594-------ARRKDDKSPNK------TDASNAEKDA--RSDRNPRGDPTMDNFFNEADEDE-	 638----------------
gi|85099877                               559 TP-----A------------------	 561--------R------------------AASPTLAGSNLDEGGSNGGFFGSFFAAKN----	 591----------------
gi|71993833                               552 N-----GV----------DL-----	 556-----NAVL-QQQQQ----------------------QSQNQRASNGFLGLFGNAAASS-	 587---KTS-----------
gi|66816950|Dd                            718 --SYPIDNQI-----K----QQQQ----------	 730--------QQQQQQQQSYQQ---------------QQQQQQKQQSGFLSRIFGSSSSPP-	 766----SPPS
Esi0029_0136                              651 GLP-----DSSRAGSSN---DFRGGG-	 668-----GGAQ--QQQHARYGERGGDGGGGSGDGGGGSRHQEKERGGGLMSFIFGGGQQDK-	 720---------------
101670|101670|Sm                          574 --CS-----K------------------	 576--------LVTQSARP---------TTGQHDKPA-VPSGTESSSTWGISSIFGHHEKAQ-	 617--------S-----
404911|404911|Sm                          719 ------------A-----D------------------	 720--------RLPKSARP---------TTAQHDKPA-VPSGTESSSTWGISSIFGHHEKAQ-	 761-----
Phpat.024G072600|Phpat.024G072600.1       456 --VT-----S------------------	 458--------HEPLDHKR--------------RPAH-LIGCAGSGSTWGISSIFSSSETRS-	 494---PVNNNS-----
437242|437242|Sm                          570 LL-----D------------------	 572--------HVSKPAN--------------QHEKP-HHTGIPSGTSWGISSIFGDSRPN--	 607--------G-------
Phpat.023G005400|Phpat.023G005400.1       535 --------------------------	 534-----------------------------------FTRSSGPVGSWGIPSIFGTIEKS--	 557----SSDGD-------
Phpat.020G019000|Phpat.020G019000.1       580 --LT-----A------------------	 582--------HEQAAPRV---------SAAAPEKAT-TSSSSSSGSSWGISSIFSSSEVRQ-	 623---SANGSS-----
Phpat.008G087300|Phpat.008G087300.1       586 --LA-----S------------------	 588--------HEPVVPRP---------PVGSQEKVS-TVGSVGSGSSWGISSIFSSSESRQ-	 629---PVNGSS-----
Phpat.023G066800|Phpat.023G066800.1       577 --LA-----S------------------	 579--------NEQATPRP---------STVPQEKAT-TPSSSTSGSAWGISSIFSSSEARQ-	 620---PANGSS-----
gi|66816205                               625 N-----NNNNNNNNNNRQDHQQGSF	 644-----FSSFFRASPDPSLGQYGGANNSNNSNNPT-SPINSSS-NSGNNYNTFGGQQSSS-	 696----SSSQQ--------
LOC_Os04g31190|LOC_Os04g31190.1           566 AT-----S-------D-----Q----	 570------GVQ----------------PDADTGTSV-A-----GRNQRGHSLVAGSS-----	 597----------------
AT2G14120                                 598 II-----T-------D-----Q----	 602------AVP----------------TAADAERPA-P-AG--STSWSGFSSIFRGS-DGQ-	 634------AAA-------
Carubv10013019m.g|Carubv10013019m         570 II-----A-------D-----Q----	 574------GVL----------------AAADAEKSG-P-AG--NTTWSGFSSIFRGS-DGQ-	 606------AAA-------
AT4G33650                                 583 NGIV-----T-------D-----Q----	 589------GVV----------------SAD-AEKAQ-P-AANASDTRWGIPSIFRGG-D---	 620----TRAVT-----
Carubv10004162m.g|Carubv10004162m         580 NGIV-----A-------D-----Q----	 586------VVV----------------SAD-AEKAA-P-AANASDTRWGIPSIFRGG-D---	 617----TRAVT-----
Bra011458|Bra011458                       573 IV-----P-------D-----Q----	 577------GVV----------------SAD-AEKAA-P-PANTNDSRWGIPSIFRGG-ENQ-	 610----NRAVT-------
Bra036991|Bra036991                       574 IV-----V-------D-----Q----	 578------GVV----------------SAD-AEKAA-P-AANASESRWGIPSIFRGS-D---	 609----NRGVT-------
Bra034579|Bra034579                       582 NGIV-----A-------D-----Q----	 588------GVV----------------SAD-SEKAA-P-AANGSDSRWGLPSIFRGS-D---	 619----SRAVT-----
LOC_Os01g69130|LOC_Os01g69130.1           574 VV-----T-------D---HLQ----	 580------GLR----------------PAAEAERPG-S-SGSGSTSFWGSISIFSSTSDDR-	 615----THSSA-------
GRMZM2G129155|GRMZM2G129155_T01           572 VV-----T-------D---HIQ----	 578------GVR----------------PAAEAERPG-S-SGSGSTSFWNQIF---TSNEDR-	 610----THPPA-------
GRMZM2G180335|GRMZM2G180335_T01           573 NGVV-----T-------D---HIQ----	 581------GVR----------------PAAEAERPG-S-SGSGSTSFWNQIF---TSNEDR-	 613----THAPA-----
Glyma20g06670|Glyma20g06670.1             284 ----------------------	 283------------------------------------------------------------	 283--------------------
Medtr2g009690|Medtr2g009690.1             594 VV-----V-------D-----P----	 598------AVR----------------AVSDAEKIA-S-SGNIGGSSWGISSIFGGG-DKS-	 632--------A-------
Medtr4g093750|Medtr4g093750.1             554 M-----A-------D-----H----	 557------GVR----------------ASSDIDKVL-H-SGTTSGSSWGISSIFGGG-DNR-	 591------VSV--------
Glyma07g30150|Glyma07g30150.2             558 V-----A-------D-----Q----	 561------GVR----------------AASDVEKVV-T-SGNTGGSSWGISSIFGGG-DNR-	 595------VSV--------
Glyma08g07160|Glyma08g07160.1             558 V-----A-------D-----Q----	 561------GVR----------------ATSDVEKVV-T-SGNTGGSSWGISSIFGGG-DNR-	 595------VSV--------
Glyma04g16340|Glyma04g16340.1             567 VV-----T-------E-----P----	 571------GVH----------------AASDAEKVV-S-SGNTGGSSWGISSIFGGG-DSH-	 605------TIV-------
Glyma13g32940|Glyma13g32940.1             568 VV-----T-------D-----P----	 572------GVR----------------AASDVEKIV-P-SGNTGGSSWGISSIFGGG-DSR-	 606------MTM-------
Glyma15g06380|Glyma15g06380.1             565 VV-----P-------D-----P----	 569------GVR----------------AASDVEKIV-P-SGNTGGSSWGISSIFGGG-DSR-	 603------MSV-------
Cucsa.331870|Cucsa.331870.1               566 FL-----T-------E-----K----	 570------GAR----------------PSGDGEKVA-PPGATANNSSWGISSIFGGS-DNR-	 605------TSA-------
GSVIVG01012532001|GSVIVT01012532001       659 ----VNGIV-----A-------D-----Q----	 666------GVR----------------PVADVEKFT-S-SGSTTGSSWGISSIFGGS-DNR-	 700------VSA
Cucsa.218420|Cucsa.218420.1               566 IV-----A-------D-----Q----	 570------AVR----------------PVADGEKVA-LPV----NSTWGISSIFGSA-SSD-	 601----SHAPV-------
Potri.012G125300|Potri.012G125300.1       264 --------------------------	 263------------------------------------------------------------	 263----------------
Potri.007G118300|Potri.007G118300.1       570 IT-----N-------WSLYDLQ----	 579------GVR----------------PVAEVEKV--PPAGNTNVSSWGISSIFGGG-DHS-	 613----R-MYA-------
Potri.017G041800|Potri.017G041800.1       576 IM-----P-------D-----Q----	 580------AL-------------------RPVSEV--PPAGTANVSSWGISSIFGGG-DHS-	 611----R-VYA-------
29506.t000007|29506.m000169|Rc            573 VM-----T-------D-----Q----	 577------GVR----------------PVAEVEKVA-PPPGSAGVSSWGISSIFGGS-DNS-	 612----R-VSA-------
Eucgr.I02611|Eucgr.I02611.1               574 NGII-----P-------D-----Q----	 580------GVR----------------PGADAEKVA-P-SGNTGGSSWGISSIFGGS-DSR-	 614------TSA-----
29848.t000060|29848.m004504|Rc            561 VT-----H-------NQG------S-	 567-------------------------HLQSNNEKA-PAGRNSSTRGWGISSIFGSM-----	 596------ASS-------
GSVIVG01036006001|GSVIVT01036006001       487 ----S-------MNERSVSAGKL	 498-----LDME----------------FIMSQTVAC-NFTGNAYSRTWGISSIIGKW-----	 531------ASP----------



gi|85092415                               590 -GV-----------------------------------------	 591NYPGGTSAGGTNIKE-------LVVALARTEQNPERFAAQEALSCLNAYYTVAMKRFIDD	 6
gi|85115828                               562 --------------------------------------------	 561AWKSKA-----------------------AETGATYTEAEEILEKMLIFYELSAKTFIRN	 5
gi|164424111                              620 --------------------------------------------	 619-CVS----VEYAVKF-------EHVSTAITNKSNEQHAQDDIHDILKSYYKVSRKRFVDN	 6
gi|11342664                               607 ------------------------------------------------	 606----------------------MKLNSHFPSNESSVSSFTEIGIHLNAYFLETSKRLA
gi|222136617                              558 -----------------------------------------------	 557----------------------SWDFGAFQSSSATDSSMEEIFQHLMAYHQEASKRISS
Esi0024_0159                              574 ----------------------------------------------	 573DVTP---LKEWVTYN-------LGQWFRFAHGANPTSKVEDMSTILQAYWRVTSKRVVDN
Esi0021_0042                              576 ----------------------------------------------	 575-MEA---LKGAVMEK-------LSEWYMRNHGVGTMANVEDMCTLLQAYWNVATKRLVDN
Esi0103_0037                              563 ----------------------------------------------	 562-WIG---AKEEAGSF-------LRQWYRTTHGVNSFSNAEDMSAILEAYWLLAAKRFVDN
gi|193204309                              908 ------------------------------------------------------	 907----------------------------------------------------
Esi0343_0016                              519 -------------------------------------------	 518-------VGTIPEAF--------IWKIIDAKPKSEDDAIRDLQVILHAYSDVVCRRLFDS	 56
YOR211C                                   766 ----------------------L------SFRLKML----------------KN	 775KCHSTIEKDRCPEVFLS--------AVSDKLTST-AVLFLNVELLSDFFYNF
gi|71981891                               633 --------EDESQ------------------------------	 637---QE--------------------MEDTSIDPQLERQVETIRNLVDSYMRIITKTIKDL	 67
gi|56549125|ref|NP_001005362.1|dynamin-2  139 -----------EN	 140EDGAQ--------------------ENTFSMDPQLERQVETIRNLVDSYVAIINKSIRDL	 180MPKTIMHLMINNTKA-FI--HHELLAYLY
gi|59853099|ref|NP_004399.2|dynamin-1     634 --------EKASE----------------------------TE	 640ENGSD--------------------SFMHSMDPQLERQVETIRNLVDSYMAIVNKTVRDL	 68
PGSC0003DMG400010899                      514 -------------------------------------------	 513-RYAEGH-------------------------------FRRIASNVSSYINMVTDTLRNT	 54
Vocar20015232m.g|Vocar20015232m           533 -------------------------------------------	 532-PVADAH-------------------------------LQKISDHVSAYLAIVKGQMLAT	 56
Cre17.g724150|Cre17.g724150.t1.1          669 --------GGGIGMGLGRPGDDSVA----------------AA	 687AAAAAGSVAPLPSLLARQ---GAGGAGRSRLTDQELAEVEVVRKLVDSYFNISRKNMADM	 74
Vocar20001129m.g|Vocar20001129m           651 GAGGVGGGGSAMVMGMGRGGDEGLA----------------VA	 677AAAAGGSLGPLPALLARQ---LAGGSGRSRLTDSELAEVEVVRRLVDSYFAISRKNLSDL	 73
gi|85111713                               650 -------IGRHVNQAMEPTFSQSMRRP----------DDRQVR	 675APAQSMKVDDDMDYVGNAKGTELSNDGEPAMTDREAMEAELIRALISSYFNIVRESIADQ	 73
CME019C|CME019CT                          639 --------------------------------------EDGNER	 644RNRGLHTLPSVPE----------HLKAGEVSSDRDRDDIELIQTLLASYFDVVRVNMMDM	 6
gi|85099877                               592 --------------------------------------------	 591-KKKAAAMEPPPP----------SLKASGTLSERENIEVEVIKLLIQSYYNIVKRTMIDM	 6
gi|71993833                               591 -----------------------------------------PQ	 592EKQSANFLPEVPE-----------TQLGRKLTSREQRDVAIIERLIRNYFIIVRKNIQDS	 64
gi|66816950|Dd                            771 P---------------PQPKQQ----QSHEIQIQ---------------QQQ	 788QQQQQQHLKKQNLIFD--DKFKLEQYGLNDITEDEKKQIYLLRRLLLAYNDIAQ
Esi0029_0136                              721 -----------------------------------------QQGR	 724QPPQMVKLPQPPE----------TMRQSDEPTDRERCEMEIIKSLMRSYFDIARKNFQDL	
101670|101670|Sm                          619 ----------KDPVIV----KAFPEPLQ--------------D-LE	 635TKYSTIILKEPPG----------TLRATDAQTEQERVEVAVTRLLLKSYYEIVRKNIQDA
404911|404911|Sm                          762 ---S---------------KDPVIV----KAFPEPLQ--------------D-LE	 779TKYSTIILKEPPG----------ILRATDAQTEQERVEVAVTRLLLKSYYE
Phpat.024G072600|Phpat.024G072600.1       501 ----------KENSPI----RSCAEPAQ--------------GPLE	 518SSFSNIQLREPPA----------TLRASDAQSEQETVETAVTWLLLKSYYDIVRKNIQDL
437242|437242|Sm                          609 --------KDANVT----RVFNEPIQ--------------S-PE	 625PTYTSIRLREPPL----------VLRASDAQTEQESTEIVVTRLLLKSYYDIVRKNIQDS	 6
Phpat.023G005400|Phpat.023G005400.1       563 --------KEHILN----RGHSEPIQ--------------GSVE	 580SSYACIQLREPPL----------VLRVNDVQTEHESVEISVTRLLLNSYYDIARKNIQDS	 6
Phpat.020G019000|Phpat.020G019000.1       630 ----------KEHVPA----RSYAEPVQ--------------APLE	 647SSFSSIQLREPPA----------TLRASDAQGEQETLEIAVTRLLLKSYYDIVRKNIQDL
Phpat.008G087300|Phpat.008G087300.1       636 ----------KEHAPI----RSYSEPTP--------------GLLE	 653SPLSSIQLREPPA----------TLRANDAQSEQETVEIAVTRLLLKSYYDIVRKNIQDL
Phpat.023G066800|Phpat.023G066800.1       627 ----------KEHAPV----RIYSELAQ--------------GSLE	 644PSFSGIQLREPPA----------TLRASDAQGEQESVEIAVTRLLLKSYYDIVRKNIQDL
gi|66816205                               702 -------LQQSSQ----SQYKTSYNNNNNSSSNNSSYNRYQDD	 733FYGRGDKLNQVPS----------IIKAPDDLTSKEKFETELIRELLISYFNIVKKNVKDS	 78
LOC_Os04g31190|LOC_Os04g31190.1           598 --------------------SSKSVA------------RVHSLD	 609NLISIIQLREPPI----------TLKPSENQPAQDATEVAIVKLLIKSYYDIVRKSIEDA	 6
AT2G14120                                 638 --------KNNLLN----KPFSETTQ------------EVY--Q	 655N-LSTIYLKEPPT----------ILKSSETHSEQESVEIEITKLLLKSYYDIVRKNVEDL	 7
Carubv10013019m.g|Carubv10013019m         610 --------KNNLLN----KPLSEAAQ------------NEY--Q	 627N-LSTIYLKEPPT----------VLRSSENHSEQESVEIQITKLLLKSYYDIVRKNVEDL	 6
AT4G33650                                 626 ----------KDSLLN----KPFSEAVE------------DMS--H	 643N-LSMIYLKEPPA----------VLRPTETHSEQEAVEIQITKLLLRSYYDIVRKNIEDS
Carubv10004162m.g|Carubv10004162m         623 ----------KDNLLN----KPYSEAVE------------DMS--Q	 640N-LSMIYLKEPPA----------VLRPSETHSEQEAVEIQITKLLLKSYYDIVRKNIEDS
Bra011458|Bra011458                       616 --------KENFLN----KPFNEAVE------------DMS--Q	 633N-LSMIYLKEPPA----------VLRPSETHSEQEDIEIQITKLLLKSYYDIVRKNIEDS	 6
Bra036991|Bra036991                       615 --------KENFVN----KPFSEDVE------------DMS--Q	 632NNSSMIYLKEPPA----------VLRPSETHTEQEDIEIQITKLLLKSYYDIVRKNIEDL	 6
Bra034579|Bra034579                       625 ----------KENFLN----KPFSEAVE------------DMS--Q	 642N-LSMIYLKEPPT----------VLRPSETHSEQQAVEIQITKLLLKSYYDIVRKNIEDS
LOC_Os01g69130|LOC_Os01g69130.1           621 --------KDNSSN----KSYTASTS------------H---LE	 637HSLSTIQLREPPV----------VLKPSESQSEQEALEIAITKLLLKSYYNIVRKNVEDF	 6
GRMZM2G129155|GRMZM2G129155_T01           616 --------RDNTTN----KSYAVPAP------------N---LE	 632HSFSTIQLREPPV----------VLKPSEHQSEQEALEIAITKLLLKSYYNIVRKNVEDL	 6
GRMZM2G180335|GRMZM2G180335_T01           619 ----------RDNTAN----KSYAMPAP------------N---LD	 635HSFSTIQLREPPV----------VLKPSEHQSEQEALEIAITKLLLKSYYNIVRKNVEDF
Glyma20g06670|Glyma20g06670.1             284 ----------------------------------------	 283------------------------------------------------------------	 283--
Medtr2g009690|Medtr2g009690.1             634 --------RENVAS----KQHAEPFH------------SVE-VE	 652QSFSMIHLTEPPT----------ILRPSDSNSETEAVEITVTKLLLKSYYDIVRKNVEDF	 7
Medtr4g093750|Medtr4g093750.1             595 -------KENTNS----KHHNDPVQ------------S---VL	 611-PSSTIHLREPPT----------VLRPSERSSETLAVEIAVTKLLLRSYYEIVRKNVEDL	 66
Glyma07g30150|Glyma07g30150.2             599 -------KEMTAS----KPHT-EPV------------H---TV	 614QSFSTIHLREPPP----------VLRPLESNSETEAVEITVTKLLLKSYYDIVRKNVEDL	 66
Glyma08g07160|Glyma08g07160.1             599 -------KEMTAS----KPHTTEPM------------H---NV	 615QSFSTIHLREPPS----------VLRPLESNSETEAVEITVTKLLLKSYYDIVRKNVEDL	 66
Glyma04g16340|Glyma04g16340.1             609 --------KENVAS----KPHTEPVH------------S---VE	 625QSFSMIHLREPPP----------VLRSSESYSETEAIDITVTKLLLRSYYDIVRKNVEDL	 6
Glyma13g32940|Glyma13g32940.1             610 --------KENIAS----KPHAEPVH------------S---IE	 626QSISMIHLREPPP----------ILRPSESNSETEAIEITVTKLLLRSYYGIVRKNVEDL	 6
Glyma15g06380|Glyma15g06380.1             607 --------KENISS----KPHAEPVH------------S---IE	 623QSVSMIHLREPPP----------ILRPSESNSETEAIEITVTKLLLRSYYGIVRKNVEDL	 6
Cucsa.331870|Cucsa.331870.1               609 --------KESSTS----KPYNEQVL------------N---TE	 625QSFSTIHLREPPL----------VLRPSGGCTEQEAIEIAVIKLLLRSYYDIVRNNVKDL	 6
GSVIVG01012532001|GSVIVT01012532001       704 ---------------KEISTN----KTYSEPVQ------------S---VE	 720HSISMIHLKEPPT----------ILKPSESHSEQEAIEISVTKLLLRSYYDIVRK
Cucsa.218420|Cucsa.218420.1               607 --------KENSSK----KSFAEPLH------------G---VE	 623QSFAMIHLREPPA----------VLRPSESLTEQEAMEIAITKLLLRSYYDIVRKNIQDY	 6
Potri.012G125300|Potri.012G125300.1       264 --------------------------------------------	 263------------------------------------------------------------	 2
Potri.007G118300|Potri.007G118300.1       618 --------KENSTS----KSYNEPAQ------------SIEPLE	 637QSLSLIHLREPPT----------VLRPSENHSEHESIEIAVTKLLLRSYYDIVRKNIEDS	 6
Potri.017G041800|Potri.017G041800.1       616 --------KENSTS----KSYNEPAQ------------SMESFD	 635QS--MIHLREPPT----------VLRPSESHSENESIEIAVTKLLLKSYYDIVRKNIEDS	 6
29506.t000007|29506.m000169|Rc            617 --------KETAIT----KSHIEPVH------------NMDALE	 636QSMSMIYLREPPT----------ILRPSESHSEQESIEIAVTKLLLRSYYDIVRKNIEDS	 6
Eucgr.I02611|Eucgr.I02611.1               618 ----------KESSTS----KAYNEPAQ------------NM---E	 634LAMSMIHLREPPT----------VLRPSEGHSEQEAIEIAVTKLLLRSYYDIVRKNIEDS
29848.t000060|29848.m004504|Rc            600 --------GMNSIS----RSLDETFH------------D---TE	 616HSSSTIQLREPPS----------ILRPPEL-TEQGAVEIIVTKLLLRSYYDIVRKNIQDL	 6
GSVIVG01036006001|GSVIVT01036006001       535 -----NDRSAN----TALGETFH------------D---ME	 551LLPSMIQLRDPPP----------ILKPLETQTEREAVEVIVTKLLLRSYYDIVRKNVQDF	 601V

gi|85092415                               645 44VAAQVIEDKLIDPLE-SI--LSPVSIFGMD--SKQI-----------------------A	 676IIAGESEDSR----IEREQLNKQLTVLQKGMD-TCKRFTGMKFT
gi|85115828                               599 98VITQVVERHLLQGMY-GI--FNPVEVMAMT--SEVV-----------------------E	 630SIAAENQETR----DRRQALAAQRKAIEQAKD-ACTDLAMRKEL
gi|164424111                              668 67VWLYAVDHHLLSGPNSPLTLFSEQWVLGLD--EDSL-----------------------N	 702AIAGESRTTR----DKRKELTKKIADLEEALR-ILK*-------
gi|11342664                               643 NQ	 644IPFIIQYFMLRENGD-SL--QKAMMQILQE--KNRY-----------------------S	 676WLLQEQSETA----TKRRILKERIYRLTQARH-ALCQFSS
gi|222136617                              595 H	 595IPLIIQFFMLQTYGQ-QL--QKAMLQLLQD--KDTY-----------------------S	 627WLLKERSDTS----DKRKFLKERLARLTQARR-RLAQFPG*
Esi0024_0159                              624 	 623ACMLLETSFFGQVVD-RL--ETQLLALTQA--ITQEEGQDKAEAKAAAGQEGMGWQQPRL	 678GIFNEDAVLV----EKRSFLLMRQQRLKAALG-KIENFAPDV
Esi0021_0042                              625 	 624VCMTMEQDFVVKLLG-KV--ESELFLLTNR--FSEV-----------------------E	 656ELFVEDTSVV----EKRRSLQAKKQRLLKGLE-TLMRMAPDL
Esi0103_0037                              612 	 611VCMALDKKIMGAVAH-KM--QEECYKFVHD--DAKL-----------------------G	 643RFFEEDAKLV----LRKEELMEKRDRLSKANA-AMANIQVRK
gi|193204309                              908 --------	 907--------------------------RLEKEIKEVL-----------------------D	 918DWSQEPDIKKKYLTGRRVDLAEEIQQVRRIQE-K
Esi0343_0016                              564 3IPKQVHLFLVDGICK-GF--VTWMLDKVD---ETDL-----------------------Q	 594RWLAEDALSQ----RKRKELESKLSQFEEAAK-ILKN--------
YOR211C                                   819 P-------	 819---------IELD------------RRLTLLGDEQV------------------------	 834EMFAKEDPKI----SRHIELQKRKELLELALE-K
gi|71981891                               675 4VPKAVMHLIVNQTGE-FM--KDELLAHLYQ--CGDT-----------------------D	 706ALMEESQIEA----QKREEMLRMYHACKEALR-IISEVNMSTLGD
gi|56549125|ref|NP_001005362.1|dynamin-2  207 S--SADQ-----------------------S	 212SLMEESADQA----QRRDDMLRMYHALKEALN-IIGDISTSTVSTPVPPPVDDTWLQSAS	 267SH--------S
gi|59853099|ref|NP_004399.2|dynamin-1     681 0MPKTIMHLMINNTKE-FI--FSELLANLYS--CGDQ-----------------------N	 712TLMEESAEQA----QRRDEMLRMYHALKEALS-IIGDINTTTVST
PGSC0003DMG400010899                      542 1IPKAVVYCQVKEAKQ-SL--LNYFYTQIGKKEGKDL-----------------------G	 575ELLDEDPALM----GKREQCAKSLQLYKKARD-EIESISLVR---
Vocar20015232m.g|Vocar20015232m           561 0VPKAIVHCMVIPAKG-GL--LMALQEDVAGKEEPQL-----------------------R	 594RLINESEEIA----EQRESVKKRLTLLQRASK-EIAAFM*-----
Cre17.g724150|Cre17.g724150.t1.1          745 4VPKTIMHFMVLYTKR-GL--QQHLIKALYR--DELL-----------------------D	 776SLLTEAEDVV----VRRNAAREAVAVLRAAVT-ALEEVPHEMATG
Vocar20001129m.g|Vocar20001129m           735 4VPKTIMHFMVHYTKR-GL--QQHLIKALYR--DDLL-----------------------D	 766SVLTEADDVV----ARRSAAKEAVAVLRAAVA-ALEEVPNEMLMG
gi|85111713                               736 5VPKAIMHLLVNHCKD-VV--QNRLVSELYK--ETLF-----------------------E	 767ELLYEDDAVK----KEREKCEKLLQTYREAAK-IIGEVV*-----
CME019C|CME019CT                          695 94VPKAIMSFLVLRARD-RM--QSRLVADLYK--PERM-----------------------S	 726ELLNESSDVA----ERRATAKRMVDLLQRGMA-VINEVRDVHVK
gi|85099877                               641 40VPKAIMLNLVQLTKD-EM--QKELLENMYR--ADEL-----------------------D	 672DLLKESDYTV----RRRKECQQMVESLSKASE-IVSQVQ*----
gi|71993833                               642 1VPKAIMALLVNFVRD-NL--QSELVRQLYK--PDEM-----------------------D	 673DLLAETEDMA----QRRRDTLETMKALQQASV-IISEVRETQVW*
gi|66816950|Dd                            841 FNLQQN	 846TMKLVSLLLIDKSKD-IL--QKELIDSLYD--QSSV-----------------------D	 878QLLRENELVV----AKRNECIYKLDLLKKAKKS-LS
Esi0029_0136                              775 774VPKTIMHFLVNDVIN-ML--QNELVSKLYK--EDLT-----------------------G	 806ELMRETDDVA----ERRRISRDMLSLLKKAVG-IVSEVRDFNP
101670|101670|Sm                          686 	 685VPKAIMHFLVGHVKR-EL--LNLLIKKLYR--EALF-----------------------E	 717EMLQERDDIA----SRRKHCREVLRVLQQAVVVSVLSRFLFS
404911|404911|Sm                          821 IVRKNIQDA	 829VPKAIMHFLVGHVKR-EL--LNLLIKKLYR--EVLF-----------------------E	 861EMLQERDDIA----SRRKHCREVLRVLQQAVVT
Phpat.024G072600|Phpat.024G072600.1       569 	 568VPKPIMHFLVNHVKR-EL--HSVFIRKLYR--ENLF-----------------------D	 600EMLQEKWILL----LSESAVRRFYEFCSKLLGYPSVHPIFEL
437242|437242|Sm                          676 75VPKAIMHFLVNHAKR-EL--HNVFIRKLYR--EAMF-----------------------E	 707ELLQEREEIA----IKRKRCKEVLKVLQQAA-WTIEELPLEYEF
Phpat.023G005400|Phpat.023G005400.1       631 30VPKAIMHFLVNHSRR-EL--QSVFIRKLYR--ENMF-----------------------E	 662EMLQEKEEIA----AKRKRCKEILRVLQQAA-WVPTKPLHSDKT
Phpat.020G019000|Phpat.020G019000.1       698 	 697VPKAIMHFLVNHVKR-EL--HTVFIRKLYR--ENLF-----------------------E	 729EMLQEKEDIA----VKRKRCKEILRVLQQAA-WVLNFLPSAN
Phpat.008G087300|Phpat.008G087300.1       704 	 703VPKTIMHFLVNHVKR-EL--HSVFIRKLYR--ENLF-----------------------E	 735EMLQEKEDIA----VKRKRCKEILRVLQQAN-WTIEELPLEF
Phpat.023G066800|Phpat.023G066800.1       695 	 694VPKAIMHFLVNHVKR-EL--HSVFIRKLYR--ENLF-----------------------E	 726EVLQEKEEIA----VKRKRCKEILRVLQQGA-WELDTNFY*-
gi|66816205                               784 3VPKSIMHFLVNQSKE-HI--QNELVAALYK--EELF-----------------------D	 815ELLEESPQIS----SKRKSCKAMIEILRKANE-IINEIRDFRN*-
LOC_Os04g31190|LOC_Os04g31190.1           660 59VPKAIMHFLVNHTKR-EL--HNVLIRKLYR--ENLL-----------------------D	 691EMLRETDEVI----IRRQRIQETLQVLEQAHR-TLEEFSLEAEK
AT2G14120                                 705 04VPKAIMHFLVNYTKR-EL--HNVFIEKLYR--ENLI-----------------------E	 736ELLKEPDELA----IKRKRTQETLRILQQANR-TLDELPLEAES
Carubv10013019m.g|Carubv10013019m         677 76VPKAIMHFLVNYSKR-EL--HNVFIEKLYR--ENLI-----------------------E	 708ELLKEPDELA----IKRKRTQETLRILQQANR-TLDELPLEAES
AT4G33650                                 693 	 692VPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 724EMLQEPDEIA----VKRKRTQETLHVLQQAYR-TLDELPLEA
Carubv10004162m.g|Carubv10004162m         690 	 689VPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 721EMLQEPEEIA----GKRKRTQETLHVLQQAYR-TLDELPLEA
Bra011458|Bra011458                       683 82VPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 714EMLQEPDEIA----VKRKRTRETLHILQQAYR-TLDELPMEAES
Bra036991|Bra036991                       683 82VPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 714EMLQEPDEIA----GKRKRTQETLHILQQAYR-TLDELPLEAGS
Bra034579|Bra034579                       692 	 691---------VNHTKR-EL--HNVFIRKLYR--ENLF-----------------------E	 714EMLQETDEIA----VKRKRTQATLHVLQQAYR-TLDELPLEA
LOC_Os01g69130|LOC_Os01g69130.1           688 87VPKAIMHFLVNHTKR-EL--HNYLITKLYR--DDLF-----------------------A	 719DMLREPDEIT----IKRRQIRDTLKVLQQAYK-TLDEIPLEADT
GRMZM2G129155|GRMZM2G129155_T01           683 82IPKAVMHFLVNHTKR-AL--HNYLITKLYR--DDLL-----------------------E	 714DLLKEPDEIT----IKRKQIRENLKVLQQAYK-TLDEIPLDAEA
GRMZM2G180335|GRMZM2G180335_T01           686 	 685IPKAIMHFLVNHTKR-AL--HNYLITKLYR--DDLL-----------------------E	 717DLLKEPDELT----IKRKQIRENLKVLQQAYK-TLDEIPLDA
Glyma20g06670|Glyma20g06670.1             284 ----------------------------------------------------------	 283------------------------------------------------
Medtr2g009690|Medtr2g009690.1             703 02VPKAIMHFLVNNTKR-EL--HNVFIKKLYR--DNLF-----------------------E	 734EMLQEPDEIA----SKRKRCRELLRAYQQAFK-DLEELPMEAET
Medtr4g093750|Medtr4g093750.1             661 0IPKAIMHFLVNNTKR-EL--HNVFIANLYR--DDLF-----------------------E	 692EMLQEPNEIA----VKRKRCRELLRAYQQAFRADLDELPLEAETA
Glyma07g30150|Glyma07g30150.2             665 4VPKAIMHFLVNNTKR-EL--HNVFIEKLYR--EDLF-----------------------E	 696EMLQEPEEVA----KKRKHCRELLRAYQQAFK-DLNELPLEAETV
Glyma08g07160|Glyma08g07160.1             666 5VPKAIMHFLVNNTKR-EL--HNVFIEKLYR--EDLF-----------------------E	 697EMLQEPEEVA----KKRKNCRELLRAYQQAFK-DLNELPLEAETV
Glyma04g16340|Glyma04g16340.1             676 75VPKAIMYFLVDKAKG-EL--HNVFIKKLYR--DNLF-----------------------E	 707EMLREPDEIA----LKRKRCRELLRAYQQAFK-DLEELPLEADT
Glyma13g32940|Glyma13g32940.1             677 76IPKAIMHFLVNNTKR-EL--HNVFIKKLYR--DNLF-----------------------E	 708EMLQEPDEIA----VKRKRCRELLRAYQQAFK-DLEELPLEAET
Glyma15g06380|Glyma15g06380.1             674 73IPKAIMHFLVNNTKR-EL--HNVFIKKLYR--DNLF-----------------------E	 705EMLQEPDEIA----VKRKRCRELLRAYQQAFK-DLEELPLEAET
Cucsa.331870|Cucsa.331870.1               676 75VPKSIMHFLVNHTKQ-EM--HNVFIKKLYR--ENLF-----------------------E	 707EMLQEPDEVA----MKRKHTRETLRVLQQAFR-TLDELPLEAES
GSVIVG01012532001|GSVIVT01012532001       766 NIEDA	 770VPKAIMHFLVNHTKR-EL--HNVFIRKLYR--ENLF-----------------------E	 802EMLQEPDEVA----MKRKRTSETLRVLQQALR-TLDE
Cucsa.218420|Cucsa.218420.1               674 73IPKAIMNFLVVHAKR-DL--HNVFIKKLYR--ENLF-----------------------E	 705EMLQEPDEVA----MKRKRTRETLRVLQQAFR-TLDELPLETET
Potri.012G125300|Potri.012G125300.1       264 63------------------------------------------------------------	 263--------------------------------------------
Potri.007G118300|Potri.007G118300.1       688 87IPKAIMHFLVNHTKR-EL--HNVFIRKLYR--ENLF-----------------------E	 719EMLQEPDEIA----MKRKQTREQLRVLQQAFR-TLDELPLEAET
Potri.017G041800|Potri.017G041800.1       684 83VPKAIMHFLVNHTKR-EL--HNVFIRKLYR--ENLF-----------------------E	 715EMLQEHDEIA----MKRKQTRESLRVLQQAFR-TLDELPLEAET
29506.t000007|29506.m000169|Rc            687 86IPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 718EMLQEPEEIA----MKRKRTRETLRILQQAYK-TLDELPLEAET
Eucgr.I02611|Eucgr.I02611.1               685 	 684IPKAIMHFLVNHTKR-EL--HNVFIKKLYR--ENLF-----------------------E	 716EMLQEPDEIA----MKRKRTRETLRVLQQAFR-TLDELPLEA
29848.t000060|29848.m004504|Rc            666 65VPKAIMHFLVNYTKR-EL--HNTFIQKLYR--ESLF-----------------------E	 697ELLQEQDEVI----AKRKHAREVFHVLQQAVQ-TLDEVESDVSS
GSVIVG01036006001|GSVIVT01036006001       603 PKAIMHFLVNHTKR-DL--LNAFVQKLYR--ENLF-----------------------K	 633EMLREQDDVI----LKRKRSQEMFCVLQQAIQ-AIDEVDSEMSSPNS



gi|85092415                               716 GNS---------LFVS	 722SASEANSASGAQKTPSS--SSGAGKRKTKA---------------QKDEKKQPQN-----	 760-------AEV*---------------
gi|85115828                               670 RERPDEHG--D-LTDG	 682TSGEDEPQSAANRVSRS--SSTPRRRPLPASTPNVAGDTRSNTVVEATARGPPQLPPPVP	 740PRQ----LQIAES-------------
gi|164424111                              734 ----------------	 733------------------------------------------------------------	 733--------------------------
gi|11342664                               712 KEIH*---------------	 715------------------------------------------------------------	 715----------------------
gi|222136617                              663 -------------------	 662------------------------------------------------------------	 662-----------------------
Esi0024_0159                              716 LAVSKRLHEN--ERMPAA	 731RGGR--SGTGPSRTED----------------------------------TPPQGG----	 751------------DHVRSFKMDPQV
Esi0021_0042                              694 ------V--------ATR	 697PGGG--AGTADDYVDS-----SQGLLQQASGRGTDGR------------DDPAQMKA---	 735-RL----EEAA------------L
Esi0103_0037                              681 SSTQQVR--------VTV	 690TAGP--MGLGLSLAEEGSRCVVKGFRPMPDGQPNPGQ------------EAGVQLGD---	 733-TL----EQLDGVHLGSFQDAIER
gi|193204309                              952 LEEFMAQLQREKI*------------	 964------------------------------------------------------------	 964----------------
Esi0343_0016                              627 --AGGRSK*------	 632------------------------------------------------------------	 632---------------------------
YOR211C                                   864 IDSIL---VFKKSYKGVSKNL*----	 881------------------------------------------------------------	 881----------------
gi|71981891                               747 QPPPLPMSDYRPHPS	 761GPSP------VPRPAPA----PPGGRQAPMPPR--G--------------GPGAPPPP--	 793------------------GMRPPPGA-
gi|56549125|ref|NP_001005362.1|dynamin-2  271 PTPQRR----PVSSIHPPGRPPAVR--------------GPTPGPPLIP	 301VPVG----A-----AASFSAPPIPSR--------------PGPQS--VFANSDL---
gi|59853099|ref|NP_004399.2|dynamin-1     753 PMPPPVDDSWLQVQS	 767VPAGRRSPTSSPTPQRR----AP--AV-PPARPGSR--------------GPAPGPPPAG	 806SALG--------------GAPPVPSR-
PGSC0003DMG400010899                      613 ---------------	 612------------------------------------------------------------	 612---------------------------
Vocar20015232m.g|Vocar20015232m           629 ---------------	 628------------------------------------------------------------	 628---------------------------
Cre17.g724150|Cre17.g724150.t1.1          817 LGGGG-GGGG-GGGS	 829AA-NGSASSGTSGAAGS----T------------------------------AS------	 848----------------AFTAAAAATAA
Vocar20001129m.g|Vocar20001129m           807 AGGHG-TSNG-P--S	 817AA-AGS------GSGGL----S------------------------------AN------	 830----------------PFTAAVAAAAD
gi|85111713                               802 ---------------	 801------------------------------------------------------------	 801---------------------------
CME019C|CME019CT                          766 EEI*------------	 768------------------------------------------------------------	 768--------------------------
gi|85099877                               707 ----------------	 706------------------------------------------------------------	 706--------------------------
gi|71993833                               713 ---------------	 712------------------------------------------------------------	 712---------------------------
gi|66816950|Dd                            910 QSENSD-LLHLY-*----------	 920------------------------------------------------------------	 920------------------
Esi0029_0136                              845 FLG*-------------	 847------------------------------------------------------------	 847-------------------------
101670|101670|Sm                          756 LFEFYFLD-HRHWKSFQP	 772T------RTRIPGPGRL----C--------------------------------------	 784-------FK---------------
404911|404911|Sm                          891 LEDLPVDADA------H-SRPGQALFQ	 910D------STGLPKPQGV----S--------------------------------------	 922-------TYLV--HE
Phpat.024G072600|Phpat.024G072600.1       639 ---------------LFS	 641V------VI*--------------------------------------------------	 644------------------------
437242|437242|Sm                          747 -----P-SR-ATLSAS	 755D------ATGLPSR-LG----G------------------------------VPAQP---	 771----GKWFHLS--HNQGIGAEPGGTR
Phpat.023G005400|Phpat.023G005400.1       702 -----P-NQ-V--CY-	 707P------SHSV*------------------------------------------------	 712--------------------------
Phpat.020G019000|Phpat.020G019000.1       767 IL-----G-TI----LF-	 773T------L*---------------------------------------------------	 775------------------------
Phpat.008G087300|Phpat.008G087300.1       773 ES-----A-SR-PASSF-	 782D------ATGLPPPATK----G------------------------------SNMAPALH	 802ALINGDYAGVH--STLGYLGSPRG
Phpat.023G066800|Phpat.023G066800.1       762 ------------------	 761------------------------------------------------------------	 761------------------------
gi|66816205                               854 ---------------	 853------------------------------------------------------------	 853---------------------------
LOC_Os04g31190|LOC_Os04g31190.1           731 VEKG------YSPAE-	 739Y------ATGLPKIHGL----S------------------------------NGDP----	 755-----SI---------IYASSPNHNR
AT2G14120                                 776 VERGYK----I-----	 782-------GS-EAKHEEL----P------------------------------GTRR----	 796-----SRTET----------------
Carubv10013019m.g|Carubv10013019m         748 VERGYR----I-----	 754-------GS-EAKHEEL----P------------------------------GTRR----	 768-----SRTET----------------
AT4G33650                                 762 DSVSAGMS----------	 769------------KHQEL----L------------------------------TS-S----	 778-----KYS-TSS----SYSASPST
Carubv10004162m.g|Carubv10004162m         759 DSVSAGMS----------	 766------------KHQEL----L------------------------------TS-S----	 775-----KYS-TSS----SYSASAST
Bra011458|Bra011458                       754 VCSGGT----D-----	 760-------TTGVSKHLDL----P------------------------------ASSS----	 775-----MYSTSSS----PYSASPSTGR
Bra036991|Bra036991                       754 VSNGGT----D-----	 760-------TTGVSKYLDL----P------------------------------TSSS----	 775-----MYSTISS----PYSASPSTGR
Bra034579|Bra034579                       752 ESVHNHGT----D-----	 760-------TTGVSKYLDL----P------------------------------TSSS----	 775-----KYTTSSS----SYTASPGT
LOC_Os01g69130|LOC_Os01g69130.1           759 VER--G----YSLDA-	 767D------ATGLPRAHGL----S------------------------------SS------	 781-------FQDGS----SPYSTPKQPR
GRMZM2G129155|GRMZM2G129155_T01           754 VERG-G----YSLDS-	 763D------AIGLPRAHGL----S------------------------------SSL-----	 778-----HGFNDGS----SPYSTPKQSR
GRMZM2G180335|GRMZM2G180335_T01           755 EAVERGGG----YSLDS-	 767D------AIGLPRAHGL----S------------------------------SSL-----	 782-----HGFNDGS----SSYSTPKQ
Glyma20g06670|Glyma20g06670.1             284 ------------	 283------------------------------------------------------------	 283------------------------------
Medtr2g009690|Medtr2g009690.1             774 LER--G----YSLPE-	 782T-------TGLPKIHGL----P------------------------------TSS-----	 796-----MYSTNSS--GDYYGASPKHPK
Medtr4g093750|Medtr4g093750.1             734 EW--G----HSSPE-	 741T-------TGLPKIRGL----R------------------------------NFF-----	 755-----YVF---------Y*--------
Glyma07g30150|Glyma07g30150.2             737 ER--G----YSLPE-	 744T------TTGLPKIRGL----P------------------------------TSS-----	 759-----MYSTGSL--GDYYEASPKNTKS
Glyma08g07160|Glyma08g07160.1             738 ER--G----YSLPE-	 745I------TTGLPKIRGL----P------------------------------TSS-----	 760-----MYSTSSS--GDYYEASPKNTKS
Glyma04g16340|Glyma04g16340.1             747 VER--G----YGLPE-	 755K-------TGLPKINGL----P------------------------------TSS-----	 769-----MYSASSS--GDYYAAFSKYPK
Glyma13g32940|Glyma13g32940.1             748 VER--G----YSLPE-	 756T-------SGLPKIHGL----P------------------------------TSS-----	 770-----MYSTSSS--GDYYAASPKHSR
Glyma15g06380|Glyma15g06380.1             745 VER--G----YSLPE-	 753T-------SGLPKIHGL----P------------------------------TSS-----	 767-----MYSTSSS--GDYYAASPKHSR
Cucsa.331870|Cucsa.331870.1               747 VER--G----D-----	 751D------PTGLPRMHGM----P------------------------------TSS-----	 766-----VYSTISS--NDSFSPSPKNPK
GSVIVG01012532001|GSVIVT01012532001       835 LPQEAETVEK--G----YSLGSS	 851D------PTGLPKIHGL----P------------------------------TSS-----	 866-----LYTTSGGS-TQSYT
Cucsa.218420|Cucsa.218420.1               745 VEK--G----YSVGA-	 753D------PTGLPRIHGL----P------------------------------TSS-----	 768-----MYSTSSS--GDSYSASPRHLK
Potri.012G125300|Potri.012G125300.1       264 ----------------	 263------------------------------------------------------------	 263--------------------------
Potri.007G118300|Potri.007G118300.1       759 VER--G----YSLSS-	 767D------STGLPKIHGL----P------------------------------TST-----	 782-----MYSSGS---SDSYTASPKNPK
Potri.017G041800|Potri.017G041800.1       755 VER--G----YSLGS-	 763D------STGLPKIHGL----P------------------------------TST-----	 778-----MHGVGS---SDSYSASPKNPK
29506.t000007|29506.m000169|Rc            758 VER--G----YSLGA-	 766D------PTGLPKIHGL----P------------------------------TSS-----	 781-----LYSTSSG--SSDYSASPKNPK
Eucgr.I02611|Eucgr.I02611.1               754 ETVEK--G----YSLGA-	 764D------RTGLPKIHGL----P------------------------------TSS-----	 779-----MYTSSGSFGDSFGGASPNN
29848.t000060|29848.m004504|Rc            737 RCSY------SSVDTG	 746S------TTGLPPGYSP----L------------------------------LHSR----	 762-----SGKNRS-----SHILSSVNT-
GSVIVG01036006001|GSVIVT01036006001       676 N------SSFSAD	 682T------TMRLPRTPSH----H------------------------------SHV*----	 697-----------------------------

gi|85092415                               764 ----------------------------------	 763------------------------------------------------------------	 763--------
gi|85115828                               750 -------------ECGQLDA-LYD-S--------	 760---ERKLQTNQK-TDPDKNGVSP---------------------------PSVPDHPMKR	 789H-------
gi|164424111                              734 ----------------------------------	 733------------------------------------------------------------	 733--------
gi|11342664                               716 --------------------------------------	 715------------------------------------------------------------	 715----
gi|222136617                              663 -------------------------------------	 662------------------------------------------------------------	 662-----
Esi0024_0159                              764 FAGSK--PERRATEARDGSLAHFVYT-KDGDNGGLI	 796YWLGTRRHTRKKFENPHDAGLVFVSTSGFKDGGPST----------LVSRRRVPCSTTDE	 846DGSWYC
Esi0021_0042                              743 LAQ------------AEGR-------------STST	 753DWSSTAWS-RPAANAAAASGT----STSYGAGGLGG-------------RQSSGGS----	 791------
Esi0103_0037                              753 LKQ------------RRGT-------------VVLT	 763------LL-RQKA*----------------------------------------------	 769------
gi|193204309                              965 --------------------------------------------	 964------------------------------------------------------------	 9
Esi0343_0016                              633 ---------------------------------	 632------------------------------------------------------------	 632---------
YOR211C                                   882 --------------------------------------------	 881------------------------------------------------------------	 8
gi|71981891                               802 -------------PGGGG-------G-------	 807---------------------------MYPPLIPTRVPTPSNGAPEIPARPQVPK-----	 835---------
gi|56549125|ref|NP_001005362.1|dynamin-2  331 ---	 330------------F---PAPPQIPSRPVRIPPGIPPGV--PSRRPPAAPSRPTIIR-----	 368---------------------------------------
gi|59853099|ref|NP_004399.2|dynamin-1     819 -------------PGA-------SPDP------	 825------------F---GPPPQVPSRPNRAPPGVPS------RSGQASPSRPESPR-----	 859---------
PGSC0003DMG400010899                      613 ---------------------------------	 612------------------------------------------------------------	 612---------
Vocar20015232m.g|Vocar20015232m           629 ---------------------------------	 628------------------------------------------------------------	 628---------
Cre17.g724150|Cre17.g724150.t1.1          860 AA--------RNASGAG-YHQHL---GGSGPGG	 880------------AT--PPSAMLPLPTVPFPNGTAS----ASS*-----------------	 904---------
Vocar20001129m.g|Vocar20001129m           842 AAVAAA----ASTHSEG-MPGYL---LGNGVGV	 866------------M----GTGHGSLPPVPYTGGFGS----PGYGG-DGIDRSQSMVA----	 901---------
gi|85111713                               802 ---------------------------------	 801------------------------------------------------------------	 801---------
CME019C|CME019CT                          769 ----------------------------------	 768------------------------------------------------------------	 768--------
gi|85099877                               707 ----------------------------------	 706------------------------------------------------------------	 706--------
gi|71993833                               713 ---------------------------------	 712------------------------------------------------------------	 712---------
gi|66816950|Dd                            921 ------------------------------------------	 920------------------------------------------------------------	 920
Esi0029_0136                              848 -----------------------------------	 847------------------------------------------------------------	 847-------
101670|101670|Sm                          787 -TPLAFQSLREC-RHI*-------------------	 800------------------------------------------------------------	 800------
404911|404911|Sm                          929 -------GGSAALPSYSHQSP-RHVKAKQRSPLYSDQHLQQQQ-V	 964------------S---YSN--GSSMAGYYAPTVKS----VSS*-----------------	
Phpat.024G072600|Phpat.024G072600.1       645 ------------------------------------	 644------------------------------------------------------------	 644------
437242|437242|Sm                          792 RVADTGFTFSFPVAPSKQRVRLVVAAATDDGGAK	 825------------ST--KSDE-NSSPPAAAAPPKPS----MKKGQIVRVDKEKYLNS----	 862--------
Phpat.023G005400|Phpat.023G005400.1       713 ----------------------------------	 712------------------------------------------------------------	 712--------
Phpat.020G019000|Phpat.020G019000.1       776 ------------------------------------	 775------------------------------------------------------------	 775------
Phpat.008G087300|Phpat.008G087300.1       825 SKSK------------------RNFLPEHSINGGMV	 842------------SN--HS*-----------------------------------------	 846------
Phpat.023G066800|Phpat.023G066800.1       762 ------------------------------------	 761------------------------------------------------------------	 761------
gi|66816205                               854 ---------------------------------	 853------------------------------------------------------------	 853---------
LOC_Os04g31190|LOC_Os04g31190.1           768 KKASHE--------------------DQ-HGS--	 778-------------------V-ASYSSTSYPDAN--------GGLLST*------------	 797--------
AT2G14120                                 802 ------NG------NGRL--------H-------	 808---------------------M*-------------------------------------	 809--------
Carubv10013019m.g|Carubv10013019m         774 ------NG------NGNG--------R-------	 780---------------------F*-------------------------------------	 781--------
AT4G33650                                 793 TRR----SRR------AGDQ--------HQ-NGY--	 807-------------------G-F*-------------------------------------	 809------
Carubv10004162m.g|Carubv10004162m         790 TRR----SRR------GGDQ--------HQ-NGY--	 804-------------------G-Y*-------------------------------------	 806------
Bra011458|Bra011458                       793 R----NRR------AGDQ--------HQ-NGY--	 805-------------------G-F*-------------------------------------	 807--------
Bra036991|Bra036991                       793 R----YRR------AGDQ--------HQ-NGY--	 805-------------------G-F*-------------------------------------	 807--------
Bra034579|Bra034579                       791 GRR----SRR------AVDQ--------HQ-NGY--	 805-------------------G-F*-------------------------------------	 807------
LOC_Os01g69130|LOC_Os01g69130.1           797 S--RKSSH------SGEQ-LPFNPDASG-NGF--	 818-------------------*----------------------------------------	 818--------
GRMZM2G129155|GRMZM2G129155_T01           796 S--RRSNH------SGEQ-LPFNPNMSG-NGF--	 817-------------------*----------------------------------------	 817--------
GRMZM2G180335|GRMZM2G180335_T01           798 SRS--RRPNH------SGEQ-LPFNPATSG-NGF--	 821-------------------*----------------------------------------	 821------
Glyma20g06670|Glyma20g06670.1             284 ------------------------------	 283------------------------------------------------------------	 283------------
Medtr2g009690|Medtr2g009690.1             816 S--KRSSH------SGELQSPFYANADS-NGN--	 838-------------------G-KQSASGFYPTLD--------T*-----------------	 852--------
Medtr4g093750|Medtr4g093750.1             760 ---------------------------------	 759------------------------------------------------------------	 759---------
Glyma07g30150|Glyma07g30150.2             780 --RKSSH------SGELQSPFH---DS-NGN--	 798-------------------G-GPYTSGFNPMAD--------E*-----------------	 812---------
Glyma08g07160|Glyma08g07160.1             781 KNKKSSH------SGELQSPFQ---DS-NGN--	 801-------------------G-GPYTSGYPMAGE--------*------------------	 814---------
Glyma04g16340|Glyma04g16340.1             789 S--KKSSH------SGELQSPLHADADS-NGS--	 811-------------------G-RPLYI*---------------------------------	 817--------
Glyma13g32940|Glyma13g32940.1             790 S--KRSSH------SGELQSPLHANADS-NGS--	 812-------------------G-RPFMSGFYPTVD--------A*-----------------	 826--------
Glyma15g06380|Glyma15g06380.1             787 S--KRSSH------SGELQSPLHANADS-NGS--	 809-------------------G-RPFMSGFYPMVD--------A*-----------------	 823--------
Cucsa.331870|Cucsa.331870.1               786 P--RKSSY------SGELQVPLYGNSDS-NGN--	 808-------------------S-RSFMPSLYPKLD--------L*-----------------	 822--------
GSVIVG01012532001|GSVIVT01012532001       880 ASPKNPKS--RKSSH------SGELQSPFHGNADS-NGG--	 909-------------------G-RSYMPGLYPTLD--------A*-----------------	 923-
Cucsa.218420|Cucsa.218420.1               788 S--RKSSH------SGELLSTFHPNADS-HGN--	 810-------------------G-FS*------------------------------------	 813--------
Potri.012G125300|Potri.012G125300.1       264 ----------------------------------	 263------------------------------------------------------------	 263--------
Potri.007G118300|Potri.007G118300.1       801 S--RKSSH------SGELQPHLYA--DS-NGS--	 821-------------------G-HAYMPGLYPTVD--------F*-----------------	 835--------
Potri.017G041800|Potri.017G041800.1       797 S--RRSSH------SGELQPHLYS--DS-NGS--	 817-------------------G-RTYMPGLYPTVD--------F*-----------------	 831--------
29506.t000007|29506.m000169|Rc            801 S--RKSSH------SGELQSHFYVNADS-NGG--	 823-------------------S-RPYMPGLYPTVD--------L*-----------------	 837--------
Eucgr.I02611|Eucgr.I02611.1               799 PKS--RKSSH------SGELQSPFYANADS-NGS--	 823-------------------G-RPHMPSLYPTLD--------M*-----------------	 837------
29848.t000060|29848.m004504|Rc            778 -KIPRLYY------SDEQSLPVN----S-NGL--	 797-------------------*----------------------------------------	 797--------
GSVIVG01036006001|GSVIVT01036006001       698 -------------------------------	 697------------------------------------------------------------	 697-----------



gi|85092415                               764 ----------------------------------------------------	 763------------------------------------------------------
gi|85115828                               791 --------TSSFRNIFK*----------------------------------	 799------------------------------------------------------
gi|164424111                              734 ----------------------------------------------------	 733------------------------------------------------------
gi|11342664                               716 --------------------------------------------------------	 715--------------------------------------------------
gi|222136617                              663 -------------------------------------------------------	 662---------------------------------------------------
Esi0024_0159                              853 VDVGQNQKMQVSHYSLCHGSATGEC---------------------------DL	 879VN------------WVCEGY--------------DSTIKMWVIVTQD-----
Esi0021_0042                              792 STTGAGGARQPDHYDLPVRPAQGGAAAGLGAPSRGPDPRRPVGGGGGGRGASDA	 845ASAAQRKQDVLVGRLVDMGFSRPQAEDALMKSGGDPDLAAEQLMTQGSDAAA
Esi0103_0037                              770 ------------------------------------------------------	 769----------------------------------------------------
gi|193204309                              965 64------------------------------------------------------------	 964--------------------------------------------
Esi0343_0016                              633 ---------------------------------------------------	 632-------------------------------------------------------
YOR211C                                   882 81------------------------------------------------------------	 881--------------------------------------------
gi|71981891                               836 --------------------------------RPF*---------------	 838-------------------------------------------------------
gi|56549125|ref|NP_001005362.1|dynamin-2  369 --PAEPSLLD*----------	 376------------------------------------------------------------	 376---------------------
gi|59853099|ref|NP_004399.2|dynamin-1     860 --------------------------------PPFDL--*-----------	 864-------------------------------------------------------
PGSC0003DMG400010899                      613 ---------------------------------------------------	 612-------------------------------------------------------
Vocar20015232m.g|Vocar20015232m           629 ---------------------------------------------------	 628-------------------------------------------------------
Cre17.g724150|Cre17.g724150.t1.1          905 ---------------------------------------------------	 904-------------------------------------------------------
Vocar20001129m.g|Vocar20001129m           902 -------AAHMAVVATS--------QLQ----PTALRTLEGL*--------	 924-------------------------------------------------------
gi|85111713                               802 ---------------------------------------------------	 801-------------------------------------------------------
CME019C|CME019CT                          769 ----------------------------------------------------	 768------------------------------------------------------
gi|85099877                               707 ----------------------------------------------------	 706------------------------------------------------------
gi|71993833                               713 ---------------------------------------------------	 712-------------------------------------------------------
gi|66816950|Dd                            921 ------------------------------------------------------------	 920----------------------------------------------
Esi0029_0136                              848 -----------------------------------------------------	 847-----------------------------------------------------
101670|101670|Sm                          801 ------------------------------------------------------	 800----------------------------------------------------
404911|404911|Sm                          986 985------------------------------------------------------------	 985-------------------------------------------
Phpat.024G072600|Phpat.024G072600.1       645 ------------------------------------------------------	 644----------------------------------------------------
437242|437242|Sm                          863 --------I-NY----LS--------VGH----PTYYKGLDYIYEDRG----	 885--------EILDIRQFE------TGEYALIAWAGIPTSPAWLPTDM--------
Phpat.023G005400|Phpat.023G005400.1       713 ----------------------------------------------------	 712------------------------------------------------------
Phpat.020G019000|Phpat.020G019000.1       776 ------------------------------------------------------	 775----------------------------------------------------
Phpat.008G087300|Phpat.008G087300.1       847 ------------------------------------------------------	 846----------------------------------------------------
Phpat.023G066800|Phpat.023G066800.1       762 ------------------------------------------------------	 761----------------------------------------------------
gi|66816205                               854 ---------------------------------------------------	 853-------------------------------------------------------
LOC_Os04g31190|LOC_Os04g31190.1           798 ----------------------------------------------------	 797------------------------------------------------------
AT2G14120                                 810 ----------------------------------------------------	 809------------------------------------------------------
Carubv10013019m.g|Carubv10013019m         782 ----------------------------------------------------	 781------------------------------------------------------
AT4G33650                                 810 ------------------------------------------------------	 809----------------------------------------------------
Carubv10004162m.g|Carubv10004162m         807 ------------------------------------------------------	 806----------------------------------------------------
Bra011458|Bra011458                       808 ----------------------------------------------------	 807------------------------------------------------------
Bra036991|Bra036991                       808 ----------------------------------------------------	 807------------------------------------------------------
Bra034579|Bra034579                       808 ------------------------------------------------------	 807----------------------------------------------------
LOC_Os01g69130|LOC_Os01g69130.1           819 ----------------------------------------------------	 818------------------------------------------------------
GRMZM2G129155|GRMZM2G129155_T01           818 ----------------------------------------------------	 817------------------------------------------------------
GRMZM2G180335|GRMZM2G180335_T01           822 ------------------------------------------------------	 821----------------------------------------------------
Glyma20g06670|Glyma20g06670.1             284 ------------------------------------------------	 283----------------------------------------------------------
Medtr2g009690|Medtr2g009690.1             853 ----------------------------------------------------	 852------------------------------------------------------
Medtr4g093750|Medtr4g093750.1             760 ---------------------------------------------------	 759-------------------------------------------------------
Glyma07g30150|Glyma07g30150.2             813 ---------------------------------------------------	 812-------------------------------------------------------
Glyma08g07160|Glyma08g07160.1             815 ---------------------------------------------------	 814-------------------------------------------------------
Glyma04g16340|Glyma04g16340.1             818 ----------------------------------------------------	 817------------------------------------------------------
Glyma13g32940|Glyma13g32940.1             827 ----------------------------------------------------	 826------------------------------------------------------
Glyma15g06380|Glyma15g06380.1             824 ----------------------------------------------------	 823------------------------------------------------------
Cucsa.331870|Cucsa.331870.1               823 ----------------------------------------------------	 822------------------------------------------------------
GSVIVG01012532001|GSVIVT01012532001       924 -----------------------------------------------------------	 923-----------------------------------------------
Cucsa.218420|Cucsa.218420.1               814 ----------------------------------------------------	 813------------------------------------------------------
Potri.012G125300|Potri.012G125300.1       264 ----------------------------------------------------	 263------------------------------------------------------
Potri.007G118300|Potri.007G118300.1       836 ----------------------------------------------------	 835------------------------------------------------------
Potri.017G041800|Potri.017G041800.1       832 ----------------------------------------------------	 831------------------------------------------------------
29506.t000007|29506.m000169|Rc            838 ----------------------------------------------------	 837------------------------------------------------------
Eucgr.I02611|Eucgr.I02611.1               838 ------------------------------------------------------	 837----------------------------------------------------
29848.t000060|29848.m004504|Rc            798 ----------------------------------------------------	 797------------------------------------------------------
GSVIVG01036006001|GSVIVT01036006001       698 -------------------------------------------------	 697---------------------------------------------------------

gi|85092415                               764 ------	 763------------------------------------------------------------	 763------------------------------------
gi|85115828                               800 ------	 799------------------------------------------------------------	 799------------------------------------
gi|164424111                              734 ------	 733------------------------------------------------------------	 733------------------------------------
gi|11342664                               716 ----------	 715------------------------------------------------------------	 715--------------------------------
gi|222136617                              663 ---------	 662------------------------------------------------------------	 662---------------------------------
Esi0024_0159                              901 --------	 900---VRNSPPF---LKSPYGVGT--------WKVDTMDKAFRFIRLRSTGVNGRLGNAMAL	 946CAIE------------------------------
Esi0021_0042                              898 SNGRGGGG	 905GGGSRGAPPVPPRARTNRGLPDNFSRQSGHPATSTSSGASRSTHFFGGGGGGGGGGAASV	 965SATDFNSRNSQSPPQSASMRRGLEEGGGSNDDGG
Esi0103_0037                              770 --------	 769------------------------------------------------------------	 769----------------------------------
gi|193204309                              965 ----------------	 964------------------------------------------------------------	 964--------------------------
Esi0343_0016                              633 -----	 632------------------------------------------------------------	 632-------------------------------------
YOR211C                                   882 ----------------	 881------------------------------------------------------------	 881--------------------------
gi|71981891                               839 -----	 838------------------------------------------------------------	 838-------------------------------------
gi|56549125|ref|NP_001005362.1|dynamin-2  377 ---------------------------------------	 376------------------------------------------------------------	 376---
gi|59853099|ref|NP_004399.2|dynamin-1     865 -----	 864------------------------------------------------------------	 864-------------------------------------
PGSC0003DMG400010899                      613 -----	 612------------------------------------------------------------	 612-------------------------------------
Vocar20015232m.g|Vocar20015232m           629 -----	 628------------------------------------------------------------	 628-------------------------------------
Cre17.g724150|Cre17.g724150.t1.1          905 -----	 904------------------------------------------------------------	 904-------------------------------------
Vocar20001129m.g|Vocar20001129m           925 -----	 924------------------------------------------------------------	 924-------------------------------------
gi|85111713                               802 -----	 801------------------------------------------------------------	 801-------------------------------------
CME019C|CME019CT                          769 ------	 768------------------------------------------------------------	 768------------------------------------
gi|85099877                               707 ------	 706------------------------------------------------------------	 706------------------------------------
gi|71993833                               713 -----	 712------------------------------------------------------------	 712-------------------------------------
gi|66816950|Dd                            921 --------------	 920------------------------------------------------------------	 920----------------------------
Esi0029_0136                              848 -------	 847------------------------------------------------------------	 847-----------------------------------
101670|101670|Sm                          801 --------	 800------------------------------------------------------------	 800----------------------------------
404911|404911|Sm                          986 -----------------	 985------------------------------------------------------------	 985-------------------------
Phpat.024G072600|Phpat.024G072600.1       645 --------	 644------------------------------------------------------------	 644----------------------------------
437242|437242|Sm                          918 ------	 917--------------------------------------LIKFSQLLIGDY*---------	 929------------------------------------
Phpat.023G005400|Phpat.023G005400.1       713 ------	 712------------------------------------------------------------	 712------------------------------------
Phpat.020G019000|Phpat.020G019000.1       776 --------	 775------------------------------------------------------------	 775----------------------------------
Phpat.008G087300|Phpat.008G087300.1       847 --------	 846------------------------------------------------------------	 846----------------------------------
Phpat.023G066800|Phpat.023G066800.1       762 --------	 761------------------------------------------------------------	 761----------------------------------
gi|66816205                               854 -----	 853------------------------------------------------------------	 853-------------------------------------
LOC_Os04g31190|LOC_Os04g31190.1           798 ------	 797------------------------------------------------------------	 797------------------------------------
AT2G14120                                 810 ------	 809------------------------------------------------------------	 809------------------------------------
Carubv10013019m.g|Carubv10013019m         782 ------	 781------------------------------------------------------------	 781------------------------------------
AT4G33650                                 810 --------	 809------------------------------------------------------------	 809----------------------------------
Carubv10004162m.g|Carubv10004162m         807 --------	 806------------------------------------------------------------	 806----------------------------------
Bra011458|Bra011458                       808 ------	 807------------------------------------------------------------	 807------------------------------------
Bra036991|Bra036991                       808 ------	 807------------------------------------------------------------	 807------------------------------------
Bra034579|Bra034579                       808 --------	 807------------------------------------------------------------	 807----------------------------------
LOC_Os01g69130|LOC_Os01g69130.1           819 ------	 818------------------------------------------------------------	 818------------------------------------
GRMZM2G129155|GRMZM2G129155_T01           818 ------	 817------------------------------------------------------------	 817------------------------------------
GRMZM2G180335|GRMZM2G180335_T01           822 --------	 821------------------------------------------------------------	 821----------------------------------
Glyma20g06670|Glyma20g06670.1             284 --	 283------------------------------------------------------------	 283----------------------------------------
Medtr2g009690|Medtr2g009690.1             853 ------	 852------------------------------------------------------------	 852------------------------------------
Medtr4g093750|Medtr4g093750.1             760 -----	 759------------------------------------------------------------	 759-------------------------------------
Glyma07g30150|Glyma07g30150.2             813 -----	 812------------------------------------------------------------	 812-------------------------------------
Glyma08g07160|Glyma08g07160.1             815 -----	 814------------------------------------------------------------	 814-------------------------------------
Glyma04g16340|Glyma04g16340.1             818 ------	 817------------------------------------------------------------	 817------------------------------------
Glyma13g32940|Glyma13g32940.1             827 ------	 826------------------------------------------------------------	 826------------------------------------
Glyma15g06380|Glyma15g06380.1             824 ------	 823------------------------------------------------------------	 823------------------------------------
Cucsa.331870|Cucsa.331870.1               823 ------	 822------------------------------------------------------------	 822------------------------------------
GSVIVG01012532001|GSVIVT01012532001       924 -------------	 923------------------------------------------------------------	 923-----------------------------
Cucsa.218420|Cucsa.218420.1               814 ------	 813------------------------------------------------------------	 813------------------------------------
Potri.012G125300|Potri.012G125300.1       264 ------	 263------------------------------------------------------------	 263------------------------------------
Potri.007G118300|Potri.007G118300.1       836 ------	 835------------------------------------------------------------	 835------------------------------------
Potri.017G041800|Potri.017G041800.1       832 ------	 831------------------------------------------------------------	 831------------------------------------
29506.t000007|29506.m000169|Rc            838 ------	 837------------------------------------------------------------	 837------------------------------------
Eucgr.I02611|Eucgr.I02611.1               838 --------	 837------------------------------------------------------------	 837----------------------------------
29848.t000060|29848.m004504|Rc            798 ------	 797------------------------------------------------------------	 797------------------------------------
GSVIVG01036006001|GSVIVT01036006001       698 ---	 697------------------------------------------------------------	 697---------------------------------------



gi|85092415                               764 ------------------------	 763------------------------------------------------------------	 763---------	 763     
gi|85115828                               800 ------------------------	 799------------------------------------------------------------	 799---------	 799     
gi|164424111                              734 ------------------------	 733------------------------------------------------------------	 733---------	 733     
gi|11342664                               716 ----------------------------	 715------------------------------------------------------------	 715---------	 715 
gi|222136617                              663 ---------------------------	 662------------------------------------------------------------	 662---------	 662  
Esi0024_0159                              951 --------------------------	 950----------------------------LYGKLYADEA*---------------------	 960---------	 960   
Esi0021_0042                             1000 LADFLGSPAAGSSSVGGSGGARRVGE	 1025EADRYGLFPASTGGAAAGGGSRVAQSRSRYDALFGEEETKSNASTRRSDGTIRRRTDTSS	 1085LFGEDGTR*	 1093
Esi0103_0037                              770 --------------------------	 769------------------------------------------------------------	 769---------	 769   
gi|193204309                              965 ----------------------------------	 964------------------------------------------------------------	 964--------
Esi0343_0016                              633 -----------------------	 632------------------------------------------------------------	 632---------	 632      
YOR211C                                   882 ----------------------------------	 881------------------------------------------------------------	 881--------
gi|71981891                               839 -----------------------	 838------------------------------------------------------------	 838---------	 838      
gi|56549125|ref|NP_001005362.1|dynamin-2  377 ---------------------------------------------------------	 376---------	 376                                    
gi|59853099|ref|NP_004399.2|dynamin-1     865 -----------------------	 864------------------------------------------------------------	 864---------	 864      
PGSC0003DMG400010899                      613 -----------------------	 612------------------------------------------------------------	 612---------	 612      
Vocar20015232m.g|Vocar20015232m           629 -----------------------	 628------------------------------------------------------------	 628---------	 628      
Cre17.g724150|Cre17.g724150.t1.1          905 -----------------------	 904------------------------------------------------------------	 904---------	 904      
Vocar20001129m.g|Vocar20001129m           925 -----------------------	 924------------------------------------------------------------	 924---------	 924      
gi|85111713                               802 -----------------------	 801------------------------------------------------------------	 801---------	 801      
CME019C|CME019CT                          769 ------------------------	 768------------------------------------------------------------	 768---------	 768     
gi|85099877                               707 ------------------------	 706------------------------------------------------------------	 706---------	 706     
gi|71993833                               713 -----------------------	 712------------------------------------------------------------	 712---------	 712      
gi|66816950|Dd                            921 --------------------------------	 920------------------------------------------------------------	 920---------	
Esi0029_0136                              848 -------------------------	 847------------------------------------------------------------	 847---------	 847    
101670|101670|Sm                          801 --------------------------	 800------------------------------------------------------------	 800---------	 800   
404911|404911|Sm                          986 -----------------------------------	 985------------------------------------------------------------	 985-------
Phpat.024G072600|Phpat.024G072600.1       645 --------------------------	 644------------------------------------------------------------	 644---------	 644   
437242|437242|Sm                          930 ------------------------	 929------------------------------------------------------------	 929---------	 929     
Phpat.023G005400|Phpat.023G005400.1       713 ------------------------	 712------------------------------------------------------------	 712---------	 712     
Phpat.020G019000|Phpat.020G019000.1       776 --------------------------	 775------------------------------------------------------------	 775---------	 775   
Phpat.008G087300|Phpat.008G087300.1       847 --------------------------	 846------------------------------------------------------------	 846---------	 846   
Phpat.023G066800|Phpat.023G066800.1       762 --------------------------	 761------------------------------------------------------------	 761---------	 761   
gi|66816205                               854 -----------------------	 853------------------------------------------------------------	 853---------	 853      
LOC_Os04g31190|LOC_Os04g31190.1           798 ------------------------	 797------------------------------------------------------------	 797---------	 797     
AT2G14120                                 810 ------------------------	 809------------------------------------------------------------	 809---------	 809     
Carubv10013019m.g|Carubv10013019m         782 ------------------------	 781------------------------------------------------------------	 781---------	 781     
AT4G33650                                 810 --------------------------	 809------------------------------------------------------------	 809---------	 809   
Carubv10004162m.g|Carubv10004162m         807 --------------------------	 806------------------------------------------------------------	 806---------	 806   
Bra011458|Bra011458                       808 ------------------------	 807------------------------------------------------------------	 807---------	 807     
Bra036991|Bra036991                       808 ------------------------	 807------------------------------------------------------------	 807---------	 807     
Bra034579|Bra034579                       808 --------------------------	 807------------------------------------------------------------	 807---------	 807   
LOC_Os01g69130|LOC_Os01g69130.1           819 ------------------------	 818------------------------------------------------------------	 818---------	 818     
GRMZM2G129155|GRMZM2G129155_T01           818 ------------------------	 817------------------------------------------------------------	 817---------	 817     
GRMZM2G180335|GRMZM2G180335_T01           822 --------------------------	 821------------------------------------------------------------	 821---------	 821   
Glyma20g06670|Glyma20g06670.1             284 --------------------	 283------------------------------------------------------------	 283---------	 283         
Medtr2g009690|Medtr2g009690.1             853 ------------------------	 852------------------------------------------------------------	 852---------	 852     
Medtr4g093750|Medtr4g093750.1             760 -----------------------	 759------------------------------------------------------------	 759---------	 759      
Glyma07g30150|Glyma07g30150.2             813 -----------------------	 812------------------------------------------------------------	 812---------	 812      
Glyma08g07160|Glyma08g07160.1             815 -----------------------	 814------------------------------------------------------------	 814---------	 814      
Glyma04g16340|Glyma04g16340.1             818 ------------------------	 817------------------------------------------------------------	 817---------	 817     
Glyma13g32940|Glyma13g32940.1             827 ------------------------	 826------------------------------------------------------------	 826---------	 826     
Glyma15g06380|Glyma15g06380.1             824 ------------------------	 823------------------------------------------------------------	 823---------	 823     
Cucsa.331870|Cucsa.331870.1               823 ------------------------	 822------------------------------------------------------------	 822---------	 822     
GSVIVG01012532001|GSVIVT01012532001       924 -------------------------------	 923------------------------------------------------------------	 923---------	 9
Cucsa.218420|Cucsa.218420.1               814 ------------------------	 813------------------------------------------------------------	 813---------	 813     
Potri.012G125300|Potri.012G125300.1       264 ------------------------	 263------------------------------------------------------------	 263---------	 263     
Potri.007G118300|Potri.007G118300.1       836 ------------------------	 835------------------------------------------------------------	 835---------	 835     
Potri.017G041800|Potri.017G041800.1       832 ------------------------	 831------------------------------------------------------------	 831---------	 831     
29506.t000007|29506.m000169|Rc            838 ------------------------	 837------------------------------------------------------------	 837---------	 837     
Eucgr.I02611|Eucgr.I02611.1               838 --------------------------	 837------------------------------------------------------------	 837---------	 837   
29848.t000060|29848.m004504|Rc            798 ------------------------	 797------------------------------------------------------------	 797---------	 797     
GSVIVG01036006001|GSVIVT01036006001       698 ---------------------	 697------------------------------------------------------------	 697---------	 697        

gi|85092415                                         
gi|85115828                                         
gi|164424111                                        
gi|11342664                                         
gi|222136617                                        
Esi0024_0159                                        
Esi0021_0042                             1094       
Esi0103_0037                                        
gi|193204309                              965 -	 964 
Esi0343_0016                                        
YOR211C                                   882 -	 881 
gi|71981891                                         
gi|56549125|ref|NP_001005362.1|dynamin-2            
gi|59853099|ref|NP_004399.2|dynamin-1               
PGSC0003DMG400010899                                
Vocar20015232m.g|Vocar20015232m                     
Cre17.g724150|Cre17.g724150.t1.1                    
Vocar20001129m.g|Vocar20001129m                     
gi|85111713                                         
CME019C|CME019CT                                    
gi|85099877                                         
gi|71993833                                         
gi|66816950|Dd                            921 920   
Esi0029_0136                                        
101670|101670|Sm                                    
404911|404911|Sm                          986 --	 985
Phpat.024G072600|Phpat.024G072600.1                 
437242|437242|Sm                                    
Phpat.023G005400|Phpat.023G005400.1                 
Phpat.020G019000|Phpat.020G019000.1                 
Phpat.008G087300|Phpat.008G087300.1                 
Phpat.023G066800|Phpat.023G066800.1                 
gi|66816205                                         
LOC_Os04g31190|LOC_Os04g31190.1                     
AT2G14120                                           
Carubv10013019m.g|Carubv10013019m                   
AT4G33650                                           
Carubv10004162m.g|Carubv10004162m                   
Bra011458|Bra011458                                 
Bra036991|Bra036991                                 
Bra034579|Bra034579                                 
LOC_Os01g69130|LOC_Os01g69130.1                     
GRMZM2G129155|GRMZM2G129155_T01                     
GRMZM2G180335|GRMZM2G180335_T01                     
Glyma20g06670|Glyma20g06670.1                       
Medtr2g009690|Medtr2g009690.1                       
Medtr4g093750|Medtr4g093750.1                       
Glyma07g30150|Glyma07g30150.2                       
Glyma08g07160|Glyma08g07160.1                       
Glyma04g16340|Glyma04g16340.1                       
Glyma13g32940|Glyma13g32940.1                       
Glyma15g06380|Glyma15g06380.1                       
Cucsa.331870|Cucsa.331870.1                         
GSVIVG01012532001|GSVIVT01012532001       924 23    
Cucsa.218420|Cucsa.218420.1                         
Potri.012G125300|Potri.012G125300.1                 
Potri.007G118300|Potri.007G118300.1                 
Potri.017G041800|Potri.017G041800.1                 
29506.t000007|29506.m000169|Rc                      
Eucgr.I02611|Eucgr.I02611.1                         
29848.t000060|29848.m004504|Rc                      
GSVIVG01036006001|GSVIVT01036006001                 




