
403021|403021                      1 MGSLGEHWPNAAIRRVDASAIKEYAQANKHGFQLEKKPINPSRQCFAGKIYGLRLIVALH	 60APAGDFYSFIGCFSEFHHVFVEKALPAHLGIKDYARILGEELATFAE
422696|422696                      1 ------------------------------------------------------------	 0------------------------------------------------
Medtr2g036910                      1 ------------------------------------------------------------	 0------------------------------------------------
Glyma09g06470                      1 ------------------------------------------------------------	 0------------------------------------------------
Glyma15g17695                      1 ------------------------------------------------------------	 0------------------------------------------------
Medtr4g127630                      1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g00660                      1 ------------------------------------------------------------	 0------------------------------------------------
Glyma17g06820                      1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G005209                      1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os06g07160|LOC_Os06g07160.1    1 ------------------------------------------------------------	 0------------------------------------------------
Bra038838                          1 ------------------------------------------------------------	 0------------------------------------------------
Bra038562                          1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10013910                     1 ------------------------------------------------------------	 0------------------------------------------------
AT2G19080                          1 ------------------------------------------------------------	 0------------------------------------------------
29462.t000013|29462.m000385        1 ------------------------------------------------------------	 0------------------------------------------------
Potri.018G147700                   1 ------------------------------------------------------------	 0------------------------------------------------
Potri.006G077100                   1 ------------------------------------------------------------	 0------------------------------------------------
Potri.T161600                      1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.081250                       1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.C00132                       1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.C00132|Eucgr.C00132.1        1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01010902001                  1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400008514               1 ------------------------------------------------------------	 0------------------------------------------------
405344|405344                      1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.004G037800                   1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.012G046000                   1 ------------------------------------------------------------	 0------------------------------------------------
Esi0338_0018                       1 ------------------------------------------------------------	 0------------------------------------------------
YMR060C                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|85114751                        1 ------------------------------------------------------------	 0------------------------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE             1 ------------------------------------------------------------	 0------------------------------------------------
tr|D8TKN0|D8TKN0                   1 ------------------------------------------------------------	 0------------------------------------------------
gi|392895600                       1 ------------------------------------------------------------	 0------------------------------------------------
gi|56789715                        1 ------------------------------------------------------------	 0------------------------------------------------
gi|17507265                        1 ------------------------------------------------------------	 0------------------------------------------------
gi|1326108                         1 ------------------------------------------------------------	 0------------------------------------------------
gi|119616246                       1 ------------------------------------------------------------	 0------------------------------------------------

403021|403021                    108 TYHSLLPPPRKME	 120SMHDALEVLEEIRQ----DARDWENDVAKLYPVLVLLPVDFLPGNDGTFGNCSGLTDDTE	 176EPDGVPM---DELCAELIDPTKLPIFTVT
422696|422696                      1 ------------	 0--------------------------------------------------MARLATDDTE	 10EPDGVPM---DELCAELIDPTKLPIFTVTWDVS
Medtr2g036910                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma09g06470                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma15g17695                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr4g127630                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g00660                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma17g06820                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G005209                      1 ------------	 0------------------------------------------------------------	 0------MNRKEPLCARQ-TPTQLT----------
LOC_Os06g07160|LOC_Os06g07160.1    1 ------------	 0------------------------------------------------------------	 0-----------------------M----------
Bra038838                          1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra038562                          1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10013910                     1 -----------M	 1DLVTGQEVLDEKRSEDDHNISSWFTSTKNLSEKP--------------L---AKPSSSTK	 44RPASSSMNLLEDLFFFFFLTRALI---------
AT2G19080                          1 ------------	 0------------------------------------------------------------	 0----------------------------------
29462.t000013|29462.m000385        1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.018G147700                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.006G077100                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.T161600                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.081250                       1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.C00132                       1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.C00132|Eucgr.C00132.1        1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01010902001                  1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400008514               1 ------------	 0------------------------------------------------------------	 0----------------------------------
405344|405344                      1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.004G037800                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.012G046000                   1 ------------	 0------------------------------------------------------------	 0-------------------MMDMV----------
Esi0338_0018                       1 ------------	 0------------------------------------------------------------	 0--------MASE----------------------
YMR060C                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85114751                        1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE             1 ------------	 0------------------------------------------------------------	 0----------------------------------
tr|D8TKN0|D8TKN0                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|392895600                       1 ------------	 0-----------------------------------------------------------M	 1SSSGVITQLVTD----------------------
gi|56789715                        1 ------------	 0------------------------------------------------------------	 0------MSLVAE----------------------
gi|17507265                        1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|1326108                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|119616246                       1 ------------	 0------------------------------------------------------------	 0----------------------------------

403021|403021                    203 WDVSSRSDKEKFMRLSEYEKRGHLVLTVRPP	 233SFHLPTACPRS----------L----------STYLYLCLAKKPFLVEHSNA--------	 265-----------
422696|422696                     41 SRSDKEKFVRLSEYEKRGHLVLTVRPP	 67SFHLPTSCPRC----------L----------STYLYLCLAKKPFIVEHSNA--------	 99------------DNLNF
Medtr2g036910                      1 --------MESNETPERNNTLVVRKP	 18CFGLPTGCPQC----------L----------SAYIFLKLSQLPFHLDYHLN--------	 50----------YPDSDQIP
Glyma09g06470                      1 -------MATEPSESTQRNTLVVRKP	 19CFGLPTGCPQC----------L----------SAYIFLKLSQVPFNLDYHPN--------	 51----------YPDSDQIP
Glyma15g17695                      1 -------MATEPNESTQRNTLVVRKP	 19CFGLPTGCPQC----------L----------SAYIFLKLSQFPFNLDYHPN--------	 51----------YPDSDQIP
Medtr4g127630                      1 --------------MAEVYTLVVRKP	 12CFGLPTGCPQC----------L----------SSLIYLNFSQIPFQLDFHVN--------	 44----------HPHSDKIP
Glyma13g00660                      1 --------------MAEVNTLVVRKP	 12CFGLPTGCPQC----------L----------SAYIYLKFAQFPFQLDFHLN--------	 44----------NPHSDQIP
Glyma17g06820                      1 --------------MAELNTLVVRKP	 12CFGLPTGCTQS----------L----------SAYIYLKFAQIPFQLDFHLN--------	 44----------NPHSNQIP
GRMZM2G005209                     18 --SAMASAAAVEWEAAARKVLVARKP	 41CFGLPTACPTC----------L----------PVLLYLRMAQVPFDIHVDTS--------	 73----------FPDADHIP
LOC_Os06g07160|LOC_Os06g07160.1    2 --ASAAAAAAAEWEEAERKVLVARKA	 25AFGLPTACPTC----------L----------PVLLYLRMCNVPFDIHVDSS--------	 57----------FPDADHIP
Bra038838                          1 --------MEGDQDTSGGFTLVTRKP	 18CFGLPTACPNC----------L----------PAYIYLKLAQLPFQLAFNST--------	 50----------FPDSDELP
Bra038562                          1 --------MEGDQDT-SDFTLVTRKP	 17CFGLPTACPNC----------L----------PAYIYLKLAQLPFQLAFNST--------	 49----------FPDSEELP
Carubv10013910                    69 ---THTNAIMEGDQET-EVYTLVARKP	 91SFDLPTACPNC----------L----------PAYIYLKLAQLPFELAFNST--------	 123----------FPDSDE
AT2G19080                          1 --------MEGDQET-NVYTLVARKP	 17SFDLPTACPNC----------L----------PAYIYLKLAQLPFELAFNST--------	 49----------FPDSDELP
29462.t000013|29462.m000385        1 ---------MEDPQDREEYSLVVRKP	 17CFGLPTGCPIC----------L----------PVYMYLKLARFPFHLDFNST--------	 49----------YPDSDQIP
Potri.018G147700                   1 ---------MQESQERAEYTLVARKP	 17SFGLPTGCPIC----------L----------PLFLYLKFSNFPFHSIWFSTTLSLIQVF	 57FFGFLFSFI-VIHVYQIP
Potri.006G077100                   1 ---------MQESQERAEYTLVARKP	 17SFGLPTGCPIC----------L----------PVYIHLKFASFPFRLDFNNT--------	 49----------FPDSDQIP
Potri.T161600                      1 ---------MQESQERAEYTLVARKP	 17SFGLPTGCPIC----------L----------PLFIYLKFSNFPFHLVFNNT--------	 49----------FPDSDQIP
Cucsa.081250                       1 ----------MSGRAEEGLTLVVRKP	 16CFNLPTGCPDS----------L----------PVYIYLRLANLHFHLDFNLI--------	 48----------YPESDIIP
Eucgr.C00132                       1 --------MEGASETEREFTLVARKP	 18CFGLPTACPHC----------L----------PVFIYLKLAKIPFRLDFNLT--------	 50----------FPDSDQVP
Eucgr.C00132|Eucgr.C00132.1        1 --------MEGASETEREFTLVARKP	 18CFGLPTACPHC----------L----------PVFIYLKLAKIPFRLDFNLT--------	 50----------FPDSDQVP
GSVIVG01010902001                  1 ---------MD-ELDNQKLTLVARKP	 16CFGLPTACPSC----------L----------PVYIYLRFAQVPFDLSFNLI--------	 48----------HPDSDQIP
PGSC0003DMG400008514               1 --------MEE-AKEREKLTLVTRKS	 17CFGLPTSCPNC----------L----------PAYVYLKFSGTPFDLDFNLI--------	 49----------NPDSDQIP
405344|405344                      1 ---------MAEKKNNGGMALRVRPP	 17AFGLPTACPKC----------L----------ASLLYLRLANITFWPEYSAA--------	 49----------MPDSDDLP
Phpat.004G037800                   1 ---------MESSGDSVDLVLVTRPA	 17GFGMPTVCPAC----------L----------PVYLYLRLAAVSFREQVSAV--------	 49----------EPDSVDLP
Phpat.012G046000                   6 --SSTSSAWAESSSGSADLVLVTRPP	 29AFGLPTACPAC----------L----------PAYLYLRLAGARFDVHVTAV--------	 61----------EPDSEDLP
Esi0338_0018                       5 --EHGDAVPVRTSWNP-LRALRSWGR	 27IEEQPDLEQPGPVITHGSALDVMVVTQFRPAWEIQAHLRFVRLPYRV----------EN-	 76-----SSYMGSAATGLYP
YMR060C                            1 ---------------MVKGSVHLWGK	 11DGKASLISVDS----------I----------ALVWFIKLCTSEEAKSMVAGLQIVFSN-	 50-----NTDL--SSDGKLP
gi|85114751                        1 ----------------MTLELHVWGP	 10AFGLPSIDAEC----------L----------ATVTYFAQTLSAADYL-------LVQS-	 42-----SPSA--VPSHHLP
tr|A8IDQ8|A8IDQ8_CHLRE             1 -------------MSGNVCILYKWPE	 13CWGLPSLSPAC----------I----------QAEAYLRLAGAQFAVE-------ACPT-	 45------SSS--SPTGQLP
tr|D8TKN0|D8TKN0                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|392895600                      14 --A--LSMNAAQDWED-VSLFTPYLN	 34DQALMYDFADC----------L----------AVQTFLRMTSLPFNVR-------QRPN-	 66-----VDFI--SPDGVVP
gi|56789715                        7 --AFVSQIAAAEPWPENATLYQQLKG	 30EQILLSDNAAS----------L----------AVQAFLQMCNLPIKVV-------CRAN-	 62-----AEYM--SPSGKVP
gi|17507265                        1 -----------M-------ELHIWPS	 8DFGLPTIDVVS----------L----------QFLACSKMCASPVRVI-------QSTR-	 40------PWR--SPSGELPM
gi|1326108                         1 -------MAAPM-------ELFCWSG	 12GWGLPSVDLDS----------L----------AVLTYARFTGAPLKVH-------KISN-	 44------PWQ--SPSGTLP
gi|119616246                       1 -------MAAPL-------ELSCWGG	 12GWGLPSVHSES----------L----------VVMAYAKFSGAPLKVN-------VIDN-	 44------TWR--GSRGDVP



403021|403021                    266 -D-LNLPLVDWNL-----HTVFG---SGVDDFLRST-VM------CDLD	 297VGLNEGEAAKVE---SLRPLFMD-LDDALDLELWTKRQCRKKSGWFSLDAAGGDIET
422696|422696                    105 LIIEWNL-----LTAFG---NDVDKFLQST-VM------CDFD	 132VGLSELEEKSKL------------------------HTCHGRSTG---------------	 15
Medtr2g036910                     59 YFEAGD-----SATYNNEKEGIIECLKRDVG--------DLD	 87TGVSS--LPEWI---PTKVMLTTWLADALEYELWVGSDP----------SSAYSIYYSDL	 132P
Glyma09g06470                     60 YFEDGD-----SVTYNNEKEGIIECLKRNVGG-------DLD	 89SEVSS--LPDWI---PTKVMATTWLADALEYELWVGCDG----------SSAYSIYYSDL	 134P
Glyma15g17695                     60 YFEVGD-----SVTYNNEKEGIIECLKRNVDD-------DLD	 89TGVSS--LPDWI---TTKVMLTTWLADALEYELWVGCDG----------SSAYNIYYSDL	 134P
Medtr4g127630                     53 YIEVGDD----YVAYNNEIEGIIECLKKDVGV------VDLD	 84SEVSS--LPDWI---SIKAILTTWLHDALTYELWVGSDG----------SSANSIYYSDL	 129P
Glyma13g00660                     53 YFEVGD-----YVAYNNEKEGIIECLKKDVGV------VDLD	 83SGVSS--LPEWI---STKAILTTWLADALTYELWLGCEG----------SSAYSIYYPDL	 128P
Glyma17g06820                     53 YFEVGD-----SVAYNNEKEGIIECLKKDVGV------VDLD	 83SGVSS--LPEWI---STKAILTTWLADALAYELWLGCEG----------SSAYSIYYSDL	 128P
GRMZM2G005209                     82 YVEFGD-----CVAFNNEKGGVIEYLKDE-KI------ADLN	 111SNHPNISSTTVL---DTKAMVSSWLANALLYELWVVSAG----------SIANDIYFSDL	 158
LOC_Os06g07160|LOC_Os06g07160.1   66 YVEFGE-----CVAFNNEKGGVIEYLKEE-KI------VDLN	 95SKHPSVSYSDVL---STKAMVMTWLSDALQYELWLASDG----------SIPHDIYFSDL	 142S
Bra038838                         59 YFETGT-----YVAYNNEEGGVIEKLKKD-GG----------	 84-------------------------------------------------VSAWKIYYSDL	 95PW
Bra038562                         58 YFESGT-----YVAYNNEDGGVIEKLKKD-GI------VNLD	 87SQLQS--LPDYL---SLKALIVSWLDEALTYEIWVGTEG----------VCASKIYYSDL	 132P
Carubv10013910                   130 LPYFENGT-----YVAYNNEDGGVIEKLKKD-GI------VNLD	 161VPLQT--LPEYL---SLKALIVSWLGEALTYEIWVGTEG----------ISTSKIYYSDL	 2
AT2G19080                         58 YFESDT-----YVAYNNEDGGVIEKLKKD-GI------VNLD	 87SQLQS--LSDYL---SLKALIVSWLEEALTYEIWVGTEG----------ISTSKIYYSDL	 132P
29462.t000013|29462.m000385       58 YVESGT-----YVAYNNENGGVIQRLKDD-GI------INLD	 87TELCS--VPEWI---SMEAMISSWLVDAITYELWLGSDG----------SSAFKIYYSDL	 132P
Potri.018G147700                  75 YIESGI-----YVAYNVENGGVIKSLKED-GI------VDLD	 104TDFSL--LPEWI---SMKAMVSTWLADAIMDELWI-------------------------	 134
Potri.006G077100                  58 YIESGT-----YVAFNDENGGLIERLRED-GI------VDLD	 87AAFCS--LPEWI---SMKAMVCTWLAEAVMYELWVGSDG----------TSARAIYYSDL	 132P
Potri.T161600                     58 YSESGT-----YVAYNDENGGVIKSLKED-GI------VDLD	 87TDFSS--LPEWI---SMKAMVSTWLADAIMYELWVGSDG----------TSARTIYHSGL	 132P
Cucsa.081250                      57 YVETGN-----YVAYNNEKGGVIECLRQD-GI------VDLD	 86SEFLS--LPEWV---SAKSMVSSWLADAVMYELWLGTDG----------ASASKVYYSDL	 131P
Eucgr.C00132                      59 YVESGA-----YVAYNNEKGGVIESLKED-GI------VDLD	 88LELRS--VPEFI---SSKAMISSWLEEAIIYELWVGSDG----------TSAHNIYYADL	 133P
Eucgr.C00132|Eucgr.C00132.1       59 YVESGA-----YVAYNNEKGGVIESLKED-GI------VDLD	 88LELRS--VPEFI---SSKAMISSWLEEAIIYELWVGSDG----------TSAHNIYYADL	 133P
GSVIVG01010902001                 57 YIESGA-----YVAYNNEKGGVLESLKED-GI------IDLD	 86SQLHA--IPEWL---SMKVMISTWLEEAIMYELWVCSDG----------SSAKKIYYSDL	 131P
PGSC0003DMG400008514              58 YVESGT-----YVAYNNEKGGVIRSLSED-GF------VDLD	 87SQVRG--IPEWI---SAKAMVDSWLADAIIYELWVGSDG----------TSAHKIYYSDL	 132P
405344|405344                     58 MVELGL-----LVGFASEPGGVEEFLRTE-KL------GDLD	 87ADLAEVDRSELK---AFKSLLVP-LSDALQLELWSRENE----------SIAHKIYVSHL	 133P
Phpat.004G037800                  58 CVEYGE-----NVGFSSENGGVIEFLRKE-KI------ADLD	 87ADLSDSEKAELE---TCKAMMESWVADASAFEVWTRDND----------RQCKVVYFSEL	 134P
Phpat.012G046000                  70 SVEYGE-----NVGFASENGGVVEFLREE-KI------VDLD	 99AGLNERERAELE---TCKAMMQSWVADASAYEVWMRDNS----------RQCKTVYFSEL	 146P
Esi0338_0018                      90 ALTDGQFVLRSE--------------DAAGHIA--SRRSDVD	 115VGLTEAEKVEAQ---ALAMLVREGLQPLLRVMRYMGDEG-------EVRQTVHPPMKKAL	 165
YMR060C                           62 VLILDNG------TKVSGYVNIVQFLHKNICTSKYEKGTDYE	 97EDLAIVRKKDRLLEYSLLNYVDVEISRLTDYQLFLNT-K-------NYNEYTKKLFSKLL	 149Y
gi|85114751                       54 ALYN-----PSTATWISGFDPIVNYLSTLQPPS-YHHPDV--	 87TTLPSRVYADSQ---AYKALLTSSAAPLLALSLYVSS-A-------NYSETTRPAYSAIL	 136P
tr|A8IDQ8|A8IDQ8_CHLRE            56 ALERDAFISPAEPDEFAAAGAVLAYAKK--HIK----DLD--	 89APLSLAQRADLL---AFTSLVENRLNVATLMTCWCEP-R-------GFAEMKKAAYGNKL	 138P
tr|D8TKN0|D8TKN0                   1 ----------------------------------------	 0--------------------------------MWCES-R-------GFNIVKKAAYGTKL	 20PFPLN
gi|392895600                      78 LLKINK-------TLITGFNAIVDFVHK--KGV----TLT--	 104SHLSETQVADMR---ANISMIEHLLTTVEKFVLWNHD-E-------TYDKVTKLRYGSVY	 153
gi|56789715                       74 FIHVGN-------QVVSELGPIVQFVKA--KGH----SLS--	 100DGLEEVQKAEMK---AYMELVNNMLLTAELYLQWCDE-A-------TVGEITHARYGSPY	 149
gi|17507265                       52 VAQTEG----EAKPVTDFEKFVDILKKCGQDV----VID--	 82ADLTTIEKAQLD---AFSCYLHHNLYPAVMHTFWTDE-L-------NYNTVTQYWYASHL	 131HF
gi|1326108                        55 ALRTSHG----EVISVP--HKIITHLRK--EKY----NAD--	 82YDLSARQGADTL---AFMSLLEEKLLPVLVHTFWIDT-K-------NYVEVTRKWYAEAM	 131P
gi|119616246                      55 ILTT-ED----DMVSQP--AKILNFLRK--QKY----NAD--	 81YELSAKQGADTL---AYIALLEEKLLPAVLHTFWVES-D-------NYFTVTKPWFASQI	 130P

403021|403021                    351 SHL	 353PWPINKLVAWTRRARAMTRLGINW---------------------------------KNS	 380---------------EARQKEIYGRALRAYKDLSSVKQL
422696|422696                    154 3----------MAQGKTMSR----L---------------------------------GNS	 166---------------QARQTEIYGRALRSYKDLSLVIQVNKD--S
Medtr2g036910                    134 WPIGKVLFWKKARWVKQKHEISN---------------------------------DNA	 159---------------DVKEEEIYRKANSAYDALSTLL---GE--ESY
Glyma09g06470                    136 WPIGKVLFWKKAYWVKQKHGISE---------------------------------ENV	 161---------------EVKEEEIYGRANSAYDALSTWL---GE--QNY
Glyma15g17695                    136 WPIGKILFWKKAYWVNQKHGISK---------------------------------DNA	 161---------------EVKEEEIYGRANSAYDALSTWL---GE--QNF
Medtr4g127630                    131 WPLGKILYSHKVRWVKLKHGITD---------------------------------DNA	 156---------------VVKKEEIYERANSAYGALSKLL---GE--KNY
Glyma13g00660                    130 WPLGKILSWKKAHWVKLKHGITN---------------------------------DNA	 155---------------EVKKEEIYERAKSAYDALSSCL---GE--QNY
Glyma17g06820                    130 WPLGKILSWKKAIWVKLKHGITN---------------------------------DNA	 155---------------EVKKEEIYERAKSAYEALSSCL---GE--QNY
GRMZM2G005209                    159 PWPIGKILHWNKTRHVKQLLGITK---------------------------------LNA	 185---------------AEKEEEIYLKASAAYDSLSFRL---GD--QV
LOC_Os06g07160|LOC_Os06g07160.1  144 WPIGKILYWKKTREVKQQLGITK---------------------------------LNA	 169---------------AEKEEEIYQKANAAYDALSTRL---GD--QIF
Bra038838                         98 VISKVLFYKQTYMAKTRLGIIK---------------------------------ENS	 122---------------EEREKQ---------------------------
Bra038562                        134 WVIGKVLFYKQTYLTKNRLGLTK---------------------------------ENA	 159---------------EQREKLIYKRASEAYEALSTRL---GE--QKF
Carubv10013910                   207 06PWVISKALFYKQTYMAKNRLGITK---------------------------------ETA	 233---------------EQREKQIYKRASEAYEALSTRL---GE--
AT2G19080                        134 WVISKVLFYKQTYLAKNRLGITK---------------------------------ENA	 159---------------EQREKQIYKRASEAYEALSTRL---GE--QKF
29462.t000013|29462.m000385      134 WLIGKALFYKQVDTVKRRLGITK---------------------------------ENA	 159---------------ERREEEIYQRVKIAYGALSTRL---GE--QEF
Potri.018G147700                 135 ------------------------------------------------------------	 134----------------------YKRAKIAYGALSTTL---GD--HT
Potri.006G077100                 134 WLIGKALFMKQVYVVKQRFGITK---------------------------------ENA	 159---------------ERKEAEIYKRAKIAYGALSTTL---GD--QTF
Potri.T161600                    134 WLIGKALLMKQVHVVKQRLGITK---------------------------------ENA	 159---------------ERREAEIYKRAKIAYGALSTTL---GD--HTF
Cucsa.081250                     133 WPIGKVLFLKKLYSVKLQLGINK---------------------------------ENA	 158---------------ERREEQIYRNANLAYGALSTRL---GE--QNF
Eucgr.C00132                     135 WPVGKLLYLKQIRSVKQHLGITK---------------------------------DNA	 160---------------ERREAEIYRRAKIAYEALSTML---GE--NYF
Eucgr.C00132|Eucgr.C00132.1      135 WPVGKLLYLKQIRSVKQHLGITK---------------------------------DNA	 160---------------ERREAEIYRRAKIAYEALSTML---GE--NYF
GSVIVG01010902001                133 WPIGKILYFKQIHAVKQLLGITK---------------------------------DNA	 158---------------ERREEEIHRRATIAYGALSTRL---GE--QTF
PGSC0003DMG400008514             134 WPLGKILYLKQVHVVKQILGITK---------------------------------ENA	 159---------------ERREEEIYRNANDAFCALSTRL---GE--QAY
405344|405344                    135 WPINRAIEWNMRRKLMNRLGVNK---------------------------------ENA	 160---------------KDREAEIYKCAFDAYEAFSAKK--QMD--SLY
Phpat.004G037800                 136 WGLVQALDWKQRLAVMQRLGITP---------------------------------ENT	 161---------------VARSEELFRKASNAYSALSVLL---SD--RKF
Phpat.012G046000                 148 WGLVQALDWKQRLAVMQRLEITP---------------------------------ENT	 173---------------MTRTEELYKKASNAYSALSILL---SD--QKY
Esi0338_0018                     166 SWPLSWWSPAAEGRRSKRESAVR-------------------------------------	 188--GLDR----------LSKAELIGRAKEMYAALDLRL---GNSKEA
YMR060C                          151 FPMWYNTPLQLRSQARENCEEIIGSLTLEDDEEFVESKAMESASQLAQSKTFKIAHKNK	 209IKG------KQELQQVKYNLQFD-----------NRL---QSCVSNW
gi|85114751                      138 FPLPWTEPLAVRAAMAARAAHL-GMSSLDTDAEMERLEREEREREAAGWVQIPKALRKA	 195VGGQNSGVKGQLSPEMKRRIKLEGLAAEVFDV----L---GE--VDF
tr|A8IDQ8|A8IDQ8_CHLRE           140 FPLSQLIPWSKQREVRRRLPAH-----------------------------------VE	 163P--------DQAFA----------DAAAVLDALADRL---RSSGAAF
tr|D8TKN0|D8TKN0                  26 QLVPWSKQREVRRRLAQ------------------------------------TD	 44M--------DQVYP----------RAMEVLDAVADHL---RSTGAPFFFG--
gi|392895600                     154 HWPLSSVLPFVKRRKILEELSDK-------------------------DWD------TKT	 182M--------DEVGE----------QADKVFRALSAQL---GS--QK
gi|56789715                      150 PWPLNHILAYQKQWEVKRKMKAI-------------------------GWG------KKT	 178L--------DQVLE----------DVDQCCQALSQRL---GT--QP
gi|17507265                      134 PYNLYYLEKRRKKALR---LL-------------------------AGK--------N	 155D--------TEILK----------EAFMALNTLSTKL---GD--NKFF
gi|1326108                       133 FPLNFFLPGRMQRQYMERLQLL-------------------------TGEHRPEDEEEL	 166E--------KELYR----------EARECLTLLSQRL---GS--QKF
gi|119616246                     132 FPLSLILPGRMSKGALNRILLT-------------------------RGQPPLYHLREV	 165E--------AQIYR----------DAKECLNLLSNRL---GT--SQF

403021|403021                    405 NKD--SKYLCG----------	 413----------MRPTSLDAMLLAHILFVKRISLENSILRAALELEHPELIEYSDLGILLIA	 463WQCVCGLGTGSAE-VQGKQTM
422696|422696                    195 KYLCG----------	 199----------MRPTSLDAMLITHILFVKRVSLENSILRAALDLAHPELINYANLGITLIT	 249WQCVFGLQSKIIL-QSKLRVV*-----
Medtr2g036910                    187 LLE----------	 189----------NRPSSLDAIFLAHALVVLQAFPESSILRANFLKH-ANLVKYVQQRKGELI	 238E----AAGTSPSNVPY---VGADASSSTF
Glyma09g06470                    189 LFE----------	 191----------NRPSSLDAIFLAHALVVLQALPESSILRTNFLEH-ANLVRYVQRCKTELI	 240V-----AGTSASNDPY---FHADPSSSAS
Glyma15g17695                    189 LFE----------	 191----------NRPSSLDAIFLAHALVVLQALPESSILQTSFLEH-ANLVRYVQRCKTELI	 240E-----AGTSASNGPD---FHADPSSSAS
Medtr4g127630                    184 LFD----------	 186---------ESRPSSLDAIFLAHGLVALQALPESSTLRIKFSEH-DNLVRYVHKCKTELK	 236D-----AGTSPPSAPS---GS------RS
Glyma13g00660                    183 LFE----------	 185----------NRPSSLDAIFLAHGLVVLHALPESSMLRIKFSEH-AHLVRYVQQCKTEFI	 234E-----AAPSPSSAPR---FHTGASSSAS
Glyma17g06820                    183 LFE----------	 185----------NRPSSLDAIFLAHGLVVLHALPESSMLRIKFSEH-ANLVRYVQQCKTELI	 234D-----AAPSPSSAPQ---FHTDATSSAS
GRMZM2G005209                    212 FLFD----------	 215----------NSPTDVDALFLGHALFVLSALPDTSVLRGTLQKH-DNLVSFAEHHKVQLL	 264E-----TSS-SSSSGLGSSP--SPSSST
LOC_Os06g07160|LOC_Os06g07160.1  197 LFD----------	 199----------NSPTDVDALFLGHALFVLNVLPDTSVLRSCLQKY-DNLVNFTKHLKVQLL	 248E-----ADSDSSATGLGSTD--PSSSSTP
Bra038838                        129 ------------	 128--------------------------------ETSVLRTKLLEH-GNLVRYAEKLKLEFL	 155E-----APSSSWSPPLHS-FP----SSFS-
Bra038562                        187 LFE----------	 189----------DRPSSLDAFFLSHMLFTIQVLPETSVLRRKLLEH-SNLVRYAERLKSEFL	 238E-----ESSSSPSPPLHS-FP----SSFS
Carubv10013910                   258 QKFLFE----------	 263----------DRPSSLDAFLLSHILFIIQALPETSALRCKLLEH-SNLVRYAEKLKAEFL	 312E-----ASSSSPSPPLHS-FP----S
AT2G19080                        187 LFE----------	 189----------DRPSSLDAFLLSHILFIIQALPVTSVLRCKLLEH-SNLVRYAEKLKSEFL	 238E-----ASSSSPSPPLHS-FP----SSFP
29462.t000013|29462.m000385      187 LFD----------	 189----------DKASSLDAFLLGHVLFTVQALPLLQPSVGSDFE---------LKIN----	 226-----------------------------
Potri.018G147700                 154 FLFE----------	 157----------R-PSSLDAYFLGHVLFTLQAFPESSMLRSALLEH-GNLI*----------	 194----------------------------
Potri.006G077100                 187 LFE----------	 189----------R-PSSLDAYLFGHVLFTLQALPESSVLRLALSEH-GNLIRYAEKLKSEYL	 237E-----GGSSSSVPQ----FHS-EASSTS
Potri.T161600                    187 LFE----------	 189----------R-PSSLDAYFLGHVLFTLQAFPESSMLQSALLEH-GNLIRYAEKLKTDFM	 237E-----AGSSSSVPQ----FLS-DASSTS
Cucsa.081250                     186 LFE----------	 188----------NRPSSLDALVLGHLLFTLQVLPETSVLRSKLLEH-SNLVRYAEKYMTELV	 237E-----VGTSSSPLPSSSRSSTGASSSTP
Eucgr.C00132                     188 -FF----------	 189----------GRPSSLDAFFLGHALFTLQALPEASLLRNRLLEH-GNLVRYAEKHKSECL	 238E-----AGSSSSSDMH---FPPSSSASAP
Eucgr.C00132|Eucgr.C00132.1      188 -FF----------	 189----------GRPSSLDAFFLGHALFTLQALPEASLLRNRLLEH-GNLVRYAEKHKSECL	 238E-----AGSSSSSDMH---FPPSSSASAP
GSVIVG01010902001                186 FFE----------	 188----------NRPSGVDALFLGHALFTLQALPDTSVLRSKLLEH-SNLVQYAEKLKTEFM	 237E-----AGSSSSSVPR---FPAEPSSSTS
PGSC0003DMG400008514             187 FFD----------	 189----------NRPTSLDAVFLGHALFTLYALPETSVLRSKLLEH-DNLVRYTEKYKSELV	 238D-----SSGSSSSGSQ---SQSDPSSS-M
405344|405344                    189 LVS----------	 191----------DKPTSLDAMLLAHILFVLSVPLVGSILKDELVSKHPLLVQYAESMKDTLL	 241K----SNEPSPSD--SVKSPPTSPRA-SS
Phpat.004G037800                 189 FFN----------	 191----------NRPTSLDALVLGHLIFHLRVPFEISTLKGEILKY-QNLVDYAESWGKQLL	 240D----KQAILANPAFRPKAPPSPPLR-PT
Phpat.012G046000                 201 FFN----------	 203----------DRPTSLDALVLGHLLFHLRVPLEVSTLKEAILKY-QNLVDYAEHWSKYLL	 252G----EEGNSIDSSFRPKTPHSSHAS-PP
Esi0338_0018                     220 FFFG----------	 223----------SRPTSVDAVVFGHLAEAWTIAVLLDLL-----PAFDNLSRLFRHVCDNYF	 268R-----PGSFPPPSSG---GEGVAES--
YMR060C                          237 LAARKKLD-----	 244---------DSVILSSDLLFLANLYV------------------------------QLGL	 265P-----DGNRIRSKLE--QTFGS------
gi|85114751                      234 LEEEDGEEEEEEE	 246EEAKEGGARIKVTLETKCLAFAYLALMLLPEVPRPWLKEVLQKKYAGLCKFVLEYRRKTF	 306P-----DSGKVLPWAD--RESDPAVS---
tr|A8IDQ8|A8IDQ8_CHLRE           190 FFG----------	 192----------SAPSSLDALLAGHLLFYRVSPAAAPVLQDK--------------------	 222-----------------------------
tr|D8TKN0|D8TKN0                  74 --------	 73----------SHPTSLDALLLGHLLFYRLSPASAPVLQDKV-QSQRVLCEYVDRLMSLNF	 122L-----TPATPRSAIE--SGTGGPSWSDAARG---
gi|392895600                     206 YLTG----------	 209----------D-------------------------------------------------	 210----------------------------
gi|56789715                      202 YFFN----------	 205----------KQPTELDALVFGHLYTILTTQLTNDELSEKV-KNYSNLLAFCRRIEQHYF	 254E-----DRGKGRLS--------------
gi|17507265                      181 CG----------	 182----------NKPTSLDALVFGYLAPLLRVPLPNDRLQVQL-SACPNLVRFVETVSSIYL	 231P-----LGEDELKRQQ--ANRKMWQSRISK
gi|1326108                       191 FFG----------	 193----------DAPASLDAFVFSYLALLLQAKLPSGKLQVHL-RGLHNLCAYCTHILSLYF	 242P-----WDGAEVPPQ-----------RQT
gi|119616246                     190 FFG----------	 192----------DTPSTLDAYVFGFLAPLYKVRFPKVQLQEHL-KQLSNLCRFCDDILSSYF	 241R-----LSLGAFSCMN--RNQQQIDFGIS



403021|403021                    484 D-DGKQLKKQKA---GGGGDAKS---RE---QDGKNFHE	 512FVDKLKSNVSDEEDVVCDAWVESFKAISRLIGEMSGDTLD--DPLLDRCPKLGDYKIYLE	 570KTY
422696|422696                    270 ---------------------------------	 269------------------------------------------------------------	 269---------
Medtr2g036910                    261 GGG--S-TSSSKFKRKPKKEQQTKEDKKYK-	 287--RRAKYFV-----------VAQLVAVVLFLSIMSGISDDG-EVELDDGDLDFGYDG*--	 330-----------
Glyma09g06470                    262 RGR--S-TSSSKPKTKPKRQPPTKEEKTLR-	 288--RRAKYFV-----------VAQLVAVVLFVSVLSGYRNNAADMELDNDDL--GYE*---	 329-----------
Glyma15g17695                    262 RGR--S-TSSSKPRTKPKRQPPTKEEKTFK-	 288--RRAKYFV-----------IAQLVAVVLFVSVISGYRNN-ADVELDDDDL--GHE*---	 328-----------
Medtr4g127630                    252 --Q--S-TQRPKSKSIPKRE-KTKEEKTLK-	 275--RKGKYFV-----------AAQLVAVVVFLTLMVTFDITEGE--VEDVDAGEY*-----	 314-----------
Glyma13g00660                    256 --K--S-HSSSKPKSKPKRE-KTQEEKTFK-	 279--RKAKYFV-----------VAQLVAVVVFLTLMTSFDDAEVE--LDD-DGGYDFDE*--	 320-----------
Glyma17g06820                    256 --K--S-HSSSKPKSKPKRE-KTQEEKTFK-	 279--RKAKYFV-----------VAQLVAVVVFLTLMTSFDDAEVE--LDDDDGSYDYDE*--	 321-----------
GRMZM2G005209                    285 PRRRPSA-DHSYKPKPRAKKE-RTEEEKKFR-	 313--RRAKYFL-----------ATQLVAVLVFLSLMGGVDS--SEL---DDEDGLDYDD*--	 352----------
LOC_Os06g07160|LOC_Os06g07160.1  271 RKRASS-GRSYKPKPRAKKE-RTEEEKKFR-	 298--RKAKYFL-----------ATQLVAVLLFLSLMGGADS--SEL---DDEDGVDYED*--	 337-----------
Bra038838                        175 ------RKGSKPKSKSKTE-KTEEEKKFK-	 196--KRAKFFL-----------AAQFLAVVIYLSVMGGVSN--DELEYEDDE*---------	 231------------
Bra038562                        258 -------GKGSKPKNKPKAE-KSEEEKKIK-	 279--KRARFFL-----------AAQFLAVVIYVSVMGGGSS--DEVEYEDDD*---------	 314-----------
Carubv10013910                   329 SFS-------RKGSKPKSKPKVE-KTAEEKKFK-	 353--KRARFFL-----------AAQFLAVVMYLSVMGGGSS--DELEYEDEDD*--------	 389--------
AT2G19080                        258 -------RKSSKPKSKPKVE-KTEEEKKFK-	 279--KRARFFL-----------AAQFLAVVIYVSVMGGGSS--DELEYEDEDD---------	 315-----------
29462.t000013|29462.m000385      227 -------------------------------	 226------------------------------------------------------------	 226-----------
Potri.018G147700                 195 --------------------------------	 194------------------------------------------------------------	 194----------
Potri.006G077100                 257 TRRP-S-NSSSKTKKQPKRE-KTEEEKTFR-	 283--RRAKYFL-----------VTQLVAVLVFLSVMGGYDF--SEVEVDD-DEGFSYD*---	 323-----------
Potri.T161600                    257 TRR-------SKPKKQPKRE-RTEEEKTFR-	 278--RRARYF----------------------------------------------------	 284-----------
Cucsa.081250                     262 RRGP-Y-NWSSKPKPNPKRE-KTNEEKTFK-	 288--RRGKYFV-----------GAQLVAVLLFLTLMGRGD-D-GEVELDDDDEGYDYSE*--	 330-----------
Eucgr.C00132                     260 RQGP-S-HWSSKHKSKPKRE-KTEEEKTFR-	 286--KRAKYFL-----------AAQFTAVLLFLTIMRRSD-D-NELDLDDDDGDLDYE*---	 327-----------
Eucgr.C00132|Eucgr.C00132.1      260 RQGP-S-HWSSKHKSKPKRE-KTEEEKTFR-	 286--KRAKYFL-----------AAQFTAVLLFLTIMRRSD-D-NELDLDDDDGDLDYE*---	 327-----------
GSVIVG01010902001                259 RRGP-S-NWSSKAKSKPKRE-KTEEEKTFR-	 285--RRAKYFL-----------VTQLVAVLVFLSLLGVSGGD-NEVDLDDEDDDYNY*----	 326-----------
PGSC0003DMG400008514             259 PRRP-S-QWSSKPKSKPKRE-KTEEEKKFR-	 285--RRAKYFL-----------VTQLVAVLVFLSLLGGSDA--AEVELDEDDDGADYD----	 326-----------
405344|405344                    264 HASSSSRDKDKGTNPEPKRK-QTPKEKEFR-	 292--KRGKMFV-----------MAQLAALMAYIVYSGLPFEE------DDGDDNGHDDD*--	 330-----------
Phpat.004G037800                 265 KLGSN-----EREEP-AKKA-RSESDILLK-	 287--KRAKYFL-----------IAQFLAVLMYIFIAGYEVDD------EDLDVDDD*-----	 322-----------
Phpat.012G046000                 277 RQGPK-----ERDNP-EK-E-RREKDIFFK-	 298--KRAKYFV-----------IAQVTAVLMYVVFAGYGVDD------DGEDDGGDDDD*--	 336-----------
Esi0338_0018                     287 KKSG-------SED-----RL-RDAM------	 299--------------------------------LRADYVNSHN------------------	 309----------
YMR060C                          282 -----------E-------L-LNSMSNKIDD	 293FVHRPSNNLEQRDPQ-FREQGN---VVMSLYNLACKYI*---------------------	 327-----------
gi|85114751                      326 ------------ACD--------SALSIVGR	 336FVRAVIDD----IPMLGREWS-------RWWALRQRRVAEENSA---------ETQLVVR	 376RSVGESERSLL
tr|A8IDQ8|A8IDQ8_CHLRE           223 --G-------QKKAPPPKVE---------P-	 234----------SAAELTFRRHS-------TYWLL---------------------------	 250-----------
tr|D8TKN0|D8TKN0                 148 ----QKKTPAPTVE---------P-	 158----------SSAERQFRRHS-------YYWLL---------------------------	 174-------------GAGT
gi|392895600                     211 --------------------------------	 210------------------------------------------------------------	 210----------
gi|56789715                      264 --------------------------------	 263------------------------------------------------------------	 263----------
gi|17507265                      255 AK-------ADKEAAKTT------------	 265--EEASESL---PEEPPMRDA-------ILFTL---------------------------	 286------------
gi|1326108                       256 PAG-------PETEEEPYRR-RNQILSVLAG	 278LA----------------------------------------------------------	 280-----------
gi|119616246                     264 PAG-------QETVDANLQK-LTQLVNKESN	 286LIEKMDDNLRQSPQLPPRKLP-------TL------------------------------	 309-----------

403021|403021                    574 E-PSVSIIAESRAPSFEEIDTLNNEVLLWWGTSACNLIKGMQPAIYNAPVPGYMFG-	 628-------------------------------------------------
422696|422696                    270 ---------------------------------------------------	 269-------------------------------------------------------
Medtr2g036910                    331 -------------------------------------------------	 330---------------------------------------------------------
Glyma09g06470                    330 -------------------------------------------------	 329---------------------------------------------------------
Glyma15g17695                    329 -------------------------------------------------	 328---------------------------------------------------------
Medtr4g127630                    315 -------------------------------------------------	 314---------------------------------------------------------
Glyma13g00660                    321 -------------------------------------------------	 320---------------------------------------------------------
Glyma17g06820                    322 -------------------------------------------------	 321---------------------------------------------------------
GRMZM2G005209                    353 --------------------------------------------------	 352--------------------------------------------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 -------------------------------------------------	 337---------------------------------------------------------
Bra038838                        232 ------------------------------------------------	 231----------------------------------------------------------
Bra038562                        315 -------------------------------------------------	 314---------------------------------------------------------
Carubv10013910                   390 ----------------------------------------------------	 389------------------------------------------------------
AT2G19080                        316 -------------------------------------------------	 315---------------------------------------------------------
29462.t000013|29462.m000385      227 -------------------------------------------------	 226---------------------------------------------------------
Potri.018G147700                 195 --------------------------------------------------	 194--------------------------------------------------------
Potri.006G077100                 324 -------------------------------------------------	 323---------------------------------------------------------
Potri.T161600                    285 -------------------------------------------------	 284---------------------------------------------------------
Cucsa.081250                     331 -------------------------------------------------	 330---------------------------------------------------------
Eucgr.C00132                     328 -------------------------------------------------	 327---------------------------------------------------------
Eucgr.C00132|Eucgr.C00132.1      328 -------------------------------------------------	 327---------------------------------------------------------
GSVIVG01010902001                327 -------------------------------------------------	 326---------------------------------------------------------
PGSC0003DMG400008514             327 -------------------------------------------------	 326---------------------------------------------------------
405344|405344                    331 -------------------------------------------------	 330---------------------------------------------------------
Phpat.004G037800                 323 -------------------------------------------------	 322---------------------------------------------------------
Phpat.012G046000                 337 -------------------------------------------------	 336---------------------------------------------------------
Esi0338_0018                     310 ----------AFNQLAG-CALCSEVPYIEDPY-P-----PRPIANAGI--	 340----------------------------------------PPPVLAGDLPGVEGA-
YMR060C                          328 -------------------------------------------------	 327---------------------------------------------------------
gi|85114751                      388 LAGAGLTLLAIN-VAG-LGIYW-YRYRGLLG-APLQTWHRPLVGLG---	 429-SFGAA-----------------------------------GAMFAGLA--------
tr|A8IDQ8|A8IDQ8_CHLRE           251 --GAGAAVAAYVLLSG-Q-------GGGGVG-PAQ---QA------AGV	 279PQQESRQQQPQVAAKETAAAIVSHVIDTQQGRDTIGVEQAPGPMAVPVAGTKQPVPR
tr|D8TKN0|D8TKN0                 179 AIASYVLLSG-R-------YIQFAT-VME---QGAVVGQGVGV	 209AAKGKEDVAPAGPADVQTRQLPHQLQASLQGKHSRPPGE--QPQYQPPSPRAAGLERTPE	 26
gi|392895600                     211 --------------------------------------------------	 210--------------------------------------------------------
gi|56789715                      264 --------------------------------------------------	 263--------------------------------------------------------
gi|17507265                      287 -GALTLSLVFAI------------------------------------	 297-----------------------------------------HTGLIQVSVEEEISE--
gi|1326108                       281 -------------------------------------------------	 280---------------------------------------------------------
gi|119616246                     310 -----KLTPAEEE------------------------------------	 317-----------------------------------------NNSFQRLSP-------

403021|403021                    629 -----------	 628---KGLYCTGASCKAVSYAFSGV-------------DGPVILALGDDMLVFPK-AGEVKL	 671----------QFIVQVEK*------------
422696|422696                    270 -----	 269------------------------------------------------------------	 269-------------------------------------
Medtr2g036910                    331 ---	 330------------------------------------------------------------	 330---------------------------------------
Glyma09g06470                    330 ---	 329------------------------------------------------------------	 329---------------------------------------
Glyma15g17695                    329 ---	 328------------------------------------------------------------	 328---------------------------------------
Medtr4g127630                    315 ---	 314------------------------------------------------------------	 314---------------------------------------
Glyma13g00660                    321 ---	 320------------------------------------------------------------	 320---------------------------------------
Glyma17g06820                    322 ---	 321------------------------------------------------------------	 321---------------------------------------
GRMZM2G005209                    353 ----	 352------------------------------------------------------------	 352--------------------------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 ---	 337------------------------------------------------------------	 337---------------------------------------
Bra038838                        232 --	 231------------------------------------------------------------	 231----------------------------------------
Bra038562                        315 ---	 314------------------------------------------------------------	 314---------------------------------------
Carubv10013910                   390 ------	 389------------------------------------------------------------	 389------------------------------------
AT2G19080                        316 ---	 315------------------------------------------------------------	 315---------------------------------------
29462.t000013|29462.m000385      227 ---	 226------------------------------------------------------------	 226---------------------------------------
Potri.018G147700                 195 ----	 194------------------------------------------------------------	 194--------------------------------------
Potri.006G077100                 324 ---	 323------------------------------------------------------------	 323---------------------------------------
Potri.T161600                    285 ---	 284------------------------------------------------------------	 284---------------------------------------
Cucsa.081250                     331 ---	 330------------------------------------------------------------	 330---------------------------------------
Eucgr.C00132                     328 ---	 327------------------------------------------------------------	 327---------------------------------------
Eucgr.C00132|Eucgr.C00132.1      328 ---	 327------------------------------------------------------------	 327---------------------------------------
GSVIVG01010902001                327 ---	 326------------------------------------------------------------	 326---------------------------------------
PGSC0003DMG400008514             327 ---	 326------------------------------------------------------------	 326---------------------------------------
405344|405344                    331 ---	 330------------------------------------------------------------	 330---------------------------------------
Phpat.004G037800                 323 ---	 322------------------------------------------------------------	 322---------------------------------------
Phpat.012G046000                 337 ---	 336------------------------------------------------------------	 336---------------------------------------
Esi0338_0018                     356 ----	 355---QGTAAAGSTTAAA-AAAEAA-----AGKATAANESLPVK------------------	 388-Y--TVISIAAFMV------LSNILSRG----------
YMR060C                          328 ---	 327------------------------------------------------------------	 327---------------------------------------
gi|85114751                      443 ---	 442------------------------------------------------------------	 442---------------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE           337 VPD	 339SAGGGPPGGGRPA-GE--ALSVS----ST----------------------GLEGGKAAA	 370RAGGKAAEGAAAVPAEAARIGGAAAKQGVR---------
tr|D8TKN0|D8TKN0                 268 7AGASGGTSAGRQGKAKAAAVAAAKGAASTGRAAKGAAGATVERAGAAAKAGSKAGGEAAV	 327RMGAQGASGAAKMVEQGASGMAKMASQGVGRAAAVAREAPGVVVS
gi|392895600                     211 ----	 210------------------------------------------------------------	 210--------------------------------------
gi|56789715                      264 ----	 263------------------------------------------------------------	 263--------------------------------------
gi|17507265                      313 --	 312------------------------------------------------------------	 312----------------------------------------
gi|1326108                       281 ---	 280------------------------------------------------------------	 280---------------------------------------
gi|119616246                     327 ---	 326------------------------------------------------------------	 326---------------------------------------



403021|403021                    680 -----------------------------	 679------------------------------------------------------------	 679-------------
422696|422696                    270 -----------------------	 269------------------------------------------------------------	 269-------------------
Medtr2g036910                    331 ---------------------	 330------------------------------------------------------------	 330---------------------
Glyma09g06470                    330 ---------------------	 329------------------------------------------------------------	 329---------------------
Glyma15g17695                    329 ---------------------	 328------------------------------------------------------------	 328---------------------
Medtr4g127630                    315 ---------------------	 314------------------------------------------------------------	 314---------------------
Glyma13g00660                    321 ---------------------	 320------------------------------------------------------------	 320---------------------
Glyma17g06820                    322 ---------------------	 321------------------------------------------------------------	 321---------------------
GRMZM2G005209                    353 ----------------------	 352------------------------------------------------------------	 352--------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 ---------------------	 337------------------------------------------------------------	 337---------------------
Bra038838                        232 --------------------	 231------------------------------------------------------------	 231----------------------
Bra038562                        315 ---------------------	 314------------------------------------------------------------	 314---------------------
Carubv10013910                   390 ------------------------	 389------------------------------------------------------------	 389------------------
AT2G19080                        316 ---------------------	 315------------------------------------------------------------	 315---------------------
29462.t000013|29462.m000385      227 ---------------------	 226------------------------------------------------------------	 226---------------------
Potri.018G147700                 195 ----------------------	 194------------------------------------------------------------	 194--------------------
Potri.006G077100                 324 ---------------------	 323------------------------------------------------------------	 323---------------------
Potri.T161600                    285 ---------------------	 284------------------------------------------------------------	 284---------------------
Cucsa.081250                     331 ---------------------	 330------------------------------------------------------------	 330---------------------
Eucgr.C00132                     328 ---------------------	 327------------------------------------------------------------	 327---------------------
Eucgr.C00132|Eucgr.C00132.1      328 ---------------------	 327------------------------------------------------------------	 327---------------------
GSVIVG01010902001                327 ---------------------	 326------------------------------------------------------------	 326---------------------
PGSC0003DMG400008514             327 ---------------------	 326------------------------------------------------------------	 326---------------------
405344|405344                    331 ---------------------	 330------------------------------------------------------------	 330---------------------
Phpat.004G037800                 323 ---------------------	 322------------------------------------------------------------	 322---------------------
Phpat.012G046000                 337 ---------------------	 336------------------------------------------------------------	 336---------------------
Esi0338_0018                     408 ----------------------	 407------------------------------------------------------------	 407--------------------
YMR060C                          328 ---------------------	 327------------------------------------------------------------	 327---------------------
gi|85114751                      443 ---------------------	 442------------------------------------------------------------	 442---------------------
tr|A8IDQ8|A8IDQ8_CHLRE           401 --VGVEGAKSAVEGAQAVTGA	 419AVRGTEQAA--------------------------------KAASGAAKSGIEALPYRLL	 447SGWLHVLWLVSSAVGAAAARG
tr|D8TKN0|D8TKN0                 373 ATKGAASASRRAVGT	 387AAYGARSAVQTGRGAASMGAWAAGAGADAVQRGAMRVAQGIQTLFHLWYFAVVQLPYRLA	 447AGSLHMGWLAGNSAASAASRGAVWFLD
gi|392895600                     211 ----------------------	 210------------------------------------------------------------	 210--------------------
gi|56789715                      264 ----------------------	 263------------------------------------------------------------	 263--------------------
gi|17507265                      313 --------------------	 312------------------------------------------------------------	 312----------------------
gi|1326108                       281 ---------------------	 280------------------------------------------------------------	 280---------------------
gi|119616246                     327 ---------------------	 326------------------------------------------------------------	 326---------------------

403021|403021                    680 -----------------------------------------------	 679-----------------------------------------------------------
422696|422696                    270 -----------------------------------------	 269------------------------------------------------------------	 269-
Medtr2g036910                    331 ---------------------------------------	 330------------------------------------------------------------	 330---
Glyma09g06470                    330 ---------------------------------------	 329------------------------------------------------------------	 329---
Glyma15g17695                    329 ---------------------------------------	 328------------------------------------------------------------	 328---
Medtr4g127630                    315 ---------------------------------------	 314------------------------------------------------------------	 314---
Glyma13g00660                    321 ---------------------------------------	 320------------------------------------------------------------	 320---
Glyma17g06820                    322 ---------------------------------------	 321------------------------------------------------------------	 321---
GRMZM2G005209                    353 ----------------------------------------	 352------------------------------------------------------------	 352--
LOC_Os06g07160|LOC_Os06g07160.1  338 ---------------------------------------	 337------------------------------------------------------------	 337---
Bra038838                        232 --------------------------------------	 231------------------------------------------------------------	 231----
Bra038562                        315 ---------------------------------------	 314------------------------------------------------------------	 314---
Carubv10013910                   390 ------------------------------------------	 389------------------------------------------------------------	 389
AT2G19080                        316 ---------------------------------------	 315------------------------------------------------------------	 315---
29462.t000013|29462.m000385      227 ---------------------------------------	 226------------------------------------------------------------	 226---
Potri.018G147700                 195 ----------------------------------------	 194------------------------------------------------------------	 194--
Potri.006G077100                 324 ---------------------------------------	 323------------------------------------------------------------	 323---
Potri.T161600                    285 ---------------------------------------	 284------------------------------------------------------------	 284---
Cucsa.081250                     331 ---------------------------------------	 330------------------------------------------------------------	 330---
Eucgr.C00132                     328 ---------------------------------------	 327------------------------------------------------------------	 327---
Eucgr.C00132|Eucgr.C00132.1      328 ---------------------------------------	 327------------------------------------------------------------	 327---
GSVIVG01010902001                327 ---------------------------------------	 326------------------------------------------------------------	 326---
PGSC0003DMG400008514             327 ---------------------------------------	 326------------------------------------------------------------	 326---
405344|405344                    331 ---------------------------------------	 330------------------------------------------------------------	 330---
Phpat.004G037800                 323 ---------------------------------------	 322------------------------------------------------------------	 322---
Phpat.012G046000                 337 ---------------------------------------	 336------------------------------------------------------------	 336---
Esi0338_0018                     408 ----------------------------------------	 407------------------------------------------------------------	 407--
YMR060C                          328 ---------------------------------------	 327------------------------------------------------------------	 327---
gi|85114751                      443 ---------------------------------------	 442------------------------------------------------------------	 442---
tr|A8IDQ8|A8IDQ8_CHLRE           469 AVWSLDTAAWAGDGAYSRLLSGVVSLNRGMDAAISATPP	 507LVKGQLARAAVVAAPQGRDLADSLSNKSPSQVGSIFSGLASAAAASAGKQQPLMA-----	 562---
tr|D8TKN0|D8TKN0                 475 SATWAGELAYRWLLDGIMRVNRGMDAAISATPP	 507LVKGQLARAAVVAAPEGPELVDSLYNKSPAQVGGIFRGLTAAAAAVK--QEPLVVGGEVK	 565GAGGPGGHD
gi|392895600                     211 ----------------------------------------	 210------------------------------------------------------------	 210--
gi|56789715                      264 ----------------------------------------	 263------------------------------------------------------------	 263--
gi|17507265                      313 --------------------------------------	 312------------------------------------------------------------	 312----
gi|1326108                       281 ---------------------------------------	 280------------------------------------------------------------	 280---
gi|119616246                     327 ---------------------------------------	 326------------------------------------------------------------	 326---

403021|403021                    680 -	 679------------------------------------------------------------	 679-----------------------------------------
422696|422696                    270 -----------------------------------------------------------	 269-----------------------------------------------
Medtr2g036910                    331 ---------------------------------------------------------	 330-------------------------------------------------
Glyma09g06470                    330 ---------------------------------------------------------	 329-------------------------------------------------
Glyma15g17695                    329 ---------------------------------------------------------	 328-------------------------------------------------
Medtr4g127630                    315 ---------------------------------------------------------	 314-------------------------------------------------
Glyma13g00660                    321 ---------------------------------------------------------	 320-------------------------------------------------
Glyma17g06820                    322 ---------------------------------------------------------	 321-------------------------------------------------
GRMZM2G005209                    353 ----------------------------------------------------------	 352------------------------------------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 ---------------------------------------------------------	 337-------------------------------------------------
Bra038838                        232 --------------------------------------------------------	 231--------------------------------------------------
Bra038562                        315 ---------------------------------------------------------	 314-------------------------------------------------
Carubv10013910                   390 ------------------------------------------------------------	 389----------------------------------------------
AT2G19080                        316 ---------------------------------------------------------	 315-------------------------------------------------
29462.t000013|29462.m000385      227 ---------------------------------------------------------	 226-------------------------------------------------
Potri.018G147700                 195 ----------------------------------------------------------	 194------------------------------------------------
Potri.006G077100                 324 ---------------------------------------------------------	 323-------------------------------------------------
Potri.T161600                    285 ---------------------------------------------------------	 284-------------------------------------------------
Cucsa.081250                     331 ---------------------------------------------------------	 330-------------------------------------------------
Eucgr.C00132                     328 ---------------------------------------------------------	 327-------------------------------------------------
Eucgr.C00132|Eucgr.C00132.1      328 ---------------------------------------------------------	 327-------------------------------------------------
GSVIVG01010902001                327 ---------------------------------------------------------	 326-------------------------------------------------
PGSC0003DMG400008514             327 ---------------------------------------------------------	 326-------------------------------------------------
405344|405344                    331 ---------------------------------------------------------	 330-------------------------------------------------
Phpat.004G037800                 323 ---------------------------------------------------------	 322-------------------------------------------------
Phpat.012G046000                 337 ---------------------------------------------------------	 336-------------------------------------------------
Esi0338_0018                     408 ----------------------------------------------------------	 407------------------------------------------------
YMR060C                          328 ---------------------------------------------------------	 327-------------------------------------------------
gi|85114751                      443 ---------------------------------------------------------	 442-------------------------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE           563 -----------------------------------------AVGGA-----------	 567------PPSEDLVEQARLLVWHVWMVGRLQLTAAA--------------
tr|D8TKN0|D8TKN0                 575 LVEQVNAALHAAFDRPDVSLEMEKGEPQPEQQGQPQPGGAPSGAAKDGGAA	 625ALRSVDVLHDKLLDQARLLVWHFWMVGRLQLTAAAEVAAVTRGMWSWLLRCVAHL
gi|392895600                     211 ----------------------------------------------------------	 210------------------------------------------------
gi|56789715                      264 ----------------------------------------------------------	 263------------------------------------------------
gi|17507265                      313 --------------------------------------------------------	 312--------------------------------------------------
gi|1326108                       281 ---------------------------------------------------------	 280-------------------------------------------------
gi|119616246                     327 ---------------------------------------------------------	 326-------------------------------------------------



403021|403021                    680 -------------------	 679------------------------------------------------------------	 679-----------------------
422696|422696                    270 -------------	 269------------------------------------------------------------	 269-----------------------------
Medtr2g036910                    331 -----------	 330------------------------------------------------------------	 330-------------------------------
Glyma09g06470                    330 -----------	 329------------------------------------------------------------	 329-------------------------------
Glyma15g17695                    329 -----------	 328------------------------------------------------------------	 328-------------------------------
Medtr4g127630                    315 -----------	 314------------------------------------------------------------	 314-------------------------------
Glyma13g00660                    321 -----------	 320------------------------------------------------------------	 320-------------------------------
Glyma17g06820                    322 -----------	 321------------------------------------------------------------	 321-------------------------------
GRMZM2G005209                    353 ------------	 352------------------------------------------------------------	 352------------------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 -----------	 337------------------------------------------------------------	 337-------------------------------
Bra038838                        232 ----------	 231------------------------------------------------------------	 231--------------------------------
Bra038562                        315 -----------	 314------------------------------------------------------------	 314-------------------------------
Carubv10013910                   390 --------------	 389------------------------------------------------------------	 389----------------------------
AT2G19080                        316 -----------	 315------------------------------------------------------------	 315-------------------------------
29462.t000013|29462.m000385      227 -----------	 226------------------------------------------------------------	 226-------------------------------
Potri.018G147700                 195 ------------	 194------------------------------------------------------------	 194------------------------------
Potri.006G077100                 324 -----------	 323------------------------------------------------------------	 323-------------------------------
Potri.T161600                    285 -----------	 284------------------------------------------------------------	 284-------------------------------
Cucsa.081250                     331 -----------	 330------------------------------------------------------------	 330-------------------------------
Eucgr.C00132                     328 -----------	 327------------------------------------------------------------	 327-------------------------------
Eucgr.C00132|Eucgr.C00132.1      328 -----------	 327------------------------------------------------------------	 327-------------------------------
GSVIVG01010902001                327 -----------	 326------------------------------------------------------------	 326-------------------------------
PGSC0003DMG400008514             327 -----------	 326------------------------------------------------------------	 326-------------------------------
405344|405344                    331 -----------	 330------------------------------------------------------------	 330-------------------------------
Phpat.004G037800                 323 -----------	 322------------------------------------------------------------	 322-------------------------------
Phpat.012G046000                 337 -----------	 336------------------------------------------------------------	 336-------------------------------
Esi0338_0018                     408 ------------	 407------------------------------------------------------------	 407------------------------------
YMR060C                          328 -----------	 327------------------------------------------------------------	 327-------------------------------
gi|85114751                      443 -----------	 442------------------------------------------------------------	 442-------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE           597 -----------	 596-----------------------------------EVRARRVWAPLALRAVDTALALAAP	 621LLGGNGRQR-----------LPT----AGV-
tr|D8TKN0|D8TKN0                 681 GAALG	 685LLAAMAMAAAGGAVVAAGAWALASGVRQLRMAATLEVRARRMWSPLALRAIDMVSALAGP	 745LLRTPPLPSPRGRALGGEEKVAEAEEQPGVRKDEEEK
gi|392895600                     211 ------------	 210------------------------------------------------------------	 210------------------------------
gi|56789715                      264 ------------	 263------------------------------------------------------------	 263------------------------------
gi|17507265                      313 ----------	 312------------------------------------------------------------	 312--------------------------------
gi|1326108                       281 -----------	 280------------------------------------------------------------	 280-------------------------------
gi|119616246                     327 -----------	 326------------------------------------------------------------	 326-------------------------------

403021|403021                    680 -------------------------------------	 679------------------------------------------------------------	 679-----
422696|422696                    270 -------------------------------	 269------------------------------------------------------------	 269-----------
Medtr2g036910                    331 -----------------------------	 330------------------------------------------------------------	 330-------------
Glyma09g06470                    330 -----------------------------	 329------------------------------------------------------------	 329-------------
Glyma15g17695                    329 -----------------------------	 328------------------------------------------------------------	 328-------------
Medtr4g127630                    315 -----------------------------	 314------------------------------------------------------------	 314-------------
Glyma13g00660                    321 -----------------------------	 320------------------------------------------------------------	 320-------------
Glyma17g06820                    322 -----------------------------	 321------------------------------------------------------------	 321-------------
GRMZM2G005209                    353 ------------------------------	 352------------------------------------------------------------	 352------------
LOC_Os06g07160|LOC_Os06g07160.1  338 -----------------------------	 337------------------------------------------------------------	 337-------------
Bra038838                        232 ----------------------------	 231------------------------------------------------------------	 231--------------
Bra038562                        315 -----------------------------	 314------------------------------------------------------------	 314-------------
Carubv10013910                   390 --------------------------------	 389------------------------------------------------------------	 389----------
AT2G19080                        316 -----------------------------	 315------------------------------------------------------------	 315-------------
29462.t000013|29462.m000385      227 -----------------------------	 226------------------------------------------------------------	 226-------------
Potri.018G147700                 195 ------------------------------	 194------------------------------------------------------------	 194------------
Potri.006G077100                 324 -----------------------------	 323------------------------------------------------------------	 323-------------
Potri.T161600                    285 -----------------------------	 284------------------------------------------------------------	 284-------------
Cucsa.081250                     331 -----------------------------	 330------------------------------------------------------------	 330-------------
Eucgr.C00132                     328 -----------------------------	 327------------------------------------------------------------	 327-------------
Eucgr.C00132|Eucgr.C00132.1      328 -----------------------------	 327------------------------------------------------------------	 327-------------
GSVIVG01010902001                327 -----------------------------	 326------------------------------------------------------------	 326-------------
PGSC0003DMG400008514             327 -----------------------------	 326------------------------------------------------------------	 326-------------
405344|405344                    331 -----------------------------	 330------------------------------------------------------------	 330-------------
Phpat.004G037800                 323 -----------------------------	 322------------------------------------------------------------	 322-------------
Phpat.012G046000                 337 -----------------------------	 336------------------------------------------------------------	 336-------------
Esi0338_0018                     408 ------------------------------	 407------------------------------------------------------------	 407------------
YMR060C                          328 -----------------------------	 327------------------------------------------------------------	 327-------------
gi|85114751                      443 -----------------------------	 442------------------------------------------------------------	 442-------------
tr|A8IDQ8|A8IDQ8_CHLRE           637 -----------------------------	 636-------ATTAAGAAGAPPGTAQPTDDYARETLLAVRAAVARLVPQDALQEEAAAARAVD	 689EGLGLGRLAVAAE
tr|D8TKN0|D8TKN0                 783 EKPAHPEAAAKAAEDTKPETGGK	 805EGRAKGMVATAAAAAAPLFEAIRGGQAYARDSLAATRHFVQSLVPKDPEREEAEAARAVE	 865AFAELSAVLRSSDRAFTTT
gi|392895600                     211 ------------------------------	 210------------------------------------------------------------	 210------------
gi|56789715                      264 ------------------------------	 263------------------------------------------------------------	 263------------
gi|17507265                      313 ----------------------------	 312------------------------------------------------------------	 312--------------
gi|1326108                       281 -----------------------------	 280------------------------------------------------------------	 280-------------
gi|119616246                     327 -----------------------------	 326------------------------------------------------------------	 326-------------

403021|403021                    680 -------------------------------------------------------	 679---------------------------------------------------
422696|422696                    270 -------------------------------------------------	 269---------------------------------------------------------
Medtr2g036910                    331 -----------------------------------------------	 330-----------------------------------------------------------
Glyma09g06470                    330 -----------------------------------------------	 329-----------------------------------------------------------
Glyma15g17695                    329 -----------------------------------------------	 328-----------------------------------------------------------
Medtr4g127630                    315 -----------------------------------------------	 314-----------------------------------------------------------
Glyma13g00660                    321 -----------------------------------------------	 320-----------------------------------------------------------
Glyma17g06820                    322 -----------------------------------------------	 321-----------------------------------------------------------
GRMZM2G005209                    353 ------------------------------------------------	 352----------------------------------------------------------
LOC_Os06g07160|LOC_Os06g07160.1  338 -----------------------------------------------	 337-----------------------------------------------------------
Bra038838                        232 ----------------------------------------------	 231------------------------------------------------------------
Bra038562                        315 -----------------------------------------------	 314-----------------------------------------------------------
Carubv10013910                   390 --------------------------------------------------	 389--------------------------------------------------------
AT2G19080                        316 -----------------------------------------------	 315-----------------------------------------------------------
29462.t000013|29462.m000385      227 -----------------------------------------------	 226-----------------------------------------------------------
Potri.018G147700                 195 ------------------------------------------------	 194----------------------------------------------------------
Potri.006G077100                 324 -----------------------------------------------	 323-----------------------------------------------------------
Potri.T161600                    285 -----------------------------------------------	 284-----------------------------------------------------------
Cucsa.081250                     331 -----------------------------------------------	 330-----------------------------------------------------------
Eucgr.C00132                     328 -----------------------------------------------	 327-----------------------------------------------------------
Eucgr.C00132|Eucgr.C00132.1      328 -----------------------------------------------	 327-----------------------------------------------------------
GSVIVG01010902001                327 -----------------------------------------------	 326-----------------------------------------------------------
PGSC0003DMG400008514             327 -----------------------------------------------	 326-----------------------------------------------------------
405344|405344                    331 -----------------------------------------------	 330-----------------------------------------------------------
Phpat.004G037800                 323 -----------------------------------------------	 322-----------------------------------------------------------
Phpat.012G046000                 337 -----------------------------------------------	 336-----------------------------------------------------------
Esi0338_0018                     408 ------------------------------------------------	 407----------------------------------------------------------
YMR060C                          328 -----------------------------------------------	 327-----------------------------------------------------------
gi|85114751                      443 -----------------------------------------------	 442-----------------------------------------------------------
tr|A8IDQ8|A8IDQ8_CHLRE           703 AAYRSTRRLAAASLAALGDMAGNTAADLARRYRVPLPKLAWLHSRAT	 749QLAKDQAVASFAAVAGAGPAHLVASVQGTPIAPVLGGSGQGIGGTPAAGPL--------
tr|D8TKN0|D8TKN0                 885 WRLAQASMAALTDLAGNLITDVARRYHIPIPKFEWFKGKAA	 925QLAQNRAIASFAKIAGTGPASVVAGMVGAPMPIAAGGKGYESGDDKNGRQQGEQAAGGGE	 985G
gi|392895600                     211 ------------------------------------------------	 210----------------------------------------------------------
gi|56789715                      264 ------------------------------------------------	 263----------------------------------------------------------
gi|17507265                      313 ----------------------------------------------	 312------------------------------------------------------------
gi|1326108                       281 -----------------------------------------------	 280-----------------------------------------------------------
gi|119616246                     327 -----------------------------------------------	 326-----------------------------------------------------------



403021|403021                    680 ---------	 679--------------	 679
422696|422696                    270 ---	 269--------------	 269      
Medtr2g036910                    331 -	 330--------------	 330        
Glyma09g06470                    330 -	 329--------------	 329        
Glyma15g17695                    329 -	 328--------------	 328        
Medtr4g127630                    315 -	 314--------------	 314        
Glyma13g00660                    321 -	 320--------------	 320        
Glyma17g06820                    322 -	 321--------------	 321        
GRMZM2G005209                    353 --	 352--------------	 352       
LOC_Os06g07160|LOC_Os06g07160.1  338 -	 337--------------	 337        
Bra038838                        232 	 231--------------	 231         
Bra038562                        315 -	 314--------------	 314        
Carubv10013910                   390 ----	 389--------------	 389     
AT2G19080                        316 -	 315--------------	 315        
29462.t000013|29462.m000385      227 -	 226--------------	 226        
Potri.018G147700                 195 --	 194--------------	 194       
Potri.006G077100                 324 -	 323--------------	 323        
Potri.T161600                    285 -	 284--------------	 284        
Cucsa.081250                     331 -	 330--------------	 330        
Eucgr.C00132                     328 -	 327--------------	 327        
Eucgr.C00132|Eucgr.C00132.1      328 -	 327--------------	 327        
GSVIVG01010902001                327 -	 326--------------	 326        
PGSC0003DMG400008514             327 -	 326--------------	 326        
405344|405344                    331 -	 330--------------	 330        
Phpat.004G037800                 323 -	 322--------------	 322        
Phpat.012G046000                 337 -	 336--------------	 336        
Esi0338_0018                     408 --	 407--------------	 407       
YMR060C                          328 -	 327--------------	 327        
gi|85114751                      443 -	 442--------------	 442        
tr|A8IDQ8|A8IDQ8_CHLRE           801 -	 800--------------	 800        
tr|D8TKN0|D8TKN0                 987 KATTGGREQEVGE	 999              
gi|392895600                     211 --	 210--------------	 210       
gi|56789715                      264 --	 263--------------	 263       
gi|17507265                      313 	 312--------------	 312         
gi|1326108                       281 -	 280--------------	 280        
gi|119616246                     327 -	 326--------------	 326        


