
#NEXUS

Begin DATA;
Dimensions ntax=101 nchar=77;
Format datatype=PROTEIN interleave gap=-;
Matrix
[                                   1         11        21        31        41        51        61        71       ]
[                                   |         |         |         |         |         |         |         |       ]
At1g16060                           SSVHRGVTRHRWTGRYEAHLWDKNSWNETQTKKGRQVYLGAYDEEDAAARAYDLAALKYWGRDTILNFPLCNYEEDI
At1g79700                           SSPYRGVT--RWTGRYEAHLWDKNSWNDTQTKKGRQ---GAYDEEEAAARAYDLAALKYWGRDTLLNFPLPSYDEDV
Os8g34360                           SSAFRGVTRHRWTGRFEAHLWDKNTWNESQSKKGRQ---GAYDGEEAAARAYDLAALKYWGHDTVLNFPLSTYDEEL
Os9g25600                           SSVYRGVTRHRWTGRFEAHLWDKNSWNESQNKKGKQVYLGAYDDEEAAARAYDLAALKYWGPDTILNFPLSAYEGEL
Os6g05340                           SSRFRGVSRHRWTGRFEAHLWDKGTWNPTQKKKGKQVYLGAYNEEDAAARAYDLAALKYWGPTTYTNFPVADYEKEL
'At1g51190 '                        TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRKGRQ---GGYDKEEKAARAYDLAALKYWGPSTTTNFPITNYEKEV
'At3g20840 '                        TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRKGRQ---GGYDKEDKAARSYDLAALKYWGPSTTTNFPITNYEKEV
'gi|21069051_Brassica '             TSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRKGRQVYLGGYDKEEKAARAYDLAALKYWGTTTTTNFPMSEYEKEV
'gi|21069053_Brassica '             TSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRKGRQVYLGGYDKEEKAARAYDLAALKYWGTTTTTNFPMSEYEKEI
'At5g17430 '                        TSIYRGVTRHRWTGRYEAHLWDNSCKREGQTRKGRQ---GGYDKEEKAARAYDLAALKYWGTTTTTNFPLSEYEKEV
Os3g56050                           TSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRKGRQ---GGYDMEEKAARAYDLAALKYWGPSTHINFPLEDYQEEL
Os7g03250                           TSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRKGRQ---GGYDMEEKAARAYDLAALKYWGPSTHINFPLEDYQEEL
'gi|38492172_Nicotiana '            TSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRKGRQVYLGGYDMEEKAARAYDLAALKYWGPSTHINFPLENYQKEL
Os3g12950                           TSQYRGVTRHRWTGRYEAHLWDNSCKKDGQTRKGRQ---GGYDTEDKAARAYDLAALKYWGLSTHINFPLENYRDEI
'At4g37750_AINTEGUMENTA '           TSQYRGVTRHRWTGRYEAHLWDNSFKKEGHSRKGRQVYLGGYDMEEKAARAYDLAALKYWGPSTHTNFSAENYQKEI
'gi|18346002_Physcomitrella '       TSVYRGVTRHRWTGRYEAHLWDNTCRKEGQTRKGRQVYLGGYDKEDKAARAYDLAALKYWGVSTTINFTLDTYEQEL
'gi|18356869_Physcomitrella '       TSVYRGVTRHRWTGRYEAHLWDNTCRKEGQTRKGRQVYLGGYDKEDKAARAYDLAALKYWGVSTTINFTLDTYEQEL
'At5g57390 '                        TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRKGRQ---GGYDKEDKAARAYDLAALKYWGPTTTTNFPISNYESEL
'At1g72570 '                        TSQYRGVTRHRWTGRYEAHLWDNSCKKEGQTRRGRQAKIGGYDEEEKAARAYDLAALKYWGPTTHLNFPLSNYEKEI
'At5g10510 '                        TSIYRGVTRHRWTGRYEAHLWDNSCRREGQARKGRQ---GGYDKEDKAARAYDLAALKYWNATATTNFPITNYSKEV
'At5g65510 '                        TSIYRGVTRHRWTGRYEAHLWDNSCRREGQARKGRQ---GGYDKEDRAARAYDLAALKYWGSTATTNFPVSSYSKEL
Os6g44750                           TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRKGRQ---GGYDKEEKAARAYDLAALKYWGPTTTTNFPVANYETEL
Os1g67410                           TSIYRGVTRHRWTGRYEAHLWDNSCRREGQTRKGRQ---GGYDKEEKAARAYDLAALKYWGPTTTTNFPVNNYEKEL
Os11g19060                          TSIYRGVTKHRWTGRYEAHLWDNSCRREGQTRKGRQ---GGYDKEEKAARAYDLAALKYWGTTTTTNFPVSNYEKEL
Os2g40070                           TSIYRGVTRHRWTGRYEAHLWDNSCRREGQSRKGRQ---GGYDKEDKAARAYDLAALKYWGTTTTTNFPISNYEKEL
'Barley1_18652_Hordeum '            SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGLEADINFNLSDYEEDL
'gi|18476518_Hordeum '              SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGLEADINFNLSDYEEDL
Os7g13170                           SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGLDADINFNLNDYEDDL
'TAtuc03_04_26.3852_Triticum '      SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVDADINFNLSDYEDDM
'atr01_4ms1_d10_Amborella '         SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVDADINFSLADYEEDL
'gi|11181612_Picea '                SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVDADINFTLTDYQEDL
'gi|11181610_Picea_abies '          SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVDADINFNIDDYEDDV
'gi|5081555_Petunia_x_hybrida '     SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFNLEDYEGDL
'LEtuc02_10_21.11399_Lycopersic '   SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGAEADINFTSKDYEDDL
'gi|28894444_Antirrhinum_LIPLES '   SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFSLEDYEDDL
'gi|28894442_Antirrhinum_LIPLES '   SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFSLEDYEEDL
'gi|21717332_Malus_x_domestica '    NSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIEFRGVEADINFSIEDYEEDL
'gi|13173164_Pisum '                SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFNIEDYEEDL
'At5g67180 '                        SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVDADINFDIEDYLDDL
'At4g36920_APETALA2 '               SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFNIDDYDDDL
Os4g55560                           SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGVEADINFSLEDYEDDL
'gi|5081557_Petunia_x_hybrida '     SSQYRGVTFYRRTGRWESHIWD----------CGKQVYLGGFDTAHAAARAYDRAAIKFRGLDADINFNVSDYQDDL
At1g16060_2R                        VSKYRGVAKHHHNGRWEARIGRVF--------GNKYLYLGTYATQEEAAIAYDIAAIEYRGLNAVTNFDISRYLKLP
At1g79700_2R                        VSKYRGVARHHHNGRWEARIGRVF--------GNKYLYLGTYATQEEAAIAYDIAAIEYRGLNAVTNFDVSRYLN--
Os8g34360_2R                        VSKYRGVARHHHNGKWEARIGRVF--------GNKYLYLGTYATQEEAAVAYDIAAIEHRGLNAVTNFDINLYIRWY
Os9g25600_2R                        VSKYRGVARHHHNGRWEARIGRVF--------GNKYLYLGTYATQEEAAMAYDMAAIEYRGLNAVTNFDLSRYIKWL
Os6g05340_2R                        VSKYRGVARHHHNGRWEARIGRVF--------GNKYLYLGTYSTQEEAARAYDIAAIEYRGINAVTNFDLSTYIRWL
At1g51190_2R                        ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFEINRYDVKA
At3g20840_2R                        ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFEINRYDVKA
'gi|21069051_Brassica_2R'           ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFGTQEEAAEAYDIAAIKFRGLTAVTNFDMNRYNVKA
'gi|21069053_Brassica_2R'           ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFGTQEEAAEAYDIAAIKFRGLTAVTNFDMNRYNVKA
At5g17430_2R                        ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFGTQEEAAEAYDIAAIKFRGLSAVTNFDMNRYNVKA
Os3g56050_2R                        ASIYRGVTRHHQHGRWQARIGRVS--------GNKDLYLGTFSTQEEAAEAYDVAAIKFRGLNAVTNFDITRYDVDK
Os7g03250_2R                        ASMYRGVTRHHQHGRWQARIGRVS--------GNKDLYLGTFSTQEEAAEAYDVAAIKFRGLNAVTNFDITRYDVDK
'gi|38492172_Nicotiana_2R'          ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDVAAIKFRGVNAVTNFDISRYDVEK
Os3g12950_2R                        ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDITRYDVDK
At4g37750_AINTEGUMENTA_2R           ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFGTQEEAAEAYDVAAIKFRGTNAVTNFDITRYDVDR



'gi|18346002_Physcomitrella_2R'     ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTYSTQEEAAEAYDIAAIKYRGINAVTNFHISRYL---
'gi|18356869_Physcomitrella_2R'     ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTYSTQEEAAEAYDIAAIKYRGINAVTNFHISRY----
At5g57390_2R                        ASMYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDISRYDVKS
At1g72570_2R                        ASVYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDINRYDVKR
At5g10510_2R                        ASIYRGVTRHHQQGRWQARIGRVA--------GNKDLYLGTFATEEEAAEAYDIAAIKFRGINAVTNFEMNRYDVEA
At5g65510_2R                        ASIYRGVTRHHQQGRWQARIGRVA--------GNKDLYLGTFATEEEAAEAYDIAAIKFRGINAVTNFEMNRYDIEA
Os6g44750_2R                        ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVDS
Os1g67410_2R                        ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKS
Os11g19060_2R                       ASIYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFGTQEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKS
Os2g40070_2R                        ASKYRGVTRHHQHGRWQARIGRVA--------GNKDLYLGTFSTEEEAAEAYDIAAIKFRGLNAVTNFDMSRYDVKS
Barley1_18652_Hordeum_2R            SSKYRGVTLH-KCGRWEARMGQLL--------GKKYIYLGLFDSEVEAARAYDRAAIRFNGRDAVTNFDSSSYN--G
'gi|18476518_Hordeum_2R'            SSKYRGVTLH-KCGRWEARMGQLL--------GKKYIYLGLFDSEVEAARAYDRAAIRFNGRDAVTNFDSSSYN--G
Os7g13170_2R                        SSKYRGVTLH-KCGRWEARMGQLL--------GKKYIYLGLFDSEIEAARAYDRAAIRFNGREAVTNFDPSSYDGDV
'TAtuc03_04_26.3852_Triticum_2R'    SSKYRGVTLH-KCGRWEARMGQFL--------GKKYIYLGLFDNEVEAARAYDKAAIKCNGREAVTNFEPSTYDAEL
atr01_4ms1_d10_Amborella_2R         SSKYRGVTLH-KCGRWEARMGQYL--------GTKYIYLGLFDTEVEAARAYDKAAIRYNGREAITNFELSMYEGEI
'gi|11181612_Picea_2R'              SSKYRGVTLH-KCGRWEARMGQFL--------GKKYIYLGLFDSEEDAARAYDKAAIRCNGKDAVTNFDPSSYENEI
'gi|11181610_Picea_abies_2R'        SSKFRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDNEVEAARAYDKAAIRCNGKEAVTNFSPELYESEL
'gi|5081555_Petunia_x_hybrida_2R'   SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDPSIYENEL
'LEtuc02_10_21.11399_Lycopersic_2R' SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDRSIYENEL
'gi|28894444_Antirrhinum_LIPLES_2R' SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTENEAARAYDKAAIKCNGKEAVTNFDPSIYEDEF
'gi|28894442_Antirrhinum_LIPLES_2R' SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEVEAARAYDKAAIKCNGKEAVTNFDPSIYEEEL
'gi|21717332_Malus_x_domestica_2R'  SSKYRGVTLH-KCGRWEARMGQFL--------GKTYVYLGLFDTEVDAARAYDKAAIKCNGKEAVTNFDPSIYDNEL
'gi|13173164_Pisum_2R'              SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEVEAARAYDKAAIKCNGKEAVTNFEPSIYDSEL
At5g67180_2R                        SSKYRGVTLH-KCGRWESRLGQFL--------NKKYVYLGLFDTEIEAARAYDKAAIKCNGKDAVTNFDPKVYEEEE
At4g36920_APETALA2_2R               SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEVEAARAYDKAAIKCNGKDAVTNFDPSIYDEEL
Os4g55560_2R                        SSKYRGVTLH-KCGRWEARMGQFL--------GKKYVYLGLFDTEEEAARAYDRAAIKCNGKDAVTNFDPSIYAGEF
'gi|5081557_Petunia_x_hybrida_2R'   SSQYRGVTLH-KCGRWESRMGQFL--------GKKYIYLGLFDSEIEAARAYYKAAIKCNGREAVTNFELSTYEGEL
'RAV2_gi30697755_At1g68840 '        SSKYKGVVPQ-PNGRWGAQIYE----------KHQRVWLGTFNEQEEAARSYDIAACRFRGRDAVVNFK--------
'RAV1_gi42562037_At1g13260 '        SSKYKGVVPQ-PNGRWGAQIYE----------KHQRVWLGTFNEEDEAARAYDVAVHRFRRRDAVTNFK--------
'A4_gi30690008_TINY_At5g25810 '     HPVYRGVRKR-NWGKWVSEIREPR--------KKSRIWLGTFPSPEMAARAHDVAALSIKGASAILNFP--------
'A4_gi7212005AC023628 '             HPVYHGVRKR-RWGKWVSEIREPR--------KKSRIWLGSFPVPEMAAKAYDVAAFCLKGRKAQLNFP--------
'gi|19789524_Physcomitrella '       PKVYKGVRMR-TWGKWVSEIREPN--------KRSRIWLGSFPTAEMAAKAYDAAAVCLRGRSVKLNFP--------
'gi|18348070_Physcomitrella '       PK-YRGVRMR-QWGKWVSEIREPN--------KRSRIWLGSFPTAEMAARAYDIAMVCLRGPSAVLNFP--------
'A2_gi30680919_DREB2A_At5g05410 '   RCSFRGVRQR-IWGKWVAEIREPN--------RGSRLWLGTFPTAQEAASAYDEAAKAMYGPLARLNFP--------
'A5_gi42562576_RAP2.1_At1g46768 '   RKPYRGIRRR-KWGKWVAEIREPN--------KRSRLWLGSYTTDIAAARAYDVAVFYLRGPSARLNFP--------
'B2_gi30695605_RAP2.12_At1g5391 '   KNQYRGIRQR-PWGKWAAEIRDPR--------EGARIWLGTFKTAEEAARAYDAAARRIRGSKAKVNFP--------
'gi|18351137_Physcomitrella '       KRRYRGVRQR-PWGKWAAEIRDPQ--------KAARVWLGTFDTAEQAAMAYDTAAIRFRGLRAKLNFP--------
'B4_gi42562554_RAP2.6_At1g43160 '   PKKYRGVRQR-PWGKWAAEIRDPH--------KATRVWLGTFETAEAAARAYDAAALRFRGSKAKLNFP--------
'A1_gi18416558_DREB1A_At4g25480 '   HPIYRGVRRR-NSGKWVCEVREPN--------KKTRIWLGTFQTAEMAARAHDVAALALRGRSACLNFA--------
'B1_gi2281634_RAP2.5 '              EIRYRGVRKR-PWGRYAAEIRDPG--------KKTRVWLGTFDTAEEAARAYDTAARDFRGAKAKTNFP--------
'A3_gi18405311_ABI4_At2g40220 '     KFRYRGVRQR-SWGKWVAEIREPR--------KRTRKWLGTFATAEDAARAYDRAAVYLYGSRAQLNLT--------
'A6_gi2281632_RAP2.4 '              TKLYRGVRQR-HWGKWVAEIRLPR--------NRTRLWLGTFDTAEEAALAYDKAAYKLRGDFARLNFP--------
'B1_gi42562651_AtERF3_At1g50640 '   EIRFRGVRKR-PWGRFAAEIRDPW--------KKARVWLGTFDSAEEAARAYDSAARNLRGPKAKTNFP--------
'B5_gi42566428_AF080120 '           -RKFRGVRQR-PWGKWAAEIRDPS--------RRVRVWLGTFDTAEEAAIVYDNAAIQLRGPNAELNF---------

;
End;



#NEXUS

Begin DATA;
Dimensions ntax=101 nchar=231;
Format datatype=NUCLEOTIDE interleave gap=-;
Matrix
[                                   1         11        21        31        41        51        61        71        81        91        101       111       ]
[                                   |         |         |         |         |         |         |         |         |         |         |         |         ]
At1g16060                           AGCTCCGTCCATAGAGGCGTCACAAGGCATCGATGGACTGGAAGGTACGAAGCACATTTGTGGGATAAGAATAGTTGGAACGAAACTCAGACCAAGAAAGGAAGACAAGTATATTTAGGG
At1g79700                           AGCTCCCCTTACAGAGGCGTCACA------AGATGGACTGGGAGATACGAAGCGCATTTGTGGGATAAGAACAGCTGGAACGATACACAGACCAAGAAAGGACGTCAA---------GGG
Os8g34360                           AGCTCCGCGTTCCGCGGCGTCACACGGCACCGGTGGACGGGGCGGTTCGAGGCGCATCTCTGGGACAAGAACACCTGGAACGAGTCGCAGAGCAAGAAGGGCAGACAA---------GGG
Os9g25600                           AGCTCCGTCTACCGCGGCGTCACCCGGCACCGGTGGACGGGGCGGTTCGAGGCGCACCTGTGGGACAAGAACAGCTGGAACGAGTCCCAGAACAAGAAGGGCAAGCAAGTTTACCTCGGG
Os6g05340                           AGCTCAAGGTTTAGGGGTGTGAGCAGGCACCGTTGGACAGGCAGATTTGAGGCACACCTGTGGGACAAAGGGACATGGAACCCAACGCAGAAGAAGAAAGGGAAACAAGTTTATCTCGGG
'At1g51190 '                        ACCTCTATCTATCGTGGAGTTACAAGACATAGATGGACCGGTAGATATGAAGCTCATCTTTGGGATAATAGCTGTAGAAGAGAAGGACAATCAAGGAAAGGAAGACAA---------GGT
'At3g20840 '                        ACCTCGATCTATCGTGGTGTCACAAGACATCGATGGACTGGTCGATATGAGGCTCATCTATGGGATAATAGTTGTAGAAGGGAAGGCCAGTCTAGGAAAGGAAGACAA---------GGT
'gi|21069051_Brassica '             ACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGAAGATATGAGGCACATTTATGGGATAATAGTTGTAAAAGAGAAGGCCAAACGCGCAAAGGAAGACAAGTTTATTTGGGA
'gi|21069053_Brassica '             ACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGAAGATATGAGGCACATTTATGGGATAATAGTTGTAAACGAGAAGGCCAAACGCGCAAAGGAAGACAAGTTTATTTGGGA
'At5g17430 '                        ACGTCTATATACCGCGGTGTTACAAGGCATCGGTGGACAGGTAGATACGAGGCACATTTATGGGACAATAGTTGCAAAAGAGAAGGCCAGACTCGCAAAGGAAGACAA---------GGA
Os3g56050                           ACGTCGCAGTACAGAGGCGTCACCAGGCATAGGTGGACTGGGAGATATGAGGCACACCTCTGGGACAACAGCTGCAAGAAGGAAGGCCAGACCAGAAAAGGACGCCAA---------GGT
Os7g03250                           ACGTCGCAGTACAGAGGCGTCACCAGGCATAGGTGGACTGGGCGATATGAGGCGCACCTGTGGGACAACAGCTGCAAGAAGGAAGGCCAGACCAGGAAAGGGAGGCAA---------GGT
'gi|38492172_Nicotiana '            ACTTCTCAGTATAGAGGTGTCACTAGGCATAGGTGGACAGGTAGGTATGAGGCGCATTTGTGGGATAATAGTTGCAAGAAGGAAGGGCAGACTAGAAAAGGAAGGCAAGTTTATCTTGGG
Os3g12950                           ACATCGCAGTATAGGGGCGTCACCAGGCACAGGTGGACTGGAAGATATGAAGCCCACCTCTGGGATAACAGTTGCAAAAAGGATGGACAGACAAGGAAGGGAAGGCAA---------GGT
'At4g37750_AINTEGUMENTA '           ACTTCTCAATACCGAGGCGTTACAAGACATAGATGGACTGGTAGATATGAAGCTCATCTATGGGACAATAGTTTCAAGAAGGAAGGTCACAGTAGAAAAGGAAGACAAGTTTATCTGGGA
'gi|18346002_Physcomitrella '       ACATCTGTGTACAGAGGCGTCACTAGGCATCGTTGGACTGGACGGTACGAGGCACATCTGTGGGACAATACTTGTAGAAAGGAAGGTCAAACTCGCAAAGGTCGACAAGTATACTTAGGA
'gi|18356869_Physcomitrella '       ACATCTGTGTACAGAGGCGTCACTAGGCATCGTTGGACTGGACGGTACGAGGCACATCTGTGGGACAATACTTGTAGAAAGGAAGGTCAAACTCGCAAAGGTCGACAAGTATACTTAGGA
'At5g57390 '                        ACCTCGATTTATAGAGGAGTCACAAGACATAGATGGACTGGAAGATACGAAGCTCATCTATGGGATAATAGTTGCCGAAGAGAAGGCCAAAGCAGAAAAGGAAGACAA---------GGT
'At1g72570 '                        ACTTCTCAGTATCGTGGAGTTACAAGGCATAGATGGACAGGGAGATATGAAGCTCACTTATGGGATAATAGCTGTAAGAAGGAGGGACAGACAAGGAGAGGAAGACAAGCTAAAATAGGA
'At5g10510 '                        ACTTCGATTTACAGAGGTGTTACTCGACATAGATGGACGGGAAGATATGAAGCACATCTATGGGATAATAGCTGTAGGAGAGAAGGTCAGGCCAGGAAGGGACGTCAA---------GGT
'At5g65510 '                        ACTTCAATTTATCGTGGAGTCACCCGACATAGATGGACTGGAAGATACGAAGCGCATCTATGGGATAACAGCTGTAGGAGGGAAGGTCAAGCCAGAAAAGGACGTCAA---------GGT
Os6g44750                           ACGTCCATCTACCGTGGTGTCACTAGGCACCGGTGGACGGGGAGGTACGAGGCGCACCTGTGGGACAATAGCTGCCGCCGGGAAGGCCAAAGCCGCAAAGGCCGCCAA---------GGA
Os1g67410                           ACATCGATCTACCGCGGCGTGACAAGGCATAGATGGACAGGGAGGTATGAGGCTCATCTTTGGGACAACAGCTGCAGAAGAGAGGGCCAAACTCGCAAGGGTCGTCAA---------GGT
Os11g19060                          ACGTCCATCTACCGGGGTGTCACCAAGCACAGGTGGACAGGAAGGTATGAAGCCCATCTTTGGGATAACAGCTGCAGAAGAGAAGGTCAGACTCGCAAAGGCAGACAA---------GGA
Os2g40070                           ACCTCGATATATCGAGGTGTAACAAGGCATAGATGGACAGGGCGATATGAGGCTCATCTCTGGGATAATAGCTGTAGAAGAGAAGGGCAGAGTCGCAAGGGTAGGCAA---------GGT
'Barley1_18652_Hordeum '            AGCTCGCAGTACCGGGGCGTCACCTTCTACCGCAGGACCGGCCGCTGGGAGTCGCACATCTGGGAT------------------------------TGCGGGAAGCAGGTCTACTTGGGT
'gi|18476518_Hordeum '              AGCTCGCAGTACCGGGGCGTCACCTTCTACCGCAGGACCGGCCGCTGGGAGTCGCACATCTGGGAT------------------------------TGCGGGAAGCAGGTCTACTTGGGT
Os7g13170                           AGCTCCCAGTACAGGGGCGTCACCTTCTACAGGAGGACCGGGCGATGGGAGTCGCACATCTGGGAC------------------------------TGCGGGAAGCAGGTGTACCTGGGT
'TAtuc03_04_26.3852_Triticum '      AGCTCGCAGTACCGCGGCGTGACCTTCTACCGCCGCACCGGCCGCTGGGAATCCCATATCTGGGAT------------------------------TGCGGCAAGCAGGTGTACTTGGGT
'atr01_4ms1_d10_Amborella '         AGTTCTCAATATCGTGGAGTGACCTTTTACAGGAGGACTGGGCGATGGGAGTCACATATCTGGGAC------------------------------TGTGGGAAGCAAGTCTACCTAGGA
'gi|11181612_Picea '                AGCTCGCAGTATCGTGGGGTGACATTCTACAGGCGTACTGGACGTTGGGAATCACACATATGGGAT------------------------------TGTGGAAAACAAGTCTATCTGGGT
'gi|11181610_Picea_abies '          AGTTCACAGTATCGTGGTGTTACATTCTACAGGCGCACTGGAAGATGGGAATCTCACATATGGGAT------------------------------TGTGGGAAACAGGTCTATCTTGGT
'gi|5081555_Petunia_x_hybrida '     AGTTCACAATATCGTGGAGTTACCTTTTACCGGAGAACTGGCCGGTGGGAATCTCACATATGGGAT------------------------------TGTGGAAAACAAGTTTATCTAGGT
'LEtuc02_10_21.11399_Lycopersic '   AGTTCACAGTACCGTGGTGTTACCTTTTACCGGAGGACTGGCCGGTGGGAATCTCATATATGGGAT------------------------------TGTGGGAAACAAGTGTATTTAGGT
'gi|28894444_Antirrhinum_LIPLES '   AGCTCGCAGTATCGAGGCGTCACGTTTTACCGGCGAACCGGCCGTTGGGAATCACATATATGGGAT------------------------------TGTGGAAAACAGGTTTATTTAGGT
'gi|28894442_Antirrhinum_LIPLES '   AGCTCGCAGTATCGGGGCGTCACGTTTTACCGCCGAACTGGCCGCTGGGAGTCGCACATATGGGAT------------------------------TGTGGGAAGCAAGTTTACTTAGGT
'gi|21717332_Malus_x_domestica '    AACTCCCAGTACCGGGGTGTTACGTTTTACCGGAGGACTGGCCGTTGGGAGTCTCATATTTGGGAT------------------------------TGTGGGAAGCAAGTTTATCTTGGT
'gi|13173164_Pisum '                AGTTCACAGTATAGAGGAGTTACTTTTTACAGAAGAACAGGTCGATGGGAATCTCATATATGGGAT------------------------------TGTGGAAAACAAGTGTATCTGGGT
'At5g67180 '                        AGCTCTCAGTATCGAGGAGTTACGTTTTACCGACGAACCGGAAGATGGGAGTCACATATTTGGGAC------------------------------TGTGGGAAGCAAGTGTACTTAGGT
'At4g36920_APETALA2 '               AGTTCTCAGTATAGAGGTGTTACGTTTTACCGGCGTACCGGAAGATGGGAATCTCATATTTGGGAC------------------------------TGTGGGAAACAAGTTTACTTAGGT
Os4g55560                           AGCTCGCAGTACCGCGGCGTCACGTTCTACCGCCGCACCGGGCGATGGGAATCGCACATATGGGAT------------------------------TGTGGCAAGCAGGTCTATTTGGGC
'gi|5081557_Petunia_x_hybrida '     AGTTCACAATATCGGGGTGTTACTTTTTATCGTCGCACTGGTCGTTGGGAATCTCACATCTGGGAT------------------------------TGTGGAAAACAAGTTTATCTAGGG
At1g16060_2R                        GTATCAAAATACAGAGGCGTTGCAAAGCATCACCACAATGGGAGATGGGAAGCTCGAATCGGAAGAGTGTTT------------------------GGCAATAAATATTTATACCTTGGA
At1g79700_2R                        GTATCAAAATACAGAGGCGTTGCAAGGCATCACCATAATGGGAGATGGGAAGCTAGAATTGGAAGGGTGTTT------------------------GGTAATAAATATCTATATCTTGGA
Os8g34360_2R                        GTGTCCAAGTACAGAGGAGTTGCAAGGCATCATCACAACGGCAAATGGGAGGCTCGGATTGGGCGTGTGTTC------------------------GGCAACAAATACCTCTACCTAGGT
Os9g25600_2R                        GTATCGAAGTACCGAGGCGTTGCAAGACACCATCACAATGGGAGATGGGAGGCCCGGATTGGCCGTGTTTTT------------------------GGCAACAAGTACCTCTATCTCGGT
Os6g05340_2R                        GTTTCCAAGTACAGAGGCGTTGCACGGCACCACCACAACGGCAGGTGGGAGGCCCGGATCGGCAGGGTGTTC------------------------GGCAACAAGTACCTCTACCTGGGC
At1g51190_2R                        GCATCCATGTATCGTGGAGTAACAAGGCATCATCAACATGGAAGATGGCAAGCAAGGATCGGCCGAGTTGCT------------------------GGAAACAAAGATCTCTACTTGGGA
At3g20840_2R                        GCTTCGATGTATCGAGGAGTTACAAGGCATCACCAACATGGAAGATGGCAAGCAAGGATCGGCCGAGTCGCC------------------------GGAAACAAAGACCTCTACTTGGGA
'gi|21069051_Brassica_2R'           GCATCGATTTATCGTGGAGTAACAAGACATCACCAACATGGAAGATGGCAAGCTAGGATAGGAAGAGTCGCC------------------------GGTAACAAAGACCTCTACTTGGGA
'gi|21069053_Brassica_2R'           GCATCGATTTATCGTGGAGTAACAAGACATCACCAACATGGAAGATGGCAAGCTAGGATAGGAAGAGTCGCC------------------------GGTAACAAAGACCTCTACTTGGGA
At5g17430_2R                        GCATCGATTTATCGAGGAGTAACAAGGCATCACCAACATGGAAGGTGGCAAGCTAGGATCGGAAGAGTCGCC------------------------GGTAACAAAGACCTCTACTTGGGA
Os3g56050_2R                        GCTTCGATCTACCGTGGAGTCACCAGGCATCATCAGCACGGGAGATGGCAGGCGCGAATCGGCCGCGTCTCG------------------------GGCAACAAGGACCTTTACTTGGGG
Os7g03250_2R                        GCTTCCATGTACCGTGGTGTCACAAGGCATCATCAGCACGGACGGTGGCAGGCACGCATCGGCCGAGTCTCC------------------------GGCAACAAGGACCTCTACCTCGGC
'gi|38492172_Nicotiana_2R'          GCTTCAATGTATAGAGGAGTGACAAGGCACCATCAGCATGGAAGATGGCAGGCAAGAATTGGAAGAGTTGCA------------------------GGGAACAAAGATCTCTATCTTGGG
Os3g12950_2R                        GCTTCCATCTACCGGGGAGTAACAAGGCATCACCAGCATGGAAGATGGCAAGCTCGGATTGGCAGGGTTGCT------------------------GGCAACAAGGACTTGTATCTCGGC
At4g37750_AINTEGUMENTA_2R           GCTTCCATCTATAGAGGAGTCACAAGACATCACCAGCATGGAAGGTGGCAAGCACGGATTGGTAGAGTCGCT------------------------GGAAACAAAGATCTCTACCTTGGA



'gi|18346002_Physcomitrella_2R'     GCATCCATGTATCGAGGGGTGACGAGACACCATCAGCATGGGAGATGGCAAGCACGCATTGGGCGAGTTGCG------------------------GGAAACAAGGACCTGTACCTGGGC
'gi|18356869_Physcomitrella_2R'     GCATCCATGTATCGAGGGGTGACGAGACACCATCAGCATGGGAGATGGCAAGCACGCATTGGGCGAGTTGCG------------------------GGAAACAAGGACCTGTACCTGGGC
At5g57390_2R                        GCCTCCATGTACAGAGGCGTCACTAGACATCATCAGCATGGTCGATGGCAGGCACGAATTGGAAGAGTTGCA------------------------GGCAACAAAGACCTTTATCTTGGC
At1g72570_2R                        GCTTCCGTGTATAGAGGAGTTACAAGGCATCATCAACATGGAAGGTGGCAAGCCAGAATTGGAAGAGTTGCT------------------------GGAAACAAGGACTTGTACCTTGGA
At5g10510_2R                        GCTTCGATATACCGAGGTGTTACAAGGCATCATCAACAAGGACGTTGGCAAGCAAGGATTGGCCGAGTTGCT------------------------GGGAACAAAGATCTTTACCTTGGA
At5g65510_2R                        GCTTCAATATATAGAGGTGTCACAAGGCATCATCAACAAGGTCGCTGGCAAGCAAGAATCGGCCGTGTCGCA------------------------GGAAACAAAGATCTTTACCTCGGA
Os6g44750_2R                        GCTTCCATCTACAGAGGAGTAACAAGACATCATCAGCACGGCCGGTGGCAAGCGAGGATCGGCAGGGTGGCC------------------------GGAAACAAGGACCTGTACTTGGGC
Os1g67410_2R                        GCATCCATTTACCGTGGAGTAACTAGGCATCACCAGCATGGGAGATGGCAAGCAAGGATAGGAAGAGTTGCA------------------------GGGAACAAGGACCTCTACTTGGGC
Os11g19060_2R                       GCTTCCATATATCGTGGTGTTACAAGACACCATCAGCATGGAAGGTGGCAAGCAAGGATAGGACGGGTGGCA------------------------GGAAACAAGGATCTGTATTTGGGC
Os2g40070_2R                        GCATCGAAATATCGTGGTGTAACCAGGCACCATCAGCATGGGAGATGGCAAGCAAGGATAGGGAGGGTTGCA------------------------GGAAACAAGGACCTCTACTTAGGC
Barley1_18652_Hordeum_2R            AGCTCGAAGTACCGCGGCGTCACGCTCCAC---AAGTGCGGCCGCTGGGAGGCAAGGATGGGCCAACTGCTC------------------------GGCAAGAAGTACATATATCTTGGG
'gi|18476518_Hordeum_2R'            AGCTCGAAGTACCGCGGCGTCACGCTCCAC---AAGTGCGGCCGCTGGGAGGCAAGGATGGGCCAACTGCTC------------------------GGCAAGAAGTACATATATCTTGGG
Os7g13170_2R                        AGCTCAAAGTACCGGGGTGTGACACTGCAC---AAGTGTGGCCGGTGGGAAGCTCGGATGGGCCAGCTGCTC------------------------GGCAAGAAGTACATCTATCTAGGA
'TAtuc03_04_26.3852_Triticum_2R'    AGCTCCAAGTACAGAGGCGTAACCCTGCAC---AAGTGCGGCCGGTGGGAGGCGCGCATGGGCCAGTTCCTC------------------------GGCAAGAAGTACATATATCTTGGG
atr01_4ms1_d10_Amborella_2R         AGCTCCAAATATAGAGGTGTGACACTTCAC---AAATGTGGGCGTTGGGAAGCCCGTATGGGGCAATACCTT------------------------GGTACAAAGTACATCTATCTCGGT
'gi|11181612_Picea_2R'              AGTTCCAAGTATAGAGGCGTGACTCTGCAT---AAGTGTGGGCGATGGGAAGCCAGAATGGGCCAATTCCTC------------------------GGGAAAAAGTACATATATTTGGGA
'gi|11181610_Picea_abies_2R'        AGTTCTAAGTTTAGAGGTGTGACCTTGCAC---AAATGTGGCAGATGGGAAGCTAGAATGGGACAATTTCTG------------------------GGAAAAAAGTATGTGTACTTGGGT
'gi|5081555_Petunia_x_hybrida_2R'   AGTTCCAAGTATAGGGGGGTTACTTTGCAC---AAATGTGGTAGATGGGAAGCTAGAATGGGACAGTTCTTA------------------------GGCAAAAAGTACGTTTATTTGGGC
'LEtuc02_10_21.11399_Lycopersic_2R' AGTTCCAAGTATAGAGGAGTCACTTTGCAT---AAATGTGGTAGATGGGAAGCTAGAATGGGACAATTCTTA------------------------GGCAAAAAGTATGTTTATTTAGGC
'gi|28894444_Antirrhinum_LIPLES_2R' AGTTCAAAGTATAGAGGTGTTACTTTGCAC---AAATGTGGTAGATGGGAAGCTAGAATGGGCCAGTTTTTA------------------------GGCAAAAAGTATGTTTATTTGGGT
'gi|28894442_Antirrhinum_LIPLES_2R' AGTTCAAAGTATAGAGGTGTTACTTTGCAT---AAATGTGGAAGATGGGAAGCCAGGATGGGCCAGTTTTTA------------------------GGCAAAAAGTATGTTTATTTGGGT
'gi|21717332_Malus_x_domestica_2R'  AGCTCTAAATATAGAGGGGTCACCTTGCAC---AAGTGTGGCAGATGGGAGGCCAGGATGGGCCAATTTTTA------------------------GGCAAAACATACGTTTATCTGGGA
'gi|13173164_Pisum_2R'              AGTTCTAAATATAGAGGTGTTACATTGCAC---AAATGTGGAAGATGGGAAGCTAGAATGGGTCAATTTTTA------------------------GGAAAAAAATATGTTTATCTGGGC
At5g67180_2R                        AGTTCTAAATACAGAGGTGTTACTTTGCAC---AAATGTGGAAGATGGGAGTCACGTTTGGGTCAATTCCTC------------------------AACAAAAAGTACGTTTATTTGGGT
At4g36920_APETALA2_2R               AGTTCGAAGTATAGAGGTGTCACTTTGCAT---AAGTGTGGTCGTTGGGAAGCTCGAATGGGTCAATTCTTA------------------------GGCAAAAAGTATGTTTATTTGGGT
Os4g55560_2R                        AGCTCCAAGTACAGGGGCGTGACGCTCCAC---AAGTGCGGGAGATGGGAGGCTCGGATGGGCCAATTCCTC------------------------GGCAAGAAATACGTATACTTGGGG
'gi|5081557_Petunia_x_hybrida_2R'   AGTTCCCAATACAGGGGAGTCACATTGCAC---AAATGTGGACGATGGGAATCTCGGATGGGGCAGTTTCTT------------------------GGAAAGAAGTATATCTATCTTGGA
'RAV2_gi30697755_At1g68840 '        TCTTCAAAATACAAAGGTGTTGTTCCTCAG---CCTAACGGAAGATGGGGAGCTCAGATCTACGAG------------------------------AAGCACCAACGAGTATGGCTCGGG
'RAV1_gi42562037_At1g13260 '        TCGTCAAAATACAAAGGTGTGGTGCCACAA---CCAAACGGAAGATGGGGAGCTCAGATTTACGAG------------------------------AAACACCAGCGCGTGTGGCTCGGG
'A4_gi30690008_TINY_At5g25810 '     CATCCGGTTTATCGGGGTGTCCGAAAGAGG---AACTGGGGAAAATGGGTGTCCGAGATACGTGAACCTAGG------------------------AAAAAATCCCGAATATGGCTAGGA
'A4_gi7212005AC023628 '             CATCCAGTGTACCACGGAGTTCGCAAACGC---CGATGGGGAAAATGGGTTTCTGAGATCAGAGAGCCCCGG------------------------AAAAAGTCTCGGATTTGGCTCGGA
'gi|19789524_Physcomitrella '       CCCAAAGTGTACAAAGGAGTGCGCATGCGG---ACTTGGGGGAAGTGGGTGTCGGAAATTCGAGAGCCGAAC------------------------AAGAGGTCACGAATCTGGTTGGGC
'gi|18348070_Physcomitrella '       CCGAAG---TATAGAGGAGTTCGCATGCGG---CAATGGGGAAAATGGGTTTCTGAGATTAGGGAGCCGAAC------------------------AAGAGGTCGAGGATTTGGTTAGGG
'A2_gi30680919_DREB2A_At5g05410 '   CGATGTAGTTTCAGAGGAGTTAGGCAAAGG---ATTTGGGGTAAATGGGTTGCTGAGATCAGAGAGCCTAAT------------------------CGAGGTAGCAGGCTTTGGCTTGGT
'A5_gi42562576_RAP2.1_At1g46768 '   AGGAAGCCGTACAGAGGGATACGGAGGAGG---AAGTGGGGCAAGTGGGTGGCTGAGATTCGTGAGCCTAAC------------------------AAACGCTCACGGCTTTGGCTTGGC
'B2_gi30695605_RAP2.12_At1g5391 '   AAGAATCAGTACCGAGGGATTAGGCAACGT---CCTTGGGGAAAATGGGCTGCTGAGATACGTGATCCAAGG------------------------GAAGGTGCTAGAATCTGGCTTGGA
'gi|18351137_Physcomitrella '       AAACGAAGATACCGCGGAGTGAGACAGCGG---CCCTGGGGGAAATGGGCGGCGGAGATTCGTGATCCTCAG------------------------AAAGCAGCACGAGTATGGCTAGGG
'B4_gi42562554_RAP2.6_At1g43160 '   CCAAAAAAATATAGAGGAGTAAGGCAACGA---CCATGGGGAAAATGGGCGGCGGAGATTCGAGACCCACAC------------------------AAGGCGACACGTGTATGGCTTGGG
'A1_gi18416558_DREB1A_At4g25480 '   CACCCAATATACAGAGGAGTTCGTCGGAGA---AACTCCGGTAAGTGGGTTTGTGAGGTTAGAGAACCAAAC------------------------AAGAAAACAAGGATTTGGCTCGGA
'B1_gi2281634_RAP2.5 '              GAGATTCGTTACAGAGGCGTTAGGAAGCGT---CCTTGGGGCCGTTATGCCGCCGAGATCCGAGATCCGGGC------------------------AAGAAAACCCGCGTCTGGCTTGGC
'A3_gi18405311_ABI4_At2g40220 '     AAGTTCCGTTACCGTGGCGTTCGACAAAGA---AGCTGGGGCAAATGGGTCGCCGAGATCCGAGAGCCACGT------------------------AAGCGCACTCGCAAGTGGCTTGGT
'A6_gi2281632_RAP2.4 '              ACGAAGCTTTACAGAGGTGTGAGGCAACGT---CACTGGGGAAAATGGGTGGCTGAGATCCGTTTGCCGAGA------------------------AATCGGACTCGTCTCTGGCTTGGG
'B1_gi42562651_AtERF3_At1g50640 '   GAAATCAGATTCAGAGGCGTAAGGAAGAGA---CCTTGGGGACGATTCGCAGCTGAGATCCGTGATCCATGG------------------------AAAAAAGCTCGTGTTTGGTTAGGT
'B5_gi42566428_AF080120 '           ---AGGAAGTTTCGTGGAGTGAGGCAAAGA---CCGTGGGGAAAATGGGCGGCGGAGATTAGAGATCCGAGT------------------------AGACGTGTTAGGGTTTGGTTAGGT
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At1g16060                           GCATATGACGAGGAAGATGCAGCAGCACGTGCCTACGACTTAGCAGCATTGAAATATTGGGGACGAGACACCATCTTGAACTTCCCTTTGTGTAATTATGAAGAAGACATC
At1g79700                           GCTTACGACGAAGAAGAAGCAGCAGCACGTGCCTACGACTTAGCAGCATTGAAGTACTGGGGACGAGACACACTCTTGAACTTCCCTTTGCCGAGTTATGACGAAGACGTC
Os8g34360                           GCTTACGACGGCGAGGAAGCGGCGGCGCGCGCCTACGACCTCGCCGCATTGAAGTACTGGGGCCACGACACCGTCCTCAACTTCCCTCTGTCAACATATGACGAGGAATTG
Os9g25600                           GCGTATGACGACGAGGAGGCAGCGGCGAGGGCGTACGATCTGGCGGCATTGAAGTACTGGGGACCCGACACCATCCTCAACTTCCCGTTGTCTGCATATGAAGGTGAGTTG
Os6g05340                           GCGTACAACGAGGAAGATGCGGCAGCGAGAGCTTACGATCTGGCGGCGCTCAAGTACTGGGGACCTACCACCTACACAAACTTCCCTGTCGCTGACTATGAAAAAGAGCTG
'At1g51190 '                        GGGTATGACAAAGAAGAGAAAGCAGCCAGAGCATATGATCTAGCTGCACTTAAATATTGGGGTCCCTCTACTACTACCAACTTTCCGATAACTAACTACGAGAAGGAAGTA
'At3g20840 '                        GGATATGACAAAGAAGATAAAGCAGCAAGATCATATGATCTAGCTGCACTTAAGTACTGGGGTCCTTCAACTACTACTAATTTCCCCATTACAAACTACGAGAAAGAAGTA
'gi|21069051_Brassica '             GGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTATGATTTAGCCGCACTCAAGTATTGGGGAACCACCACTACTACTAACTTCCCCATGAGCGAATATGAAAAAGAGGTA
'gi|21069053_Brassica '             GGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTATGATTTAGCCGCACTCAAGTATTGGGGAACCACCACTACTACTAACTTCCCCATGAGCGAATATGAGAAAGAGATA
'At5g17430 '                        GGTTATGACAAAGAAGAAAAAGCAGCTAGGGCTTACGATTTAGCCGCACTAAAGTATTGGGGAACCACCACTACTACTAACTTCCCCTTGAGTGAATATGAGAAAGAGGTA
Os3g56050                           GGGTATGACATGGAGGAGAAGGCTGCCAGGGCGTATGATCTTGCTGCGCTCAAGTACTGGGGCCCTTCCACGCACATCAACTTCCCGTTGGAGGACTACCAGGAGGAGCTG
Os7g03250                           GGGTATGACATGGAGGAGAAAGCGGCGAGAGCGTATGACCTGGCGGCGCTCAAGTATTGGGGCCCTTCCACACACATCAACTTCCCGCTGGAGGACTACCAGGAGGAGCTG
'gi|38492172_Nicotiana '            GGCTATGATATGGAAGAGAAAGCTGCAAGAGCATATGATTTAGCTGCACTAAAGTATTGGGGACCTTCAACTCACATTAACTTTCCGTTAGAGAACTACCAGAAAGAGCTT
Os3g12950                           GGTTATGACACTGAAGATAAAGCTGCGAGGGCTTATGATCTGGCTGCGCTGAAATACTGGGGGCTATCTACGCATATAAATTTCCCGTTAGAAAACTACCGAGATGAGATC
'At4g37750_AINTEGUMENTA '           GGTTATGATATGGAGGAGAAAGCTGCTCGAGCATATGATCTTGCTGCACTCAAGTACTGGGGTCCCTCTACTCACACCAATTTCTCTGCGGAGAATTATCAGAAAGAGATT
'gi|18346002_Physcomitrella '       GGATATGATAAAGAAGACAAGGCAGCCAGAGCCTATGACTTGGCAGCGCTCAAATATTGGGGTGTCAGCACCACCATCAACTTCACGCTTGATACATACGAACAAGAGCTG
'gi|18356869_Physcomitrella '       GGATATGATAAAGAAGACAAGGCAGCCAGAGCCTATGACTTGGCAGCGCTCAAATATTGGGGTGTCAGCACCACCATCAACTTCACGCTTGATACATACGAACAAGAGCTG
'At5g57390 '                        GGTTATGATAAGGAAGATAAAGCAGCTAGAGCTTACGACCTTGCAGCTCTTAAGTATTGGGGTCCTACAACTACGACTAATTTCCCGATATCAAATTACGAATCTGAACTT



'At1g72570 '                        GGGTATGATGAGGAGGAGAAAGCAGCGAGGGCATATGATTTAGCGGCTCTGAAGTATTGGGGTCCTACCACTCACTTAAATTTCCCTTTGAGTAATTACGAAAAGGAGATC
'At5g10510 '                        GGATATGACAAAGAAGATAAGGCAGCTCGAGCTTACGATTTAGCAGCTCTGAAATACTGGAATGCTACTGCTACCACCAATTTCCCTATTACGAATTACTCGAAAGAAGTG
'At5g65510 '                        GGATATGACAAGGAAGATAGAGCAGCTAGAGCCTATGACTTGGCAGCTTTAAAATACTGGGGTTCTACTGCTACTACAAATTTTCCGGTCTCGAGTTATTCAAAAGAACTT
Os6g44750                           GGTTATGATAAGGAGGAGAAGGCCGCAAGAGCTTACGACCTCGCCGCCCTAAAGTACTGGGGTCCAACCACCACGACGAACTTCCCTGTTGCCAACTACGAGACGGAGCTG
Os1g67410                           GGTTATGACAAAGAGGAAAAAGCTGCTAGAGCTTATGATTTGGCTGCTCTCAAATACTGGGGCCCGACGACGACGACAAATTTTCCGGTAAATAACTATGAAAAGGAGCTG
Os11g19060                          GGATATGATAAGGAAGAAAAAGCTGCTAGGGCTTATGATTTGGCTGCCCTTAAATACTGGGGCACTACAACGACGACGAATTTTCCGGTAAGCAACTACGAAAAAGAGTTG
Os2g40070                           GGCTATGACAAGGAGGATAAAGCAGCGAGAGCTTATGATTTGGCAGCTCTGAAGTATTGGGGCACAACAACAACAACAAATTTCCCAATAAGTAACTATGAAAAAGAGCTA
'Barley1_18652_Hordeum '            GGTTTCGACACCGCGCACGCGGCCGCAAGGGCCTACGATCGCGCGGCGATCAAGTTCCGGGGGCTGGAGGCCGACATCAACTTCAATCTGAGCGACTACGAGGAGGATTTG
'gi|18476518_Hordeum '              GGTTTCGACACCGCGCACGCGGCCGCAAGGGCCTACGATCGCGCGGCGATCAAGTTCCGGGGGCTGGAGGCCGACATCAACTTCAATCTGAGCGACTACGAGGAGGATTTG
Os7g13170                           GGTTTCGATACAGCTCATGCCGCAGCGAGGGCCTATGATCGCGCGGCGATCAAGTTCAGAGGCCTCGACGCGGATATCAACTTTAATCTGAATGACTATGAGGACGACTTG
'TAtuc03_04_26.3852_Triticum '      GGATTTGACACTGCACATGCTGCTGCAAGGGCGTACGATCGAGCGGCGATCAAGTTCCGTGGCGTCGACGCCGACATAAACTTCAACCTCAGCGACTACGAGGACGACATG
'atr01_4ms1_d10_Amborella '         GGGTTTGACACTGCACATGCTGCTGCCAGGGCCTATGATCGAGCTGCAATCAAGTTCAGAGGAGTGGACGCCGATATCAATTTCAGCCTTGCTGACTATGAAGAAGATCTC
'gi|11181612_Picea '                GGATTTGATACTGCTCATGCTGCTGCTAGAGCGTACGACAGGGCAGCTATCAAGTTTCGAGGAGTGGACGCTGATATAAATTTTACTCTCACCGACTATCAAGAAGATCTG
'gi|11181610_Picea_abies '          GGATTTGACACTGCCCATGCAGCTGCAAGGGCATATGACAGGGCAGCCATCAAATTCAGAGGTGTAGATGCTGATATAAATTTTAACATTGATGATTATGAAGACGATGTG
'gi|5081555_Petunia_x_hybrida '     GGATTTGACACGGCACATGCAGCAGCTCGGGCATATGATAGGGCAGCTATCAAGTTCCGGGGAGTTGAGGCTGACATAAATTTTAATTTAGAAGATTATGAGGGTGACTTG
'LEtuc02_10_21.11399_Lycopersic '   GGATTTGATACAGCACATGCAGCAGCTCGTGCATATGATAGGGCAGCAATCAAATTCCGGGGAGCGGAGGCGGACATAAACTTTACCTCGAAAGATTATGAAGATGACTTA
'gi|28894444_Antirrhinum_LIPLES '   GGATTTGACACAGCACATGCTGCAGCACGGGCGTACGATAGGGCTGCAATTAAGTTCCGAGGAGTTGAAGCAGACATAAACTTTAGCTTGGAAGATTATGAAGACGACTTA
'gi|28894442_Antirrhinum_LIPLES '   GGATTTGACACAGCACATGCGGCAGCACGTGCATATGATAGGGCAGCAATTAAGTTCCGGGGAGTGGAAGCTGATATAAACTTTAGTTTAGAAGATTATGAAGAAGACTTA
'gi|21717332_Malus_x_domestica '    GGATTTGACACAGCGCATGCAGCTGCTCGGGCGTACGACAGGGCGGCGATCGAGTTCCGGGGAGTGGAGGCGGACATAAATTTTAGCATAGAGGATTATGAAGAAGACTTG
'gi|13173164_Pisum '                GGATTTGACACAGCACATGCAGCTGCTCGTGCATATGATAGAGCAGCTATTAAGTTTAGAGGAGTTGAAGCAGACATAAACTTCAACATAGAAGATTATGAAGAAGACTTG
'At5g67180 '                        GGATTTGACACTGCACATGCTGCTGCTCGAGCCTATGATCGAGCGGCGATTAAATTCAGAGGTGTAGATGCAGATATTAATTTCGACATTGAAGACTACCTTGACGATTTG
'At4g36920_APETALA2 '               GGATTTGACACTGCTCATGCAGCAGCTCGAGCATATGATAGAGCTGCTATTAAATTCCGTGGAGTAGAAGCGGATATCAATTTCAACATCGACGATTATGATGATGACTTG
Os4g55560                           GGATTTGACACTGCTCATGCGGCGGCTCGGGCGTACGATCGGGCGGCGATCAAGTTCCGCGGCGTGGAGGCCGACATCAATTTCAGCTTGGAGGATTACGAGGATGACCTG
'gi|5081557_Petunia_x_hybrida '     GGATTTGATACTGCACATGCTGCTGCTAGGGCGTATGATCGTGCTGCGATTAAATTTAGAGGACTTGATGCAGATATTAATTTCAATGTCAGTGATTATCAGGATGATCTA
At1g16060_2R                        ACTTACGCGACGCAAGAAGAAGCAGCTATAGCGTACGATATCGCAGCTATCGAGTACCGTGGACTCAACGCCGTTACTAACTTCGACATCAGCCGTTATCTGAAACTCCCG
At1g79700_2R                        ACATACGCCACGCAAGAAGAAGCAGCAATCGCCTACGACATCGCGGCAATAGAGTACCGTGGACTTAACGCCGTTACCAATTTCGACGTCAGCCGTTATCTAAAC------
Os8g34360_2R                        ACTTATGCAACACAAGAGGAGGCGGCCGTGGCGTACGACATCGCGGCGATCGAGCACCGCGGCCTCAACGCCGTCACCAACTTCGACATCAATCTCTACATCAGGTGGTAC
Os9g25600_2R                        ACTTACGCGACGCAGGAGGAGGCGGCAATGGCGTACGACATGGCGGCCATCGAGTATCGGGGCCTGAACGCCGTCACCAACTTCGACCTCAGCCGGTACATCAAGTGGCTC
Os6g05340_2R                        ACCTACTCCACCCAGGAGGAGGCCGCCCGCGCCTACGACATCGCCGCCATCGAGTACCGCGGCATCAACGCCGTCACCAACTTCGATCTCAGCACCTACATCCGCTGGCTC
At1g51190_2R                        ACATTCAGCACGGAGGAAGAAGCAGCAGAAGCTTATGACATAGCTGCGATAAAGTTTCGAGGTCTAAACGCGGTTACAAACTTTGAGATAAATCGGTATGATGTGAAAGCC
At3g20840_2R                        ACTTTTAGCACTGAGGAAGAAGCAGCAGAAGCTTACGATATAGCTGCAATAAAGTTTAGAGGACTTAATGCAGTGACCAACTTCGAGATCAACCGGTACGACGTGAAAGCC
'gi|21069051_Brassica_2R'           ACTTTTGGCACACAAGAAGAAGCTGCAGAGGCATACGACATTGCGGCCATCAAATTCAGAGGATTAACCGCAGTGACTAACTTCGACATGAACAGATACAACGTTAAAGCA
'gi|21069053_Brassica_2R'           ACTTTTGGCACACAAGAAGAAGCTGCAGAGGCATACGACATTGCGGCCATCAAATTCAGAGGATTAACCGCAGTGACTAACTTCGACATGAACAGATACAACGTTAAAGCA
At5g17430_2R                        ACTTTCGGCACACAGGAAGAGGCTGCTGAGGCTTATGACATTGCAGCCATTAAATTCAGAGGATTAAGCGCAGTGACTAACTTCGACATGAACAGATACAATGTTAAAGCA
Os3g56050_2R                        ACATTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACGTGGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATCACGAGGTACGACGTGGACAAG
Os7g03250_2R                        ACTTTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACGTGGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATCACCCGCTACGACGTCGACAAG
'gi|38492172_Nicotiana_2R'          ACTTTCAGCACACAAGAAGAAGCTGCAGAAGCATATGATGTTGCTGCAATCAAATTCAGAGGTGTAAATGCTGTCACAAACTTTGACATATCGCGATACGACGTGGAGAAA
Os3g12950_2R                        ACTTTCAGCACTCAAGAAGAAGCAGCAGAGGCATACGACATTGCTGCCATCAAGTTCCGTGGCCTGAACGCGGTGACGAACTTTGACATCACAAGGTACGACGTGGACAAG
At4g37750_AINTEGUMENTA_2R           ACTTTTGGAACCCAAGAAGAAGCTGCAGAAGCTTACGATGTAGCAGCAATTAAGTTCCGTGGCACAAATGCTGTGACTAACTTTGATATCACGAGGTACGATGTTGATCGT
'gi|18346002_Physcomitrella_2R'     ACTTACAGCACTCAAGAGGAAGCAGCGGAGGCCTACGACATAGCTGCCATAAAATATCGTGGAATTAATGCCGTCACAAACTTTCATATCTCTCGTTACCTA---------
'gi|18356869_Physcomitrella_2R'     ACTTACAGCACTCAAGAGGAAGCAGCGGAGGCCTACGACATAGCTGCCATAAAATATCGTGGAATTAATGCCGTCACAAACTTTCATATCTCTCGTTAC------------
At5g57390_2R                        ACATTTAGCACTCAAGAGGAAGCTGCAGAAGCTTATGATATAGCAGCGATCAAATTCCGCGGTCTAAATGCAGTCACCAATTTCGACATCAGTCGATATGATGTCAAATCA
At1g72570_2R                        ACATTTAGCACGCAAGAAGAAGCAGCGGAGGCGTACGATATCGCGGCAATTAAATTCAGAGGCCTAAACGCTGTAACCAATTTCGATATAAATAGATATGACGTGAAGAGG
At5g10510_2R                        ACCTTTGCAACGGAAGAGGAAGCAGCTGAAGCGTATGACATAGCAGCAATCAAATTCAGAGGAATAAACGCTGTAACTAACTTTGAGATGAACCGTTACGACGTTGAAGCC
At5g65510_2R                        ACCTTTGCAACCGAAGAGGAAGCAGCAGAGGCTTATGACATTGCAGCCATAAAGTTCAGAGGAATCAACGCAGTAACTAACTTTGAGATGAACAGGTATGACATTGAAGCT
Os6g44750_2R                        ACTTTCAGCACGCAGGAGGAGGCTGCCGAGGCGTACGACATTGCCGCTATCAAGTTCAGGGGGCTCAACGCCGTCACCAACTTCGACATGAGCCGCTACGACGTCGACAGC
Os1g67410_2R                        ACCTTCAGCACGCAGGAGGAGGCGGCGGAGGCGTACGACATCGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTCGACATGAGCCGCTACGACGTCAAGAGC
Os11g19060_2R                       ACATTTGGCACCCAAGAGGAAGCTGCAGAGGCATATGATATCGCTGCAATCAAATTCCGTGGTCTCAATGCTGTGACAAACTTTGACATGAGCCGGTACGATGTCAAGAGC
Os2g40070_2R                        ACCTTCAGCACCGAGGAGGAGGCGGCGGAGGCGTACGACATCGCGGCGATCAAGTTCCGGGGGCTCAACGCCGTCACCAACTTTGACATGAGCCGCTACGACGTCAAGAGC
Barley1_18652_Hordeum_2R            CTGTTCGACAGCGAAGTTGAAGCTGCAAGAGCGTACGACAGGGCGGCGATTCGCTTCAATGGGAGAGATGCTGTGACTAACTTTGATAGTAGCTCCTACAAT------GGA
'gi|18476518_Hordeum_2R'            CTGTTCGACAGCGAAGTTGAAGCTGCAAGAGCGTACGACAGGGCGGCGATTCGCTTCAATGGGAGAGATGCTGTGACTAACTTTGATAGTAGCTCCTACAAT------GGA
Os7g13170_2R                        TTGTTTGACAGTGAAATTGAGGCTGCAAGAGCATATGACCGGGCAGCTATCCGCTTCAATGGAAGGGAAGCTGTTACTAATTTTGATCCTAGTTCTTATGATGGAGATGTT
'TAtuc03_04_26.3852_Triticum_2R'    CTATTCGACAATGAAGTAGAGGCTGCAAGGGCTTACGACAAGGCGGCGATCAAATGCAACGGTAGAGAAGCCGTGACGAACTTCGAGCCGAGCACCTATGATGCGGAGCTG
atr01_4ms1_d10_Amborella_2R         TTGTTTGACACTGAAGTCGAAGCTGCAAGGGCATATGATAAGGCAGCGATCAGGTACAATGGAAGGGAGGCTATCACTAATTTCGAGCTTAGTATGTATGAGGGAGAAATA
'gi|11181612_Picea_2R'              TTATTTGACAGCGAAGAGGATGCTGCAAGGGCATATGATAAGGCAGCTATCAGGTGCAATGGAAAGGACGCAGTCACGAACTTTGATCCTAGCTCATATGAAAATGAGATT
'gi|11181610_Picea_abies_2R'        TTATTCGACAACGAAGTGGAAGCTGCAAGGGCATATGACAAGGCTGCAATTAGATGCAATGGGAAGGAAGCAGTTACCAACTTTAGCCCTGAGCTATATGAAAGTGAATTA
'gi|5081555_Petunia_x_hybrida_2R'   CTCTTTGATACTGAGGTTGAAGCTGCCAGGGCTTATGATAAAGCTGCCATCAAGTGTAATGGGAAGGATGCAGTTACTAACTTTGATCCTAGCATTTACGAAAATGAGCTA
'LEtuc02_10_21.11399_Lycopersic_2R' CTATTTGATACTGAAGTTGAAGCTGCCAGAGCTTATGATAAAGCTGCTATCAAGTGTAATGGAAAAGATGCAGTTACCAACTTTGATCGTAGCATTTATGAAAATGAACTT
'gi|28894444_Antirrhinum_LIPLES_2R' CTATTTGATACTGAAAATGAAGCTGCCAGGGCCTATGATAAAGCCGCCATCAAATGTAATGGAAAGGAAGCTGTTACTAATTTTGATCCTAGCATTTATGAAGATGAATTC
'gi|28894442_Antirrhinum_LIPLES_2R' CTTTTTGATACTGAAGTTGAAGCTGCCAGGGCTTATGATAAAGCCGCCATCAAATGCAATGGAAAGGAAGCTGTGACCAATTTTGATCCCAGCATTTATGAAGAAGAACTC
'gi|21717332_Malus_x_domestica_2R'  TTGTTTGACACTGAGGTTGACGCTGCAAGGGCTTATGACAAAGCAGCAATCAAGTGTAATGGCAAAGAAGCTGTCACAAACTTTGATCCCAGCATCTACGATAACGAACTC
'gi|13173164_Pisum_2R'              TTGTTTGACACAGAGGTTGAAGCTGCAAGGGCTTATGACAAAGCAGCTATAAAATGCAATGGAAAAGAGGCTGTAACTAATTTTGAACCAAGCATCTATGATAGTGAGCTT
At5g67180_2R                        CTCTTTGATACCGAGATTGAAGCTGCTAGAGCTTATGATAAAGCGGCAATAAAGTGTAATGGGAAAGACGCTGTTACCAATTTTGACCCTAAAGTATACGAGGAAGAAGAA
At4g36920_APETALA2_2R               TTGTTCGACACCGAGGTCGAAGCTGCTAGAGCTTACGATAAAGCTGCAATCAAATGTAACGGCAAAGACGCCGTGACCAACTTTGATCCGAGTATTTACGATGAGGAACTC
Os4g55560_2R                        CTGTTCGACACCGAGGAGGAAGCTGCCAGGGCGTACGACCGCGCTGCCATCAAGTGCAATGGCAAGGATGCGGTGACGAACTTCGATCCAAGCATTTACGCCGGGGAGTTC



'gi|5081557_Petunia_x_hybrida_2R'   CTGTTTGACAGTGAGATAGAAGCTGCAAGAGCGTATTACAAGGCTGCAATAAAATGCAATGGAAGGGAGGCAGTCACCAATTTTGAGCTAAGTACGTATGAAGGGGAATTG
'RAV2_gi30697755_At1g68840 '        ACTTTCAACGAGCAAGAAGAAGCTGCTCGTTCCTACGACATCGCAGCTTGTAGATTCCGTGGCCGCGACGCCGTCGTCAACTTCAAG------------------------
'RAV1_gi42562037_At1g13260 '        ACATTCAACGAAGAAGACGAAGCCGCTCGTGCCTACGACGTCGCGGTTCACAGGTTCCGTCGCCGTGACGCCGTCACAAATTTCAAA------------------------
'A4_gi30690008_TINY_At5g25810 '     ACGTTTCCTTCCCCGGAGATGGCGGCGCGTGCACACGACGTAGCCGCTCTTAGCATCAAAGGAGCCTCCGCTATACTCAATTTCCCT------------------------
'A4_gi7212005AC023628 '             TCTTTTCCGGTGCCGGAGATGGCTGCTAAGGCCTACGACGTGGCAGCGTTTTGTCTAAAAGGTAGAAAAGCTCAGCTGAATTTCCCT------------------------
'gi|19789524_Physcomitrella '       TCATTCCCCACTGCAGAAATGGCAGCCAAAGCGTACGATGCCGCTGCGGTGTGCTTGCGCGGACGATCCGTGAAGCTGAACTTCCCC------------------------
'gi|18348070_Physcomitrella '       TCATTTCCGACTGCGGAGATGGCAGCGCGGGCGTATGATATTGCCATGGTTTGTTTGAGAGGTCCCTCTGCTGTCCTGAATTTCCCC------------------------
'A2_gi30680919_DREB2A_At5g05410 '   ACTTTCCCTACTGCTCAAGAAGCTGCTTCTGCTTATGATGAGGCTGCTAAAGCTATGTATGGTCCTTTGGCTCGTCTTAATTTCCCT------------------------
'A5_gi42562576_RAP2.1_At1g46768 '   TCTTACACAACCGATATCGCCGCCGCTAGAGCCTACGACGTGGCCGTCTTCTACCTCCGTGGCCCCTCCGCACGTCTCAACTTCCCT------------------------
'B2_gi30695605_RAP2.12_At1g5391 '   ACGTTCAAGACAGCTGAGGAAGCTGCTAGAGCTTACGATGCTGCAGCGCGGAGAATCCGTGGATCTAAAGCTAAGGTGAATTTCCCT------------------------
'gi|18351137_Physcomitrella '       ACCTTCGACACAGCTGAACAAGCAGCAATGGCTTACGACACTGCCGCAATCAGATTCAGAGGGTTAAGAGCGAAGCTCAATTTCCCC------------------------
'B4_gi42562554_RAP2.6_At1g43160 '   ACATTCGAGACAGCCGAGGCCGCCGCAAGAGCCTATGATGCGGCAGCACTTCGCTTTAGAGGAAGCAAAGCAAAGCTTAATTTCCCC------------------------
'A1_gi18416558_DREB1A_At4g25480 '   ACATTTCAAACCGCTGAGATGGCAGCTCGAGCTCACGACGTTGCCGCTTTAGCCCTTCGTGGCCGATCAGCCTGTCTCAATTTCGCT------------------------
'B1_gi2281634_RAP2.5 '              ACTTTCGATACGGCTGAAGAGGCGGCGCGTGCTTACGATACGGCGGCGCGTGATTTTCGTGGTGCTAAGGCTAAGACCAATTTCCCA------------------------
'A3_gi18405311_ABI4_At2g40220 '     ACTTTCGCAACCGCCGAAGACGCCGCACGTGCCTACGACCGGGCTGCCGTTTACCTATACGGGTCACGTGCTCAGCTCAACTTAACC------------------------
'A6_gi2281632_RAP2.4 '              ACTTTTGACACGGCGGAGGAAGCTGCGTTGGCCTATGATAAGGCGGCGTACAAGCTGCGCGGCGATTTCGCCCGGCTTAACTTCCCT------------------------
'B1_gi42562651_AtERF3_At1g50640 '   ACTTTCGATTCCGCCGAAGAAGCTGCTCGCGCTTACGACTCCGCCGCTCGTAACCTCCGTGGTCCTAAAGCCAAAACTAATTTCCCC------------------------
'B5_gi42566428_AF080120 '           ACTTTTGACACGGCGGAGGAAGCTGCCATTGTTTACGATAACGCAGCTATTCAGCTACGTGGTCCTAACGCAGAGCTTAACTTC---------------------------

;
End;


