Table 4. Alignment of Arabidopsis thaliana type I MADS domain proteins
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AGL43 SSSAYS- - -- - LASTSLSNR LETI FKKASE LCTLC- DI EA CVI YYGPDGE ------- LKT
AG75 SSSSYS---- -LAFTSLSNR LETI FKKASE LCTLC- DI EA CVI YYGPDGE ------- LKT
AGL76 SSSSYS---- -LASTSLSNR LETI FKKASE LCTLC-DI EA CVI YYGPDGE ------- LKT
AG81 SSSSYS---- -LASTSLSNR LETI FKKASE LCTLC- DI EA CVI YYGPDGE ------- LKT
AGL98 SSSSYS---- -LASTSLSNR LETI FRKASE LCTLC- DI EA CVI YYGPDGE ------- LKT
AGL77 SSSSYS---- -LASTSLSNR LETI FKKASE LCTLC-DI EA CVI YYGPDGE ------- LKT
AGL78 SSSS------ -RNSTSLTNR LKTI FKKAEE LSILC- AlEV CVI YYGPDGE ------- LRT



AGL52
AGL51
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AG.54
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AG.85
AG.88
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AGL99
AG_39
AGL60
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SSS-------
SSSSSS- - - -
FFKKPNSAFS
SSSSTA- - - -
SSSSTA- - - -
SSS- NA- - - -
SSSSTA- - - -

KSDDDD- DLR
KSDDDDGDLH
LI ANER- - - -
LI ANER- - - -
LI ANEI - - - -
FI ENDS- - - -
LI ENSV- - - -
LI ANKT- - - -
LI PDRH- - - -
FI ENET- - - -
YI SND
YI FNDR- - - -
YI TNES- - - -
W ENDK- - - -
W ENDN- - - -
W RDDR: - - -
LI SDNA- - - -
Rl ANDK- - - -
Rl TNEK- - - -
KMENES- - - -
KMKNES- - - -
KMTKES- - - -
KMTNES- - - -
KI KKES- - - -
KVQDTN- - - -
MVODVN-
FI EDS| - - - -
KI EKDE- - - -
KI EKDE- - - -

KVENYG- - - -
TI QKRD- - - -
TI KRD- - - -
TI QKSD- - - -
KI I NKP- - - -
Rl EDKN- - - -
LI EKKD- - - -
KRETKE- - - -
El MLET- - - -
KI EEET- - - -
Rl ESLK- - - -
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WPPER- - - - E
WPKEK- - - - E
WPKEK- - - - E
WPPER- - - - E
WPPER- - - - E
WPKER- - - - E
WPKER- - - - E
WPKDR:- - - - E
WPKER- - - - N
WPEER- - - - E
WPDDQ- - - - S
WPEDQ - - - S
WPEDQ - - - S
WPEDQ - - - S
WPEDQ - - - S
WPEDE- - - - S

- CNPTSLTNR
- RNSTSLTNR
SSRATSLI KR
- KKTTNLSMR
- KKTTNLSMR
- KKTTNLSMR
- KKTTNLSMR

RKKQSFFKQR
RKKQSFFKQR
- SRKTSFI KR
- SRKTSFMKR
- SRETSFMKR
- VRKTTFTKR
- SRKTTFTKR
- SRRTTFRKR
- FRRATFRKR
- ARKSTFKKR
- SRKATFKKR
- MRKRSFKQR
- MRKATFNKR
- SRATSLQKM
- TRAI SLRKR
- MRRASLKRR
- TRRVTFRKR
- TRI TTYKKR
- TRI TTYKKR
- NLQVTFSKR
- NLOVTFSKR
- NLOVTFSKR
- NLQVTFSKR
- HROVTFSKR
- TKOVTFSKR
- TROVTFSKR
- ERKATFSRR
- DRSVTLSKR
- GRSVTFSKR
----- TI SN

- DRM TFSKR
- SLRVTCTKR
- SLRVTCTKR
- YLRVTCTKR
- AKTVAFTKR
- VRAVAFTKR
- SRAVAFSKR
- QRAVTCSKR
- RRQVTFSKR
- KROVTFSKR
- ERSSKFSKR

o
135
KVRDI ALRYS
KVRDI ALRYS
KVRDI ALRYS
KVEDI ALRYS
KVEDI ALRYS
KVRDI ALRFN
TVKDVALRYK
TVKNVALRYK
TVKDVASRYK
KVKAI ARRYG
KVRDVAERFS
KVRDVAERFS
KVRDVAERFS
KVRDVAERFS
KVRDVAERFS
KVRDVAERFT

WPQSQDHNPQ ALHEI VAKFN

LKTI FKKAEE
LKTI FKKAEE
QQTVFKKAKE
EQTMFKKALE
EQTVFKKALE
EQTMFKKALE
EETMFKKALE
EDTMVFKKALE
- - - MFKKALE
FPGFKKKASE
FPGFKKKASE
KDG FKKLHE
KNG FKKLHE
KNG MKKLYE
KKGMLKKFNE
KKGMIKKLTE
KGG TNKLHE
NAGH RKKLHE
KKGLLKKAQE
KKGLMKKVHE
REGFLKKLND
KKGLVKKI HE
RVGLLKKVKE
RVGLVKKVRE
LTGLI KKVNE
KDGLLKKI YE
KASL YKKAQE
KACL YKKASE
RFGLFKKASE
RSGLFKKASE
KAGLFKKASE
RSGLFKKGSE
RAGLFKKASE
RLGLFKKASE
RTGLFKKASE
RNGI FKKADE
LNAI YTM | E
LNG YTKI SE

------- MNE
KTG FKKMNE
REGLYSKASQ
RKGLYSKASQ
REGLFSKASQ
REGLFRKASQ
KSGLFHKASE
SRGLYSKASD
ROQTVFSKAAD
RSGLFKKAAE
RRGLFKKSAE
KKGLFKKAEE
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Q LNEALRRK
L- LNEALRRK
Q LNEALRSK
Q LNEALRRK
Q LNEALRRK
Q LNEALRHK
- - - - EARKRK
- - - - EDRKRK
- - - - EATKRK
E- LSETKRRK
R- LHERERCK
R- LHERERCK
R- LHERERCK
K- LHERERRK
K- LHERERRK
K- LNERERRK
A- LSDERRKN

LSTLC DI EV
LSTLC DI EV
LSTLC DI EV
LSTLC- NI EV

LVTLC GVEA
LTTLC GVKA
LTTLC DI KA
LG LC GVPI
LSTLC- G TA
LKVLC- DVNA
LSVLC G EA
LTI LC- AVRA
LSI LC DI KA
LS| LC- DMRA
LTVLC GLPA
FSTLC GVET
FSTLC- GVDT
LCTLS- GAEI
LCTLC GAEV
FCTLC- DAKI
LCTLC- DAEI
LCTLC GAEI
LATLC- NAEV
LATLC- NAEL
LAKLC- NVEI
LS| LC- GVEV
LSI LC- GVEV
LS| LG GAEV
LVAMC- DVEV
LVAMC- DVEV
LCLLS- DAQI
LCLLS- DAQI
LCLLS- DAQI
LCLLSPATQI
LCLLSPGTQI
LCLLS- DAQI
LCLI S- GANI
LSVLC GAQI
LSVLT- GAKI
VALLC- DSDI
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KSVNLHGFLN
KSVNLHGFLN
KSVNLHGFLN
KSVTLYDFLN
KSVTLYDFLN
KSVNLHGFLN
KSRNLHEFLE
KCLNLHEFLE
Keommmmmm e
GSVDLHEFLE
KRTNLSLFLR
KRTNLSLFLR
KRTNLSLFLR
KRTNLSLFLR
KRTNLSLFLR
KRTNLSLFLR
HACDL NDFP-

GFl CYGPDN-

CALI| YSPFI P
CALI| YSPFI P
CTLI YSPFI P
CAVI RSPYNS
CAWYSPFNS
CAVI SSPYEN
CAVI YSPFEN
FAVVNSPYEL
CAl | YSPYDT
CAWYNPFNS
CAVI YSPFNS
I VI I FSPDKV
CTl VFSPNEA
SVWWFNREEE
CAl | YSEYKD
CLI VYGPTKA
CVI VYGPSRA
LLI VFSPGCEK
Al VWFSPGRK
AM VFSPACK
Al | VFSPSCK
G | VFSPAKK
G WFSPGN\K
G WFSPGXK
AVLVI SPTNI

AFI GYSCSCK

AFLI FSQPKK
AFLI FSQPKK
Al LATPPSSE
Al LATPPSSE
Al LATPPTSE
Al LAAPMTSK
Al LATPLSSH
Al | ATPVSSK
AVFVTSPSDS
G | TFSRCDR
AVI TFSKCDR
M.I VWSPTEK
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KKKK- - - - - N
KKK- - - - - - N
KKKKK- - - KK
KKKDKTNLEK
KKKNKTNLEK
KKK- - - - - KN

KMNKD- - - - -

TDWVI SEPEI
GDEMVMEPEL

S- - - NVSFYS
S- - - DVSFYS
S--- NI SFYS
S- - - HASFYS
S- - - HASFYS
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KGLKNTDK- K
KGLKNPNK- K
KGLKNPNN- K
KAKI TDND- D
KAKI KDND- L
KGLKNPNK- K
- - - KDKD- - K
- - VKDKDKYK
DPEKEEKKKI
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AGL29
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AG.58
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AG.55
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AGL39
AG.60
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AGL33
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AGL53
AG.54
AGL89
AGL26
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AGL49
AG_36
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AG.35
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AGL46

WPQSQDHNPQ ALHE!I VAKFN
WPSR- - - - - E GAKKVASRFL
WPSR: - - - - E GAKKVASKFL
------------------ FL
WPSR- - - - - E GVEEVMBKFM
WPSR- - - - - E GVEDWSKFM
WPST- - - - - E GVQEAVSMFM
WPST- - - - - E GVQEVI SEFM

WPSR- - - - - E AANQWSQAK

WPSN- - - - - S GVQRVVSEFR
WPSK- - - - - S EVNNI | KKFE
WPSN- - - - - S EVKNVMENFE
WPSP- - - - - Q ATHGLLDEFF
WPS-----en mmeeeaa
WPSP- - - - - E AANSLI DNFY
WPNL- - - - - N EVRSI LNRLS
WPKDE- - - - T KVRAI | RKYK
WPKDG- - - - S KVREI LTKYR
FGHP- - - - - - SVQEL| HRFS
FGHP- - - - - - NVDSVI DRFI
FGHP- - - - - - NVDVLLDHFR
FGHP- - - - - - NVNKLLDHSL
FGHP- - - - - - SVESVLDRYV
FGKP- - - - - - NFDVI AERFK
YGKP- - - - - - NLDSVAERFM
YGYP------ CFNDVVERI Q
FGSP- - - - - - SFQAVVERFL
FGSP- - - - - - SFQAVAERFL
FGSP- - - - - - SFQAVAERFL
FAHP- - - - - - SMKEVADRLK
FAHP- - - - - - SMKKVADRLK
FGHS------ SVDAVVSAFL
FGHS------ SVDAVVSAFL
FGHS------ SVDAVVSSFL
FGHS------ SVDNVWVSSLL
FGHS------ SVDHVWVSSLL
FGHS------ SVDNVVAAFL
FSGYS- - - - - SAYEI ADCYL
FON------- - VNSLI DKYL
FGH------ - VDALI DKYL
FNTRSRSFHT | ---------
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RKTSLKK- VN VLKYPLADHY
MKTSLKN- VN | LKYPLADHY
RKTCLKKNVN VLKYPLADHY
LKTCLKN- VN | LKYPLADHY
KKTSLKN- VN VLKYPLADHY
GKTNLKK- - - - NWYPNFDHY
GKTNYVK- - N PNWYPNFDHY
-------- KR
KVRRVPKVKY PVWDPRFDNY
----1LDDTK
----1LDDTK
----1 LHDKK
----1 LDDNK
----1LDNSK
----1 LDDNK
——————— HHL

A- LSDERRKN
E- MPPTARTK
E- MPRTARTR
E- MSPTARTR
E- FSVLDRTK
E- LSVLDRTK
E- RPATEQSK
E- KPATERSK
T- MBVMVDKTK
T- LPEMDQHK
M LPETQRKV
M LTKLEQEK
A- LPKSVQKK

S- LTDHERTM
E- LPVEKQTK
DTVSTSCRKE
DTASSSCTKT
N- PNHNSAI V
N-- - - NNPLP
G----CWG
G----RVIR

S- RN- NVBLA QS

N- EFEEEEEG
R- EYDDSDSG
No--P-----
N- G - EASSS
N- G - DASSS
N- R- - EASSS
N- - - PSRQEP
N- - - PSRQEP
S--GR-P
S - - GKRPVS
S - - GORCVP
Y- - - DHPPLT
H N- QHPSLP
T-N----QRP
NRKPPPKI VN
R- KAPVMLRS
R- KSPVKLEG
------- LER

co ]
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PPDQVSPL- -
PPDQVSPL- -
PPDQVSQL- -
SPDQVSQL- -

SVEQLMAL- -
LSEKVLEM -
LSEKVLEM -
LSEKVLEM -
LSEKVLEM -
LSEKVLEM -
LSGKVLEM -
KGLSREELR-
KGLSREELR-
AKEQLKNLA-
AKEQLKNLA-
AKEQLQNL V-
ETERLOKLR-
EKEQLOKLR-
ETKKLESLR-
EQNKLESLR-
ATESWKKLR-
ATETLRRQR-
VEKQSKKLI -

HACDLNDFP-
KMVDQETYLM ER- - - - - - - -
KMVDQETHLM ER- - - - - - - -
KMVWNQETYLM ER- - - - - - - -
KMVDQETFLR QR----- - - -

KMDQETFI S QR--- - - - - -
LMVBHETYLQ DK- - - - - - - -

TMVBHETFLR
KMYNQETFLQ

KMDQEGFLK QR

KSVNHEEFLN
KMVSHEGFI R
KESNVESYLK
RLMDI ELFLN
KAVDPES- - -

YMVDQKDLMN
TNVETFVNDV
YTVQECLEKN
HHONNN- - - -

SSS-------

LERDD- - - - -
VPKDNKETRE
APKDNKETRE
LQEDTKEMRE

A
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-1 QSLELHVS
-1 QSLELHVS
- TQSLKLHVS
-1 QSLEPHVS
- - - SLEPHVS
- TQSLELNVS
-1 QSLERTLS
-1 QSLERTLS
------- TLS
- VQSLERNLT
- EDSLESGLR
- EDSLESGLR
- EDSLESGLR
- KDSLESGLR
- KDSLESGLR
- KDSLERGLR
- KHLLHLDSQ
- KHLLHLDSQ
- AENRELQVR
- AENRELQVR
- GANGELQYR
- DENRNSQ R
- DENHNSQ R
- RENRESQLR
- RENRETQLK
- KENKELEMK
- KDSRELEMT
- VENKETCLK

[x} _______
QQ ........

Q\j_ .......
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KFHE- RLEFL
KFQE- RLRFL
KFQE- RLRFL
KVRE- Rl RFV
KVRE- Rl RFV
KFQE- RLRFL
TLQE-RLRI V
TLOK- RLRI V
TLQE- RLRI V
Rl QH RTCAV
VLQD- KLLLL
VLQD- KLLLL
VLQD- KLLLL
VLQD- KLLLL
VLQD- KLLLL
VLQD- KLLLL
LLGV- REQKI
LLGV- RECKI
RFMF- DCVEG
RFMF- DCVEG

NI MF- DCLSG
EVMF- QCLI G
EVMF- KCLGG

e
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ESR- KQNETQ
ESQ KONQTK
ESQ KQ - TK
ESQ KHKETK
ESQ KHKETK
ESQ KQNETK
EAQ KLQNTN
ESQ KKQNTN
ESQ KQONKN
VEA- QGGQRRV
QPE- KNQTEF
QPE- KNQTEF
QPE- KNQTEL
QPE- - NQTEL

El L- KKTLTG
El L- KKTLTG
KMS- QYHYDA
KM5- QYRYDA

EVD- VSHLHG
ETN- VYNLDG
KVB- EHQYGA
KMVB- EQQYGA
KTL- VSSI EK
NVE- MFHLNI

NMG- DFVIVND



AGL43
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AGL76
AGL81
AG.98
AGL77
AGL78
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AGL51
AGL103
AG.93
AGL53
AGL54
AG_89
AGL26
AGL101
AG.50
AGL49
AGL36
AGL90
AGL34
AGL37
AG_38
AGL86
AGL92
AG_35
AGL80
AGL46
AG.45
AGL48
AGL41
AGL96
AGL87
AGL82
AG.47
AGL40
AGL62
AG.23

-LTRS--- - -
SSEKD- - - - -
SSEKD- - - - -

KDLQD- - - - -

TELRD- - - - -
VDLND- - - - -
NDRLD- - - - -
RNRED- - - - -
SEMYA- - - - -

DCSEE- - - - -

________ LQ
-------- M
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LASSSLNHQT
LTPSSLNHYT
LTPSSLNHQT
LASSSLNHQT
LASSSLNNQT
LTS-- I SSLN
LTP- SYLNQT
LTP- SYLNQT
LTP- SYLNQI
MVA- NTIVNQL
VSS- - - - TTN
VSS- - - - TTN
VYS- - - - TTY
VSS- - - - TTN
I'NN-- - - GON
VSS- - - - LDY
GARVS- ENSA
GARVS- ENSA
LQSCI NLYLD
LLSCMNLYLD
LLSCI NLYLD
LNVFLNKYLN
LSLYI DKYLN
LSLYI DHYI N
LSLFTDQYLN
FGYVI EQQLK
LGYM EQYLK
LCKFI DHYLR
LCKYI DQYLK
LLSFSRDTI L
LLSYSRETI M
KLI PYADKKL
LARAADVVDK
ERS- - MFRVN
NRN- QTFPDT
ES- - - REQVG
EK- - - TKALG
RE- - - NENAE

TVESNNKKM
FQEQLKKSK-
VNEKL| KSC-
VI EKI EKKR-
AEKKLEK:- - -
VTKKRVKREN
VEKPTI AT- -
LVETRPDR- -
LRETRRNS- -
LDESYTKL- -
FAESRTKL- -

Q LQGS- - PA- -

YSRGNRAR: -
KS- GNYRP- -
VKNAHKQA- -
VMNAHKQA- -
VMNAHQQA- -
LVEAYKKQ -
LVEAYKKR- -
LTRNNLGL- -
LTRKNLGL- -
LSRTNLGL- -
--RS--GL--
--RS--GL--
--GL--G--
- GS--KL- -
NGEEDNDG- -
DEESRRP- - -

ceo e
265
QSLNPSQFSL
QSLNPSQFSL
QSLNPROFSL
QSLNPSQFSL
QSLNPSQFSL
QSLNPSQFSL
QHLNPSKFSL
QHLDPSKFSL
QHLNPSNFSP
QQHSN- QVSM
PLSPPPS- - -
PLSPPPS- - -

LRTGNVKKKR
| SDHKLKI EP
| SDHKLKI EP
QLNGRI ESI K
QLNGRI ESI K
QLNGRI EI LK
GVI RRVE! LK
GLTRRI El LI

QLNSSVMLLT
QLNARKKFLT
DVNRRI El LK
DVNRRI El LR
NLYHHKNVTL
EL YHHKNKT

LCRKKLAFMQ
SFRKKFDFMQ
MALSKRVGST
KLKAI RERI K

- | DNAERTMK
- KKNKEHVI D
- KKNKEYVSN
- ADTRKVI TE
----- EKNVHT
KYSSWEEKLD
- - - KYPTWDK
- -~ NI QYLNN
--- | VQDLNN
- - - HVQVLNK
---RIQWLNE
- - - ASCELNM
- - - QEKKI CK
- - - KLKRLSE
- -~ KI QELCK
--- Kl CELCK
--- KI GELCK
- -~ RFHDLI K
- -~ RLHDLVK
- - - GFVWANDE
- - - GFWWANDE
- - - GFVWANNE
- - - GFWAEDK

EAMF- QLLSG KGE- KLNLTD
ELMV QLQSG R- E- | ADLNQ
ELMV QLQRG R- R- | HDLNL
FEMDELMFQV QNGRELADLS

RAMK- LGLNA
KCSREQLHGI

KL DQCSLNDL
| LTE- VLANQ
HLTQ VLSQL
SYTE- VKAEV
SLTE- VMAEK
QLTH | LSEV
RLNS- | TEEA
RLDL- LNQEV
SASS- KLRSL
RYNR- LVEEL
KYNR- LVEEL
VYNR- WEEA
KVEA- LEEEL
KVEA- LEEEL
SLAR- SENPQ
SLVR- SENPQ
SLNK- SENPQ
RFDV- SENVE

GSN- DLI TDT
FCAVDSKLNE
YAVFMAVENK
EKE- KQKRW
ETE- KKKYDE
EKE- QKNKQS
EKE- QETKQS
EEE- KKKGQA
EAE- KKHGED
EAE- KERGEK
MKELEQ KEF
KVD- EVKVKK
KVD- EVKVKK
KTE- EAKVKK
AVDLEKLKLL
AVDLEKLKLL
El S- EAl DSM
El S- EAl GSM
El S- DAI NSM
ELK- EAVDAV

- - - GFWAEDQ AFDR- LENVD ELK- EAVDAV

- - - DYWAEDE
- - - GFWAEDP
- - - LMAAERA

ce e
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FMYNHGD- NT
FMYNHGD- NT
FMYNHGD- NT
FMYNHGD- NT
FMYNHGD- NI
FMYNHGY- NT
FMYNHGD- AT
YMYNHGD- AT
YMYNHGDAAT
YLVNHGNGA-
LI EDHRHQQR

RLSK- SEDLE
DLYHSCDDLS
VESV- PE- - E
VESV- PE- - E
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LSQ PVS- - -
LSQ PVS- - -
LSQ SVS- - -
LSQ PVS- - -
LSQ PVS- - -
LSQ PVS- - -
LSQLPLS- - -
LSQLPLS- - -
LSQLPLS- - -
FSQ PVS- - -
TEPLMSG - -

LI EDHRHQQW TEPLMSG- - -

| EDHQHQQOW TEPLSNT- - -
- - EDHHAQQW TEPLVTG - -

Cl LSSQ KLI
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