
At1g72210       ------------------------------------------------------------
At1g22490       ------------------------------------------------------------
At2g46810       -----------------------------------------------MFVLRVSNQSFKL
At3g61950       ------------------------------------------------------------
At4g01460       ------------------------------------------------------------
At5g53210       ------------------------------------------------------------
At3g06120       ------------------------------------------------------------
FAMA            MDKDYSAPNFLGESSGGNDDNSSGMIDYMFNRNLQQQQKQSMPQQQQHQLSPSGFGATPF
At5g46690       ------------------------------------------------------------
At5g65320       ------------------------------------------------------------
                                                                            

At1g72210       ------------MALEAVVYPQDPFSYIS-CKDFPFYDLYFQEEEDQDPQDTKNNIKLGQ
At1g22490       ------------MPLEAVVYPQDPFGYLSNCKDFMFHDLYSQEE--FVAQDTKNNIDK--
At2g46810       HQQVQCKDEIFCLDQKVNVRRSLQVQETVEDHQSFALEEEEQQLSTPSLLQDTTIPFLQM
At3g61950       MERFQGHINPCFFDRKPDVR-SLEVQGFAEAQSFAFKEKEEESLQD-------TVPFLQM
At4g01460       -----------------------------MSGLMSFGELEDQFGQISDTTMEEKIPFLQM
At5g53210       ------------------------MQEIIPDFLEECEFVDTSLAGDDLFAILESLEGAGE
At3g06120       ------------------------------------------------------------
FAMA            DKMNFSDVMQFADFGSKLALNQTRNQDDQETGIDPVYFLKFPVLNDKIEDHNQTQHLMPS
At5g46690       -----------------------------------------------MTLEALSSNGLLN
At5g65320       ---------------------------------MMFQQDYPHGFSLVETSLSYEMLDYFQ
                                                                            

At1g72210       GQGHGFASNNYNGRTGDYSDDYNYNEEDLQWPRDLPYGSAVDTESQPPPSDV--------
At1g22490       -LGHEQSFVEQGKEDDHQWRDYHQYPLLIPSLGEELGLTAIDVESHPPPQ----------
At2g46810       LQQSEDPSPFLSFKDPSFLALLSLQTLEKPWELENYLPHEVPEFHSPIHSETNHYYHNPS
At3g61950       LQ-SEDPSSFFSIKEPNFLTLLSLQTLKEPWELERYLSLEDSQFHSPVQSET-----NRF
At4g01460       LQCIEHPFTTTEPNQ-FLQSLLQIQTLES----KSCLTLETNIKRDPGQTDD--------
At5g53210       ISPTAASTPKDGTTSSKELVKDQDYENSSPKRKKQRLETRKEEDEEEEDGDG--------
At3g06120       ------------------------------------------------------------
FAMA            HQTSQEGGECGGNIGNVFLEEKEDQDDDNDNNSVQLRFIGGEEEDRENKNVT--------
At5g46690       FLLSETLSPTPFKSLVDLEPLPENDVIISKNTISEISNQEPPPQRQPPATNR--------
At5g65320       NIVVSNSEDVASQQNSISSSSYSSATLSCSITEQKSHLTEKLSPLRERYGCG--------
                                                                            

At1g72210       ----------------------------------------------AAGGGRRKRRRTRS
At1g22490       --------------------------------------------------HRRKRRRTRN
At2g46810       LEGVNEAISNQELPFN------------PLENARSRRKRKNNNLASLMTREKRKRRRTKP
At3g61950       MEGANQAVSSQEIPFSQANMTLPSSTSSPLSAHSRRKRKINHLLPQEMTREKRKRRKTKP
At4g01460       -----------------------------------PEKDPRTENGAVTVKEKRKRKRTRA
At5g53210       -----------------------------------------------EAEEDNKQD----
At3g06120       ------------------------------------------------------------
FAMA            -----------------------------------------------KKEVKSKRKRART
At5g46690       -------------------------------------------------GKKRRRRKPRV
At5g65320       -------------------------------------------------DFLSRKRRRRS
                                                                            

At1g72210       SKNKEEIENQRMTHIAVERNRRKQMNEYLAVLRSLMPPYYAQRGDQASIVGGAINYLKEL
At1g22490       CKNKEEIENQRMTHIAVERNRRKQMNEYLAVLRSLMPSSYAQRGDQASIVGGAINYVKEL
At2g46810       TKNIEEIESQRMTHIAVERNRRRQMNVHLNSLRSIIPSSYIQRGDQASIVGGAIDFVKIL
At3g61950       SKNNEEIENQRINHIAVERNRRRQMNEHINSLRALLPPSYIQRGDQASIVGGAINYVKVL
At4g01460       PKNKDEVENQRMTHIAVERNRRRQMNEHLNSLRSLMPPSFLQRGDQASIVGGAIDFIKEL
At5g53210       -------GQQKMSHVTVERNRRKQMNEHLTVLRSLMPCFYVKRGDQASIIGGVVEYISEL
At3g06120       -----------MSHIAVERNRRRQMNEHLKSLRSLTPCFYIKRGDQASIIGGVIEFIKEL
FAMA            SKTSEEVESQRMTHIAVERNRRKQMNEHLRVLRSLMPGSYVQRGDQASIIGGAIEFVREL
At5g46690       CKNEEEAENQRMTHIAVERNRRRQMNQHLSVLRSLMPQPFAHKGDQASIVGGAIDFIKEL
At5g65320       EKTIVDKENQRMNHIAVERNRRKQMNHFLSILKSMMPLSYSQPNDQASIIEGTISYLKKL
                           :.*::******:*** .:  *::: *  : : .*****: *.:.::  *

At1g72210       EHHLQSMEPPVKTATEDTGAGHDQTKTTSASSSGPFSD----------FFAFPQYSNRPT
At1g22490       EHILQSMEPKRTRTHDPKGD-----KTSTSSLVGPFTD----------FFSFPQYSTKSS
At2g46810       EQQLQSLEAQKRSQQSDDNK--EQIPEDNSLRNISSNK----------LRASN-------
At3g61950       EQIIQSLESQKRTQQQSNSE--VVENALNHLSGISSND----------LWTT--------
At4g01460       EQLLQSLEAEKRKDGTDETP--KTASCSSSSSLACTNS----------SISSVSTTSENG
At5g53210       QQVLQSLEAKKQRKTYAEVLSPRVVPSPRPSPPVLSPR-----KPPLSPLSSNHESSVIN
At3g06120       QQLVQVLESKKRRKTLNRPSFPYDHQTIEPSSLGAATT-----RVPFSRIENVMTTSTFK
FAMA            EQLLQCLESQKRRRILGETGRDMTTTTTSSSSPITTVANQAQPLIITGNVTELEGGGGLR
At5g46690       EHKLLSLEAQKHHNAKLNQSVTSSTSQDSNGEQENPHQPSSLSLSQFFLHSYDPSQENRN
At5g65320       EQRLQSLEAQLKATKLNQSPNIFSDFFMFPQYSTATAT-----------ATATASSSSSS
                :: :  :*.                                                   

At1g72210       SAAAAEG--MAEIEVTMVESHASLKILAKKR-----------PRQLLKLVSSIQSLRLTL
At1g22490       SDVPESSSSPAEIEVTVAESHANIKIMTKKK-----------PRQLLKLITSLQSLRLTL
At2g46810       ---KEEQSSKLKIEATVIESHVNLKIQCTRK-----------QGQLLRSIILLEKLRFTV
At3g61950       ---LEDQTCIPKIEATVIQNHVSLKVQCEKK-----------QGQLLKGIISLEKLKLTV
At4g01460       FTARFGGGDTTEVEATVIQNHVSLKVRCKRG-----------KRQILKAIVSIEELKLAI
At5g53210       ELVANSKSALADVEVKFSGANVLLKTVSHKI-----------PGQVMKIIAALEDLALEI
At3g06120       EVGACCNSPHANVEAKISGSNVVLRVVSRRI-----------VGQLVKIISVLEKLSFQV
FAMA            EETAENKSCLADVEVKLLGFDAMIKILSRRR-----------PGQLIKTIAALEDLHLSI
At5g46690       GSTSSVKTPMEDLEVTLIETHANIRILSRRRGFRWSTLATTKPPQLSKLVASLQSLSLSI
At5g65320       HHHHKRLEVVADVEVTMVERHANIKVLTKTQ-----------PRLLFKIINEFNSLGLST
                           .:*...   .. ::                    : : :  ::.* :  

At1g72210       LHLNVTT-RDDSVLYSISVKVEEGSQLNT-VEDIAAAVNQILRRIEEESSFS--------
At1g22490       LHLNVTT-LHNSILYSISVRVEEGSQLNT-VDDIATALNQTIRRIQEET-----------
At2g46810       LHLNITSPTNTSVSYSFNLKMEDECNLGS-ADEITAAIRQIFDS----------------
At3g61950       LHLNITTSSHSSVSYSFNLKMEDECDLES-ADEITAAVHRIFDIPTI-------------
At4g01460       LHLTISS-SFDFVIYSFNLKMEDGCKLGS-ADEIATAVHQIFEQINGEVMWSNLSRT---
At5g53210       LQVNINT-VDETMLNSFTIKIGIECQLS--AEELAQQIQQTFC-----------------
At3g06120       LHLNISS-MEETVLYFFVVKIGLECHLS--LEELTLEVQKSFVSDEVIVSTN--------
FAMA            LHTNITT-MEQTVLYSFNVKITSETRFT--AEDIASSIQQIFSFIHANTNISGSSNLGNI
At5g46690       LHLSVTT-LDNYAIYSISAKVEESCQLSS-VDDIAGAVHHMLSIIEEEPFCCSSMSELPF
At5g65320       LHLNLTT-SKDMSLFTFSVKVEADCQLTPSGNEVANTVHEVVRRVHKER-----------
                *: .:.:         :  ::     :    ::::  :.. .                  

At1g72210       -------------
At1g22490       -------------
At2g46810       -------------
At3g61950       -------------
At4g01460       -------------
At5g53210       -------------
At3g06120       -------------
FAMA            VFT----------
At5g46690       DFSLNHSNVTHSL
At5g65320       -------------

Supplemental Figure 4: Alignment of bHLHs in FAMA 
clade.  ClustalW alignment of 10-member FAMA clade. bHLH 
domain boxed in blue, conserved N-terminal domain in yellow, 
and conserved C-terminal domain in green.


