
Fig. 7- Phylogenetic tree of KNOX Class1 and Class2 protein 
sequences obtained using maximum parsimony analysis.
Values are bootstraps from a 1000 replicates. The outgroups used 
were CEH25-A from Caenorhabditis elegans (Ce) (Wormpep
Acession number CE1219); MEIS2 from Mus musculus (Mm) 
(U57343); XMEIS1-1 from Xenopus laevis (Xl) (U68386) and 
BELL1 from Arabidopsis thaliana (At) (U39944). The remaining 
sequences accession numbers are listed below in alphabetical 
order: Acetabularia acetabulum (Aa) Aa KNOX1 (AF170172); 
Arabidopsis thaliana (At) KN1 (X81353); KNAT1 (U14174); KNAT2
(U14175); KNAT3 (X92392); KNAT4 (X92393); KNAT5 (X92394); 
STM (U32344); Brassica napus (Bn) BNHD1 (Z29073); 
Dendrobium grex (Dg) OVG2 (AF100326); Glycin max (Gm) SBH1
(L13663); Hordeum vulgare (Hv) HOODED K (AF022390); 
Ipomoea nil (In) PKN1 (AB015999), PKN2 (AB016000), PKN2S1
(AB016001); PKN3 (AB016002); Lycopersicon esculetum (Le) 
LET6 (AF000141); LET12 (AF000142); THOX1 (U76409); THOX2
(U76410); TKN1 (U32247); TKN3 (U76408); Malus domestica (Md) 
KNAP1 (Z71978); KNAP2 (Z71979); KNAP3 (Z71980); Nicotiana
tabacum (Nt) NTH15 (AB004785); NTH23 (AB004797); Oryza
officinalis (Oo) OOKN1 (AF011554); Oryza sativa (Os) HOS9 
(AB007624); HOS13 (AB007625); HOS66 (AB007629); OSH1
(D16507); OSH15 (AB016071); OSH45 (D49703/D49704); 
Pennisetum americanum (Pa) PAKN1 (AF011553); Physcomitrella
patens (Pp) MKN1-3 (AF285148); MKN2 (AF285147); MKN4
(AF284817); Picea abies (Pa) HBK1 (AF063248); Picea marina 
(Pm) SKN1 (U90091); SKN2 (U90092); Pisum sativum (Ps) KN16
(AF080104); Secale cereale (Sc) SCKN1 (AF016646); Zea mays
(Zm) KN1 (X61308); LG3 (AF100455); RS1 (L44133). In red are K. 
daigremontiana (Kd) sequences. 




