Figure 5

Sequence Alignments

Amino Acid Markers

>QueryEPSPS
MAHSADQAPVPRRFARSGPLTGTIRVPGDKSISHRALMLSALCVGQSRISGLLEGEDVLATAAAMRAMGARIERGADGIWTVH
GVGVGGLIQPAQALDMGNSGTSTRLLMGLVASHPITAMFTGDASLSRRPMARVTDPLGEMGAEFNASPGGTLPLMVRGISPAV
PISYRLPVASAQVKSAILLAALNTPGTTTVIEPVATRDHSEKMLKGFGADLTVETDADGVRHIHVTGPCDLTAQDIEVPGDPS
I N P U T SAAFFIVAALIVPGSDLTIENVGMNVTRTGIITVLEQMGGQIERLNARTVGGEPVADLRVRASALSRITVDPAIVPSMVDEFP
VFFIAAAMASGTTVTSGLDELRVKESDRLATMARGLEAIGVDVEEREDGLLITGSGGASLRGGGPVATLLDHRIAMSFAVAGL
VSEQGVDVDDTAPIATSFPDFLNLLSRSTGAA

‘GTIRVPGDKSIS!

>QueryEPSPS

>QueryEPSPS

>QueryEPSPS

>QueryEPSPS

RISG] RISG RIS
s QALD--HG TDPL,

GISPAVPISYRL SATLLAA u SPGGTL Lian LLAA
LNTEGTTTVIEBVATRDHSE! 6P AL GFG! LNTEGITTVIER v 1NTEGTTTV 6P
CDLTAQDIEVPGDRSSAAFFIVAALIVEGSDLTI] 1 HI TVAALIVEG: CDLTAQDIEVEG---DPSSAAFFIVAALIVEGSDLTIENVGMNVIRT FIVAALIVPGSDLTIENVGMNVTRT
TVLEQUG E vesy VIRTGI--T G e E v- Grrr T v-

FET, RGLEATGVDY Ps s ~PSMVDEFPVFEL
T

TAMSFAVAGL

VDDTAPIATSFPDELNLI

>cbEPSPS (Class Iaf)

VSEQGVDVDDTAPIATSEPDFLNLLSRSTGAA——

VSEQGVDVDDTAPIATSFEDFLNLLSRSTGAR-—~

>bvEPSPS (Class III) >sdEPSPS (Class IV)

-—--MDYQTTP-----SQGLSGEICVEGDKSISHRAVLIAATARGQT ~  -MESLTLQPTE-—----- e
EDENT DERDDTTETVE oo
PEA = TrDPL ? Aenetals
TLMGAKIDST-GNVEPLKIYGNERLIGT 0 RSL PyTH oL
RLLKHFHYT LAQGKVITKIVGELVSKEY IDITLAI g LeALoY PLTEKGLRTHVTDLVSVEY IETTLAMMRAEGVEVTREG-~~-~~ HpE
PGDISS) TTEGSATRLCRVGVNPTRLG FvI u 1
NLLKMHGADIEVT EEPTADITVRHARLKGIDIPRDQVELTT VLS--G KEPHL-——PAVID g e e
DEFPVLLI. DENHT GSQMQDATPTLAVLAAFNENPVRFVGTENLRVKECDRIRALSSGLSR A
ESLEDGVITQG---~GT! = s 1 IasDE: s AMSFALAGL Eibv—

TRNCDNVKTSFENFVELANEVGHNVKGVRGRGGE

AL-SDTBVIINDPKCTSKTEPDYFDKFAQLSR--

S-SLGVAYED

RVEGISEDDPGCVRKTEPGFHEEFGALRARL

. ”J = '" 'h'.l ' ﬂ\ || |'LAJ TLL Eiﬁ

|| Class Ia

Class IV

CLASS

Class la

Class I

IDENTITY

0.76

0.833

Class Il

Class IV

OUTPUT

0.378

0.367




