Data S4. Amino acid sequences of putative PLP. y

ded by Echinacea purpurea contigs bled from the ed transcriptome
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AA length .
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?

aa sequence

>epa_locus_11279

503

none

MGSYPSEFNPVTKSLDSKEVEHLNPEDFRAKAHQVVDF IADFYKNIENYPASSQVQPGYLRTRMPQTAPDKPESLDATILKDVENDI IPGITQWVHPNFY|
GYFPASISSAAFLGEMLCACFNANGFSWVASPALTELEMVVMDWFAVMLRLPKCFMFSGTGGGVVQATTSEAVLVTILGARDRVLSKIGHEHAGKLVVY
GSDOAHSMYNKQCKIAGIHPQNIRSIPARLEDEFALSPDTLRKFIEADVEAGLIPLFLCLTVGTTSTTAVDNINDLADLANKYNIWVHVDAAYGGNACT
CPEYRHFLDGIEKVDSLSLSPHKWLLCYAELCCLYVKNPSCVTNSLRTNPEYLRYKYSETDSVVSYKDWQVGTSRRFSPLRLYFVLRSYGVESLQSHIR]
SHIQYAITFERLVKSDGRFELVVPRRFSLVCFRLKQLNGYDASYTELLNRKLLEQVNSTGHALLTHSVVGGIYLLRFVVGSTLTEERHVIKTWEVVKEL|
TNAILTEV

>epa_locus_8034

433

none

MPKTPPDLPDPFDTILRDVONDIIPGVTHWQSPNFFGYFPASISSAAFVGEMLCSCFNVVGF LTEL! 'MD! HLPKTFMFSGSGGG]
VLHSTTSEATLCTLVAARDRVLKDIGTERIGKLVVYGSDQTHSMFKKVCKIAGIATHNIRAVPTCLEDEFALSPDNLQKVIEADVEKGLVPLFLCLTVG
TTSTTAVDPVKDLAEVANRYSIWVHVDGAYGGNACICPEYRPFLDGIEKVDSLSLGPHKWLLSYAECCCLWMKNPNLVVDALRTEPEYLRNEYSESDSV]|
VSYKDWQVGTARRFKSLRLWFMLRSYGVENLONHIRAHVRMAITFERLVESDVKFEIVVPRRFALVCFRLKQLNGFDSAYTEFLNKKLLERVNSTGRVY|
LTHTVVGGLYMLRFVVGSTLTEERHVINAWEVIKKVAX

>epa_locus_1048_iso_1_len_1193_ver_2

382

none

MATCSPGDTLIVPRNAHISAFSAMVLSGVVPKYILPEYDSDWDIACGITPSQVEHAINEL VLITSPTYNGICSSLEEISQICHSHNIPIT]
VDEAHGAHLGFHPHLPRSALSQQVDLSVQSTHTVLCSLTQSSMLHMSGNI INRERICQCLQTLOTTSPSYLLLASLDAARAQTSENPKTVFNKPVEIAT
EAKSLIEKIPGIRIFDSSTFGLDPLRISVGVWDLGISGFQAYDILDKDYGVIAELVGTRSLTFPVNLGTSRDDILRLVLGLKRLSQTHNSTRVNY IQPL|
TKTNTSMKFSPRDAFFASKKKVRFEES IGKVCGELVCPYPPGIPLLMPGEVITEETVTYLIELKNNGGY IMGVADSTLSSIVVCS

>epa_locus_11903_iso_2_len_862_ver_2

189

no

N- and C-terminii

YVQTQELAREVANLLGC GLMDAATQGALOAGKPVGGFKI
KTGVIVLPGGIGTLDEAFEILALVQLERIGSALPVPFILMNYDSFYSKLLEFLDVCEDWGT

TSTNFHPYLPSHTYLTCRFFSARKHGLVDAAVRASKQD)|
LWKVCNNNSEALSYLAQFYDC

>epa_locus_46833_iso_1_len_333_ver_2

112

no

N- and C-terminii

ILDKIGREFAPKLVVYCSDQTHCSFQKSAKIVGINPENIREVLTSKSSNFQLSPKLLDEMIKKDIEAGLVPMY ICATVGTTSMTMVDPLGPLCEVSRAH|
NMWVHVDAAYAG

>epa_locus_520_iso_6_len_1004_ver_2

264

no

N-terminus

MPSLATTVAAAMAALAPPSGYTAGPEILPDDLLPSLVNWTP LYKVDGWGAPYF TVRPHGDATMDHQEIDLLKVVKKASDSKSNGGL)|
DLOLPLIIRFPDVLKNRLECLQAAFNYAVKSESYTSHYQGVYPVKCNQDRFLVEDIVRFGSPFRFGLEAGSKPELLLAMSCLCKGSSESLLVCNGFKDV]|
EYISLALIARKLSLNTVIVLEQEEELDSVIDISLKLGVRPVIGVRAKLRTRHSGHFGSTSGEKGKX

>epa_locus_67189_iso_1_len_357_ver_2

120

no

N- and C-terminii

YYLGMFLGGAYEEALGGVHNLFGGPSVVHVSQSNGPQGFAVTRAVPGPSCGDVLRVMOYEPELMFQTLKHRIEEFADDGGSSSLALANDLACSFNNMPY|
LAASASCSLTASTAGSGGYX

>epa_locus_952

484

none

MAGSIDVMLRELNLESVESLPDDFDPTAVIKDPLPRVASECSGMNGEKLVNGKEEHREIVLGRNVHTSCLEVTEPDDDDEVTGEREAQMASVLARYRKSLLERTKHHLGY
PYNLDFDYGALSQLQHFSINNLGDPFIESNYGVHSRQFEVGVLDWFARLWELEKNEYWGYITNCGTEGNLHGILVGREVFPDGILYASCESHYSVFKAARMYRMDCEKVK
TLISGEIDCEDFRAKLSLHKDKPAIINVNIGTTVKGAVDDLDLVIKTLEESGFTHDRFYIHCDGALFGLMMPFVKLAPKVSFKKPIGSVSVSGHKFVGCPMPCGVQITRLEHIN
[APFKKLEYLASRDATIMGSRNGHAPLFLWYTLNRKGYRGFQKEVQKCLRNAHYLRGHLTSAGIGAMLNELSSTVVFERPQDEEFTRKWQLACQGNIAHVVVMPNITIDKL
DDFVNELIEKRVVWYKDGKRKPPCVASEIGKANCLCELHK

between B & C

>epa_locus_10511_iso_1_len_1803_ver_2|

494

none

MVLSRTTGSDSDASLHSTFASRYVRASLPRFKMPDNSIPKEAAFQIINDELMLDGNPRLNLASFVTTWMEPECDKLIMASINKNYVDMDEYPVTTELONRCVNMIARLFN
APLGESETAVGVGTVGSSEAIMLAGLAFKRKWQTKMKALGKPWDKPNIVTGANVQVCWEKFARDFEVELKEVKLREGYYVMDPEKAVEMVDENTICVAAILGSTLNGE
FEDVKRLNDLLLEKNAETGWDTPIHVDA, YPELEWDFRLPF {KYGLVYAGI! IWRNKDDLPEEPIFHINYLGADQPTFTLNFSKGSSQIIAQYY
QLIRLGFEGFKNIMENCQENAMVLKEGLEKTGRFDIVSKDNGVPLVAFSLKDHSEHNEFEISDMLRRFGWIVPAYTMPPDAQHITVLRVVVREDFSRTLAERLVRDITKVL
HELDTLPARVNAKTEICEEKGIENKIELEMQRKFTNAWKTIVANKKKTNGVC

between B & C

>epa_locus_1300_iso_7_len_829_ver_2

223

no

C-terminus

MVLSRTVQAASDDSLHSTFASRYVRTSLPRFKIPENSIPKEAAYQIINDELMLDGNPRLNLASFVTTWMEPEGDKLMMASINKNYVDMDEYPVTTELQNRCVNMIAHLF
NAPLGDDETAVGVGTVGSSEAIMLAGLAFKRKWQNKMKALGKPYDKPNIVTGANVQVCWEKFARYFEVELKEVKLSEGYYVMDPEKAVEMVDENTICVAAILGSTLNG
EFEDVK

between B & C

>epa_locus_11730_iso_4_len_1115_ver_2|

352

no

N-terminus

HNGFHSPCCRFGDLLPDYTICPIFSLVFSFLIKLTDLIEMGELAAEKHAKYILTVEKKKDSIESVLMEHLRINGAYWGLTTLDILGKLAAVDQETIISWVMSCQHESGGFGGNE
GHDPHLLYTLSAIQILALFNKIETLDIEQVTNYITALOQNEDGSFSGDKWGEIDTRFSYVAICSLALLKQLHKINVEKAVKYIISCKNHDGGFGCTPGAESHAGQIFCCIGALAITG
SLHYVDKDLLGWWLCERQVKSGGLNGRPEKLPDVCYSWWVLSSLIIIDRVHWIDKEKLVKFILDCQDKENGGISDRPDDAVDVFHTYFGVAGLSLLEYPGLKAIDPAYALP
VDVINRIFLH

between B & C

>epa_locus_1300_iso_6_len_1162_ver_2

138

no

C-terminus

MASVASSTFMPSLSSHKPNQTLTRASNFNAVSLAINGKSFPSLKLSSAPSRFRVSCAATPETVDKVCNIVRKQLAVPEGTVVTGESKFATLGADSLDTVEIVMGLEEEFGISV
EEESAQTIATVQDAADLIEKLVSKK

between B & C

>epa_locus_9434 _iso_2_len_1717_ver_2

399

no

internal

SSNFKRPKTHNFPVRFTAFASFSSSKREFKLQTAKVQTSNGQEQYHRQQIGEDALVMDWTENQQCIQCDKGGGDLLVCNADGCPISVHMNCMGCEAHFDDVGNFYCP|
YCVYKQYAAEASQLRSQVMLTKKALSTFLEADMRDDNHQEPVVEMANKEDDISSKDELVAENHGVDLENCDVVHDTPVPEKTNEVVNLNEGAHAVNQNEGVHEVVN
QNEGVREVDYVNTCRMMVVYKPNSDHVSKKMKVDHQTGNGECTCKVVDQAKQSRSADIWLTIDEQYSCKKRTKSVAXXXXXXXXSEXKSVAFNKNGRKEEPVMKHEV|
KKGSGQLSMIDRSTGGRVLWTEQEEEMLKEGVQRYSVFTKKNLPWKKILEFGRHVFHSSRAPSDLKDKWRKIAKHNST

between B & C

>epa_locus_16161_iso_1_len_786_ver_2

155

no

N-terminus

GRGGDMLYEDYGAVSELIGTRSITFVINLGTHRDDVLRLVSGLQHLSQRCNLLGQVNKERFDDTVIKSSIGTSSGMRLSPREAFFASKKKVSFNESVGKICGELVCPYPPGVP
LLIPGEVITEEALSYLVNVKNNGGFVSGAADSSLSTIVVCS

between B & C

>epa_70148

163

no

N- and C-terminii

MGLVSKAVFDGGCHVIGVIPKVLMPKEIIGDSIGEVKPVANMHQRKAEMARQADAFIALPGGYGTLEELLEVITWAQLGIHKKPVGLLNVDGYYNSLLSFIDKAVDEGFVT
PDASRIIVSTPTAHELLSELEVYEPENVTGVKSSWETEQQLSYSVKSEIAR

between B & C

>epa_locus_238_iso_1_len_972_ver_2

193

no

N- and C-terminii

ISVPVHRGCDTATPGLIMRIKTIRLLRCDLRSXGVLIMEGGSSSKFKRICVFCGSHSGRREVFSVAATELGDELVKRKMNLVYGGGSVGLMGMIAQRVFDGGCRVLGIIPKV
L DMHERK, DAFIALPGGYGTMEEVLEIITWSNLGFHKKPVGLLNVDGYYNDLLALFD

between B & C

>epa_locus_10674_iso_1_len_795_ver_2

216

no

N- and C-terminii

MEGETKSRFKRICVFCGSSPGKKPSYQEAAIELGKELVERRIDLVYGGGSVGLMGLVSQAVHDGGRHVLGVIPRTLMPREITGETVGEVKAVADMHERKAEMARQADAF|
[ALPGGYGTLEELLEVITWAQLKIHHKPVGLLNVEGYYNSLLSFIDKAVDEGFISPTARRIIVSAPTAKQLVRQLEEFVPEYDEIVAKLTWDEVDRLNYVPDAGVQT

between B & C

>epa_locus_10172_iso_4_len_952_ver_2

213

no

N- and C-terminii

KRICVFCGSNPGF \TELGDELVNRKINLVY MGLISQRVFDGGCHVLGVIPKALVPLEISGETVGDVRIVSDMHERKAAMSREADAFIAL|
PGGYGTMEEVMEMITWSQLGIHKKPVGLLNVDGYYNNLLALFDTGVKEGFIKPGARDIVLSASNATDLLTKIEQYKPEHDHIAPHESWQMEQLGNYPNKLA

between B & C

>epa_locus_55012_iso_1_len_661_ver_2

210

no

N- and C-terminii

MERDSEIKSSRFKRVCVFCGSSQGKKASYQEAAIELGKVLVSRNIDLVYGGGSIGLMGLVSQAVHDGGRHVIGVIPKTLMPRELTGETVGEVKAVADMHQRKAEMAKHS
DAFIALPGGYGTLEELLEVITWAQLGIHDKPVGLLNVDEYYDSLLSFIDKAVEEGFISLNARHIIVSAPTAKELVRKLEEYVPRHERVASKLCWETEQLGX

between B & C

>epa_locus_39195_iso_1_len_799 ver_2

222

no

N- and C-terminii

HLGSTITKVDIFRDAAVLMVNYIDEIRSQGFEIDFLNIGGGLGIDYYHTGAVLPTPRDLIDTVRELVVSRNLNLIIEPGRSLIANTCCFVNRVTGVKTNGTKNFVVIDGSMAELI
RPSLYGAYQHIELVSPSPPNAEISTFDVVGPVCESADFLGKDRELPTPAKGAGLVVHDAGAYCMSMASTYNLKMRPPEYWVEEDGSVSKIRHGEMFEDHLRFFEGL

between B & C

>epa_locus_13914_iso_2_len_1717_ver_2|

none

MEAVEKRPFYLYSKPQITRNVEAYKEALEGLNSIIGYAIKANNNFVILQHLRRLGCGAVLVSGNELRLALRAGFDPTRCVFNGNGKLLEDLVLAAQEGVFVNIDSEFDLDNIV
SAARIAGKKVNVLLRINPDVDPQVHPYVATGNKNSKFGIRNEKLQW FLDAVKSYPDELKLVGAHCHLGSTITKVDIFRDAAAIMVKFIDEIRAQGFDISYLNIGGGLGIDYYH
 TGTVLPTPRDLIDTVRELVKSRNLNLIIEPGRSLIANTCCLVNRVTGVKTNGTKNFIVIDGSMAELIRPSLYDAYQHIELVSPPPSESAVSTFDVVGPVCESADFLGKNRELPEP

[ARGSGLVVHDAGAYCMSMASTYNLKMRPPEYWVEEDGSVAKIRHGETFEDHMRFFEGLSI

between B & C

>epa_locus_1367_iso_26_len_1136_ver_2|

380

no

N-terminus

KSVVRFEAEVVAMTGALFGSKEKASGGNICGNMTSGGTESILLAVKSSRDYMRAKKNITE DKACQYFKIKLI QADIKAIKKHINKNTIMIVG|
SAPGFPHGIIDPIEELGELAVRYGICLHVDLCLGGFVLPFARKLGYPIPPFDFTVPGVTSISADVHKYGLAPKGTSIVLYRNHEIRKHQFVAVTEWSGGLYVSPTIAGSRPGNVI
AGAWAAMISLGQEGYLEHTREIMEASKRIQQGVREISELFIVGRPDMTIVAFGSNVIDIFEVNDILSSKGWHLNPLQRPNSIHICVTLQHVPIVDEFLKDLKDSVQTVKKNP
GPINGGLAPIYGSAGKIQDRGMVCELLVDFMDNTCXYDX

between B & C

>epa_locus_18053_iso_1_len_410_ver_2

137

no

N- and C-terminii

LVFEAVSASSHDSPQFQSPPEIEYFEEQLTDDARADYRNLYAAAVHGEYENCLLYAEQLKQRCVEQFKEGSLTMEQLAAVDGLCELVSKAIGVSDSVRTYHVNLSVFTSIPD
FWGIGQLFPVIPIHRLDERPAVRGX

>epa_locus_3096

488

yes

none

MENGLDLKAMDAEQL DFIADYYKNIETFPVLSQVEPGYLOKLLPDSAPVQPESLQAVLOEVETKILPGVTHWQSPDYFAYFPSNSSVAGFL|
GEMLSAGINMVGFSWIASPAATELEMIVLDWLANLLKLPNHFLSRGPGGGAIQGTASEALLVVLLAARDKILKEVGKDALGRLVVYGSDQTHSSLQKAC
QIAGIHPENIRLLKTDTCNEYALSPESLTDAISHDVASGLIPLFLCATVGTTSSTAVDPLHALGKITKKYGIWFHVDAAYAGSACICPEYRHHLNGIEE
[ ADSFNMNCHKWFLTNFDCSALWIKDRNALIQSLSTNPEFLKNKASQGGTVIDYKDWQIPLGRRFRSLKLWMVLRLYGVESLQSY IRNHIKLAQQFEDLY)
AQDTRFEIVATRTFSLVCFRLLHANKPEEYVNKLNHDLLDAVNSSGKIFISHTVLSGKYVLRFVVGAPLTEERHI IAAWKLFQEAASSLLEN




