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Figure S1. Nucleotide sequences alignment of PALI, PAL2, and PAL3 genes from Ferula pseudalliacea.

BATTTCANAN ABABBCTEAR AARBABACTA
GBABTGTEBAA AAABABAGTG

HATTTCANCH
HARETTCARCH

AATTTGAAGA

soRcTlARRC
G G
GGTGTRAARG
GGTGTCAACG
GAREGTCAAT
G GEG

SRIBRASE

GACCGNGAAT

CEBABTCTEAR

GCACTGTCAA

e [€

GGG
GTGACETTEA
GTGAGCTCCA
ABATTTTTGE

G
G

ACATTTTTGC

GGEAAABART

AA GGCRABRBTET c

CAAAAACTAA

ITcccEARTT
T

GABAAGTART

GGCAAACACT

EeATETT
BAATETTTEA
CCATCTTTCA
cEABGEG
cRARGTG
TTcEARGTGE
TTGAAAGTGC

HEcmcBAcCTE

GITGEBAGG
GIGEAGG

AGTGCAGGTC

CAATCTG TA

CAAGATTNAT

NTTNNNAATG

CARTAETGTA

AAACACAGTA

| o

TEETTEBAAGG
TCCCTCAAGA
ATATATEGAT

G
G

ATACATTGAT

IG-GIGI-
AT c

AAAGATTGCA

G

cllG
BACAGETGEG
TAGAGCTGCG
TTABBEATTG

G
G

TTACCCATTG

TTTCTTGNTN

BrcT

CTGTAAAATG

1694
1694
1659

AcEBEARCTAC BTAACECACT EETAAEBABG

BEcCEBAAGTAG
AcTEAACTAG

AGCCAAGTAG

e e
GTGAG
TTTTCRGAGA

TTCTGTGAGA

CATEBATCEA

G €]
G G

GATCCCTGCA

GI-IG--

GCATTGAAAA

ll--GIGG
BA cEATTT

BAAACECACT ABTAABEAT

BEARGERRCT

CNAAGCGAGT

e
ACGATTTCET

AAGATTTGCT

CECBAEBETA

GEBG
GIG

GCGCAACCTA

BTGCRCABAR
ATGCTCATAN
ABcCRCARAR

ATGGCGANAA

CTAGAGAGTG

TABAAATTTG

G G
G

TACAAGTTTG

TTTCTNTAAT

ATGAACTAAA

G G
G G
CCAATEETCE
GAAATCCAGC
TCAGGCARGHE
€ [eele [
cecllflc
TGAGGGAAGA

IGI- CATAR

IG TTCABAA

AGTTCGACAA

CEETHGACTE

AC--ATNTAC

TETCABAATG

ACTAACCATG

R
TAGACTTCIE

NAGAGTTGTN

BEBATTCATC

GATG
BATG

CCCATTGATG
ulel e el 1) |
BGAGAGGAAE
ule e fel 1 |

TGAGAGGAAC

GG--IIIG

AA
BrccAATGGE

ATGGAATGGT

AANTCTNNNA

AAAAAAAAAA A

CNA - -AAAAA

the Consensus sequence, the letter N indicates a variation in each of the three sequences.
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