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Abstract: AS1 and AS2 genes play critical roles in plant leaf development, however, whether LoAS1 and LoAS2 of
Lilium Oriental Hybrids play a regulatory role during bulb low-temperature dormancy has not been reported. In order to
investigate the correlation between LoAS1 and LoAS2 and the development of lateral primordia during bulb low-
temperature dormancy, this study obtained the Lilium oriental ‘ Sorbonne’ MYB transcription factor LoAS1 and the LBD
family gene LoAS2 by homologous cloning, constructed a phylogenetic tree, and analyzed their expression characteristics
by RT-qPCR and subcellular localization. The results were as follows: (1) The coding sequence length of LoAS1 was
1 035 bp, encoding a total of 344 amino acids, while the coding sequence length of LoAS2 was 717 bp, encoding a total
of 238 amino acids. (2) Phylogenetic analysis revealed that LoAS1 was more closely related to homologous proteins in
Amana edulis and Lilium lancifolium, and most distantly related to Arabidopsis thaliana, Oryza sativa and Zea mays;
LoAS2 was more closely related to homologous proteins in Elaeis guineensis and Cocos nucifera, and more distantly
related to Oryza sativa and Zea mays. (3) Conserved motifs and structural domains analysis revealed that LoAS1 and
LoAS2 share conserved motifs and N-terminal domains with their homologous proteins in other plants. (4) The results of
subcellular localization revealed that LoAS1 protein was localized in the nucleus and LoAS2 protein in the cytoplasm and
nucleus. (5) The overall expression levels of LoAS1 and LoAS2 were significantly higher than those in the normal
temperature group, and both of them were up-regulated in the stem apex in response to the low-temperature, with their
expression peaking at 30—40 d of storage. (6) The results of paraffin sections revealed that the lateral primordia of lily
bulbs were significantly enlarged at 45 d of low-temperature storage, which was consistent with the expression patterns of
LoAS1 and LoAS2. The study indicates that LoAS1 and LoAS2 may play an important role in the development of lateral

primordia during the dormancy release process of lily bulbs, which provides a molecular basis for further research into

the dormancy release mechanism of lily bulbs.
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RITAGAROH, 55 & A, 78 bR £ T
b A mEE A, o R IR (Lilium orential
‘Sorbonne’ ) JEF WA A LR MM Z—, H
T, 2800 6 f R ER b A 00 B AR A AL Ry
K, A 5 25 AR N ORI Y A B 4, IR Y g
ST A A RIS b i T A A A AT R HIR
B ¥ (ZE 4 2010)

AN [F) A8 ) TE AT IR BR B8 v 25 A AN [ £14 w7 36
W, AN BE i 3a | AL AR JE B KRB SF (Ding et
al., 2020) , X FARZEA AKAAEY) , ZARKHIHY
J BRI BE T R 23 e sh R R AR PR B T 2 Y
IR BEE 52 (Azeez et al., 2021) ,RIR i
FErh Z2F N R 4 A 2 20RO AR K I T
(Anderson, 2015) , PR M i b B o] @ ok - 46, H
&, A LA YRR ZE R R B H RS AR, B
m Rk A EH R R AL BRI AR
fb5¢ 4= (Canton et al., 2022) ; 4t JFFPF 75 K T
AR AN ZF B PRIRA T i 2 (2 &5F , 2006 ; Hao et
al., 2014) , YENEZFAY), O REY R 4
BUTERK R T, T % 25 8 A AR IROIR &5 &
AR I A T R IR A I, 0 T A A 2 T R 2 A

K JFIE (R % 2006) . [ A 22 KR 5, 1)
TEANWE & A A SV 33 72 (Fan et al., 2021) , IR
S N N AT AR L A A
2015; Pan et al., 2023) , PRBRAFEER 5 85 25T 16 5
KRR R R BN 22— 7R B A KR
BRAHSCHIEFE Y, PRBIR ZEATS SR 24 T 00 A= 28 5 (i D
FLAF) BB W IRENLE R ATE R EARAS
Mg R R e 2R R A AR 4L
meristem , SAM) H ) “ 46 40 1" ( founder cell)
HEA JH 1 X ( peripheral zone, PZ) , # it — 2 4
2 Iy AR T LY 2H 21 ( Scanlon, 2000 5 8% 77 4 45
2017) . BFBREEEAE A 25 BV 3 AR Ak K
FE-T0Uh , P - %, 3T - ()% 4, 2024 ), iF
ZZ 50 R E 15RO % MR 20 R AE
H | AS1 ( ASYMMETRIC LEAVES 1) il AS2
(ASYMMETRIC LEAVES 2) J2& M- J5 K & Fi i
NGy -a-NIPS 3 EEE BNt (IF e kR Y ¢
Rk I MU S B2 G il 2528 4 A 20 U S
T KNOX ( Knotted1-like homeobox ) B 361k ,
M T 1 J 36 < B 4 (identity ) ( Chuck et al. |
1996; Timmermans et al., 1999; Byrne et al.,

shoot apical
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2000; Matsumura et al., 2009) , PR I A2 i A S R 1 2 AL R AT R
AS1 P i —Fh & A R2-R3 MYB 4545l
W, &4 T PHAN ( PHANTASTICA) (Waites & 1 M B 5 F &
Hudson, 1995) #1 & >K RS2 ( ROUGHSHEATH?2 )
(Schneeberger et al., 1998) B [F Y FE K, Serrano- 1.1 ##

Cartagena 55 (1999) W58 £ B, AS1 =5 T i 41
L3 A IR, AST A7 s i 58748 S BUS F7 R 2R 4R
8 5 AR A, 978 R AR B 55 5 A A 0 v
FEYEFE A L AU & B AS1 A R KRy Rk, X
PE— 20 FE WA 40 i 3 2P0 9 3 240 it oo A b R 4%
TAEM(Sun et al., 2002) . U IF AS2 P2 M
HE 2R B LA MY I [ lateral organ boundaries (il
PYE A LOB) domain, LBD ] &% B9 — 51, LBD
EA MRS AY N 3% LOB 45 #3871 T 48 i C 3 X
I 4H A ( Matsumura et al., 2009; Machida et al.,
2022) , AMUAERE Y RO AE B8 B & & h BA S HEH
¥ 1EH (Majer & Hochholdinger, 2011; Ando et al.,
2023) v LIAERE A K AVK B i e b R 3 2
IBE (Xu et al., 2016) , AS2 AL A5 AS1 JE K,
AW, #Em S H3K9 B EEF il KYP/SUVHS/6
( KRYPTONITE/SUPPRESSOR OF VARIEGATION
3-9 HOMOLOGS5/6 ) %5 3% W g 4% [H 7 A1 B AE H
(Hung et al., 2023), i& 7] 1 3% PRC2 ( polycomb
repressive complex2) #£47 DNA H J 4L ( Machida et
al., 2015; Vial-Pradel et al., 2018) , 5 5l 3 A
ETT/ARF3 ( ETTIN/AUXIN RESPONSE FACTOR3) |
ARFA F1 1 28 KNOX [) Y PR B4 s o], DA T 31
B kT ML S @ 6l (lkezaki et al., 2010;
Twasaki et al., 2013) , AS2-AS1 if AT 3 i 35 £ Y
@5 2 T HIRA TP A e 6 o il IR 2, DEk
KNOX 3 M i kit 5346 (Guo et al., 2008) .

AWFRUARTT A R AAE 2 RNA
I TEHEAS ] LoAS1 1 LoAS2 JEIH, IFdEAT £ 15 1A
73 A A 0 i % A7 5 A1) A RT-qPCR X I A1
TR FEC AR P LoAST Rl LoAS2 Jik R 7E 25 R v i) 3%
A EHEAT 23 BT, I 0I5 5C R e 30 g 25 2R
PEAT AT U0 R W€, LR A0 R (1) g B
LoAS1 #l LoAS2 1 FH B4 AE , B & — 4% 1E 40 i b
(Y238 00 B (2) IR RN B IR P SR R, RS
LoAS1 HI LoAS2 FENFE 82525 2R (1) R IR FFAIE, 73 B
AR AR IR A TE DI RE . ARSI ST LA
IIRASANT LoAST I LoAS2 F [R5 76 AR 5 A I £t ok
) T i A A 2O LA Sk 48 s A1 T i o B =X

DL 2021 4 12 H AR b 52 7 IS 48 7 I =
MR ZR DT & Rm I e okt 230 U2 &
b= R o S I N v P S R U (2
R TR A 3L RCA -80 °C UK .

B T AR I A7 T A6 sObOl R A4 JE R R4
2 AN AR I D) 2 N R 52 45 SR b sk 4
eMJE gtk B/ 2R 7 R BK (A2 =10 em, IEH
FAE) HER(7 em < Ji#£<10 em, L FHAGE
W), /PR (3 em< 4% <7 em, JHIZEEHANFEA 4L
) (K1) o N EA AR K E SRR R R
T HE il D A B PR A AR B A X R
INERER HEAT T IBURE . IBOBE T 5 4K A 6 22 Y A
B2 NEB R R 2 ZEREEN 7~ 8 mm
(B 1), T8 1 R KU R 220 53, 18 i
AALFE I B, A R 5 AR AE T - 80 C K
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Fig. 1 Schematic diagram of lily stem apex extraction

R X1 H8 55 (2007 ) XA A fife B R AR L B2 i) A
5%, W B AR (4 °C) L5 4 TR R (23 °C) X R
2H KR 2R AR BB i 44 4 RO(CO) |, K X if
ARSI 20 3 T 23 CULE 4 C B JET,
AR VR A2 I X6 2 A A RO IR £ B LA
i 1) 5 S B BIFSE AE 10,15 .20 .30 .40 .45 .50 .60 d
3 X S 56 2 R 6T E A E AT BB, AR 4 T R R [
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H I I 5 56 21 25 2R 4y il 4w 44 O €10, €15, C20,
C30,C40,C45 ,C50,C60, H i X} HE 4 252243 il fir
%% R10 .R15 .R20 .R30 ,R40 ,R45 .R50 .R60,
ASBTHANL 3 AW IR R VR ZE
2153 4>,

1.2 ik

1.2.1 % RNA # I % cDNA #4 % i EET
TR T2 WE R, fdi F EASY Spin Plus 454 RNA
PR B2 O (AU S AE MR A R A D)
PEIURE 5 RNA 2 Wk B 5 8 T -80 C kAR {2
T£. 4 Rever Tra Ace qPCR RT Master Mix R 5
BIRWY (L) YR A B2 A ] XA
RNA JE17 5% 5% ¥ s cDNA B T-20 CIRAF
1.2.2 AS1 AS2 A B % 74 53 6 S % {4 E
BRI E A CRID 5 5 45 R b Xt 400r I
AS1 Fll AS2 #E 47 BLAST 43 #7, i 1% 3K 15 11 # 19
LoAS1 [LoAS2 I J¥ 31, & 3t 7 FE 5| 9 F1 R1 Al
F2 R2(R 1), PRI EAE R L AT
R ) cDNA BC IR & Bk, £ ] Prime STAR
Max( TaKaRa) , % LoAS1 il LoAS2 % [H 2t [X ¥ 51)
HEATY 4G

1.23 FmREEE DRI EAE R KBk b
Bk NERTEARIR 5 R 2540 T N [R) I3 A 308 1 =5 2k
cDNA AT, VA LoActin 1E Ry 3 K 3 1k 1H — 1L 19
WS, BRSPS (£ 1)« LoActin 51 ¥ F3
R3,LoAS1 5% F4 R4 Fl LoAS2 5% F5 RS, fifi
FHZ¢ 6 E 7 PCR X (qTOWER3 G, 1 & HR 42 ) k47
RT-qPCR S 4046 I 3 X 3R 38 7K F  ROBAR R F .
SYBR Green Pro Taq HS (#EJ¢) 10 pL + 10 x
Primer 8 wL+ 10 X Temp 2 pL (33120 pL) , =M
7 BUAEME 95 °C, 30 s; 481 95 °C, 5 s;iE k55
C, 30 s; #EMI 72 °C, 30 s, EH 40 K, BEAFESL &
523K, A4 B d ] qPCR soft 4.0 {4 k47 Ab
B JFd ] GraphPad Prism 9.5 #F 4748
1.2.4 £ %45 85 54 FIH SOPMA ( https://
npsa. lyon. inserm. fr/cgi-bin/npsa _
page =/NPSA/npsa_sopma. html) #£ 17 5 1 — g 4%
F 150, A FH https : // web. expasy. org/ protparam/ [%]
vl F AT B A OB Ak M R 4> M, #E NCBI L
( https ; //blast.nchi.nlm.nih.gov/Blast. cgi) ¥ 2% 15 5]
LoAS1 1 LoAS2 11y [F] I 3 (4], fifi H1 DNAMAN #E 47
ANFEY R AST AS2 By 2 HE R ) 41 Lk ok, I fif
MEGA-X % 4B 3k i 4% ( neighbor-joining , NJ ) 7%

automat. pl?

Sy MTIEHD HE LoAST Fl LoAS2 WY R 4G & B W FIH
NCBI 43 5 38 BU LoAS1  LoAS2 J Ho[a] I 45 1 Y 14
SF 45 Ky 5, i H MEME ( https : //meme-suite. org/
meme/tools/meme ) ¥ 17 £ 5 & J¥ 7 #7, I F H
TBtools #F 174K ( Chen et al., 2023) .,

1.2.5 L T Ax Bk ey M Ao mk o Rk RIS
AioFFP 2K T HAG UL (Han et al., 2022) , 31
LoAS1 LoAS2 W 5t [ 51 ) ¥6 \R6 1 F7 R7 (%
1),PCR ¥ 3 J5 , #2 ¥& Uniclone One Step Seamless
Cloning Kit (4t st &V A=W RHE A R ) Ui 45
HEAT 8 8 Ak, 13 3 pYL1300-LoAS1-eGFP Al
pYL1300-LoAS2-eGFP H 21 J&i %7, #% 1k & AT &
EHA105 (Jb st a8 M 8 ARG R AR ) o i il
B W (10 mmoL - L' MES+100 pmoL « L' AS+10
mmol, + L' MgCl,,pH=5.8) ¥ i A & | PARE 2%
- E 2 ~3 h 5 A KW E ( Nicotiana
benthamiana ) W5 1 51 HEAT IR Y% | 76 85 5546
BWEREFE 2 d )5, RO IR A8 W S5 ( Leica TCS
SP8, ] ) " LI K 1 23 A o 2

1.2.6 &8 A AR HEHE R KK IEFIT
AL, BRI 5 PG TR I e i ) R BR 2R AR A7 A
VIl kN ﬁﬁ'ﬁ,fﬂﬁl 7~ 8 mm %Qeéﬁéﬂ,ﬁ?
FAA [ Wb R G e, R ARG AT B
VI B K H R 37 B A B K o B R O A M AR
AL B, SR, 2 A 3§ % U R ML ( Leica
RM2245 8= ) U |, i ¥ Y1 - J5 FH 25 20 [ 4 e
o, I DL M RR B . B e, 7RO B RUER
(Leica DM500, Hfi £ ) T WELAS [R] 4b BE 21 25 2R (1) iRt
BIF I S AR, 9T R JH LAS V4.4 KGR ERG R
£ R,

2 HERH A

2.1° £FB’ LoAS1 1 LoAS2 HEE W=

DR EA R Lt R H cDNA 2
RGN, PCR 48 4845 38 i 09 H 19 i BL &4 (&l
2) . gafifblnlfie A DT ), 15 5 AST M
AS2 FE R g 55 X7 51, AST 4R A5 Ty A1 4K Bl
1 035 bp, H:4ht 344 DS HR ; AS2 il ¥ 5K B
717 bp, HegwhH 238 NE IR, 7E NCBI 43 51 %F
AS1  AS2 F IR 75 4T BLASTP 2%, & P AS1
5 H AR Y+ E B Y AS1 RS2 Al PHAN 2 1 B
A B AR 5 AS2 5 HAWM Y H EHRIE Y AS2
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Table 1  Sequences of primers used in the test
5194 519145 Bk SIIFESI(5'-3")
Primer No. Primer name Primer sequence (5'-3")
Fl LoAS1-clone-F ATGAAGGAAAGACAGCGGTGGGGAT
R1 LoAS1-clone-R TCACCGTCCATTCGCCTCAGACGAT
F2 LoAS2-clone-F ATGGCATCGTCTTCAGCCTCAATGA
R2 LoAS2-clone-R TCACGACGGCCCGATGCCCGACCT
F3 LoActin-qPCR-F CCCATTGAGCACGGCATTGTC
R3 LoActin-qPCR-R GGATTGAGAGGAGCTTCGGTGAGA
F4 LoAS1-qPCR-F AGCGAAGCACGGTAACAAGTG
R4 LoAS1-qPCR-R GATCGTACTTGCCAGGCTCAA
F5 LoAS2-qPCR-F CAACGTGACAAAGCTGCTGAA
RS LoAS2-qPCR-R GATACAGCCCCAAGATGAGCA
F6 LoAS1-eGFP-F TTACAACCTCACTCAAGTCCGTTAGAGCCCATGAAGGAAAGACAGCGGTGGGGAT
R6 LoAS1-eGFP-R GAGTATTCTTAGGTGGCAGCGAACGAGCCCCCGTCCATTCGCCTCAGACGAT
F7 LoAS2-eGFP-F TTACAACCTCACTCAAGTCCGTTAGAGCCCATGGCATCGTCTTCAGCCTCAATGA
R7 LoAS2-eGFP-R GAGTATTCTTAGGTGGCAGCGAACGAGCCCCGACGGCCCGATGCCCGACCT
HH TN C 1085 Hi604N316 03335156 AR 5 b
" . P (£ 2) KW, LoAST Hl LoAS2 34 R AHa e 4 H AR
bp KPEE ., FFH SOPMA Xf LoAS1 LoAS2 7K [ 11
2000— TR A AT o b, 45 R R, LoAST & A i
43.90% 11 o-YEJiE ,0.58 % 114 JE f4% F1 55.52% 1) TG
1000 — PEIU s 1 20 15 LoAS2 25 1 1 39.92% Y -8R g |
750 — R— 0.849% I 3 V55 I 59.24% (1) To U 4 i 241 A .
500 — LoAS1 5 LoAS2 i [ i) = G 45 # HE 47 T, 25 21
AR 8 78 — 3 S5 R 38 LA o R I R0 45 il A 2
250 —

100 —

2 LoAS1 5 LoAS2 i) PCR ¥ 3%
Fig. 2 PCR amplification of LoAS1 and LoAS2

LOB ZZ 5 8 (1 AH AL BE 45 v, IR G AT ff e — 3 R AR
FEACRKIB AS1 AS2 FEH 43 B4 4} LoAS1 |
LoAS2 .
2.2 LoAS1 #1 LoAS2 EAREE S

LoAS1 #£ 5 A 344 MRAKER, E A TN
Ci742Hp704N534 05, S 5 5 LoAS2 i h 238 /I\/ﬁ%@?’

(E3),
2.3 LoAS1 #0 LoAS2 iRkt F1 R Gt I 453 47
fii H DNAMAN %% 1 %t LoAS1 & H F 4 5
NCBI B #38 i H A HE 9 AST RS2 A1 PHAN 2
FEAT RS XS (4. A) , R BUVEAT Y B AR 5F
) MYB &5k 5L, R IR PR &, P LoAST #5113 ~
107 aa 4 MYB g54938, Rt —F 5 LoAS]
SHAMAEY T AST RIEEE A R OC R, MR ST
SERI PR ST A T SR A 2 R 4
(K 4.B) R, EATHA B4 A AH R Y 3 Fh
FERFAEAEDS, T N 39 MYB 45938, LoAS1 3£ £y
THESF EAIMAE A ATP 454 W3 ClpA 4544
B, XHE—AEW T LoAST FIHAR Y R AST Y [F]
Pk JF P fe A 45 5 ) A AST AH L D) RE
TEEG KR L, LoAST 5N E ARSI 215
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% 2 LoAS1 #l LoAS2 EAMENX S
Table 2 Physicochemical analysis of LoAS1 and LoAS2 proteins

R A oy ¥ R JEF B

ER ) i F A EERC kT

Protei Number of Molecular mass Number of Coefficient of Theoretical pI Aliphatic index A hvdronhilicit
rotein amino acids (kDa) total atoms instability eorehical p tphatic mdex Average hydrophiherty

LoASI 344 39.875 5596 59.21 9.51 71.25 -0.899

LoAS2 238 24.974 3443 47.68 8.29 69.41 -0.136

A

A. LoAS1 R H AT TN ; B. LoAS2 i H AT BN ; C. LoASI i H AT ; D. LoAS2 R H A B .
A. Protein secondary structure prediction of LoAS1; B. Protein secondary structure prediction of LoAS2; C. Protein tertiary structure prediction

of LoAS1; D. Protein tertiary structure prediction of LoAS2.

B 3 LoAS1 5 LoAS2 EH &M
Fig. 3 Protein structure predictions of LoAS1 and LoAS2

T FIRTE AL R BT, S5 As IRT55 BT A
G RMNRGE, 5 Bk KRG PR IT 4 i
1) 3 2% 0% R AR VTHREE |

¥ LoAS2 & 115 NCBI T 4138 0y H At 4t 4 rp
) AS2 I LBD ZJ5 & 1 #4777 51 Lu X, &3 E AT
YR A R SF 19 LOB 25 Mg 1, [m] 5 Pk 45w, Hvp
LoAS2 & 24 ~ 120 aa Atk LOB 4544 38 (& 5.
A) o MHRSFEE IR DR ST IR T A AT 2R A
2P R (K 5. B) Won, LoAS2 5 H A4 AS2
[ VR 2 1 34 HL A A AH [R] B4 £ <7 5 77 FL T N i
() LOB Z5F93, iXiER] T LoAS2 FHAb ¥ Ff AS2
AR YE . A TESR % K &R [, LoAS2 il x|
BB FA R I S R 4 O R, T 5 oK KRS B
2.4 LoAS1 #1 LoAS2 & B i) I 48 il E i

J i E LoAS1  LoAS2 25 [ 7E 41 il rh (1) 3k i
BRI O 2 5 AR I O 45 HE AR A T A 2
Mirb g RIA AL E . SR (K 6) R BT, =5 4 BUkL 1Y
DGME 5 HBAE 40 S A A R, LoAST EE

AN A T, 55 SR P A% 8 A RRE A AT A
A, TEFE o A R UL B LoAST FERZA 5
FONSREL M Ae e AR, SR, LoAS2 T 5%
PR AN A AN I e A, 5 Al 5 b B A E
SESORIE], P, HEI AS2 BT REEE H A KR
AR VE
2.5 SE(RIBIETIE R LoAS1 5 LoAS2 HIRIE
i) 2

I FH S B 5 7 i PCR, % 5 25 (1% LI i oot 7
Y LoAST Fl LoAS2 HATFRIKFFES3 AT, TEA[FIHL
&< RFB ek AR IEEUS LoAST 3458 bRk
ik, 75 30~40 d FIKEBSHCT 2 )5 F T e
ORI R IR R TR (K 7)o LoAS2 7E  RIF°
KBRS B rh R s e YA R R (AARIR R T
TR W E S THIRAL; A ek, LoAS2 ZEARIR AN
WIRAIE T e LA T R (R A TR
kit BRI EE TR, W TR R 7R ek
LoAS2 Rk w N EIHE NG RS (& 7).

(EARE R A, 78 ReR A p Bk (KR 30~ 40
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A LoAsiw 105
EgaAsl (XP 010922322.1) 105
cnas1 (KAG1337876.1) 105
Paasi-like (XP_008802726.2 ) 105
Atas1 (AT2G37630.1) 105
0sRs2 (NP_001410521.1) 110
ZmRS2 (NP_001105509.1) 105
2mPHAN (C2R06612.1) 105
L1AS1 (WEJ08637.1) 105
ReMYB91-like (UOW61343.1) ¥V par 105
Consensus pgikk slt eqg Tvi 1q khgnkwkkia evpgrtakrlgkuwevike
LoAS1% NENNRAISSEIEP. 172
EgAsl (XP 010822322.1) CRESSEPVLSSEEQ. 170
Cnasl (KAG1337876.1) CQRESSKAVLSSFEQ. 170
PdAS1-like (XP_008802726.2 ) QRESSKPVLSSLEQ. e et . - 4 170
atasl (AT2G37630.1) ERESNK . RVEEIDE...... NGE lo EV. : 185
osRs2 (NP_001410521.1) LRDRDRRRLPEPLDGDERGCA - - 1 ot e g 179
ZmR52 (NP_OOllOESOQ.l) LRDS . .RREPFEPSPDER. . i . z AGEARARRAARVAHPPE £ 1%0
AmPHAN (CAR06612.1) EXDNKE . ITEEIEE. . . 3 NSE ] Baxangs.......... MTTT: d 189
L1AS1 (WFJOES€37.1) LNENNRAISSEIEP. - ] ) ¢ 172
AeMYB91-1like (UQW61343.1) RNENSRAIASEIEP...... SEpCRI §2 K31 1 L 173
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sativa; Zm. Zea mays; Am. Antirrhinum majus; Ll. Lilium lancifolium; Ae. Amana edulis. The same below. A. Comparison of amino acid
sequences of LoASI with those of different plants; B. Phylogenetic tree and analysis of conserved motifs and structural domains of LoASI

homologous proteins.
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Fig. 6 Subcellular localization of LoAS1 and LoAS2 proteins in tobacco epidermal cells
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