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7 OE: REEHFRTEAHBEERARIEE, NRFE FHETRET | AP2 FIRIEE LedANT, 3
cDNA 4K 2 087 bp, 4t 695 12 FLMR, %F 2 MRSFIY AP2/EREBP 545k, A= 9115 B 2= A& R R W],
LeANT &4 7 W&, WA E A7 700 T~ 40 ji %, LeANT 25 A gk P B, s M £ 0 TN .
T BLAST Xt 23, LeANT S5 20 ANT st IR 7 B A7 & REM:, 500 R 0UE &, Mk
82%. FIFH q—PCR, X} LeANT £ G F5 7 B R IR T T RAE, RIFAER . BASFIAET th 3Rk
B, WA HT RS SIS B MY S TR E R B o« LeANT FER RS0 5 Sehr ot ot 7 B0E
FEE AR AT BRSO E TR,

FHEA: Ik ANT 5 3 K7 Fk i
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AP2 WRTEAEI A K E B AR EE EXLEENEM. ANT 2—REENEYFE N, 5H
YIEs B Nk 5 o RS YIA G, J& T AP2/EREBP #% 5% [ FB A AT R SE R AP2 W%, T 1996 4
Elliott 25 A MIARGIFH I E BN, A HFIE R, ANT LR YR A SR R T AL R B, 22 (R &
KA B RO E AP ANT SR 32 248 KRG S AR m AL B s =Y I LR ANT JEH
MR 2 REAYINT B 28 5 & B /N ANT LB R IA S R B R IT S B FRA T, int 25 16
B SR AEIE, BRESE . MR TRER . RSCAEIE SR/ IS ANT R 28748 & S ERBR AR IEH K B LK
ERE 9 2510 ANT &R SE T FFAERE A 2Rl B i A 4 B v 2 705 ANT 2 5 mE a5 &
B RLEE ARSI E T, S 588 BRI, DLKGIEE . KSR ERA KN & B,
ANT FIETER ALY K KT BT RE E A5 B UESE, (AR 75 4 A B9 i A DL 4R . 75 8 (Litchi
chinensis Soon.) A& M X 7= it fe K BT W 2 —, R0 SCIL RS T (B 4B B A T 200 stb
P FEZHRCSLPRA = AR v i DR . SHEAE ) SRR A S5 sz 0 TR, S B80R SRS, T ER R M) 2 e SR 57
i, NI T 3R E R . Gl T R I 2GR, IR Z | RSE | SR, 7= B S I A AR
FAHLIX V2 R, PRUERE ELAI R, AR EL /N, 5 32 KA 4 n) L T B0 BANRUE, A R i T4
RERI & B ST I BUE VIO, B A B AR R, 5 R AR AW S, &8O RAEY
1) EEF Bz 1, S BT AE, B B K B I A, KA B TR T F R F Bk R AT
RE R, TSR 75 RS 5 0T, AT ST E I 0 B 7 AL 28 B AH DG SE ] ANT JE AT, il A=
Y5 BT FBWIE T 758 ANT(LeANT) AE YA FRE, A e R G bR, S o fk, 17420
FESEERIB D HTRIT LeANT FE AR 08 T2 3 B 2R 8E2, AT B F4EI ANT 2858 SR 776 < 4
TR B SRR, SR Al 5 2R SRR T LSS AR KO L EES SEA
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1 MRERE

1.1 MR WS EURRIA SRR R [ 4 A B2 B Ay A BIFFE T K & e, 46—
AR 25 BRC12 A0 RAE) . BRSO A AnR4i) « ALp . 462, g RN Fh7, 3L 9 MEYH SR
Blo KA SFIEVERTA RS, S RER A TR TR, —80 C I/-AFF. B IMELRE 3 I TEE .
1.2 RNAHZERS cDNA &Rk & HEAHY RNA Pt $2 OG0 &l I3 45 (b A8 E A U B R A FRA F)D 43
BIAEY) A RNA, FHR 240366 i (NanoDrop 2000c, 36 [ FE 2R 7€) Ui RNA e JEF 5 i, ODyg /
ODogo WL (1.9 ~ 2.0), JFil 2 75 1.0% Z i W5 5E e vh A9 FL TK S8 8 RNA 1 S8 88 . (T2 1 pg &
RNA, 1 uL Oligo(dT)5[#AI 1 uL JZ [6]38 5% SEE(200 U-plL !, Takara, HAS)7E 20 uL W IRGY SRR
RN S (EAAEY TRABRA R, KE) B, & BUE—8% cDNA,
1.3 LcANTEERITRFE SRS 7Rk 4L 8ds 12, i id Primer 5.0 #47 cDNA £ K519 11,
W51 %A 5'- GCACCGAGAGATACTGCTAAGT -3', F 514} 5'- CTGGCAAGTGTGACATGG
AGAT-3', ZHE LG A T AWM G AR AR SHAT5I A . DAREUR 4d %8 cDNA SR AR, Fi 4 5
i PCR A & Ui, #E4T 50 pL PCR [ W A& R #E & K, §7 B4 K R WK : Sxbuffer 5 uL, 10 mmol-L™
dNTPs 1 mL, | RS04 1 uL, ik 5 ~ 100 ng, F8 {4 B 1uL, JoEE CHEK A2 50 ul; [ #2 %
K: 95 °C HiZAEME 10 min, 95 °C #5£% 30 s, 60 °C 1B K 2 min, 72 °C #4130 s, 40 MEHF, 72 °C 4E+%F 10 min,
4 C RAFfo

W ILTE 1.0% ZEARHHEENE 1) UK 4 8 DNA 1Y S8 38 FVERR 1, IR B — 255 Uk = Ve [
ifb)5 5 T 24k (PMDIS-T) iEHz, T HARMWZEREAL R N : PMDIS-T Vector 1uL, H Y F B 1uL, dH,0 3
uL, Solution 5 pL; 16 °C ZM; 30 min, T #ARMEFEAR 26 10 pL N A BT #2HT7K B/ 100 pL X
AT IR A2 25 (DHSa) 11, 4RE20K 8 30 min, 42 °C #4345 s, FEE T 0K E 1 min, LA 890 uL LB A&
RigE3E, 37 °C, 180 r-min' FZ3% K5 7% 60 min, 100 puL FEERIE R T 100 pg L' Z S HEZA LB [E{k
FRFRdE b, 37 C ISR 12 he $REL3 ~ 4 DNHARETE 1 mL LB AR ST 25 °CL 180 rmin' 551
THRG SR 8 ~ 12 h, H AT PCR 94, PCR KR 20 uL MTRG W (1 pL R, B RS 149145 1 uL,
10 uL 2xMaster Mix, dH,O #ME % 20 puL) .
14 LcANT B FREFHEMEERFESH it GSDS2.0 (http:/gsds.cbi.pku.edu.cn/index.php) #E17 N &
T4 F43#7; 1 NCBI ) CDD (http://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi) F & FEHE1 T H
PR ST 45 46 33k 0 5 38 4 protparam (https://web.expasy.org/protparam/) FE4T 8 [ 5T 43 A1 A H S T 5
i 1 ProtScale (https://web.expasy.org/protscale/) #4178 F 5 3£ /K 5 7K 43875 38 1 PSORT 11 (https://www.
genscript.com/psort.html) 47 4% & 5745 5 B T ; 38 3 softberry (http://linux1.softberry.com/all.htm) #£47
B U5 40 2 75 3 3 SOPMA (https://npsa-prabi.ibep.fi/cgi-bin/npsa_automat.pl?page=npsa_sopma.html)
PEAT 3 B 45 49 B T 8 5 NCBI (https://blast.ncbi.nlm.nih.gov/Blast.cgi) 15 H: i 48 47 3 17
BLASTP [} Lo X ; ik MEGA7.0 XA # R 50 & B W ; il ik DNAMANS $R {4 #F 47 v b B A )5 31
FeXT .
1.5 TEFRIESH @ Primer 5.0 #1711, LE514 8 5'- GCTTCTGCCTCCGTTGGTTCCAT -
3RS 5'-TCTGCCTTGGAGCCGTGACACA-3 ', ffi il SYBR Green 5£ I 24 )¢ 72 H ik 7 & 1F
QuantStudio 6 Flex %<6 & PCR {¥ (American) I i#F47 S} 2t PCR(q-PCR) . 1%V R G AR R FIY
B ZH T : SYBR Greenl0 pL, | 51445 0.4 uL, BiARk 2 pL, TLETCHEK 7.2 uL. 7E 95 <C FiAs 1k
10 min, SRJ57E 95 °C #4548 305, 55 °C 1B K 30 s F1 72 °C 4%4% 30 s, 40 NMEI, WS FAILF dctin VK
NS FiEG 1Y) 5'- TGCATGAGCGATCAAGTTTCAAG -3, FiE5|4) 5- TGTCCCATGTCTGGT
TGATGACT -3, iy )W 42 3 K., Ct {Hif 1t QuantStudioTM SZHT PCR AR A4 LA BRI B HE A T
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JE PR ik Kl i 27229 Jy i A0 Q-PCR I T-IIE Litc12A14880 75 9 Fdid 742 % kL 9 Fhi
FEASE AL P AR R KT
2 HER55H

21 ZHB LANTEERRE AR A a7 SR B8R B0 T 97 3% cDNA 2K 59 12AF
F1 12AR, HFTZHAL LCANT JEH B9 5ERE, PCR 724
TE 0.9% B9 B g bl Bt e b 75 47 30 min B 9k, 7E

2000 bp AETLEEE] F A9 2645 (1 1) ¥ F A9 25 i St

TRV I, AT TA S2HE 46 BV 5 e A 30000p

FE A RUHEATIN R . % A 2L 2 4 K 5 331 bp, 2000 bp

cDNA it X 41K Ky 2 087 bp, 5% st B i #k 4T

Jr A e X (L 2), A B P 45 S AE P50 G 5B 43 1,000 bp

bp ZE 47, H1 373 45 bp /47 5 AU BGR A TR 750bp

W], AT REJE RN SRE R R A i, P4l iR 25 S 8L 500 bp

BB 31 LA K 53 2 BUPR 45 R v, e Ab, I 4% 250 bp

Hpa] Bt S5 SR A B A VAN, 280 3 U PHPE

A T AT, 5 SR H— B, D R o i 100

Al RESE T R BRI A el . H T3

5 s S 2 DG N 25 3K 99.71%, AT IA BRI 55 [ T Mool 2

3K LeANT L1 . Bl 1 58 LeANT Sk 1 e b

22 FHE LT BEMEMERESH Loany [ KTNSO o0 WIS Marker, WL 1,2 LeanT
BNEA TN T8 3), SBEIF ANT 254 Fig. 1 Cloning of LeANT from Litchi

SR 7 L R 25 40 N & BRI BL, 2R BH AP2 W4 M: Marker 5 000 bp; Lanes 1,2: Two parallel repetitions

16K ST 1 57 58 AL v s AR AT L 3% 5L R Ak g A of PCR amplification of LcANT cDNA fragments.

695 P KEMR, 1E 337 ~ 406 v & 1 437 ~ 500 137 &

H 2 MESEIR) AP2/EREBP 45 #4958, (18] 4), 41> AP2/EREBP #5745 38 F#8HAT 11 > DNA 45407 5,
XA SAE N AP2/EREBP S5 H 3 RFIE 5 A7 s, 55 GCC-box =UAE TS &, Ja shAi Y 206 i
BN 2 SR NUEOSONE ETT SAE A AR A B AR AR Ak, HE 362 ~ 395 fi EiA A 1 MU 314>
AR HEE DAL E LT 5 (NLS), P H AR AR 5 591, i 5% E P AR E45 5 588 LeANT 2 1
] 240 LA N ) R U

2.3 M LANT ZEEWEMERFEDHT  LcANT AN F &4 76.57 kDa, 5L 50 6.34, W41
S 57 O L A T AR T o DK BT N 25 K, LeANT & 5 2 KBS P 9 SRk M a0k i
G KRR, AR 171, H/IMER-3.09, BARKE, Bk k&R 2 T K 2560, H o
HH R, HHEABKYE, B LeANT 8 H 58 TEik R E (B 5), X B B 7456 HAhE 1 45
i IRE EH . 3B X LeANT 25 14T a5/ il LeANT 4 i 45 AN [R1 288 be 43 )
o—MRTE 23.02%, f—HT & 12.52%, % Ff1 3.74%, TCRNE 1T 60.72% (& 6) . &I LcANT & [ it — 45
AR T HAb AL & & 5K E [, 602 5164 5 1 MADS-box & 11 2045k 332/ 60% 11 a— 12 iEk
B, T LeANT 25 A 2 Z5F A EL AT 18 60% (R 25 A S A0 2 TO R0 46 i, 1T o5 Ay B f51) U] B S A
TREEAE B AHICHERY,

24 ZHF LcANT IR G HE LS4  LcANT J& T AP2/EREBP %5 5% K KR (1) AP2 W% il Bt o AR 4
2018 4F T % N B AP2 % 53 [N 1 45 ¥ 43 25090, AP2 YW % 1 40 43 4 euAP2 37 4 Al ANT W 26, ] K¢
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57
100

Litc. 12A  ssssssssssssssssssssssasnsasssssnnnsssssssifl - I
LcANT TTIGARRARRARAAAANGT TAGAGAGAGACGTAGAAGGAGATCEY T T L ERCRE L C IT
Consensus atgaagtctatgaatgatgartagcaacggc acaataataacaactggottggrrre

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT
Consensus

457
500

Litc. 12A
LcANT C C 5
Consensus ccgaaactagaggacttcttaggaggtgccacaatggaaactcatcatcagtatggtagccatgaaagagagacaatggctcttagcttagatagea

CTTC CARTGG 2 TC TAGAT

[l
o i
ot B

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT
Consensus

Litc. 12A
LcANT GT LG LL T IT Z T

= £ - Ll = s 1 000
Consensus grcragetgrgrcacggcrccaaggcagatcrcacctgctggtgcagattgtgtggccatggagacaaagaagagagggrcrggaaaagraggrggrgta

Litc. 12A 4 1057
LcANT CT GG BCE 3 ATCE JEC 1100
Consensus aaacagccTgrrtcartaggaagtctattgacACATTTgggcaaagaacatcacagratagaggagtgac cQacacagatggacaggaagatatgaagcre
Litc. 12A & 1148
LcANT RTTI GGA AG - AGGGCAGACCAC EEAGE ( GGG . AGRARGCTGCCH & 1200
Consensus atttgtgggataatagttgcaagaaagaagggcagaccaggaaagggaggcaag
Lite. 12A 1248
LcANT I I 1 TTCK ACATTAAC T 3 RGAGCTE 3 e 1300
Consensus  tgatcttgoagcccttaagtactggggaccttocactcacattaactttocgttggagaattaccgcgaagagotggaagaaatgaagaacatgagooge
Litc. 12A 1348
LcANT 1400
Consensus
Litc. 12A 1448
LcANT 1500
Consensus
Litc. 12A 1548
LcANT GT AGGCG TGCTGTGACCAAC AC IIG T ICTACTIGLIGCAGR EEE 1600
Consensus gtttcgaggogtaaatgotgtgaccaactitgatataacaagatacgacgttgaaagaatcatggotagcaatactotacttgotggagagtttgotagg
Litc. 12A 1648
LcANT .t SR AGAAGCAAGC] AGGCCE ACCCACCAZ ACAACACIGGT ) ITCAACCAGARAGCACCAACA 5 1700
Consensus  zgaaacaaagagacagaagcaagcaatgaggccattgattataacccaccaacacacaacactggtgaaacagltcaaccagaaagcaccaacaatggas
Litc. 12A 1748
LcANT  Eleiei T AT ; AGACC CARCAACCARATIC ACCRARRAT AR 1800
Consensus atggcrcagattggaaaatggitcratatcagaccccagagcaacaacCaaattciggcattggatcacttgaccaaaaatocgatggatacagcaac
Litc. 12A 1848
LcANT 1900
Consensus
Lite. 12A 2y 1948
LcANT 2 C =4 2000
Consensus aataagctaggtgggactcatttitogaatccatcctocttggtgacaagtitaagoagticaagagaagotagtccggataaagotggotcaatgotat
Litc. 12A | 2 [TCA 5 2 [E T i '
LcANT TTG 3 _CGTIRGC? ARRBGTT = T e T - (e 2089
Consensus crgctaggocaccgtt goatcaaa gttcattagtccaacgacgggtg © GOLLggot atca cagcacagttaaggcctgctgoga

. 2087
Litc. 12A TGICACACITGCCAGITITIGCTCCTITGGARTGATACATE 2089
LcANT

Consensus

B2 Z5HL LeANT P51 RS
Fig.2 The alignment of LcANT sequences
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Litc. 12A014880 — —_ —————

5L L L L L L 3
0kb 1kb 2kb 3kb 4 kb 5kb

Legend:
CDS  msss Upstream/downstream = Intron

3 LeANT SE45H
WEHIPRECRIN 7, BELLA R ICERN ST, W OEIHEICR Bl N AR gt X, FERHCRE LA kb S5,
Fig. 3 The structure of LcANT gene

The yellow area represents the exon, the black line represents the intron, and the blue area represents the UTRs. Gene length
is shown in kb.

MEEMNIDDENGN NN LGFELEPHMEAMEYKADPHROPEHEHHHOY HHO) S0 510
APEAAVEN AV IS FE SRR TS O G R R G AF TS LS I LK SIS 100
CIMEALTESGPEGMY PESESPEKL LD GOATMETHHOY Qe HERLTMALSLD 155
SEAY T TTHARSE TN RIS LR LR B IO TS VWO TTN MY 1 2dn
FPMELI TR O TS SLANC DS OQIPOA DDA MPULE XN AR DY S TUPHR AL DO 250
MESGMVDIOGOGASASVEATICGTTOST AT A PGSR0 VTATROTSTFAG 300

S==EoasnsiTe g e LI

..-’;RTIZ'.“R.‘r‘ﬁ'.-..‘JKDT."L‘T-ETFF&TQFFAHFAW TAT A, -f-.TT{FRIf'l‘c"“'I.-’Jf'".".‘\_FT}TTR_‘f':I ViSan
PRI ASSNTLL AGUTARRRKIT LA SN EATIIY PRI TG TR ST S hlr ke 5540
GEDWEMYLY QTPEQOPMNEGIGSLDOXEMDTATATY RN APTEVALODLIGT £00
IS A S P 1 s SE AN LG T S PSS Y TS LaSS REASPFIEAGSY L /3
ARPPLASKFIGPTTEVGEWEPEAADLEPAAISMEHLPVY I AANWMDT W

Kl 4 LcANT &EHFIRFATHE
HELRHMER IR AP2/EREBP fR~F 45 145k, HLAZIR DNA 5607 i, RUA X R AZE NG5
Fig. 4 Analysis of conserved domain of LcANT protein

The dotted box represents AP2/EREBP conserved domain, the bold font represents DNA-binding site and the italics
represents nuclear localization signal.

LcANT X150 ANT WeH ., Jy T iE—E LcANT

B B, B LeANT 25 751 5 HAth W B ity AP2, 20 Protscale output for user_sequence
ERF. DREB. RAV & [ #4791 kb X, 338 1o 15k | Hphob./Kyte&Doolittle ——
MEGA7.0 #f 1 NJ 55 8: HEF7 1 000 K 1 26 T 42 oo \j\ "r \ \ i
s R G R T HAH (E 7). 45 R BR, LeANT Lo j \
B AP RIEE AR |44, T ANT g:‘fj; (} (th w M
V. 2H BE B A0, 15 AP2 HiAth 7 46 A% 5L, i AIL -15 - ”\ \ t w
A . . —2.0
BBM % i B 4 it , 55 ERF WV % . DREB W ji% _2.5” |
RAV WV i SFBE B Bk . BRI Z b, 75 A0 LcANT :2-2 -
S AR IO F PYANT 55 R 4 i, H 20 100 200 300 . .400 500 600
VR I DZANT. A] 1] TcANT K 257 A iy 45 9% Position
HuANT, 5 LcANT ZFI KRS
; TEAEBERA N SRk B A, SR R K AR

ﬂil r jl*{% LeANT E E 5&%*3% ANT % 2:% Fig. 5 Hydropathy analysis of LcANT protein

¥/ﬁ‘%ﬁ§$§u E‘J*H{LJE, MONCBI HEERCT 8 4 Positive score indicates hydrophilic amino acid residue,

PIFhi3E 10 4~ ANT &1 (ANT-Pistaciavera (XP_03 and negative score the hydrophobic amino acid residue.



%2 M FVEENTSS: A 40158 AP2 [R5 DR 1 3 B R 0K 195
Lt Lo N L
100 200 300 400 500 600

Helix
Sheet
Turn i
C011 ‘ )’&' "
| ‘.\J.' }(
i Mrl; ‘t *I l |l nu‘l #‘ﬂ} mm‘i |
s, A el P
\?1 .,‘“;#g ' “"'.;_'; ) |
0 160 260 360 460 560 660
Kl 6 LcANT HHI) R4 74T
W OXIERIR o IR, LLOXBRIR 8, LR XERIR - A, 58 0 DR TTRL 4 il
Fig. 6 Prediction of secondary structure of LcANT protein.

The color blue, red, green and purple represent alpha helix, beta-sheet, beta-turn and random coil, respectively.
1273069.1), ANT-Herraniaumbratica (XP_0212848 I T:ANT
54.1), ANT-Theobromacacao (XP_007018428.2), \—Dzm
ANT-Duriozibethinus (XP_022766436.1), ANT-Durio
zibethinus (XP_022772252.1), ANT-Juglans regia e

90
(XP_018810432.1), ANT-Vitis vinifera (RVX226 @ o
100 AtAIL2

74.1), ANT-Vitis vinifera (XP_002285467.2), ANT-
Ricinus communis (XP_002510048.), ANT-Quercus
suber (XP_023872648.1)) i 17 &4 3L {8 )7 3] Ho Xt
(%] 8), 455 7R, LcANT & 1 5 A Z MY ANT ¥
S R 7 5 B s BEARRLE, Horh 5 5F.0
S0 [R5 A e %1_ 2%, 5 RS HO Y 0 2% W] PR
PR 79%, SATAT A . RGE . SRk BRI Rz
BR . =5 RR A ) ?Mﬁ%u K 79%, 18%, 17%, 76%,
76%, 75%, 3 H7E 2 4~ AP2/EREBP {457 45 4 3 iz
Fil 337 ~ 406, 436 ~ 500 %4 F i 5% H A7 B 58 2
SFo HEULEH, LeANT 2 F b 758 AP2 W% i
ANT WA A B

2.5 LcANT %éi_ﬁ#ﬁ T YA R 28 B A4
KR H R 7 B Z RS A PR R RIVE R, 7
(S¥I& i AES k?’fﬁ%@é’l\o DIWLBhERE 1 Actin “F A
ZHEH, @it g-PCR 23T LeANT BPRE U0 157
AR NG =

AtBBM

BnBBM1

BnBBM2
NtERF

100
100

100
NsERF

NtERF
AtRAV

62 100

OsRAV

34

AtERF
OsDREB

100
AtDREB

57 LcANT S5HABYF ANT AP RFHMXE R

Hu: B8 L0 81 %% 5 Te: 7] 1 Dz: 3 ; Pv: JF 05
Jr: §ABE; Vv: Hi%G; Os: /K Fs At UG I 5 Bn: 1l LIS
Nt: LT Ns: ZLAEHHEL; Mt BEZEE 1S
Fig. 7 Phylogenetic relationship of LcANT with ANT of other

plant species

Hu: Herrania umbratica; Tc: Theobroma cacao; Dz: Durio
zibethinus; Pv: Pistacia vera; Jr: Juglans regia; Vv: Vitis
vinifera, Os: Oryza sativa, At: Arabidopsis thaliana; Bn:

Brassica napus; Nt: Nicotiana tabacum; Ns: Nicotiana

sylvestris; Mt: Medicago truncatula.

VB B AEFE L AEZS L R B R Bl ) BRI Rk, R IR A

(K19A) o 45K BN, LeANT FENTE R Z B LU h A A R REEE Rk i, FLrP A EA . RO AL 7 AR
XK s RS T A2, R P 25 B ORI B g s ADO T AL, FEAEaR B R
IEBHAH AT 5, LR S 5 AUB 3 IEAR — S (18] 9B).
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Litc. 12A14880 @
XP_031273069.1 &
XP_021284854.1
XP_007018428.2 :
XP_022766436.1 ABRE =
XP_022772252.1 = R SEENSAAY . ARART
XP 018810432.1 i . - 1S58,
RVX22674.1 I .
XP_002510048.2
XP_023872648.1
XP_002285467.2
Consensus

Litc. 12A14880
XP_031273069.1
XP_021284854.1
XP_007018428.2
XP_022766436.1
XP_022772252.1
XP_018810432.1
RVX22674.1

XP_002510048.2
XP_023872648.1
XP_002285467.2 i
Consensus

Litc. 12A14880
XP_031273069.1
XP_021284854.1
XP_007018428.2
XP_022766436.1
XP_022772252.1
XP_018810432.1
RVX22674.1
XP_002510048.2
XP_023872648.1
XP_002285467.2 ¢ % T .
Consensus P " 3 cgdlg lalsma

Litc. 12A14880
XP_031273069.1
XP_021284854.1
XP_007018428.2
XP_022766436.1
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Fig. 8 Multiple alignments between LcANT sequences and other ANT sequences

The black background denotes the conserved amino acid residues (100%); the red background denotes the conserved amino
acid residues (>75%); the blue background denotes the conserved amino acid residues (>50%).
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Fig. 9 Relative expression and transcript abundances of LcANT in different organs of litchi

1. Root; 2. Stem; 3. Leaves of spring shoot; 4. Leaves of autumn shoot; 5. Inflorescence; 6. Anther; 7. Pericarp; 8. Pulp;
9. Seed.
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Cloning and Expression Profiling of an AP2 Homologous

Gene of Litchi ‘Feizixiao’

Men Jiali'?, LI Fang®’, SUN Jinhua®, XU Yun'

(1. School of Life and Pharmaceutical Sciences, Hainan University, Haikou, Hainan 570100; 2. Environment and Plant Protection Institute,
Chinese Academy of Tropical Agricultural Sciences, Haikou, Hainan 571101, China)

Abstract: An AP2 homologous gene LcANT was cloned from Litchi ‘Feizixiao’ (Lifchi chinensis Sonn.
Feizixiao) based on the litchi whole genome database available from the Environment and Plant Protection
Institute. The gene LcANT was 2 087 bp in full-length cDNA, encoded 695 amino acids and contained two
AP2/EREBP conserved domains. Bioinformatics analysis showed that the LcANT contained 7 introns, and that
the subcellular localization was predicted in the nuclear. The LcANT protein was hydrophobic and its secondary
structure wass mostly random coils. BLAST sequence alignment analysis showed that the LcANT had a high
homology in amino acid sequences with the ANT transcription factors from other plants, and had a maximum
identity of up to 82% with the ANT from pistachio (Pistacia vera). The q-PCR was used to characterize the
expression pattern of the LcANT in the tissues of Litchi 'Feizixiao', and the results showed that the LcANT had
higher expression levels in spring shoots, ovary, inflorescence, and flower buds, implying that this gene may
regulate the growth and development of floral organs and other plant vegetative organs. The acquisition of the
LcANT gene provides a molecular basis for further research focused on its function on the growth and

development of vegetative organs of Litchi.
Keywords: Litchi chinensis Sonn.; ANT transcription factor; expression analysis
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