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Abstract: In the present study, three novel NAC genes, CmMNAC83, PtNAC83 and CINAC83, were
cloned by in silico cloning and RT-PCR approaches from seedlings of pomelo[ Citrus maxima (Burm.)
Merr.], trifoliate orange[Poncirus trifoliata (L.) Raf. ]and lemon[Citrus limon (L.) Burm. f.]. The
expression patterns of these genes were analyzed by Real-time quantitative PCR (qRT-PCR) under the
stress of ABA, drought, cold and salt. The results showed that the full length of cDNA sequence of all the
three genes were 841 bp and the open reading frame (ORF) were 750 bp which encoded three polypeptides
of 249 amino acids. The molecular weight of the three proteins were 24.18, 28.00 and 28.15 kD, with
isoelectric point about 9.02, 9.31 and 9.30 respectively. The three novel proteins contained N-terminal
conserved domains of NAC family. The phylogenetic analysis showed that the three proteins have the
highest similarity with NAC22 from Malus x domestica, and Its belongs to the SENUS5 subfamily in NAC
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family. The qRT-PCR analysis indicated that the expressions of three NAC83 genes were induced by stress
of ABA, drought, cold and salt, but they were differently expressed in different citrus species. The results
of this paper suggested that CmNAC83, PtNAC83 and CINAC83 were new members of the NAC gene
family, and they might play important roles in citrus in response to abiotic stress.
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[ PEIRA R IE R R IE, A B N 2 S NI G AT (Nakashima & Yamaguchi-Shinozaki,
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43K, AP2/EREBP. MYB. NAC. WRKY F1 bZIP 254 5% IRl 17 i Al 155 v iy mi S WLk
I (Xu et al., 2011), Horh NAC 5 55¢ [F 72 H A5 R I 30w 55K ALY e 5 IR 1 K ik 2 — (Singh
et al., 2002). EIFEFAII TR, A IFIEEA S A 117 A NAC KRR 7, KiEHH 151
AN, FETAE 790, ATE 163 4y, REFMHHE %4 152 (Rushton et al., 2008; Hu et al., 2010;
Nuruzzaman et al., 2010; Le et al., 2011 o A4 -5 S5 2750 e 5% 240000 e 2500 20 A, 4D 20% ~ 25%
) NAC FE R0} 45 /b —Fhal JURH i 45 i A F - (Fujita et al., 2004; Kawaura et al., 2008). Hi A
WS AWIUESE T V52 NAC 5% K7 AEAR ) AR 55 Jiiae ke 45 S5 224EH], 40 Jiang AT Deyholos
(2006) 7341 T PARE I+ NAC JE BRI S50k v 4k 1 8 Ry S AL, DR 30 A B 5 11 00 P AR A AR 3505 4L
ZUR R I 33 AN NAC FER ik kA e As, Hoh 26 A BRI, 74N FIHEIE; i T SMNACL 7652
GA. A= RS G &L B, HAERPIUeRE GHBID 45, 2014); EAY PtoNAC157 Henw
ARG =R TR ABA hif, FEG0AR. R hg g RiA, ARkt m R 45,
2014); M/NZe 73 594532 TaNAC RN 2+ 55 S FURIA, i Rk TaNAC (15 Ik DR R T HY
AR T B A4 AU B PR Th AR (XJZETE 45, 2010); LK NAC S5 A R FIE ) ZmNTLL
PRI RSP RERR, RIS IE S A P RBR R Pl A R TR AR, MRAWEK, Tk
(AFE AR TR AR, BB ZmNTLL SHEAPtEh % UIAHC CERG 2013); Oliveira 55 (2011)
PRI E P NAC FE55 PR T /00, % 45 N5 NAC g5l s, Hidh CsNACL 5
WM am N A OC; HALI (20100 AN CHEHD FHAS LD ISR R CLLIEMNT rhrE R NAC Bk
BRI TG LA, 38T, citNAC AT citNACL #2582 AR, CitNAC2 & — AN Hum A%
SEPR, 0 R IE BERE 1L R0 AH I R 1) Rk

FROZ AR o T HRG A, Prsi ek, 1Al AT 2 KB AR B ARG AP S, Bradi AR 3R 59 5
A e BT I P 5 (AR ol S v o o — S0 8 SR R 1 SE DR N BRI AR S R, e N LAt AR
PUMETh i Ik DR 25 S SR AT PO S0 (R RH R 7 B ol o ASHIE 5 b R R R A v v [ 75 381) 3 N3 1) NAC
FRFE, FEAEH S PCR AR ARG . mrdh . TR0 T a R ABA ALBE R (253
B A 8, DU MRS LIS 43 -7 5 P AR5 126 i DA 08 5URH B A4

1 ARSI

1.1 A REAE
2013 4 10 H ¥#h [Citrus maxima(Burm.)Merr.] . #2 [Poncirus trifoliata( L. )Raf.] fl¥7 4 [C. limon



W7, AL, b #, KO, KER, £ 0 5.
HREPUIGFER NACS3 [ 58 b 5 L 44t
[ 22 4], 2015, 42 (3): 445 - 454. 447

(L.) Burm. £IFr 720 5I4EM 154 8 g L B, 40 g- L7 #EWE, pH 5.8 (9 MT 1555, &1L
VANV K2 AR 2 e bl 2 R Sl 5 559540 (25 °C +1°C, 16 h OB, 12000 1x, 8 h MK rhisss. 1§
WK EIZ) 25 em [, BA 2] Hoagland F5 78 h 1ils 9% 5 d, ARG MR ) 4 CRIFRM T RIR %,
B 254 100 pmol - L ABA, &4 20% PEG6000, 4 250 mmol - L NaCl f] Hoagland & {45
FEIEPH IR R IR AR I BEAS R 2 AL BE 20 ~ 25 MR, LR (25 C) A INAL () Hoagland
WAARE FERIRRVERT I, 0 BIZEARRE S 04 1. 3. 6+ 12 F1 24 h UL/, WA, HT - 80 CH
IR VKRS A7 45

1.2 #h. f2F0474E RNA 32EUE cDNA &5

KH] Trizol &t RNA $RHGAFIE (Invitrogen, JEE) 4r HIFREUH. BURFFE M F B RNA. H
DNase I (Promega, FE[E) Z[RFIAHIFERZA DNA, LR E ARSI S RNA B, 1%5E
BRI R VAR I L S 48P . LR RNA R, SR 1] Prime Script™ RT reagent Kit with gDNA Eraser
R & (TaKaRa, HAD GG cDNA, £7T - 20 ‘CORFIAE A HED v [ R SEIN & & PCR B AT .

1.3 CmNAC83. PtNAC83 #1 CINACS3 E [E m &

#1462 HarvEST-Citrus 24 72 (http: //harvest. ucr.edu/) 2| 5HI¥) NAC FKjizE A [FIYE TR
FRIEP YR (EST) Pal, i A 3R X 28 EST PA P — 4 — 3k v o1, HETi%—3
PEF HUAE FH 519 e v 34 PrimerS B2 TE A BC— X R RRE 2 519 QS: S TGCAAAGACTTTT
CGGTTA3'; QA: 5CGCCAATTACTTGTACAGA3', [Ai 4l Al AURIFTHE I A 25 —%B% cDNA
AR 5 PCR 471938 7] TIANGEN® 2x Tag PCR MasterMix #£1T PCR 41, 355 CmNAC83.PtNAC83
FI CINAC83 JEH 4K J¥41] . PCR § R/ 70 R : 95 CHIAENE 5 min; 95 CAEME 30's, 51 ‘CIB K 30's,
72 ‘CHEAH 1 min, 35 MEHF; 72 CHZEM 10 min; 4 CLRAF. 2505 PCR P=MEET 1.0%E8 IR bkt
RIS 25, FIH DNA RO A& CRIAERHCAA R A D % PCR HIW A Bt& b, ik, 5
pMD®18-T # 4k (TaKaRa) ##%, HALKHATHIEZ 40 DHSa (TIANGEN), #5ARfiE, 4
B PCR 58 B oA BIVE ve e a6 A8 TAM TR (i) IR B 710 .

1.4 CmNACS83. PtNACS83 #1 CINACS3 B3 EE PCR

FIH BIO-RAD CFX96 SEI 98 € i PCR SO A ARFIAT A5 & i HURE KUK cDNA B EAT 52
JEHIRT E BT 9%k SYBR Premix Ex Taq ™ WL T RER LW AT 34 HIIFEH K915
W¥ ok NAC-F: 5'TTGGGATTTGCCAGGTGATG3' NAC-R: 5'GCCTTCCAATAACCAGACCC3';
BICLHHG Actin JEERIA NS IEIH,  Actin (99595140 Actin-F: 5’ACTCATCGTACTCAGCCTTTG3'.
Actin-R: 5TGCACCCTGTTCTTCTTACTG3'. qRT-PCR W%/ 25 uL Wik %, 12.5 uL SYBR®™
Premix Ex Tag. 0.5 pL PCR Forward Primer. 0.5 pL PCR Reverse Primer. 9.5 pL ddH,O. 2 pL cDNA
PR . qRT-PCR [ WL R P55, FEFFPWIR: 95°C 30s; 95°C5s, 60 °C 30s, 40 MEH.
REFERE SV 3 AN . R 22T vk T B 4 o

2 HiIR50H

2.1 CmNACS83. PtNACS83 #1 CINACS3 i cDNA FE5I 4 #
TR AT RT-PCR 515, 20 M. AR b e £ 31 CmNACS83 (GenBank 3% 5 :
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KM268906). PtNAC83 (KM589037) Il CINAC83 (KM589038) 3 AMHFiAkl. PRI B 4% 5y
Mréh B0 34N B LN cDNA J7 414 K34 4 841 bp, 545 750 bp [ IF 1% 52 HE(Open Reading Frame,
ORF), %ifith 249 AN JLRR I H 1 it TR & 1 2 1 MKk 70 il 4y 28.14. 28.00 F1 28.15 kD, 55 HL AT
S350 9.02. 9.31 #19.30; BEFLFHIHLATE R (K 1) W, 3 ANEEFEYI AL S] 99.37%,
A 16 NMRIEAL AT ZE 5T

CmNACSE3 KM268906
PINACS3 KM389037
CINACES KM589038

Consensus

CmNACSE3 KM268906
PINACSE3 KNIS89037
CINACS3 KMS589038

Consensus

CmNACSES KM268906
KMS589037
KMS589038

Consensus

CINACS3

CmNACSES KM268906
PINACE3 KMS589037
CINACSE3 KMS589038

Consensus

CmNACE3 KM268906
NACE3 KMS389037
CINACS3 KMS589038

Consensus

CmNACSE3 KM268906
PINACS3 KM389037
CINACES KM589038

Consensus

CmNACSE3 KM268906
PINACS3 KM389037
CINACES KM589038

Consensus

CmNACE3 KM268906
PINACS3 KM589037
CINACE3 KM589038

Consensus

CmNACSE3 KM2689%06
PINACSE3 KM589037
CINACSE3 KM589038

Consensus

CmNACSE3 KM268906
PINACSE3 KNIS89037
CINACS3 KM589038

Consensus

CmNACE3 KM268906
PINACE3 KMS589037
CINACSE3 KM589038

Consensus

792
792
792

CmNACE3 KM268906
PINACE3 KMS589037 I
CINACSE3 KMS589038 I'T 4

Consensus  ttcaataatttctetetttttaattagtgttetgtacaagtaattggeg

841
841
841

E 1 #i CmNACS3. #3 PINACS3 fir#¥ CINACS3 i 5! b3t
Fig.1 Alignment of predicted base sequence of CmNAC83 of Citrus maxima, PtNAC83 of Poncirus trifoliate
and CINACB83 of Citrus limon

2.2 CmNACS83. PtNAC83. #1 CINACS3 Y[R 14 & i#F 1k 5 47
5B NCBI #4 PER 8L 1y 41 B0 36 il R R )7 7)), ] DNAman %} CmNACS83, PtINACS3 il
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CINACS3 BATHIEMR T HILLXS, 3 4P FIAHLLIE L B 98.93%, HLit 8 IAFAEZE SR, 43 AESE 5. 114,
154, 183, 188, 197, 198. 211 fiZaFEMAr i (& 2 WF WERVEMIM B . 5HALYIA NAC FiKEE
AT Z EPHI T TR, 3 ANBIE A NAC FKIEILE RS, BN s B & — BoOh sr 2 5t
R4, 29160 NI, Rl A, B. C. D. E S D4R, F|H InterPro Scan 7F
27T CmNAC83. PtNACS3 Il CINACS3 & 45 i Ih e, 45 R KW 3 NS 47E 10 ~ 169 47
JUAFAE NAC 250948, b 14 ~ 138 475 NAM (No apical meristem) 25435,

CmNACB83. PtNAC83 Fil CINAC83 %ifith ) 2 SR 7 41| A B (1 [ PE . LAl CmNAC83 A& [A]
o, FIH NCBI H() Blast #2757 CmNACS3 4ifid &t (4 5 Hoe CAkE 1 NAC S5 Rt 2 (31T 1)
TEPE T, 45 LW CmNACS3 5 BRSO NACO011(GenBank /5415 AGL39667.1) 4 i NAC2

( AHF27223.1). ® A] NAC ( XP 007043870.1 ). Z% NAC ( AGT01909.1 ). 3 % NAC22
(NP_001281000.1). K% NAC14 (NP 001238078.1) FIHlF§7F NACO083 (NP 196822.1) 4§ NAC
EARNETEWRIK N T7% 76%- T4%. T4%- T1%- 67%H 62%. W sl i 3 AN ERE TR
NAC #5kH 7 Kk

B Citrus maxima CmNACS3 KM268906

1 Poncirus trifoliata PINACS83 KM589037

¥l Citrus limon CINACS3 KMS589038

SRR Jatropha curcas NACO11 AGL39667.1

e Hevea brasiliensis NAC2 AHF27223.1

o] 1] Theobroma cacao NAC XP_007043870.1

& Camellia sinensis NAC AGT01909.1

HEHL Malus * domestica NAC22 NP 001281000.1

K Glycine max NAC14 NP 001238078.1

HLEIF Arabidopsis thaliana NAC083 NP_196822.1 i KNG I DYLE EA A }

Consensus kng lrlppgfrfhptdeelv gyl rk plpasiipe dvc dpw lpg
/ v B

Hh Citrus maxima CmNACS3 KM2689%06

# Poncirus trifoliata PINACS3 KM589037
Frfa Citrus limon CINACS3 KMS589038

SR Jatropha curcas NAC011 AGL39667.1
R Hevea brasiliensis NAC2 AHF27223.1

A A] Theobroma cacas NAC XP 007043870.1
%% Camellia sinensis NAC AGT01909.1

FEH Malus = domestica NAC22 NP_001281000.1
K. Glycine max NAC14 NP 001238078.1 F
U RIF Arabidopsis thaliana NAC083 NP 196822.1 §
Consensus

B Citrus maxima CmNACS3 KM268906
1 Poncirus trifoliata PINACS83 KM589037

QISEDEET"T KIGG'DC D.[‘l" ........... 191

¥k Citrus limon CINAC83 KMS589038 ABN, ... ABSEDEETCT. .KIGGTRANG. .. .....s. . 191
SRR Jatropha curcas NAC011 AGL39667.1 THNEEENVOFGNENKVRKLRN. . . ........ 194
e Hevea brasiliensis NAC2 AHF27223.1 35, %EEENLQEGN{}NRVRKLRN‘ ...... 197
o] 1] Theobroma cacao NAC XP_007043870.1 N RIEE 5 S TTRNDDDSMOSCHENGARKVRT . . . .ov v eee s 199
%5 Camellia sinensis NAC AGTOI909.1  S70....A%...00vnenn.s i SRS .  TRNEEE. . ... .. ITOSRNCE. . v u. — ]
R Malus » domestica NAC22 NP 001281000.1 . EEQQVOQ. PSCOVRKPEN. . ... \euw. 196
Jt Glycine max NAC14 NP 001238078.1  Lua....S05........ OO RNGEE .. ... SNKVRN, .. 177
HEIF Arabidopsis thaliana NAC083 NP_196822.1 197
Consensus

Bl Citrus maxima CmNACS3 KM268906 M ‘ .50 .BONBErYrREROD 249
1 Poncirus trifoliata PINACS83 KM589037 PENSS J . PYFRREOD 249
Fifi Citrus limon CINACS3 KM589038 - : Emﬂw 249
SRR Jatropha curcas NACO11 AGL39667.1 p 58 ] SECNSECT, . 251
Mkt Hevea brasiliensis NAC2 AHF27223.1 { s } ﬂ?‘f P, 254
A A] Theobroma cacas NAC XP 007043870.1 : .. TD) PYFREEF. 256
%% Camellia sinensis NAC AGT01909.1 ] ; QTENSCHE . ST SSERBEL . 231
FEH Malus = domestica NAC22 NP_001281000.1 | ; | SESHSIGLIRRKD . 255
K. Glycine max NAC14 NP 001238078.1 1 ¥ 3 E i BYTIRTHP 229
U RIF Arabidopsis thaliana NAC083 NP 196822.1 : FSSSOMETSEENEER . . . . . . . 252

Consensus

B2 SEY NAC EESEMFY
V&7 CmNACS83. PINACS3 Al CINACS3 & [P FUINE IR IE AL 1, A~ B FRORZE IR SR
Fig. 2 Sequence alignment of NAC proteins from different plant species
V Indicate the different sites of amino acid sequences of protein CmNAC83, PtNAC83 and CINACS3,

A - E are the conserved domains of these proteins.
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N T35 ikl CmNAC83. 1 PINACS3 Filfrts CINACS3 SRR, A MEGA6
BAF A AN R B 21 A NAC KEAFHER 24T (K 3), CmNAC83. PINACS3 F
CINACS3 ZEAEAE [ — SCREA M, IEW] = 56 5 R R . W] WA SRR L 5 FE i A A — 5
J34h, Z M Ooka 45 (2003) %F NAC ZE¥e 5k IR 111 73 07 1L K X LU L [K 43 4 ATAF. OsNAC3. NAM.,
SENUS 4§ 4 MG, 7345 R W siZ 3 MR E 53R NAC22 (NP_001281000.1). BRI NACO11

(AGL39667.1). #lHi7F NAC083 (NP _196822.1) %354k /4T, H#ET SENUS k.

T Arabidopsis thaliana AINAC1 AK226385
{ BIRSE Arabidopsis thaliana ATAF1 CAA52771.1
KK Oryza sativa OsNAC6 AB028185
KT Ghcine max NAC2 AY974350 ATAF
ST Arabidopsis thaliana ATAF2 AK228803.1
—|: FHF- Solanum melongena NAC1 KF668813.1
KK Oryza sativa OsNAC3 AB028182
{ KK Oryza sativa OsNAC4 AB028183 OsNAC3
EK Zea mays NAC1 NMO001130460.1
B Solanum lycopersicum SENUS CAA99760.1
T Arabidopsis thaliana NAC083 NP196822.1

FRINA Jatropha curcas NACO11 AGL39667.1
FW Malus > domestica NAC22 NP001281000.1

SENUS
A Poncirus trifoliata PEINAC83 KM589037
A #il Citrus maxima CoNACS3 KM268906
{ A F§0 Citrus limon CINACS3 KM589038
7KK Oryza sativa OsNAC1 AB028180
{ IKES Oryza sativa OSNACZ AB028181
BT Arabidopsis thaliana CUC1 BAB20598.1 NAM

{ BT Arabidopsis thaliana CUC2 BAB20598.1
B34 Petunia > hybrida NAM CAA63102.2

3 CmNACS3. PtNACS3 #1 CINACS3 SHEHE NAC BH RG ki
Fig. 3 Phylogenetic tree of close homologues of the CmNAC83, PtNAC83, CINACS3 and other NAC proteins

2.3 CmNACS83. PtNACS3 #1 CINACS3 B9 H F 549 #i K = dE c5 #9750

Protparam {EZ /0T W7: il CmNACS3 #1175 1208 CrasoH1026N3560375S10,  HI 20 FIEA) 21
FERR A R, Horb S B R IR S 2 %8 Ser (8.0%), & EHRARMZEILIE LM AR His (1.6%)
AR Trp (1.6%), MYERIEIR (Asp+Glw) BECh 314, BRPEZEIERR (Arg+ Lys) BAUh 37
A, TRIAEGE 5> 84000 28.14 kD, FLRSFEHL AN 9.02, SFSEAKME (GRAVY) 4 -0.738, A
FeEdas 45.12, HENILE FATRE KSR A . 1 PINACS3 &1 1 20 FiEA &R R 4L, o
F A Cra37H1933N3530360S 11, e i f s L PR /& Ser (8.0%) Fl Lys (8.0%), ik
KR His (1.6%) M1 Trp (1.6%), MRTEZE R (Asp + Glu) MECh 28 4, BotE&E R (Arg+ Lys)
K 37 A, TG 4> PR 204 28.00 kD, PFERSEHLT 9.31, EFSEKEE (GRAVY)
- 0.666, ANFaiEfah 38.98, HEMIILE THUER/AKIEEE . FriE CINACS3 i th 20 FiEA 2
PR, T8 CraaaHi040N3560572S 10, o F Sdi i (1 2 55 R /2 Ser (8.0%) F Lys (8.0%),
T RERIKMNEAIEIRE His (1.6%) Al Trp (1.6%), MRMEZIEIR (Asp + Glu) BECH 29 4, BPEE
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FEMR (Arg + Lys) Sk 38 A, FlAHX 7r T 2008 28.15 kD, BRRAFHLAUN 9.30, SCPIISEK
£ (GRAVY) & -0.706, AFaEFaE 40.84, HENILE AR KSR,
it PROFsec 7-£:Tiill CmNACS3. PINACS3 Fll CINACS3 iE M) —Jugity, &5 FRFEW .
CmNACS3 K7 4.42%IRHE45 1), 16.87%HT M1 78.71%M AR L4 ; PINACS3 B A7 4.8% M2 g 44
Fs 19.7%31 8 75.5% R G584 ; CINACS3 B 1% 5. 2% I8 HELE 14, 20.1%4T & F1 74. 7% AR 454
iz JTl TMHMM Server v.2.0 Tl CmNAC83 . PINACS3 I CINACS3 5 [ T4 5 X 555, ] SignalP
3.0 Server 7 HTEE U Z 3 NMEAWAS(E Sk, #EH PSORT WWW Server H 1] PSORTII
Prediction T HLIFATAN L EN, 45K : CmNACS3 HAEMMAZ IR REME A 73.9%, fELRiA
AT REYE N 17.4%, FEANBERF AT REYE N 4.3%, 7E41EF 48 LA nTREME N 4.3%; PINACS3 Al
CINACS3 ez P TRtk A 65.6%, &
SRR T REME R 21.7%, 7E4H TR L M)
ST REPER Sy 4.3%. FTTH AT /950 3 AR
HIA G BRI AE K, ARE2E I gy
¥, BT LR R bi iR it T etk A % . i
IEHENZ 3 AN A T 40 A% b i m e AR
K, ARWTHE R — P s K1 o- #hjE
DL B g ah im0 3 MR A —
REERI A AR, PR PL CmNACS3 4 [ 4 1,
8% B H A AR A S 7 NAC19 (Arabidopsis — ertmih

Coil

thaliana NAC domain-containing protein 19)
M1, FIH M % Expasy H Swiss Model #27 [F] Y

AR, AR A RS AR E] 4. E4 CmNACSS BE =L HTNER
CEMIIAERI T LIS 3 ANE A SR I Fig.4 Predicted 3D structure model of protein CmNAC83

NAC19 & FH L Y- ThEE .

2.4 CmNACS83. PtNAC83. CINAC83 MRt EEFRIESHT

WP 5 FiR: {E 100 umol - L'ABA WA, Ali CmNAC83. 4 PINAC83 FlFy45: CINACS3 fE -
R BRI K1 h B CmNAC83 AHXS #IA & Sl Tk i KA, TR ABA ATLA S
CMNACS83 ZEAlI i Rk, A 5 00 10 TH S 8 B s B PINAC83 Kk & AR IE
JEAIRE RS A7k CINACS3 Ik 7ERT 12 h B A HERS ZE MW 5, 76 12 h I IA S5 KIE(E .

20% PEG6000 AT e T, 3 MEFAEM B3k Al CmNAC83 Kia & ok FTHE
RS, (E 3 h AR KRG ; A PINACS3 7ERHT 12 h BN A HER ik T, H AR (ke 5 A1
XECFSE: Frig CINACS3 7Eii 1 h I RIA R B HACE, 12 h B RIS B I 2 i m e,
RS N G E R ey SR Y A SN

4 CARIRMNE T, 3 ANEERTE 3Rk Ml CmNACS3 BEAARIAY R, 75 12 h iRk
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Fig. 5 Expression pattern of NAC83 in leaves of Citrus maxima, Poncirus trifoliata and
Citrus limon under different stresses
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2007), PRIUEHEWTZIEH S T NAC Fsk P KRt « 5T AFFER B, NAC BR8N - 3
JELRSF 1 NAC Z5K938,  HHKZ 150 DNEIERRIRIEAI, ZIX AT LL4E & DNA FIEb & A, 1 C -
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