[ Downloaded from ndeal0.khu.ac.ir on 2025-11-27 ]

[ DOR: 20.1001.1.24236330.1397.5.4.1.5]

[ DOI: 10.29252/nbr.5.4.411 ]

Nova Biologica Reperta 5(4): 411-419 (2019) FIN-FIOF Syl o o ¢ jpsle 53 0 5 slassil

L 0 APETALAL Olepd 05 Sighd w9 JN19 oo

Ol et 5 315155 0o 5 Sl ot 4

AAAZARZA VSIS VAL S\ VA RVAT - SR WA L M\ ZARVA] :C)Lall VYA0/-#/¥4 18l 5

()‘j_\ ‘Q\A; gbl.a; _,..Al.: B oK.iJ‘: ¢ gc}l; oA il ng&C,...‘.w ojjf
mh.sheikhbahaei@sci.uk.ac.ir ;o5 J e’

b e 2l 53 s S05 31 ol 25 g0 ST s o Gy 23T (i o K o5 G b 51 OWLS s (a3 8 1 s oSy
o35l ol 3¢ J& sas oS oS’ L5 | SO APETALAL (APL) (s 555 5556 .48 o oS 1, MADS e g3 go3l gl o 555 slay 556
Oslate s ol 53550 05 (S55kE (gt e 5 I e plolid olE S 3 05 855 Jae Zos ST e s Se 8 Sl sl
03 J5 ol p eolaztt sla S5T s S oslizal CONA cslu 6l 5 o1 5l (Lepidium sativum L) als 8 e 51 JS RNA
Olaeb) J gz 5 0T (655595 2 onlie 6 SN gy 2 3l s 1235 )3 o3lizl 3,50 RT-PCR d:f\jdluf\,bmb;u.rwmf,;APl Olear
BLAST (bl o5 b edbos 5l pm b JI5 Gons b osbnp gb Iy Gy old 25 aalsd ool oy PCR Jpuaos oiS™ 5
390 3 S S VAV 3l 05 (soi 530S (sl JolST J b 2S5 (sodins 0L (s (235 13 s 3, 5» MEGAG , Gene Runner MUSCLE
23 pm g SaJIS 3L Glines crmen 5 VL alss Kb sy k3,5 I NCBIoSL 55 KPOT0728 o jows o)les b 5 s stali LSAPL o
Ll5 e 9 2)ls 2B (238 4 50 53 APL 058 s Ol e 4 Jlezl 5 LSAPL (s (1 b Gullae 3 LSAPL bl 055, 15 L 05 eSSl

Ls'il:) - ‘&AJ? ‘@}}1:3 C )3 ¢S 9 Ajij'GT .‘5..\&.1( 6'&03‘5

Sequencing and phylogenetic study of APETALA1 homologous gene

in garden cress (Lepidium sativum L.)

Mahboubeh Sheikhbahaei”, Farknondeh Rezanejad & Hossein-Ali Sasan
Received 19.09.2016/ Revised 31.12.2018 / Accepted 05.01.2019 / Published 19.03.2019

Department of Biology, Faculty of Sciences, Shahid Bahonar University of Kerman, Kerman, Iran
*Correspondent author: mh.sheikhbahaei@sci.uk.ac.ir

Abstract. The flowering process in plants proceeds through the induction of an inflorescence meristem triggered by
several pathways. Many of the genes associated with these pathways encode transcription factors of the MADS domain
family. The MADS-domain transcription factor APETALAL (AP1) is a key regulator of flower development. The first
step in the understanding of molecular mechanisms under the function of each gene in a plant is identification,
sequencing and phylogeny analysis of that gene. For this purpose, total RNA was isolated from the flower bud of
garden cress (Lepidium sativum L.) and used for cDNA synthesis. The specific primers were designed on the basis of
nucleotide sequence alignment of AP1 homologus genes from plants of the same family Brassicaceae and used in RT-
PCR. After observing its electrophoretic pattern and ensuring the quality of PCR product, the amplicon was sent for
sequencing. Once the results of sequencing were received, the sequence was examined by BLAST, MUSCLE, Gene
Runner and MEGAG6 software. The results indicated the amplification of 787 nucleotides fragment namely LsAP1,
which was recorded by accession number KP070728 in NCBI database. The studies showed high similarity and
overlapping of gene bank sequences with LsAP1 illative protein. According to these results, LsAP1 might play a similar
role as AP1 in flower induction and could act as a flower meristem identity gene in Lepidium sativum L.
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Fig. 2. The electrophoretic profile of extracted total RNA from Lepidium sativum flower bud consists of three clear
bands of 28s rRNA, 18s rRNA and 5s rRNA.
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