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Tab. 1 Characteristics of long-terminal repeat retrotransposons from N. pernyi genome
KR LTR K /bp A FBKE/bp  LTR AWM/ % B0 i AT P8 LTR K ¥i#% 7 R P8 DLH/ A
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Nar4 177/132 3036 94 TTTGT/GTTGT TG/CA 16
Nar5 131/131 3779 96 ATCTT/ATCTT TGT/ACA 11
Nar6 451/451 2 705 99 — — 4
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352 bp
B LTR B JBE 580 53 i Ry Nar6 fil - Nad: [ Cag PRO RT o,
: p
Nar5, K 105 75, Narl Fl Nar6 g Nard: > Gag__PRO RT INT |3<L36}
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3 hp
Pt 2 A~ 25 e, M Nard &4 Gag 45 Nao: [ RT__RH
2705 bp

M3 B (Pro) 45 ¥ 38k RT 45 4 35
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The presentation of structure for

several novel N. pernyi LTR retrotransposons
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1 :Kabuki, Ty3,Cerl 1 412 40 5118 3£ Bombyx mori , Saccharom yces cerevisiae , Caenorhabditis ele-
gans s Drosophila melanogaster Z¥)fhrh LTR J2 55 & 1 ¥ 51
B2 HERAFRLIREREETFSEFILLEX

Fig. 2 The presentation of multiple
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alignments for N. pernyi L'TR retrotransposons
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Fig. 3 Phylogenetic tree of the Nar retrotransposons and homologues in

other species based on their reverse transcriptase sequences
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Identification and Phylogenetic Analysis of LTR Retrotransposons in Nosema pernyi

ZHOU Jun, SHI Peng, ZHANG Shuang, XU Jinshan,ZHANG Xiaoyan
(Chongqing key Laboratory of Vector Insects, Chongqing Key Laboratory of Animal Biology.,
Chongqing Normal University, Chongqing 401331, China)
Abstract: [ Purposes | To identify the species, quantity and genetic relationship of the LTR inverted locus in the genome of Nosema
pernyi. [ Methods | The genomic sequence of N. pernyi was downloaded from the GenBank database. and screened to identify the po-
tential LTR retrotransposons based on MGEScan software. Sequence alignment between potential LTR retrotransposons and reverse
transcriptase were performed through NCBI-blast software. Those elements containing the reverse transcriptase domain were con-
sidered as the LTR retrotransposons. The structural character, classification type and genomic distribution of these L TR retrotrans-
posons were further explored. [Findings]A total of 6 LTR retrotransposons families were found in the N. pernyi genome, ranging
in length from 3kb to 4kb. Most families have similar LTR terminal nucleotides, but show the sequence difference about target site
duplication and copy number. The phylogenetic tree of the RT domain shows that all the Nars belongs to the Ty3/Gypsy type and
forms a sister branch with the Nosema bombycis L TR retrotransposons. The copies of Nar4 family and Nar2 family were arranged
in tandem on the genome with similar distribution characteristics. [ Conclusions]The N. pernyi genome has several complete Gypsy-
type LTR retranspososon, which show the closely evolutionary relationship to the elements from the N. bombycis . The copies of
Nars were arranged in a cluster on the genome and may be one of the potential factors for the expansion of the N. pernyi genome.

Keywords: LTR retrotransposons; Nosema pernyi; genome; phylogenetic
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