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Determination of the complete mitochondrial genome of Caloglyphus berlesei ( Acaridae:
Astigmata)

SUN Entao YANG Banghe TAO Xianglin YE Changjiang LI Chaopin
School of Laboratory Medicine Wannan Medical College Wuhu 241002 China

[Abstract 10bjective: To determine the complete mitochondrial genome and analyze its sequence of Caloglyphus berlesei( C. berlesei) .Methods: Four long
fragments were amplified by long PCR and sequenced by conserved primer-walking technique. Results: The complete mitochondrial genome of C. berlesei
was a circular molecule of 14 273bp  consisting of 13 protein-coding genes two ribosomal RNA genes and 22 transfer RNA genes. Most inferred tRNA
genes were extremely truncated 47-63 bp with an average of ( 53.6 + 3.49) bp Stem-oops were absent on either the T—or D-arm except for the trnK.
The largest non-coding region ( 341 bp) was present between trnF and trnS1 and contained a microsatellitedike ( AT) n sequence and putative secondary
structure features. Conclusion: Complete C. berlesei mitochondrial genome was successfully determined and sequenced.
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5 wL dNTPs 8 pL 1 pL DNA
100 ng LA Taq 0.5 uL (5 U/pL)
o :94°C 60 s; 98C 10 s
55~60C 5 min 34
72°C 10 min., Long-PCR
PCR o
1.2.3 DNAStar Ed-
itseq  Seqman
o Clustal X 2.0
(
KC700022) ° .rRNA  tRNA
; tRNAscan—
SE1.23  ARWEN tRNA
T, Mfold Server
8 o
1 PCR
Region Name Sequence( 5 to 3°) t?ﬁ;‘:‘;ﬁi
cob—cox1 CBCyCoF AGTAAAAGACACAACGCCCC 50C
CBCyCoR CCCAACATAGTAGCCAACCA
cox1-rnS CB-COSF  TGGTTGGCTACTATGTTGGG 55°C

CB-COSR  AGCCCCACCTTATAGTCTAC
rrnS-nad4 CB-12SNF GTGTAGACTATAAGGTGGGG 56°C

CBNd4R CTGTCACCGTGCGATATTGT
nad5-cob CBLC2F  TCTTGGCTTCCTGCTGCTAT  60°C

CB4L.C2R2 CCAGTAGAACCACCCTTTGT

2
2.1
mtDNA 14 273bp(
KF499016) 13 22 tR-
NA 2 rRNA 2.
2.2 tRNA tRNA 47
~63 bp (53.6+3.49) bp,
trnK trnD 15
TV-doop trnR 6 D-
2.3 mtDNA
(LNR) 341 bp trnF trnS1 AT
89.4% o
LNR (AT) n”
(44~50 bp) AT 1
AT AT 94.29% 1
o AT 1
(5~ -ATGTA  TACAT-3")
o LNR 3

( GTTAAAAA) 28

427 -
bp o 3
2

Gene Position Size  int®* AA  start stop anti
cox1 1-1551 1551 6 517 ATT TAA
cox2 1558-2319 762 2 254 ATG TAG
trnD 2322-2376 55 -1 GTC
atp8 2376-2531 156 4 52 ATT TAG
atp6 2536-3207 672 13 224 ATG TAG
cox3 3221-4003 783 10 261 ATG TAA
trnG 4014-4068 55 -1 TCC
nad3 4068-4412 345 29 115 ATT TAA
trnR 4442-4490 49 15 TCG
trnM 4506-4557 52 1 CAT
rnS2 4559-4610 52 2 TGA
trnC 4613-4665 53 11 GCA
trnP 4677-4731 55 -1 TGG
trnY 4731-4793 63 -12 GTA
trnK 4782-4844 63 -1 TTT
irnN 4844-4898 55 0 GTT
S 4899-5561 663 -1
trnV 5561-5607 47 0 TAC
rml 5608-6635 1028 0
trnW 6636-6691 56 53 TCA
nadl 6745-7674 930 51 310 ATG TAA
nad6 7726-8160 435 3 145 ATA TAA
trnT 8164-8215 52 2 TGT
naddl  8218-8469 252 11 84 ATG TAA
nad4 8481-9759 1279 0 426 ATG T
irnH 9760-9814 55 -1 GTG
nad5 9814-11445 1632 -1 544 ATA TAA
trnF 11445-11500 56 0 GAA
LNR 11501-11841 341 0
trnS1 11842-11892 51 -2 TCT
trnQ) 11891-11943 53 2 TTG
trnl 11946-11999 54 0 GAT
nad2 12000-12945 946 -1 315 ATA T
trnk 12945-12999 55 6 TTC
cob 13006-14106 1101 2 367 ATG TAG
trnl1 14109-14163 55 9 TAG
trnA 14173-14219 47 -2 TGC
trnl2  14218-14273 56 0 TAA
int*: ; LNR: ;
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