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Comparison of the characteristics and gene order in mitochondrial genomes of krills
RdmATE 0 2011-07-09  RSREECARTE ¢ Z011-12-01
DO :
hACCERE: BT {SFCR ENUERE EFEEF SFEL

B ICBEEl: Erill Long PCRE Mitochondrial genome Gene rearrangement Molecular marker

ELWHH-THE “FETE" AFEE CGHEIM 0101275 ) . LHEEEEYEAEn i E e ( 200918513 ) FliEke TS0 BAfF RS ( 72009045 ) FERAIETR

& By

Bk e T Sl , Enif ree005 : PEFSEEEHRTR - F5 286071
Iies o ER PRI » T 266071

EEBE P ENFRE TN . TS 286071

il o BRI EHTR - TS 266071

WES LR 164
EYTHRE: 129
th i e -

FURH PCR IR AE 2 I RRFAIEEREINA » 855 EaaiET00 BRI L Firpirahettn (F 2. S RRA, D TFFpiiress - ZEEE S ME 808 bp, ERX
EFHBEPTFETERESEE (4. 72154 bp) o FISTHREEED , TR SHELRRna58E ( 319732173 » BilAna a4 R ( 264720577 ) Fleoxl ZEE 232723
313 o B 0adSZEEFna 4 ZEEIRT LLFE BRI S FARIE o AT R Ranfe R i EeE st . MET PRahiiEiasa] , 5 EpreiEeiiras
FEEREE = TP ERAZEE] ( tENALen (CUN). +EHALen (WE)FIEHATrp X BRI, SEFEFERITLENEEFEAM » Bttt EEEETFE T BIErnEER  tEiien)
RIEE T HIEAZEE ( tRFAT1e ) BB (. X FiFsrr R eir Bl p02 B AT e — 8, 17 SRTE BEIT 2 Py ARt 3 2 EH A EE B M B 3R

HUWE:

The mitochondrial genomiec DHA of Euphausia pacifica was obtained by long FCR amplification, and was then sequenced using shotgun and primer-—walling
strategies. The mitochondrial genmome of E. pacifica iz 16,838 bp in length. The largest non—coding regien in B, pacifica mitochondrial zenome contains
one section with tandem repeats (4. T¥ 154 bp). FadS zene has the largest number of different loci (31‘3“321), followed by nadd #84™285) and coxl
[232™233) gene. Therefore, nadS and nadd genes can be used as alternative molecular markers to anmalyze genetic diversity among krills species and
populations. Translocation of three tENAs (tENALeu(CUNW), tENALeu (UR) and tEWATrp) is shared by E. pacifica and E. superba mitochondrial genomes when
compared with the pancrustacean ground pattern. The duplication of tEHAk=n and transloecation of tREHATle were found in the mitochondrial genome of E.
superba when compared with the E. pacifica mitochondrial genome. Gene orders are mot identical between E. pacifica and E. superba mitochondrial gzenomes,

indicating that gene order is not conserwed among enphausiids mitochondrial genomes.
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