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=
HY

T

AFR IR GB/T 1.1—2009 4 H 93 | #t 2,

AirEHRLEELENRELEARAZ RS (SAC/TC38DRHEIFHO,
AR AN Y EAEERERE B EAEEREERAR . RERELARE .S F™
MERBEERRTRE.
KER BB,

AREFEREAURE BR2 R AEE ZEA - UER.ZRE.WE.EH.EZH.
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BB E FF IR SE

36 B

AFRERLE T REREE B 1 AR 2, 3 A WA B 4 M BR 91 R MLV U E B0 B U L R T R

A F SR E R AP I M.

3

3.1

3.2

3.3

AirEEATEYRERARREEEFIIXHHRE .

-2 BuEdusIAXH

TR TAXAHMARDATH . LEEH KT A, B EAER T A3

- JLEAE B BSI A, REFEA(BEFFRERRERTAXE.

GB/T 29859 4¥fg R ¥ ARiE
ZC 0003 EEFBRM/REERFIEMFIRET X HRE

RiEFREX

GB/T 29859 & B A K T HIARE & EHFAX .

ZEBHIBE nocleic acid database
BRI A NE, A SR B B BR .

SHBFEF  coding sequence
HFE—BREOAFYHREN . B TEREESF. XATFTRILEBT.

F5E% sequence assembly
EEHARKFFITH Z G RBERFH, 88 AT B LR B, 833X 2058 1 51 41 e 4 Sk L

—#TEAFHFIINITE.

3.4

3.5

3.6

3.7

HE4{ methylation
BEARMERY—MBEENSN, AT EENREMXH.

JARIES  identifier
EANMERP ARG,

{fIF location
—NER—BREES —BBRKEE LRI E,

$S{EPREI7 feature qualifier
HE#— MR 5) B — RS AERiE .
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3.8

M E modified base

BB EERERERS S RS EEES NENLEY . BRERZE2F 4. 2B
b4k B R AT, ZEERTEREN P REFEY.

4 GEREIE

THIgEERATA .

CDS: 4815 % (coding sequence)

DDBJ: H A~ # 88 %1 #% . (DN A data bank of Japan)

EMBL : BR ¥ 40 F 4 ¥y 22 32 1 = (european molecular biology laboratory)

HIV : A K45 ik F5 5% % (human immunodeficiency virus)

ID . iR 5% (identifier)

Medline ; B 22 3C#R % $51 BE (medlars on line)

NCBI . 2 H H 57 4 Y8 AR 18 B # .0 (national center for biotechnology information)
RNA : % ¥ #% 8 (ribonucleic acid)

UTR.:JE##% X (untranslated regions)

5 ZERFIIRAMEEEH LN

5.1 BRFEFSC/ER B85 NCBI.EMBL.DDBJ & FE #4742,
5.2 BBRFFIRHER R EA it W RS, 2 1 GB/T 29859,
5.3 BBRFIIBENTEELHE.

6 ZERFIIMRMTE

6.1 FIEK

FREZRMAALLTEKR:

a) FIEHRMABENFIRR, BRI E ZERIBEOEREFFITIREM A SR ;

b) FIHYMEHRGTLBIEREZHR(EREE) Y —BhREYERLETR;

o BRARGEHEREAA HIVI f1 HIV2 RR, K EN A BB, AEHEHEH
£Z W Chuman) B} B & 5 (I118F Homo sapiens AJ H.sapiens),

6.2 FIRS

FHHRE MARIE— N FHI S BN —MERFH, RAE—%., FHRSHENFEMT LM
6 MIFHM,DNA FFI 4S5 WA F 85 NT (I NT_123456), RNA JF 58 5 NM (21 NM_
123456) , B A FFIF 8 R NP (4 NP_123456) , B Je 4k, JAL 5 W 2 B 41 /5 5 8 NC(dm NC_
123456) . XM F RIS REFE—NFHFIRS, BERIEF I ME—4%, YR FHIERK
EEPERELE, FIEREBERERL.

6.3 FEIAS

FIIEEA S E BRI S S M— MR SEAES (MFFI %S RA S, NM_123456.1), —F
FUISAE , AARL I AR A S 10 1.
2
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6.4 FIKE
FH s EHEKTF 50 bp, BB AFEBH .
6.5 HA#

AR N PP G S A TR B, WE R R P 2% , ARF BB RIE, FREIERBRIHE, A
BB I RAE R e E s R AIBUE R K . BN dd-mm-yyyy #& = (20 15-06-1991),

6.6 WESR

BELPN A REFHNFBEHENEM, QF A.C.T.C.UESHERZ M, AEABEHFRS X
#EWE AL,

6.7 HFRW
FRFIBEEE B 40 T, 4 TR B % DNA A RNA FIF %A,
6.8 WA
7 O 3 P A B,
6.9 EEKURMAS
P L0 B 5L A R . AR B B R A, 3 U — M I A BT B
6.10 FF3S % ik

FHISEXREREE:

) BIMERFIERERZESF -HESHFIRENS LR MRRCLEER, TH -1
—RZH5, 10 Medline R % BREH X ERIFEENEE, MR KRR, WHRAN Un-
published,

b) BE A E CIRMFE, MRS XXMM E LSS A CIES N A5 XNLWAEELE S
U BRAERBORELR. S B .00 45,1 Yeast 10(11),1503-1509(1994) ,

o HSHRWSEXBMABER  NEESARENLKR.PHEE . SIANTE, BRELK. £
58,

7 ZERFF IS IER R M T

7.1 XEWIE

FHIRRBIFERTHREUTER:

a) —MFFIRETEE B REBRFE, 0 CDS.gene &, SHBMXWBEXBIARSNE B.1;
A R RBIRE A & O B AR E " B4

b)  BERIF P LB B B B N4 K% IR ZC 0003 BIRLE AT

7.2 FIMERHR

FRIMA B RRBAEE.
a) HARE,W 23, FRE 23 B,

b) —AMELKBEEFI,E—TFRE—TREAWS ARSI, W 23.79, RRM 23792
3
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BIRREFT., EFEHNE, TEAPFEMC IS ETE M complement, #fl complement (3300.,
4037) ;N 5 I FF , MELERTE N “(” (0 CDS(1..206) ; &% 3" 3, WEE/FTEMN“)”
(i CDS435..915)) 5

o) FMBEZRH—MMIE A nnt] TR, BIREZRIARES ST, WER N TIEEO &
23°24 ,RAREE 23 MHE 24 MRBEZ R — ML F—INAEHSFRE A el 2R, H
o BARSFHREEE, 010001, BRFESFEEERN1000;

d M—RINBEXHHWAEIHE, B TIREMBRE - MEREAASKIF, W 23.79, RAGER
BARRETES 23 % 79 WEZH ;

e) ZNMARNELENFEI,H join BB, E RN jon(VE 1,0 E 2,. .8 n), W join(23..79,100..
160,200..245),

7.3 HHERER
731 HEREARTHZNER

7.3.1.1 BEANGETUASTAEFEFRA~D MEFH @~ ARFO~D. . TR . EFH
SO . BE5HME(D.BEE5(x),
7.3.1.2 RIRERERBETFIREFIOEL, TLUUA="5R &7 BE, I note=“text”, [R
EFSEREELER.

a) A, 3CAME B ARG SR

b FASIANBFERFES (1" SHEMBFERHITFR;

o) I, FIMZANG SR, 0 “atgeatt”,

7.3.2 REREXFSE
7.3.2.1 RERMAENX

PR A2 18] i € AR HE -

a) REBT . tRNAQFREWNREEAFHMN=HSEKH S5 mRNA F KRS TFE AL
W

b) HBHTF:RNASTHERSHN=ZIEHFRER—H, EBEARSRN REE-—HEER, &
BY&RZENECL;

o) X FAYIRE, 3 X 5| F R B A 3R BT B i H AR B R B IR X S R R
HASHBEENZRURR X5 ARSNE, B EARH B R R AR, i BioProject:
PRJNA177352,H 9 BioProject I ¥IEFEL FR,PRINA177352 ARG, &3 H—-ITEIEE
B2 AR B, B HES| 2R BI85 . 1 BioProject: PRINA174162, PRINA999998;

d) Jri :DNA B H 8 A ;

e E . FEBEREMEE,;

) BUWiEE. £ ATGC WA KA FIALF HARBAEMOLEBHETMEROTED, TEB
HimEEKEELRED.1;

g) BMETERDS . FTEHIBFRASTTFMN 5B 3 %S, W number=2 BRE 2 M EF;

b = FRARBRNEYERK.

7.3.2.2 REWRBPEXIHEE
REFPEXNBESNEEL,
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8 BEFIEAME

BEERFENEARFHRMEREE. FIILL ORIGIN 73k, F5 % ORIGIN T —17, RE&FFI
AR, FIILL/ /"4 R ,ORIGIN f1“//” B A —47 . AT AEBT 60 MHE, 8 10 MIFRK
ERZ K, ZOTNTERAETFIE - BENRS.

=
ORIGIN

1 gatcctecat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg
61 ccgacatgag acagttaggt atcgtcgaga gttacaagct aaaacgagcea gtagtcagct

121 ctgcatctga agccgetgaa gttetactaa gggtggataa catcatccgt geaagaccaa

//
9 BBFIIXHBEEIRE

FIIXHESTERERAMEMNAS FBRRERAFIIMR P HREHR . FIERSE, R
if 16 F4F, BB tab Z5 4%, l1“SEQ NAME. ”; R ZFMEE 9 N FRNM B I IR, 08488 F 5 SR
BIPE“CDS”. BRFFIXGHPISILHFEF.,

IR AARINE 17 N FRABEFG, BERAHRRSNE 25 M ERUETFA,

BRFIIMBHORBEFRIRAE LB RE G.1. '
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B R A
(RRHEH R
BERAENE
BHRE XAE AL,
KAl BEFREX
"5 X ZHREIRIE
A A B 12 ng
G G SR
C C Ji v B
T T i i g e
U U PR g
R gila B
Y t/um c % e
M aBc H#
k g t/u B L
s g:ec BREA SHE
w am t/u BHYEM 2H 4
b g® c & t/u JEa
d a® g t/u ik ¢
h amcH t/u Eg
v algRec FEtdEu
n aB g W e t/u, K&, WHEAD Z230)
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Mt % B
(BB R)
5 #MEXfnsEXgAR

SRBRA XML NE B,

#® B S5EBEXHBMEXER

XgtiA A i}

allele HEHMERERSHFERERNBE W EMER. ZERXRNTRX—-NBNR A KT R
BFHAMER)

Jttenuator WFERTHFHL N DNA KR, EEH T - BARRIATFHRL, O TFREITAE—
AMEMERZE,JEHEZEHBIRIENFHIIRE

C._region GERBARNEZEMNESK. M T-HHZER . My #: B BRENETERE -ITREN

- BT
. CAAT &;fi FTRES 5 RNARASBEASNWABEYH R AMNER KK 75bp EWKRTF
CAAT signal

N —F 4 H FF =GG(C & TOCAATCT

CDS

HBFILGMETEARTHEERFIINETRAFI(NEGEXLEB T FEAER
EBRBS LM BE

conflict

FE X — o a3 B K, B 20 B S B9 A IR R SR BT R T

D-loop

BHIF;Lp Ak DNA AR — X, 2+ RNA MEK 7555 DNA i— FEm,REBETX—
FIRH R IR B XS DNA £ ;88 F 3B 7E RecA HH AL BRI+, RA R BEZFADNE DNA
B—&EHX R

D-segment

RERBOERNSEX, 1 T-HRZEN [ &

enhancer

IR, ERRT (B AREY RS FHRERFREE-FTAMSB THXKNE
fUfr B4k (LR T WO RER

exon

RGBT mRNA 45 MBEFMAR ;WL H 5'UTR, Bi4A CDS f 3'UTR

GC_signal

GCE N TESA YR FRANBEREFENETHNES GCRE, TUUSEENRE—F R
1 3 F B35 = GGGCGG

gene

EERERANEYZEXNER, FEEEELK

iDNA

)45 DNA ;38 1 JLFh B 4 o 45 7 — Fh BB B I BR i) DNA

intron

P R DNA R B, {Hl 3 R A BY 6 F A U 19 7 5 (S0 B ) B AT B SRA i BB &

J_segment

RERBOREMESENEZX B I T-HRZE .0 fly &

LTR

KMRRES, EREFIINFTRERERE NI, KRR B R TFRERRED

mat_peptide

BRAMKBREORNABFI:BEFRENZERANIBLN KRB R~ YR HBEFH;
M ER UL EB T (58 CDS AR

misc_binding

7 B8 FA4E 77 Ho Aty Binding 264818 (prim_bind B}, protein_bind) £k i 5 5 — N B B4 3t 4 2R 3E-
N EESHERTHMA
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#F B.1 (80

Xegia

woow

misc_difference

RIEFH SIERPEENSE AR, 3B 88T 2 M A [ 24817 (conflict, unsure, old_se-

quence, mutation, variation.allele 5% modified_base) #&iR

misc_feature

7 88 R AT L Ath B RPAIE 56 B8 1R R 4 FLA AR 2 I I 3 I R4 L I R AiE

misc_recomb

EM—EEN AR FRENREN N EAEFNIN R ZUSTA A TR XEN
(iDNA F virion) 3% Jk 5 34 £ 17) f4 15 #i 1) (/ transposon, / proviral) 35 3R {9 XU & DNA () 7 34 f1
ae

misc_RNA

AEESH H fft RNA 3% 4 48] (prim _ transcript, precursor_ RNA, mRNA. 5’ clip. 3’ clip. 5' UTR.
3'UTR, exon,CDS, sig_peptide, transit _peptide, mat_peptide, intron, polyA_site.rRNA. tRNA,
scRNA #l snRNA) it %€ # {E {77 5% A 2L RNA =4

misc_signal

SHBEHRBEEENERREZESNEMEE, iR 55 A 8 HH M signal 2817 (pro-
moter.CAAT_signal , TATA_signal.-35_signal .-10_signal . GC_signal . RBS, polyA_signal, enhan-

cer,attenuator, terminator Hl rep_origin) ¥k

misc_structure

AEEA HAth structure 224817 (stem_loop F1 D-loop) #R ML — R R =H L WRHF

modified_base

HERNEZHERELBHOBETR

mRNA fE4 RNA; 835 5" BEK (5'UTR) .4 B F (CDS, 4 8 F) # 3'dE8EX (3’ UTR)
mutation ERMEL  HXSRENEFENFEAERRN, TRENEL
N_region ERHMAEREORBRZEHANTIINETR

old_sequence

FE A B AL, BT R I RSB T LR B BART I AR A

polyA_signal

REHFRAZEATBEMBRE RNA BRAEFTOTE R R EE; 35 F5=AATAAA

polyA_site

RNA #F4 E 6683 5% R BRE RO O8N ERIER R

precursor_RNA

3R 2 REA RNA P 45T RNA fh 38 AT 4035 5' 99 WX (5/clip) 5" BIF X (5'UTR) B
FER(CDS, 5 8 F) JAFHREMN(RETF) .3 EMBEX G UTR) A 31X (3'clip)

prim_transcript

ME(EBEWH, RN THDBRAGE S WK G dip) 5" EHRR (5'UTR) .4 53 (CDS, 5
B . AHEEHAES T3 EFRER G UTR) M 3 WK (3'clip)

prim_bind BAEEH HRIEHRNERMRGDEE ML EREE RO M PCR 5[ Y7 86 R
promoter 25 RNA REBNS S RS H XK DNA 4r 7 K

protein_bind BEREFENNEARS SR

RBS B S AR

repeat_region BRERAMHERARKR

repeat_unit RAEETH

rep_origin EHEREHERUBAFHERE N KER S
rRNA BB RR R RNA S S 2 BB AL A2 B 0 (0 BOM B 2B B 0B CBORE 440 i RNA B4
S_region HRERBOREMF AR ;E25E# DNA WEH, REkBHER BARKMAR AEREQL

By ik
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% B.1 (8D
KEH B B
Satellite EMEABEERMMNBEZRRETGHRSHEAXMA) AZEAANBEANSRMaERSEE
HAW—BKREFFH, XEBETNS KBS (EH BWEEH DNA 2Bk
SRNA ANEAIHR R RNA; JLAS/N4EHE R RNA 20 F S R — AN FR7E T B % 4 9 50 41 IR fn (R i)
B
. . FEESKREHEFT; B2 BHEARN NRREABRNERFI  KERNEBRFEZKRSEY
sig_peptide Lo HIS R
nRNA INAE RNARZ /M RNA #2 o Ef— NP R B T EF ;LA snRNA 2 558 s K Al
RNA i1 T BB
“ource EEFPHERENAYRTG KABEALBALN, B HELEA -IERBINFEAN
B—RERER; S FHT ARG ERREEE
stem_loop KRG ;B RNA 3% DNA 24 894848 OR ) H 40 F 51 2 18] B 58 22— o X 7 1%, %) LI e IX 48
STS FIRICt s - KRR EEE FERRiEHRE TS PCR RIAERN, 23 0 DNA B3 ;@80 E
STS A MR FF BT {E ) B B A K 15
TATA £ ;Goldberg-Hogness & E BT A AEY RNARSBIHFRAB S o bp bk
TATA_signal ARRTFHET ATHERE, ETREREBECUERBER XAFF=TATA(AR T)
AAED
rerminator REMTEZAMKIRRNE 5B TXIEAAS KN DNA B, ZFEFI TS RNA BABA L
FUTUREMNBEANGE SR
ransit_peptide BEREEFT  BEEENARBREAR N-RIRERBNRABFI KENRS 5B EARSE
- IR 1B % B 4 Ha 28
tRNA BREMER RNA, /NI RNA 2 F(75 A ~85 MRER) N SEBFF BIEREALRES
unsure PEE A BRI K8 (4 ¥ 1 2 )
. REREOABRENEENTER, M T-HEBK .0y #; HTEMHEERBES:TH
V_region
V_segment.D_segment.N_region 1 ]_segment £ 5%
V_segment GEREOREMEEMNTTERER, M T-HRZE .0 My 8 BB KBS ZE K (V_region) f
- MSRNBEEILANEER
variation EHREBRAERNBRERENHAXEREN (B RFLP.SA5H%) 76 0t (o] g8 3 fh) 4 B 40 Br
RHEFEESHERANRF
3'clip EMTHBPFEIT QREEFA BB,
3'UTR AEFRREAORMARBEREMN S RBRIB(REEBTFZRE
5'elip EMTIBFHOT HHEERE S RABS X
5'UTR AYBHEREARNRBEREAN S KRR BGEHED T 2D

-10_signal

Pribnow & ; A% F R RS R4 10 bp L MWRATFRER, EFES2 544 RNAR A 1A
3] =TatAaT

-35_signal

YNPESE R AR A LY 35 bp B RTARE IH FF =TTGACa[ J8k TGTTGACA[]
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B R C
(BRI R
BE®BTFx
EWFRECI,
£ C1 BBF
g St TR P
u C A G
UUU(Phe/P) (TR R UCU(Ser/S)#&E B | UAU(Tyr/VBER | UGU(Cys/C) R ER
UUC(Phe/ ) XRE B UCC(Ser/S) Z & 1 UAC(Tyr/VBER | UGC(Cys/C)¥BEEM
UUA(Lew/L)RER UCA(Ser/S) 2 & 8 UAA #1k UGA #1-

UUG(Leu/L) R & UCG(Ser/S) . & & UAG %Ik UGG(Trp/ W) & B
CUU(Leu/L) & & CCU(Pro/P) [ £ 8 CAU(His/DEEH | CCUArg/RIEER
CUC(Lew/L)ZE B CCC(Pro/P) & CAC(His/H)#H &R CGC(Arg/RIBER

% CUA(Levw/LYEE R CCA(Pro/P)E®M | CAAGIn/QAEBE | CGA(Arg/ROER
- CUG(Lew/LYBE R CCG(Pro/P) & B | CAG(GIn/Q B EBtHE | CGG(Arg/RIBER
g AUUle/D B3 E 5 ACU(The/TYHEH | AAUAsn/NDRLBERE | AGU(Ser/S)ZEB
® AUC(lle/DRFZER ACC(Thr/DHEB | AAC(Asn/N) RABERE | AGC(Ser/S) AR
AUA(le/DRREE®R ACA(Thr/DHEE | AAALys/KBIER | AGA(Arg/RIFER
AUG(Met/M) HBLEBRESH | ACG(Thr/DHER | AAGLys/K)BIE® | AGG(Arg/RIHER
GUU(Val/ M S E ] GCU(Ala/AHER | GAU(Asp/D)RLZE® | GGUG/GOHER

GUC(Val/ V) S & B GCC(Ala/AORE® | GAC(Asp/DIRLEB | GGC(Gly/GOHEAR

GUA(Val/ V) E R GCA(Ala/AFRER | GAAGIWE)BER | GGAGl/GOHEM

GUG(Val/ & & GCG(Ala/A)HER | GAGGIW/EYSFER | GGG(Gly/G) HE®R

10




Bt =& D
(T FEHER R
BiEER

BwmmAERE D1,

%= D.1

BHEE
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"5

X

acdc

- ZBEHHE

chmbu

S-CRAEF ) RH

cm

2'-O-H &t

cmnmb5s2u

SRPEEPE-2-RARE

emnmb5u

SRPEEFERHE

d

—ER#E

fm

2-O-BEBRHE

galq

B-D-3H QBH

gm

2-O-FEEF

m#E

i6a

N6-S R4 B IR

mla

1-HE R

mlf

1-F B R

mlg

1-RAEREF

mli

1-FEAF

m22g

- RERE

m2a

| 2-F R

m2g

-HESF

m3c

3-FR Mty

mbc

S-HERHE

méba

N6-H & g #

mig

7-H# B3

mamSu

S-HRAE R ERE

mam5s2u

S-FR AR EER £-2-HA R

man q

B, D-H B’ Q&H

mcm5sZu

SHEARRERE2-HRARE

mcmbu

S-HRERBRETRERE

moSu

5\ R

ms2i6a

BB E-N-F B EBRE

11
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# D.1 (&)

e EP
ms2t6a N-[(9-8-D-mk i 5 - 2- B AR E e -6- YO R E B I H R
mtba N-[(9-A-D-BE B EM-6-YON-F EEXF BRI FER
mv RE-5-H b2 8-
o5u RE-5-HLZBR
osyw T & # (wybutoxosine)
P BRHF
q QEH
s2¢ 2B R H
s2t 5-F -2 AR RH
s2u -HRRE
sdu +-HARRE
t 5-FER¥F
t6a N6-HRABEE P BERET
tm 2'-O-H 2&-5-F B R ¥
um 2-O-FER¥
yw £ T % (wybutosine)

3-(-HE-3-RE-WEHIRTF, (acp3du

12
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Bt ® E
(B BB R
PR 7E i/ th L3RR
PR 18] 2 SCXF R L& EL1,
R E1 RERAPRENNER
3 EX
REBT Anticodon
BaAR bound_moiety
51 citation
BT codon
BEEBT codon_start
HEFIIIMER cons_splice
FEEZXFIH db_xref
77 18] direction
BY¥RRSRS EC_number
iE# evidence
mE frequency
T ek function
E=H gene
wE label
Fefath bR E map
B mod_base
#H note
By number
HR tissue
w4 partial
#=E phenotype
=4 product
BEH pseudo
HREFPIIRE rpt_family
HEFIIHKE rpt_type
AR standard_name
B EFE transl_except
B translation
Eyii) type

13
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B & F
(T RHE B RO
iR Fr 5 3R BY
SEQ NAME Saccharomyces cerevisiae TCP1-beta gene, partial cds,and Ax12p
(AXL2) and Rev7p (REV7) genes,complete cds.
ACCESSION NT49845
VERSION NT49845.1
DATE 21-06-1999
TOTAL BASE 5028bp
MOLECULE DNA
SEQ METHOD Illumina
ASSE PROG SOAPdenove
ORGANISM Saccharomyces cerevisiae
REFERENCE 1
AUTHORS Torpey,L.E.,Gibbs,P.E.,Nelson,J.and Lawrence,C.W.
TITLE Cloning and sequence of REV7,a gene whose function is required for
DNA damage-induced mutagenesis in Saccharomyces cerevisiae

JOURNAL Yeast 10(11),1503-1509(1994)
PUBMED 7871890
FEATURES Location/Qualifiers

CDS (1..206

codon_start=3
product="TCP1l-beta"
protein_id="AAA98665.1"
db_xref="GI.:1293614"
translation="SSIYNGISTSGLDLNNGTIADMRQLGIVESYKLKRAVVSSASE
AAEVLLRVDNIIRARPRTANRQHM"
gene 687..3158
gene="AXL2"

ORIGIN

/!

14

1 gatcctecat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg
61 ccgacatgag acagttaggt atcgtcgaga gttacaagcet aaaacgagea gtagtcagcet
121 ctgeatctga agecgetgaa gttctactaa gggtggataa catcatcegt gecaagaccaa

181 gaaccgccaa tagacaacat atgtaacata tttaggatat acctcgaaaa taataaaccg

241 ccacactgtc attattataa ttagaaacag aacgcaaaaa ttatccacta tataattcaa

4 801 gatctcaagt tattggagtc ttcagccaat tgetttgtat cagacaattg actctctaac
4 861 ttctccactt cactgtcgag ttgetegttt ttagcggaca aagatttaat ctegttttet
4 921 ttttcagtgt tagattgctc taattctttg agctgttete tcagetecte atatttttet

4 981 tgccatgact cagattctaa ttttaagcta ttcaatttct ctttgate
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[1] Linnaeus,Carolus.Systemanaturae per regna trianaturae:secundum classes, ordines, genera,
species, cum characteribus, differentiis, synonymis, locis 10th. Stockholm: LaurentiusSalvius. 1758
(Latin).
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