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YA 7 4% X Organism and Sequences Form
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Yy Fh 7 Organism Page

Y1FhOrganism

W 735457 Location of Sequence

BN P I5 4L % 1 Genetic Code for Translation:

¥ 1% 1 Nucleotide Page

/1 ¥Molecule

#i$h &5 K Topology

5"R Uiy A 5E Jil/3 AR Uiy A 5¢ il Incomplete at 5' end/Incomplete at 3' end
FASTAE XAT (LUFH)5#245) FASTA def line starts with sequence ID
IR T 51 [ FASTAKS sUFASTA format for nucleotide sequences

R )€ XAT (b8 Nucleotide Definition line (title)

R FASTAKS U 55 — 4T 14 7 Example of the first line of a nucleotide FASTA

sequence
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sequences
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PANEXUSH i i A% R 7 1) % EENEXUS format for aligned nucleotide sequences
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i) Sequin F A #% R /741 To import a nucleotide sequence into Sequin

1] Sequin N\ — R F % R ¥ %1 To import a set of nucleotide sequences into Sequin

5 [ i 7 Protein Page

B A W A A )RR & 1 B 2F Conceptual translation confirmed by peptide

sequencing

N-3iig A 56 48/ C- % AN 56 2 Incomplete at NH3 end/Incomplete at CO2 end

FASTAE XAT (LUFH)'5#24H) FASTA def line starts with sequence ID

#3747 CDS 8] B 1) J5U 4#imRNA Create initial mRNA with CDS intervals

A ¥ 7 IFASTAKS L FASTA format for protein sequences

WA E XAT (BRI Protein Definition line (title)

1 H TFASTARS U1 55 — 4T 14 7 Example of the first line of a protein FASTA
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T RESZ ' Annotate menu
B s Update date
A= 15 Create date
GenBank block
A Region
P& Comment
PR Title
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J117 A Save As
ik 2 Restore
HE & $E A Prepare Submission
T E[Print
1B H Quit
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ZiilCopy
I FxClear
52| E| A Duplicate
4’7 5 Edit sequence
YA ¥ Edit alignment
Y B HE A8 # {7 L Edit Submitter Info
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= XA T JiContact page
= 5|H¥5iCitation page
BB 4] Update Sequence
0 fffEf% ¥ Feature Propagate
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%8 11 Jfi #1 $kFind by Protein
¥4 4% ' #¥ $k Find by Position
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0 ORF#lI4sORF Finder
0 JEFXI % Select Target
o LR HMisc Menu
o FFUE I Style Manager
o0 ML E Net Configure
*  GenBankit 3% ¥ #7Updating existing GenBank records:
»  {EMedlingH $1 4T & fPerforming a Medline lookup:
= HUT 4 K2E A Performing a Taxonomy lookup:
»  JjIINCBI 7 Accessing the NCBI DeskTop:
o Entrez fjEntrez Query
0 NCBIAINCBI DeskTop
e VERKHAnnotate Menu
o IEFFSZH.Options Menu
0 T{kFont
o [KlfilLegend
o JTH4ntE 4% Sequence Editor
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35 9t 4% W 45 1 5lMoving around the Sequence Editor
Y% 7 51| Editing sequence
A8 i 7R 77 U Changing the display
Y CDS (4nfi%[X ) Editing a CDS (coding sequence)
LR 22 A~ BAA T 51 Working with sets of aligned sequences
7= A4 0 BA ¥l Creating new alignments
3 %) 2 % SC A4 5% #.Sequence Editor File menu
= EHUF A 4 Read Sequence File
= MEntrez | #;Download from Entrez
= 4 ABAFImport Alignment
= it Export
» 2 M Accept Changes
= i Cancel
0 JF A g HE A% 2 52 #.Sequence Editor Edit menu
= U Undo
= BIYJJCut
= HfillliPaste
= 5 HlCopy
» i HRefresh
= JHERSF 4 Delete Sequence
0 JFH gk 2 % 3% #iSequence Editor View menu
= W EA L View mode
»  ZiE A zCEdit mode
= Fr%Label
=  F{KFont
»  j%EJjiPreferences
= HAMEComplement
» g HEReading frames
»  §1¥ )7\ Translation Style
= &4kFind
» A 4LHT— ) Find previous
» AT Find next
0 JPHIGwEE A EFE S ¥ Sequence Editor Features menu
o0 J¥H|4niH 43 BAFIZE Hi.Sequence Editor Alignment menu
= EFESFH Select Reference
» R4 TSelect all
» BRI N4 Show substitutions/Show all
 EPAR X /R 5F X Select Variations/Conservation
= HEFEDot Matrix
o JPHIgwEE2S i %4l Sequence Editor window buttons
= H3%|Goto
= #r#kLook at
B I RRE R A Merge feature mode/Split feature mode
» B8 2 Rk iEHide feat./Show feat.
» i HRefresh
= JE Accept
= Ui Cancel
1. /M4 (Introduction)
Sequin /74 A 1 7] GenBank, EMBL Al DDBJ /341 ¥4k [ H2 48 7 471 i 15
T BRFE NCBI 4511, NCBI & NIH ' NLM [—# 4. # B SoR X —
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TP T T W Sequin A% AT AR IR AT I EEAREHE, T RIMJLES
G3 R ANART 1) 25 A% T NS R EAT G IR A
1.1 #FHEISCRY (The help documentation)

sequin # By X B A M A% X o FE L M WWW (http =
//www.ncbi.nlm.nih.gov/sequin/sequin.hlp.html) #% =X . 7F 26 fix 1 3C A £ B R £F
Sequint& I FRMIR BN . A% 1 EEH “&H” ard Tl ARy 2 i i i 55
W2 o AEZSORS T DA CASCAKS SUORAE oK, BUE R HFT EHLA o AR EORAT SCRY
KA, AR B SCRE 1, fESequin KRR, ERE “HrHHI )7
(ExportHelp) . A7 ANRAFIN ELFATEN, sl WA H,  HSequin LA F ik #2
“YTEN” (Print).

1.2 FTHRHKIHL (Organization of Forms)

15 B& A R M A2 Sequin. BEANFRAS HE T Ak, IXLE G AE RS b
PASCA AR ZE B 0GR 7 o R n] LU I i 7 SO bR 25 dE AR H 0T, tmr LA
st A N R “J5—T1” (Next page)l “Hi—L” (Prevpage) &l M #k4T
GUR) e 4t o I R R AR S — 00 B “HT—3RA%” (Prev form)BUERAS B 5 — 0L
B “JE—HM Y (Next form)#%4, A] LLSERGAE LM 2 18] ) 4 4

A RFREE T ARG o RS RAR P AR 28 R s B Uk N 75 2L 5 1)
51, NS RREEALE H BN .

AR Z J7 35 0] B R 30U ANAR S V2T, B SOARRKE, Bk
Y], ERAERR SIS TS, e e & 2], X EAHTEH A . Sequin
A P AN B B N o SO R i U R

P S Y bR S T IR PR R, RlE RO A, R S bR 2
H I 8O I se ok $ . A nT Bk — i,

PRI B nT LIRS G S B 1m0 OO /N X . AR 58 B ) — A
X IR AN E G, o HI S — N, URmT DU B O I m) i& X e A\ B IS
H

1.3 Sequin &% (Overview of Sequin)
IR — AL Sequin, VRFF LG UM “XWADHEAN Sequin” %
B, “RRAE” Kbk, “FeaRs T Rk LU “RPIBAES)” k.
BUREER ARG G, SIS Sequin s Y 28 & H
FH I — D0 U8 s VR AT LA TR 22 FLB R, IR AE =T aa k& h IS 1)
7, B BRI A b Z R A IS B
DA 45 0 AnAnT 15 A R FH A st WL 4 PRI PRI e

2. Sequin YW A E (Welcome to Sequin Form)

B, AR R R AR AT P A B E . GenBank, EMBL EY
DDBJ. WL 58— VAT AR A, 2l “ TR IR (427 (Start New
Submission) AIAPRAME D CATAERIPEATILR, R B 105k 7

WERARAMGR Y Sequin #2777, mith J “IBHFER7,

PRt nT DU “BEOATICSR” fir @ TEA FASTA A% 3K P9 SCAFEAT 20 4
P80 DL Sequin 51 Jf 1 LU % CCD BLAST — KB4, (LAt
ARG 2 (0 A R B A BB A2

WK 17 Sequin, JRHF 15— bR “ I\ Bntrez F4R”
HodILe 3K —IE DAL VR AR Sequin SEHTBLA 19 HCHR AT 5% .
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IXUEE SR IE ) NCBI f¥) Entrez retrieval system [ GenBank %% %! Sequin
oo ISR A A ILAE Sequin HY,

PRAT AR 75 L2301 587 41 Bl R e s b A T G

WRAE WAt Sequin” FLfI_EARE AR “I Entrez T M3, W
PREALETRARZS T 1247 Sequin. #58KAT Sequin ALJATEPPIRZS, WL Bl SCRYS J5 55
(Y o

PRI DU R F A4t F 81, AREREb N3 1741 BB AT
TSR, SEIE R RRE T IL AT B (B

X —E e A NAZ AR VR YE AT SR AR e 51 I B 2 o A SRARAN T B 1% Al FH I — AN
BAEE, B0 KIEAL GenBank A4 NCBI LAE N GBS 3 k2138 24 1) 5 s
FE . Rk, miTh “M Entrez A AL, EE AR, BT
X5 (Accession number)5{ Gl

T R AR AR CUSE B (B 2 ) 3 — 20 R A 1zl %, IBAH A “yes"s

HE” R H R M. X —RIEIIFER AT LIAE Sequin #H LY, Sequin
S L (Sequin File) N 1”7 gwiHit s &5 B “Ab4k3. 1XFE Sequin $44] HiX—
WK e KT AT I A o B8 e 90 mT AFEASSCRS B “ G id >k 7 (Bditing the
record)fl  “JFH A" (Sequence editor) ik 2. 1REEASTFE B “PETH " £k,
“FRaRE T KRR PRI Rk

TR, LR sb 2 S, AV i H T A R AT g A I A e 1
Sequin AN SZHFIH I KRR 1) B AT

1E “HE” (Mise) B NI —LEfEnmicE . o, ] DI L E R
EMRAS Z (A ) 4« Sequin FIER NS B2 SRR, X AT DA 2 K 2 807 514848
PR . Y Sequin Ab AR MR, WHE4T 5 NCBI [ Ac#, 4 4n: M Entrez
R T A e T BLAST #%&. fELUEM “M %% E” (Net Configure)ili 73K
AL Sequin MIHCMARS . LR, HIELEBEPPIRA T 1217 Sequin B, 7] LAA#]
NCBI 1] Entrez (4 .

KT W] 2 Entrez i fich bl . 2=, &rLLE5) NCBI . %5 [0 &
Mgk Sequin AT, TEAN-44E WL,

3. |AAEREHK (Submisstion Authors Page)

K — M IR A 2R R A 51 50 el LA 5 1E R R 81 2 5 SCA
R E o BE— R BT AL, Sl “ B4 (Prev Form)(7E %
B2 BB “ E—T07 (Prev Page)(£E M 15 4k T0) n] AT 45 21 7T — 4% 5T —
o i “F &K (Next Form)(7E £ M2 K T)EL “F—” (Next Page)(#£
TR R RO AT LAY 3 — Al R,

Frg TR LLE R “3CfF” (File)s 5 NI “Hath” (Export) D fig 73 sl i AT
AT o WERIEAEIZAT 2 )P HIHRACS, WL “ ST (File)s H R 11 “ 5 N7 (Import)
Iy fit T 1) R O N LA 6 A N (4

BR28 0, AR5 DURIALRY T AT LU b — AR (R A7 A K DU R IR A I A
Hlo 58— H] Sequin JEATFAIHRACHT, 78 “3A#H” RPN I,
SR AT CHES TP AN IR A o ZE ISR A8 Y MPRATTEATE ), 1 o7 “ G
3”7 (Bdit) 322 N “dmigisc & {5 &7 (Edit Submitter Info), 7774200 “$EA0TR
P ORGSR, s AR H 5 R (Bxport Submitter Info) K AR A7
15 B



ELUE A Sequin $258 )840, WIRE C&M7 TIRSHGEE, Rt
CPRATH T A AL T (Submission page)Z “CAE” (File)ZE ML R Y “ S A$EAL
F {5 B (Import Submitter Info) B[l 1] . {H & A)} T ZAEHEAL 1 (Submission page)fit A
FaE H o
3.1 /AW (Submisstion Page)

3.1.1 RMEBWUEREZIAMIIER? (May we release this record
before publication?)

TEE PR IEI P — A WREIEEE T yes, WA A E TAENIDRX —
ok H A 215 s b s,

R AT R EIERE T no, S HIL—ANXEGEEIEA A B A
M HI, XFE, BERACH PSR S B 2 74188 GenBank AR iR 5 #71E UK
&, BEREPTESRI AT H I, U LR A UE
3.1.2 FRFRIERHRE (Tentative title for manuscript)

AN AT LUE SR i)y 5 HIE H o X — @ H A TP 51348
T Ot FEAME AR D P21 B AR R I .

YIS IAT B G B S AN S B UOX—E B IR I IR X — P )
(K. CRRBIER A RIS 226 300K
3.2 BER MW (Contact Page)

AR A 4 Bk AL 55 A AL hE P E ko 2 KRR 6
TIX P L o At (i) A2 MRS 2 —. Bih. A5 7
PEbEE A2 o AR B Al sk
3.3 fEF W (Authors Page)

THIE AR IZ 741 B0 PR 22 AR DTk I AT R 2R 44 o T8 L o PR T AR 4
HEhFIA S —EE, 0] AR 75 20 X — (5 B T B . EH AN “4,
A, w7 PIEON . T DUREE B R EE AT S HH A

MIERNGE AEE A TS, SCARREXS AR e AN R 0L, #mT LT 5%
BHRAT
3.4 WM (Affiliation Page)

TEIEA ST HEAT I P AR O LA (A5 2 o A LA ] LIAS R IR 28 T IR 2% 1)
TAERAL . X—fF BRI S HE Lo HE, JFLL “HEARAL” (Direct
Submision) A $6 k.

4. “FH” £# (Sequence Format Form)

Al F 3K — M iR 8 B B AT IR PP 41 (R S B R =

Sequin 1] LUARBEEAAMLIR 721 5l —HEAH G IR 21 o 4 — 4P SR [ — i S0
HOR R BRI TR — 4, B A% Ui T “HtE3248” (Batch Submission). 2
Ve SCEARE) — e 2] LA A28 “HEEFE A (Environmental samples),
i (Population), FR % & A (Phylogenetic), 4% (Mutation)WF 5780751 Fr Bt &
(Segment Sets). JT741 v BUAR G015 78 25 o8 B DN DX SR AS BAH R B (1) P 2114E o« 78
A NGOLT, BOR— P IR — IR, B oI 15 20 B S s
JZE 45 (Accession Number) 1] AP v fi# . Sequin 1] LUKEAE & Phylogenetic,
Population, SR BIAEEFEA M ERAS I — L2 LUF A1 EERE R TE 2L s K
X e H] LLLL FASTA, Contiguous (FASTA+GAP, NEXUS, MACAW)i{
Intercleaved (PHYLIP, NEXUS)# A AT

10



WER P& FASTA kU, Sequin K432 i— NP4 L XS (Alignment),
R CL 4 St FASTA+GAP, PHYLIP,

MACAW 5 NEXUS # U LEXT, W Sequin 43 U8 Jst A I EExT . il A
FFH E xS K 5 — P 5 D4 A7 (7R GenBank/EMBL/DDBI #0470
X% 75 BEAT Frd DLEE 9 HoB 25 7397 (1) [ B 72 915 (Accession Number). 41 1% 7
5 AT AC Number 72 U12345, I HARY accU12345, TMAZEL & —
AP HAR IR (Sequence Identifier).

BAPH) oo B UL S A R A #0620 LA FASTA #2047
4.1 RAZA (Submission type)

IEFIE IEAE A R AC IR R

® AT —4% mRNA JPHaidE K4 DNA JP5. R IEAE i e e lm—
NEPHRRNZATEY], WG S “HERAS”. MR EIUERT 2
DS —ANEEZA A Sequin SCAF, 1R AE— SO R HL Y
HBA 242 o

® BT —RIVERFCERNXEN . AES . AELWT, i

()12 — A g FIE R A 27 (R RE 4] DNA JRAI LA eI N & 1
FrBe H2, WRFBPIE— AR —8845, W IE G kR,
RGUK B BRI .

FREERIEST: A I e (R AR AN [ A A ) [l — 2 PR T 45t ) — 47 41
RGE KW kW PAS FAD) ) R — LR 1S ) — 4751
SRR I P B — R R 1 2 N SR A K — AP
INEEREA Tk — 4 R 2 R R S AR 1 [F]— JE DR T 45 i — 4
P31,

EEAT: AE T, RTRARAKFH AN —HMHKTFH]. XL
FINAZAEF R S EARSRIBE, ks 1 Rl — R S E sl m R A4 . N
A VRIS L8 H A R — R A R AT

4.2 FFEHERH (Sequence data format)

R “ Ik TR — PR R IB RSB Y. B BT A1)
EHATHEE AT, I P JEFASTARS 2o W1 AR BT AS 1K) — 417 51 R AE K
e, RGKRE BRI &7, WA LIRS 2ias . nT DoKX —41
751 FHFASTAKE SAE A ML P R4, (MR Py D&t id, Ha%nr
DURF I BE P2 B S — AN LU 1 — 340 AT H A8 . H HiSequin$% %2 FASTA+GAP,
PHYLIP, MACAW, MEXUS Interleaved, FINEXUS ContiguousZ5#%z. AT
A LU “ZIR L7 (Nucleotide Page )25 THiiA .
4.3 35K 5] (Submission Category)

A IR IR AR P A2 G55 “ 3248”7 (original submission) BY,

“HR = FVEREPEAC” (third-party annotation submission). U1 EZERI L E H

FEMAFHIZ AR P4, IRIE S AE R “ JRah$¢<c” (original submission).

WR 4 M\ GenBank ' N4 1741, T HAS IR R, /R4 B glon] L3R
RH| “H =R EE PE” (Third-Party Annotation Database, TPA).

H TR P HIREIE] TPA B, 7 o102t BLAE AR 42 30 R 1 [R] 4% RR)
o AEPRAS AR R TR AR EUG R A “ GenBank Sk 5”7 (GenBankAccession
number), PUE5EK TPA $242,

11
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5. YR FIFFFFE#S (Organism and Sequences Form)

XA = DT

TEP P GRS B P 210 2 IR AR Ay A o AH2, 1RG0 TR ZE MR I,
L P HNEMCR — D RGEKE I B3 RAEEZI, Wb 44 Wi th e 40 SO
H ORI EAERE R RIS S T AR 58 R HIREM, SR —
AN B SO R ORI B N Sequin W o B8 = U @R ET— N7 B RS X
TURFRASHP R M AL o an SR )2 — AR sl oy BeR R 81, IS 205 3 —
AN A BT, 1% 0 23 SR B AR I 2 SR 41 o SRS A (1) 72—
B, RGBT, X — DUK 5 AR B3 FE (annotation) GUIRT, 4544 1] LLIN
IR A1 IR R
5.1 MW (Organism Page)

A R FHNAG R DTN AZAE I TN o B0 AEAR AT MR IR AT T, W
24 FEART BRI R nT DUCEAZ T IR P 20 I ST bR ] o S5 b, i BRAARERAT 1 2
—RIPRMAR G K GNP, BRAREAE M A4 U AEIE R AR,
TR TTAE P B SO P Bl SR RIS ks TP AR Bl o B DA A A2 o] e XA
SOX AT TORHE RPN A7 T 1 1 A R 0L i S
5.1.1 PFF (Organism)

B4 P AFEZ M AEYIR R G 4. MERABPMER RStamss, HE
TEIE A BN R R G fw 44 I IF LB 7 BF, 44 52 A 308 B IE R A B k4
YAt e ARG TR RR, RS0 44 A A SR B IR 154 2 65 (geneticcode)
¥ AsS . ARz a A, EHARE RS AZiHE . R AT U
R BN DT RS B 2 44 PRI IE R A B . G SRR 2R i i 44 5 FH A4 A AFAv] i)
152 i NCBI 14325 (taxonomy) | % #% (http: //www.ncbi.nlm.nih.gov/Taxonomy
/tax.html/).

WERAREAR YA A WA FI, S EERA . WERIEAFIE RS 4, THS
FIRERE AT HIA , TR L ReagRs e UON AR, IRk, 73
Fk(isolate), A Ak B4 5 7 2 5 (Voucher number) 5l 4% 55 # 44 # (cultivar name),
4n: Nostoc ATCC29106, uncultured spirochete Im403, Lauraceae sp. Vasquez 25230
(MO), Rosa hybrid cultivarKazanlik'.[f] i 45 vl 47, @i 272 R kLM, 1]
PREJTRACI ) o SEZ HIRAAY, TRkK, 70 B PREUALTE 1Y (serotype) F B8 BL AT FE 5 AT
1) J5 R BN -

5.1.2 FEHfE (Location of Sequence)
TEREEEEI A Brh, TEMN S A IRI P H )RR R A B . 4R 20751 AL
TR v T TR AN R T R R TR FRA 4

® LA Betifk. X—or b AT Lok AR SR AR A A% Ik DR 2 2 6 1)
HH.

® LAk RIS I U

® {{0ff(chromoplast): —MAEIEREMA CE, FAET AL,

® ZjFL{A(Kinetoplast): M {E Kinetoplastida(f5] i1 F1] (K = iR Hi )&, Leishmania)
FHAEAE )RR R (R 2 A o 7 7« “knetoplast” 1% H I #E kinetoplastida
J% 51 H (trypanosomes and bodonids).

® ZRifK: —MURAEIA Z BT A Al s e B, w A S
Y B %

® Tiik(plastid): AEAT R EARZ ML, BG40 s (BRILATAE 40
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w)e R HATEIGIES T DI ARG “m2p4k” 1, AR “ 5t
17,

® [ K4} (macronuclear): —FNAER 4B AR (B an . DUE HUE)
W R LR R I Al A% . VR BRI R geH T4 R A .

® Lt {KHP A4 (Extrachromosomal): el WH 7EIX B4 H R G fo AR A% 1R
By, it B Ge Ak F K1,

® Jiiki(Plasmid): 7E40 R ORI B AR IL I e oy o TR, XA,
5 0 S H S R i A R v R A4

® 5 {A/MAK(Cyanelle): R AF(E T glaucocystophytes(f1 4 Cyanophora) [ —
FRRFIR A . VR “HWE A MA” HBEF T Glaucocystophyceae J& 1) 44

® iUpEE: A RIS F M O EE .

® JiERA: IR RENIRL

® XM (Nucleomorph): 7E Chlorarachniophyceae J& (41 Chlorarachnion)
F1 Cryptophyta J& (1] ke B,  Cryptomonas) ™ & LI IE AL I A% 1O &k .
7E % : nucleomorph H fig H{ - Chlorarachniophyceae J& 5% [2 2 J&
(Cryptophyta) ()45 .

® Apicoplast: f7{E T apicomplexans & EW)(WIIEJH- HL, Plasmodium)H [#1iE
P TR . VER: “apicoplast” L AEH T apicomplexans J& 144

® [[fifk(Leucoplast): —FPBA LA ZFE T TIK,

® i iifAk(Proplastid): AN AL

® P i (Endogenous_virus): — MK A ML B AL 41 IRl 1 3=
Fh R TAEAC R B -

5.1.3 BFH SIS (Genetic Code for Translation)

WERPEAZ KM R “ RGBS AKX LI 27 “ BN s %68 7
T S FH X — DX I 455 I e FH R PR R P 41) (R A 35 0 o A% AR I it A% 3
ST AR . WERIETE DL BARRIRR S R A R IR R T A RS 4,
23X — DRI B Bk st i RAELE P2 S AT RR I T R 4 FK, Sequin
BB SANPHCE BaEE X — X8, HE, WREIFAE GenBank 4
HTHT 500 Bl —, AR — XA BEIES, WAk —Fhist
fE% 0, fE NCBI [ 73 25%% Ul (taxonomy page) (http: //www.ncbi.nlm.nih.gov/
htbin-post/Taxonomy/wprintgc?mode=c) "', 7] AR 5 2 I8 [ Bl i R A 11
5 B
5.2 %7 (Nucleotide Page)

TEIX— DU PTG EE45 AR IR 7 41 LA S 5 2 AR B A VRS JE. - Sequin AT LA
WIEAEAZIR P 9 S EAT IS B R 40K, #R AR, Btk S DLV 2 e
BAI

WA PP IWE N RGK T, AL, PO s A AR () — 870 HEAT
PAT, AT LG AR S B IR 0 AR IR SRR, MR, AR S Ll L
BABTI

FiAk, 0T CALEYRI RN P 81 2k I 1R U5 IR 52 17 22 4% (Source Modifiers form)
Hh N IX SRS R

AR B — R Py B X2 — B & A7 AR
GenBank/EMBL/DDBJ #fi f tf, AU 1% P F1EAT Fin i LA S LA 45 7 B (0
B 7415 (AccessionNumber). QR 741 O A 1P 41 5 0 U12345, A8 H
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FRIRA accU12345, AN EL E—ASE T35 1H(Sequence Identifier).
5.2.1 4r¥(Molecule)
s 1 e AR L JLR o 2R A 2 —, 1A 3R H 2 B g B e (1)
IR,
® JL[XZH DNA(Genomic DNA): HFKIET2EW) DNA P41, 3: rRNA
SEERI ) DNA FP31 g 1 X Aoy 1284 .
® JL[AZ] RNA(Genomic RNA):  FHERIETEMN RNA, WIHEE.
® {j{& RNA(Precursor RNA): By#ZAbPEH mRNA. rRNA. tRNA, B LAt
LA RNA HT WG x4 -
® mRNA[cDNA]: —4 M mRNA fi74:f¢) cDNA ¥4,
® ZHlifk RNA(Ribosomal RNA): K T A RNAGCRNA)KIF,
Vi T rRNA [f] cDNA J751
® %z RNA(Transfer RNA): KUi T-#iz RNA(RNA)FIFH, Wik T
tRNA ¥ cDNA 751
® 1%/ RNA(Small nuclear RNA): SRIE T4/ RNA(snRNA)KI ¥4, fnk
J5T snRNA ] cDNA 351
® /)it RNA(Small cytoplasmic RNA): SKisT/Mfi it RNA(scRNA) T
Fll, WK T/ RNA 1) ¢cDNA J731.
® g it A& [ WKL (Other-Genetic[plasmid]):  BEAS & it 44 Ut A & 5
KPR, Wik, B Yetadk, F T
® CRNA: f DNA Fsgr= A [ H AN RNA JPHI, FZH T8 75 3 .
® 1%{~/)N RNA(Small nucleolar RNA): K T-#%1~/ RNA(snoRNA)[1JF41,
WIKJET snoRNA [f] cDNA J¥41,
5.2.2 #H#gif(Topology)
IHAE R AR Ik R IR M, ZetE (Linear) 8AR (Circular) s %
B P NA SRR G o TR P12 58 A 1 I BEEARIN, i — AN ok
B — AR SRR LN A, 15 IEFE Circular.
5.2.3 5" MiREHE 3" MR (Incomplete at 5' end/Incomplete at 3' end)
WERFFHIAE 5" B4 3" e AR TE R, THIEFEIE M IAE . WERSEAZ K75
FETEHEN), AR SERE g A A, AN BT AN I
5.2.4 FASTA & XAT LA 5724 (FASTA def line starts with sequence ID)
W RARLE P 51K AR R A8 X AE I SE (1% 20, AR A SE X
ANE
YRR ) ] B ARSI, IR L IR IR I 225K 3% FASTA % 2V IR 741 6
IRIP FASTA k&0 2847 R th">" 555 IF L ORHZ e 91 (1) o] SR, 55 AT
TG R RLIR 71 o AR N 42 RO AN R, I HARE 0177 81 I ] il 4% T IR IHS 28
>SeqlD [org=organism scientific name] title
W E XL . A ME— bR e 7R ">" 5 R L]
WRRBEA O FH) 5, IEALIEFIXAN L, A Sequin 2 H)h 4>
Be—NPA0S . R, TERE IR AT A B B s >",
5.2.5 ERFFFIH FASTA #3 (FASTA format for nucleotide sequences)
PR RAS I P A2 5 — S, AREEEAEAR TP RN o P41 4450 LA
FASTA #4258 B—AT/FHIBAREH H 80 777,



HE: WA RN “HEEFEA” (Environmental samples), Ffiff
(Population), & %: & & (Phylogenetic), 5¢74%(Mutation)fift 538k 741 i By 2 &
(Segment Sets) #4275, I AR P HIR L EFASTARS 2L SR T,
EATE R — SO B AN SO AR T B AR AT DA 3k R B KA 50 7 41 ) AR )
W, Gt R AN AR SE AR OGME Bt B3, AT CAFE “YpMFlv ok i 5
FIE S “RPBMITE R $R4C.

The line directly above the sequence (the first line in the file, for a single
sequence) should read

FeH 2 B EE—4T (FESFPH SO gl SR 2R —47) kg 0y

>SeqlID [org=organism scientific name] [modifier=modifier name] title

B,

>DNA.new [org=Homo sapiens] [chromosome=17] [map=17q21] Human breast
and ovarian cancer susceptibility (BRCA1) mRNA, complete cds.

>: SRS IR RRAE AT . ALAS"THIR AT S AR R A A R AL TR
Feo

SeqID: A% P& AP A ME—HR IR, R VRIEAL IR U1 Ik T "FASTA def
line starts with sequence ID." I 2 Ja A FEARIAS . XN A TFAREE HEKIR
SEAFPIINATFES . MRIRA R E A4, Sequin K H 34 T A ME— R,
FEPRATIE R, Bt e 1) AR N SR e R b IR A O 45005 (accession number ).
LA 2 —RIFH, MHAP A C L GenBank/EMBL/DDBI #4 i £z
W, TR bRt DA G F08 A e 5 o R DA S A D B IR T
U accU12345,

® [org=organism scientific name]:  IIAEAREE E B 721 SCAF ok o
bR IR PYEE N RG R B 2* (phylogenetic study) W AHEAT, Wb
G I, ot eI, W] e Fa Wt m DATE o i it ) A R i
W SIS SERE IR A (A BEARS). AN 0N Fros ASE B4 45 5 58
oo FE =" G, 91— MK MY B $f [org=Homo sapiens],
[org=Mus musculus] , [org=Saccharomyces cerevisiae] , and
[org=Drosophila melanogaster]. NCBI 7 taxonomy database ' #JFfE} 2
ISR EPREPSH

® [modifier=modifier name]: 7E/FHIMEHE—AT AT DUBESHSMEE. X
AP AE B FE moltype, 4> (molecule), 4 {Achromosome,
map, ifEclone, 42 M tissue-type, B Mistrain,  DLAKE S IE A
specimen-voucher. X A5 & 0] 76 A= 9 B2 Y45 1 {5 B U1 Source and
Organism JUPHEE] . HEARGIZ LA B #5007, TRz A CH
BRI, AU kg 4z BRGNS EAE BRTEH
[strain=BALB/c] [chromosome=5] [sex=male]
[tissue-type=testis][moltype=mRNA]. ‘&A1 v GEAE P AL iEFEHE N as
Biological Source [FJ4RF1IE7E B 5 H 42

® [lincage=lineage]: #7{F NCBI 4} 2% HH e e VRGeS Rl B Fh &
FHOCESH, VR AT AR LA AT e R b 2R

® title: JFHIMIE XEHR. Sequin PRI ( Annotate ) 3 HLIY I IE
€ X DRERT P HHEAT BBl w44 o fir 44 0 AT 5 5 1 AR A8 3 R ol o ik
A ->TitleM#E4T, S0 -->TitlefE it s M 8238 o IR S L
( Annotate menu), IR T ( below). THNEIEEELTR, B EEAE AR
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SEFFIGE AT o WLARBTHRAS S 81 “FRHEREA” (Environmental
samples), Fii#ff(Population), ZH 4tk & (Phylogenetic), 5¢4F(Mutation)fiff
FLELT A1 v B AR £ (Segment Sets), A4 /R m] LUK b s th o 1T AR
Annotation JUAN A1) 44 F5K o
5.2.6 ZBKIENIT (3pf8) (Nucleotide Definition Line (Title) )
IR E AT, Bibn i, B e Bt kg zlo X — M S gt < e a1,
oo Sk anh
YR E S GERICS) mRNAZER, 435 / 5855 gah X 741
SR, — AR OF AN BEWG S T A 25K, IR R Z041 7 BTk -
NZRFLIREFN B SR AT < 8 1 (BRCA1) mRNA, 5¢#% cds 41,
NKEILISRIGN LA D15 (1 (BRCADIEK, 5 4 4ME T
Gallus gallus red-sensitive pigment mRNA, complete cds.
Bos taurus retinal pigment (RPE1) mRNA, 3' UTR.
Saccharomyces cerevisiae cystathionine gamma-lyase (CYS3) gene complete
cds.
Arabidopsis thaliana pyruvate dehydrogenase E1 alpha subunit mRNA,
nuclear gene for mitochondrial product, complete cds.
® Homo sapiens Down syndrome region, chromosome 13, genomic sequence.
® Ophraella conferta isolate 62 16S ribosomal RNA gene, mitochondrial gene
for mitochondrial product.
5.2.7 MR FASTA #RHE—1THIHIF (Example of the first line of a

nucleotide FASTA sequence)
>DNA.new [org=Homo sapiens] [chromosome=17] [map=17921]
Homo sapiens breast and ovarian cancer susceptibility protein

(BRCA1) mRNA, complete cds.

SDNA.HT [WFh=A] [Htih=17] [Pk EiE=17921] AZSHIEHM
5N $L9EAH S 1 (BRCAL) mRNA, 523 cds &4 .
5.2.8 #ZMFEFIN L FASTA+GAP #3%, (FASTA+GAP format for aligned
nucleotide sequences)

VFZ 270l DL FASTA #% U e 75 Leif g5 . O T HRIX Le e 1), 752
LH AN S X, fF FASTA+GAP #& 3 r, XSS (X A" RN . 28 1 4f
P2 SRR TRAE P HIAE L FR AN 8 BIB3E, R4 Sequin ¥ 278 HA A P21 H )
2BRAE TUPAC #1555 T4, BHELTANX, BN X3 Hq XA
SHIAEF AL, TIASTERATIFA

HIRAESUFASTARE I [IFASTA +GAPHS =,. 78 I TH[FYFASTA format for
nucleotide sequences ' O\ UAA A% SALFASTAFHIAE T iE4HEA . BT 1 LAFASTA
+GAPHE I H N ARAE T[] — 30

N & FASTA+GAP #5311

>A-0V-1-A Jorg=Gallus gallus] [strain=C]

TCACTCTTTGGCAACGACCCGTCGTCATAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

>A-0V-2-A [org=Drosophila melanogaster]
[strain=D]TCACTCTTTGGCAAC---GCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGA
AGCTCTATTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

>A-0V-3-A [org=Caenorhabditis elegans]
[strain=E]TCACTCTTTGGCAAC---GCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGA
AGCTCTATTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT




>A-0V-4-A [org=Rattus norvegicus]
[strain=F]TCACTCTTTGGCAACGACCCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGA
AGCTCTATTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

>A-0V-7-A [org=Aspergillus nidulans]
[strain=G]TCACTCTTTGGCAACGACCAGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGA
AGCTCTATTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

5.2.9 Bl PHYLIP #&=\H HH R FFU%T e (PHYLIP format for aligned
nucleotide sequences)
VFZ R LA PHYLIP K 3 HS (AL IR P 910 LE -
NI A PHYLIP 4% X (14511
5 100

A-0OV-1-A TCACTCTTTG GCAACGACCC GTCGTCATAA TAAAGATAGA GGGCAACTA
A-0V-2-A TCACTCTTTG GCAAC---GC GTCGTCACAA TAAAGATAGA GGGGCAACTA

A-0V-3-A TCACTCTTTG GCAAC---GC GTCGTCACAA TAAAGATAGA GGGGCAACTA
A-0V-4-A TCACTCTTTG GCAACGACCC GTCGTCACAA TAAAGATAGA GGGGCAACTA
A-OV-7-A  TCACTCTTTG GCAACGACCA GTCGTCACAA TAAAGATAGA GGGGCAACTA
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT TAGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT TAGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT TAGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT TAGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT TAGAAGAAAT

TEREAM T, AT RHIX B 5 NP, FAR 100 METH R, #F
Kie 5 MNEHFI S 54T, RIEHEZRTFA. s — APy Fs T2
A-OV-1-A. 1R, BRI P AEE AR5

AR AT 7 R IR AE PR H0 EE AN E 1O, AR Sequin R 7E LRI
JRAIN B3 2:BraE TUPAC 47 . IXEEAIE HRIE R L) TUPAC #4740 N K3&
7Ne PHYLIP SCHERYBA-, TIANE 2 KK 5 30y il 2K (R Bk o

PR LMEHEIZ A RS X, A8 Sequin i) LLAG 2 2 21 IE )RR LA E A5 B . 7
NI f¥)Source Modifiers for PHYLIP and NEXUS . H #5245 X FFu il .

8K, PRt AT DA LERHE R PHY LIPAS 20324, 1M #E Source Modifers form
LEFIRR, PR, BOARSEEE.

5.2.10 B NEXUS #&=1 H M RR B 55T e (NEXUS format for aligned
nucleotide sequences)

VFZ R LU N i B PR PHYLIP k8 22— R IR e SRS EE, A4
NEXUS FlH4: NEXUS.

ZE VAL I AR IR AE R R ANE E BSR4 Sequin R 7E H A A
FeoI B8 L BRAE TUPAC “F4F . X LA E ALY L) TUPAC “A47101 N k3K
7No NEXUS SCAERJRL?P KK R 5T 3 it 2K ) Bk

N A AN RS NEXUS #% 2K 14511«

H#NEXUS

[This data assembled using Sequencher*, from Gene Codes
Corporation.]

begin data;

dimensions ntax=5 nchar=100;
format datatype=dna gap=: interleave;
matrix

A-0V-1-A TCACTCTTTG GCAACGACCC GTCGTCATAA TAAAGATAGA GGGCAACTA
A-0V-2-A TCACTCTTTG GCAAC---GC GTCGTCACAA TAAAGATAGA GGGCAACTA
A-0V-3-A TCACTCTTTG GCAAC---GC GTCGTCACAA TAAAGATAGA GGGCAACTA
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V-4-A  TCACTCTTTG GCAACGACCC GTCGTCACAA TAAAGATAGA GGGCAACTA
V-7-A  TCACTCTTTG GCAACGACCA GTCGTCACAA TAAAGATAGA GGGCAACTA

AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT AGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT AGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT AGAAGAAAT
AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT AGAAGAAAT
A-OV-7-A  AAGGAAGCTC TATTAGATAC AGGAGCAGAT GATACAGTAT AGAAGAAAT

FERXAM T, BT JLATHRAL T XX LR LU A — L i B . $%F R 5
ITEAPIS, RREERTH. WA — Nl fes] 52 A-0V-1-A. 11,
R FIIX RSG5

N AN NEXUS ¥ 201481 1+
#NEXUS

BEGIN DATA;

DIMENSIONS NTAX=5 NCHAR=100;

FORMAT MISSING=? GAP=- DATATYPE=DNA ;
MATRIX

A-0V-1-A
TCACTCTTTGGCAACGACCCGTCGTCATAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

A-0V-2-A
TCACTCTTTGGCAAC---GCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

A-0V-3-A
TCACTCTTTGGCAAC---GCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

A-0V-4-A
TCACTCTTTGGCAACGACCCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

A-0OV-7-A
TCACTCTTTGGCAACGACCAGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

FEXAMIF i, BRI JLATHEAE T X st Le e 4 il — S8 i B . 32 R0 S
ITEHTHS, RIGHEZRTH . LsE— N PH K775 2 A-0V-1-A. 1,
BRI P I R S80S

PRAT LB IX FINEXUSK 20, {1l Sequin ™) LL7S 2 FE 51 IE A I LA & L
%8 . 1F T *)Source Modifiers for PHYLIP and NEXUS .HU¥t 24 X Fiu i

28R, AR DL IARHEFINEXUSH 2CHEAS, 1M 7F Source Modifers form
TREPIFR, FhER, BERSEEE .

5.2.11 X%} PHYLIP F1 NEXUS #—2% 7815 B (Source Modifiers for PHYLIP
and NEXUS)

PRA] LB PHYLIP 8¢ NEXUS #%3X, 18 Sequin ] LU i ST K B 156
PIRNE P AER I LI e R AT X AT, 56 ATE X B
AN, CAREHE. B — NP B — AT R U . X AATIEH S
FASTA CAFHAESPHIRTIIAIIE, HEATELITHS k. MHFHS RN S
T BT A EAE A 3k




B NIEAT N B> T 3k AR R A RS A FR R . L E
IV iy S T D W/SE S S e b | DS 1T O AT P o I AR D B
INAHEI I RR . TR (5 B2 FASTA format for nucleotide sequences. f T-H5
¥ :, Z M Nucleotide Definition line (title),

PLR B SRR 2% B AH S A BN S5 4% BTy PHYLIP Al NEXUS H451
TZJh.

>[org=Gallus gallus] [strain=C]

>[org=Drosophila melanogaster] [strain=D]

>[org=Caenorhabditis elegans] [strain=E]

>[org=Rattus norvegicus] [strain=F]

>[org=Aspergillus nidulans] [strain=G]

2R, ARt AT UL LUARMERIPHYLIP SiNEXUSH U242, i 7ESource
Modifers form AR, TR, QefR%EE R
5.2.12 B ARFIXTLLFEF] B (Importing aligned sets of segmented
sequences)

Sequin WA LLisz A LA FASTA ©% FASTA+GAP k& UBEA T X LI 51 A B
B BOYNAT B TP IS, A PR RIS ) B L Re et — e oIR8 — A
FBerb it 7 SRR ERE— v B il

L

>A-0V-1-Apartl [org=Gallus gallus] [strain=C]
TCACTCTTTGGCAAC

>A-0V-1-Apart2
GACCCGTCGTCATAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

]

L

>A-0V-2-Apartl [org=Drosophila melanogaster] [strain=D]
TCACTCTTTGGCAAC

>A-0V-2-Apart2
GAAGCGTCGTCACAATAAAGATAGAGGGGCAACTAAAGGAAGCTCTA
TTAGATACAGGAGCAGATGATACAGTATTAGAAGAAAT

1
UL A ANIRER 91 ] LA A4 A 30, {H Sequin ABETE# 275 EA

5.2.13 [ Sequin S AZMF% (To import a nucleotide sequence into
Sequin)

LRI T4 LA TG ) FASTA 5% PHYLIP #% 38 2R, 1 i "Import Nucleotide
FASTA"5{ "Import Nucleotide PHYLIP". iX &4 HHEL— N 0, Boxal I H
SISO o SEREIEHAI PR 5 S0, AR5 i OK. 41 S N 41 %, NIk $E EDIT
SKHLUR 1) Clear iy 235 BRETR T o

MEANZE, S MHEME AT RS AKRTAIEE, LURES
MK, f— MBI RS, SUIHIKR, ME—FRiR(SeqlD), Fsd GE
SXAT) o WRHFATMAMEE, EREPHCH, KRG EHFA
5.2.14 |7 Sequin $A—ZRFIZRRIFF (To import a set of nucleotide
sequences into Sequin)

PR PFPERER TN — RS FASTA ¥R T 5. W BT 175 4E
A —3CFrh, & “Import Nucleotide FASTA” o Wl S e I IAEAF I SCEp, 1
Jli i “Import Nucleotide FASTA” S ANEA]. LIeMbFIE, 1EHIANEANTY
#Oh IEA ) FASTA #4358



5.3 AW (Protein Page)

TR ATUH T s—s BRI N 2o i SRAR$E A (1) 2 oK B Fh i
(Population), & %; & & (Phylogenetic), 5¢74%(Mutation)fift 538k 741 i By 2 &
(Segment Sets)+ —373 7741, 1% H Annotation Page TTHEAT, TEAN U W H 3.

AT FRVFORSE A AR 4 A A% R 7 2B R G 2 P91 o A7 A% IR 1) ]
AR B ) A AN R R B B2 AE , T AEA U AT AT (R SR L B BEAN R
JPA A AR PR U dm i 741 (CDS) HiBL. Sequint 2 F 8l & WL AL IR )7 5]
HE AN, I BAESHE E bR AR P T RS A IX o Sequinth 23424t
TR, ARRE DL MG TE AR AL B e 51 b th D A7 B RIS A, T eAT]
HeARRCDS &Pk o 1X 48 T HORAE R Il ORF Finder. "7 iAo
5.3.1 HEANFFAKEESMBE (Conceptual translation confirmed by
peptide sequencing)

R ZH A BT v AL AL IR AL IR 7 41 MR MR e o A PR el i %
DA 20 AN 1 B st SR AT AR 2 IR P 205, ISR IX AN R
5.3.2 N-Mi N5238/C-3 A 52# (Incomplete at NH3 end/Incomplete at CO2
end)

A P AR H ) N-si i C-di,  THIEFEIX AN IE R4
5.3.3 FASTA & XAT LA 5724 (FASTA def line starts with sequence ID)

YbRAE R ] PR AT I, G IR I 2k 4% FASTA # s A 74
FASTA #5547 4 BH">"F5 5 TF LK% 21 1) (e S hiak, 28 AT IF a0
HEFA . RN AR, I ELRERZ 7 51 1) fa] S 4 R IR IS 2 -

>SeqlD [gene=locus;description] [prot=name;description] title

EE XA A ME— bR R AR > 5 R L]

WERARKR ARG PI S, EALIERXA L, 4 Sequin 2 HEIA 7
B NP SR, TERE IR SR — AT RS B AT s ">"

5.3.4 B F CDS [HFEHIEY mRNA ( Create initial mMRNA with CDS
intervals)

FIRPEIXAEE, Sequin F52LL CDS J&PERIAH[H] A FE/E & mRNA &
ORI SERZ JE . PR AT LAgw A mRNA JEYE, #9005 UTR f1 3'UTR [X.
XL T AE R A mRNA G 258 50T 51 G 5 25 5 o
5.3.5 FHHAFFIK FASTA #& =, (FASTA format for protein sequences)

PR HRAS IR D20 E — 3O, AR ELAEA U RN o 81 420 L
FASTA #4258 WURGEAZ 22 FPA, AR P4 6513552 FASTA # 3.
BE—ATIFAII AR 80 N F4F. I Sequin FAFHINT, ZERITH S HIEH
L/ INVANT AP I TE2 S o S

FEHZ TR EE—A4T (AR P HI ATl SOOI B —4T) s o

>SeqlID [gene=locus;description] [prot=name;description] [comment=text] title

it
>Prot.new [gene=BRCA1l] [prot=Breast and ovarian cancer
susceptibility protein]
Homo sapiens breast and ovarian cancer susceptibility protein
(BRCA1l) protein, complete sequence.
® >: SRS IERIRE R AT, ARSI AT B SRR A
Fea.
SeqID: AR T ERACFHIFIME—FRIR o A IRIEALIR I _FIE+E T "FASTA def line
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starts with sequence ID."JE ] 2 J5 4 75 EARIHE . XN FEARE S H e IR e
HFAI A FEE . WRIRA N Edr 4, Sequin ¥ B3I - AME—Frid. 7EH
SRR, HAE PRI TAE N SR bR IR R AR 5 Caccession number) o
® [gene=gene locus]: #ii A [gene=gene locus]. Wl Frn ALY DL 5 ) FE 45 58
B AE ="M LA, I Wi[gene=elF4E].
® [prot=protein name]: % A[prot=protein name]. Wl FFr7~AIY DL 5E 3 1 15
FIEM.  fE ="M JC M, 1 Wi[prot=eukaryotic initiation factor 4E-I].
® title: JFAME LEFER .  Sequin A% HEAR TR AL AE B R AIREAT H 3)
44 o B PR ) AR N Do 75 b SIS g & BEAT B
® IR E I AR R AN AT, TR ATIER .
5.3.6 AR EXAT (33) (Protein Definition line (title))
IR E AT, Bibn i, BIRs g Bt irg zlo X — M S gt X e a1,
o e Ak -
YIREA 4 GERA) |, &%/ W9misX 741 (Genus species Protein
name (gene name) protein, complete/partial sequence )
A I AW b b 2 ks XA A R 44 5 o AR R DR PP a2 56t 4 i 2 150 20 i i)
X A1
AR, — RS OFANBER 2 T A I EESK, IR R HU4 1 ik -
® Homo sapiens breast and ovarian cancer susceptibility protein
(BRCA1) protein, complete equence.
® Gallus gallus red-sensitive pigment protein, complete sequence.
® Bos taurus retinal pigment (RPE1l) protein, partial sequence .
® Saccharomyces cerevisiae cystathionine gamma-lyase (CYS3)
protein, complete sequence.
® Arabidopsis thaliana pyruvate dehydrogenase E1 alpha subunit

protein, complete sequence, mitochondrial gene for mitochondrial
protein.

5.3.7 FEHKX FASTA #\HIE—4THI%IF (Example of the first line of a

protein FASTA sequence) :

>Prot.new [gene=BRCAl1] [prot=Breast and ovarian cancer
susceptibility protein]

Human breast and ovarian cancer susceptibility protein (BRCAl)
protein, complete sequence.

5.3.8 [ Sequin 2 AZEAFES] (To import a protein sequence into Sequin)

i "Import Protein FASTA."I s HIL—/N8r i 1, W nl ) H s
EREERF SIS, ARG OK. WS ARIFAEGE, WIES EDIT SEH T
(1) Clear i 2 B H 1R P41 o

MEANZE, S MEEME. BT RS ANEAFAINEGE, LT
MK F— MBI, SBIHILKRE, ME—FRiR(SeqlD), s (E
SATYo WHRAFRATATE S, IER AT, RIEEFTFEA.
5.3.9 [ Sequin FA—RFIEHFFI (To import a set of protein sequences
into Sequin)

MARAE] Sequin A — RAVAEERELF S AUTUF AR, Bl URE N — B
PR P51 () 22 A T T80 B ATE o AR P MK T N — R 51 FASTA 6 X AL IR 741 o
R BT R FE R — S, W " Tmport Protein FASTA." . A S AT IAEA
[A] ) SCAE AR, 1R 5 " Import Nucleotide FASTA." S AN 'EAT. TieMRFE, 1
BINEEA A8 A IERA 1Y) FASTA #5X.
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5.4 FEHISABAINE D (Sequence Import Check Window)

PR FANEATFINZ G, HIL—ASEE O, AR FEIX B 4w 0 A7
IR AR AP H A ME— BRI (SeqID) , Sequin 2¥ H 8" 4. A%
I SeqID MR H M4, R A AP A 7ER A R e o, e s e nl
.

5.5 F## L (Annotation Page)

R AT TN A E(Population), &4t A & (Phylogenetic), 5848
(Mutation), MRIEFEARZELZ FFAIMER . HRIEACH L B —a i BRI, A Tst
sefi L& K Protein page
5.5.1 Xf—RFIFFIEINERE, rRNA #1 CDS B8 (Adding Gene, rRNA and
CDS features to a set of sequences)

A5 FH AR DU TS50 10 BRLZE e A28 3 1) R 140 0 B 88 I () S 2k o R AR 0 B 388 i) A AT
TR A P, IFasi@ TR e AR AR T H b i e —
YEFERI), AR e BE S AR AT R T3 Ui W o AR AT LR b () — Lo 424
® Gene: IEFFRILALEHL m rH KP AR IN— NI B . — BARE XA, 7E

T RS HIL— S AAT . AR AR, TR 5\ A e 2L Bk

3 AN SEAREE I AN AL . TN SEDIbR A, AR nT S IR
® RNA: FFAHR T P FE I rRNA JEIE, 1S RNA. XA EPERN A4S

A, W —MZIRBR G — MEIR . — BARG XML, ek b

B LS AT . B PP EHE N IRNA 731, TEIEFE 5" AN e %

B 3 AN SEAE I AN TERE . BN rRNA (R FK, 1 16s MK RNA. #5100

TSR ENE, FEPS A AL AR B IE L. JEREAEAE/R AT ) rRNA 0

RUANTERE -
® CDS: A8 Fr B Fas I s ) et Jg 7, 15 L FECDS. Sequint] H 7))

TR Y] ERA P IR EHE, AR A CDSIEE . AR H & A 2 AN F IR

LA, B B S AE IR AR A, IR R BE S 1) 3 A i B2 A H Coding

Region JEPEH Mg, — HAREEIXAN, ERP RS HIL—SMmAIT.

BATE VRS B AL . AR VE R HE Fh g N B TR
® None: FF/RAFFFI I RNA 5% CDS JE 1, 1#i%+#% none.

5.5.2 S—#HFFFIa IR (Adding a title to a set of sequences)

WSR-S H (box) , ZEPTHRAT HIEE— 4P IR AR o 13 A [R) B e IR
THAPTH. 16 FASTA #2UH C R AN, X EABFRM. A REHE %
T IEAR SRS W BARN I S H A LR UL (Nucleotide page) -

P U N % AP A RR IR « WER P e 20 2 k08 T Rl — B4, HEH
YR ARG ANbR . (HE, WERFIRASTFAG B AR Y, Hande &gk
50, WA SR EYAFR, X E % A "Prefix title with organism name (£EAR 1
IINAEAFRETZED ", Sequin HAEEE—NFH L BRAT IIAH B (1) A= W) 440K o

R “H e X477 (Generate Definition Line) ) “VEF:”  (Annotate ) ¢
H, Sequinit v L HANAE AR 546, ERASFHIN G, ERd S a5
“VER”  (Annotate) SHLN “HARFF”  (Descriptor) --> “Ar”  (Title) th
REME dmbE bR, £ 0L T3,

6. SRUEPE EiaFEH (Source Modifiers Form)
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MPLAG R A (phylogenetic) « 5848 (mutation) « BEAATH 5T (population study)
NEIREIFEA (environmental samples set) BEALALPEEEAZ 41 (as a batch
submission) B, fRAGEILEIAZE,

REFEARIBNINBE S S (organism) 25N T51E B, BCEH I T
AR GRS FEE S . ABRHISEE (pop-up menu) ITHHE, EHEURVE
B A EM MR A . ADERIRE (The left column) 41 H (12 741 ¥ SeqID k4 At
PP HIIME— AR BT oA “PEMT” (Value) FIAHR A4 RN T A1 R &
o i, G AREERE TR E W “Organism modifier” , #RATLAZES—A> “F
7 (Value) ZH& P EEN Mus musculus, £F 25 M\ Homo sapiens 2545,

WERARIE AR MR 244, ARSI . AEH%E.

TEAEW)RYE PR 2 17 50 (Biological Source Modifiers page) [k (Source)
T Utand Y (Organism) ¥ 00, AT LLE KRR E A A58 B RlA o 7] LA IR A
AR T BROE 1]

7. HECEREE (Assembly Tracking)

WERIERTIRE S H S “H =T/ R4C”  (Third-Party Annotation
submission) , YR GEH BNIXTKEAK . MRLAFEAE LG 7511 “GenBank ok5”
(GenBank Accession number) KA TPAFY]. AT RGeS 5 S2% ¥4 A
Bk FRANEIR R SR 5] . 0T IX 5 I E 245 B S B TPAT UL .

WERAEH PR ER RS S — AT T “GenBank W{3%%5” (GenBank
Accession number) , GenBank [FJE G2 AR E G e F. IRABIAE “from” Fl
“to” BN, EECVIRELAN P AT E S 2], EMAZ RS

PRAATPIETE “VR”  (Annotate) %FR T 110 sk i Vo 2 K 7= AR A C ER R
Mo TP EREFIARTT A TPA 41C (Descriptors and TPA Assembly)

8. i3 (Editing the Record)
8.1 Bti& (Overview)

WG58 “PM 5 F5EK”  (Organism and Sequences Form) J&, Sequin ¥
M A5 DRI 4% B ZEAT AR B . BUE B 2010 % Yy “ad st W48~ (record
viewer) o R0 A IC ST OB, WO FIFEE . Rk, iR
FEPEATFE T RN A SR BT R, EEDEAH R,

PR Va2 (P BRIN B 1, AR 20 4% H 5 070 20 e v IS Bl 3
Lo $RAC IR LA A B 45 AR A il s S g b, AR IBE R A HAMAE B e
WED, (BAERIEESH P ASEI. WRIREEE TR 75 S ERE, 1%
Feo k2 A CDS $RAESI Y o RUE IR P FIEHE N & 7SR5, Sequin A BT
€ MR LEAZ IR g b B 1 IF 21 H

1E “3XfF “ (File) “SRHER, EH “frfE” (Save) #L “HifFh” (Save
As) Fagk HIRAF A SO o IXAN A T3R8 BIE e 1 1 2% H A7t . TCR VR
SEREH I TATAT AR, IR ERAE RE RS AT R SO H S G DL i RAREE DL P
iz H, RATBAE “Sequin XM FLH”  (Welcome to Sequin) A iy “ 12
HFAEMIRAZ A H”  (Read existing Submission) , FFIEFZ A

AT BEHE PRI 4 HILE T AT A EE T, W nl R Bl it “ fR 5

(Descriptors) B “HFfiE” ( Features) A%, FRARINLE S E. —MokUL,
Descriptors ] F%t— 458 P81 8l — P S KITERE, 110 Features HTX$ 56—
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JRHNERE. B, nf LUl s S /IR SRT (Reference Descriptor) 3 1—4%
COR RS, B TE o B I RR AR SRR e 81 1 — B 5 KB poly A 1R 5.

0 SR Y 2% T A S B LAAS [ )7 248 o L — 2 8k XU AR P £ g 4R A5 1B
(DX AR I a8 2. AR 2 X35, W1“ e 7 (Definition) « “ K~ (Source) «
“Z2” (Reference) . oY “FHHFE (Features) ZEHSA] UAgmiE . 501, SR
KNP HEIN—"N22% 90k, WM Reference, 1EAAH Y. (1A .

TN INBAE SUE B IS, 78 “276 7 (Misc) 8L “HffE” (Features)
SCHLHR,  TEREAR R (PG AR IR AT o IX L83k TUKE AR A B SO S TR 4

w5, WZgEITAH T - AT H 9w Ui (Instructions ) 757419 2%
(Sequence Editor) H /41,

8.2 MHIR EEIR AT B 42 F(Submitting the finished record to the database)

MESIN T A ARG B, BRI 4 B Ar B e . ke AR

(Search) SZHL R “HfiN” (Validate) F8%, ZIRERRMAIRETHEAZ IS X5
B R s XA B & 7.

W Sequin &I TARMICFAS A W, 755t EARSE B8O BAE
O BTN R, D RN R AR SR B B F BT R R . XTI
B WS BE A, ARa] PG B ISR . W RARX —deya R, H
“shift+ i ” FHHARPAVFERE . AR DUANEIER L, HAAH ., H7RIA
BT A AR, A CFHIREIN” (Revalidate) o

fa B EFE “TEAN” (Verbose) « “H#L” (Normal) « Al “fijyiti” (Terse) o
Verbose FEAL B I 41 4T 1415 S o

i : ERARAE ARG B IR IERAE (ALL) . SEQ INST (J¥41
H SRR, PRI E) . SEQ FEAT GRRFFANR) « sRARKACKAN
R PR 1

FEIE : ERRACE B AT 5 SR A, AR LA AR Ik s B8, ]
DS AT AR 5 0™ o (4 I A

B EA 425 “WHWE” (nfo) . “#%” (Warning) . “fi®” (Error) .
N “E48”  (Reject) » “WHE” (Info) M, “4L” (Reject) L™
H o PRAT AR R 0 3 o (HIRAT TR BRI T BE U AZ ikt ik o 33 AT R
SRR, ARG T, Hil “25”  (Warning) 17 5 0l BE &R —& A7
MEZHPHIAN. ELUE AR, (LSRR BRI A — T . K
LG “HEE” (Error) A5 B AT BB DT (L7 A1 e & P B0 12 AN i b TGS A AE
X INAR N1 IE A RIS A AE R B P 81 . 388 “H548”  (Reject) 17 KL AT HE
ARG R T P AR P 20K . B FER 32 145 H L T 8 AR K.

W Sequin WA TG E HARIIIC KA ARATHE XA R, 7RRE 2] “ B
I))”  (Validation test succeeded) - MiiH#EAZTHIM “5EH” (Done) ##%4l, Y
TR 07 (File) SHR “UERIEAS”  (Prepare Submission) o fRFFHHE
TNARAE A, %SO B-mail 2B PR ARAITHIIZ S, KA Sequin ANTE
WI2% b A Bl SO B R F - s bk L
® GenBank: gb-sub@ncbi.nlm.nih.gov
® -EMBL: datasubs@ebi .ac.uk
® -DDBJ: ddbjsub@ddbj.nig.ac.jp

FERARIISH , RAERN RS, R[] “Sequin XKW FLH”  (Welcome
to Sequin) , W LAFFARHIAFI4H
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9. WX WAE (The Record Viewer)
9.1 H#rF#% (Target Sequence)

5 R L S 7R Sequin gk H AR I T A A% IR A 2 1 57 81 ) SeqIDs A1 4 o A1)
SRR SR AR T T 2R RS, DURIRTF R H b7 (target) , HP
TN INFIARFF ) (2 DLSequin?B B UL “HiI8%F”  (Descriptors) ) o
PRA] AR L RRE R — N, si—dl)es Cnfrars)) , BUERESEG dna
CEPX M HBR A B o BHEAR A PAE AR k£ o
9.2 Bt (Display Format)

0 SN Y 2% PR il 7 RT DA S E8Oh T AT Ao — vl o 7 — A Sl e X G4
(1) DX 3585 B O A A 2T (R AH Y X 8
9.2.1 & (Summary)

AN L BRI B IR & H o B T #ATIAESS, 2o 5 BIE3 WA
AR TR o TR S ARERAZIR T 41 o AT RIASFIRHAE, Wignhd 741 (CDS)
s — A5 X i Sk BAHT T g o o
9.2.2 EJ& (Graphic)

A LB RE R B on 45 H o TSR SACRILIR A1 o A Sk B 40K
FEBNBIAS [RIRFAIE o Bk 7 Sk B 25 4T FFAH R IR G B 7 11 “ 7 41 4 4R 48~ (Sequence
Editor) HATATSEH BaRFFAIER T HE (box) Frid (SRS “Her K m”

(Submission type) ) , HFRFHIEEEAN “SEG_dna” .

“FEAFRHSZE”  (Style pop-up menu) AJ L Z FRE AR GE R g R

“ZIFEFRHSER” (Scale pop-up menu) HENS LIAIE RS B g . HE
N, IR PEBTEOR
9.2.3 BA%FI (Alignment)

A AR — LB By “ HERJF41”  (Target Sequence) =%
AR E Y BT R 41”7 (AL Sequences) 1, i A I B LLA A3« 4K ” (population)
“RG R (phylogenetic) « “ A8 5 ” (mutation) « “IAEEHEAZ] ” (environmental
samples set) 55—#BKFA. B NPIILL—4KoR . JPHIIA] 1) 22 e LU AT (A 3
HA&RR . MHARIE P oI5, WIFTFFZ 5552 7100 W i o an SR 2T FFBA
YIgwiRA, BAEPTAPAIMHSIRCLE, &E “Pr A 4)” (All Sequences) [ “ H
FrIF41” (Target Sequence) , ¥ & PAFI . 7~4% 3 (Display Format to Alignment) ,
BB R A AR LSS B, FHIEFE Sequin “ZwiR”  (Edit) SRHH) “Yw
A7 (Edit Alignment) o
9.2.4 % (Sequence)

2 AR TR R RFIE. (41 CDS B3 mRNA)  BoRid sk 2741 .
IEFEARIETUE ~A s, fEH “PH)”  (Sequences) [F)5 H S FLIL AR
B A, Al 240, R “BAA”  (Aligned) &FETHT
o EFHNNARIT AN & W bk o XTHEFH], 5 850 R I DX DL
T, AP RER R MR NTPHRIEN “RARENR
(phylogenetic) + “H#EK” (population) .  “AFFMH57” (mutation study)
SFH), ERH el LLEEAE “ HART4]”  (Target Sequence) 13 H 5% PR rp 1L 45
AR A AR LM “HFRIE”  (Features) 5 H S PR AR BT SR AR E . 7E “ H
FRFP41”  (Target Sequence) 3t H S B 458 2 41 B A B1) i 22 W s (AP AIE, - BAS
Wit R “%'5”  (numbering) L H 32 0] LUEREF V9 5 47 &, 15
T R TR 2 B3 45 e HAT IR TGRS, 5 AN 5
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9.2.5 GenBank

Z#% R AT 3] GenBank 5% DDBJ 4% 1X .
9.2.6 EMBL

A AR R A2 B EMBL 5.
9.2.7 FASTA

AN TR P AR E AT, TR AR, 2 FASTA k. 1RZ 50
FHYE TR AT XA e FEIX P 2o T7 XN AN Re g
9.2.8 ASN.1

kALl “HhBTETLEST S 17 (Abstract Syntax Notation 1) W RgcH, &
NCBI f H I E R #idE S . EXP TR AR i .
9.2.9 £ (Desktop)

NCBI 7 [fi i 71 F SequiniX| Wil sk IS IR N R 458 . “2R 1017 (DeskTop) ¥
1“5 (Misc) SEHL R RRE,
9.3 588 (Done)

AR SE AR T N A S H o« W “$278 il s 2153 2 ” (Submitting
the finished record to the database)

9.4 FETHEEHIZ4. (Controls on the bottom of the screen)

WAL Entrez FEUTH, VRSAEFE 4G 2 M N4 6li% 4. M Entrez
R TPA B Entrez BEHIZHL . B0, EFE “AZFIR”  (Nucleotide) HfiH| 2
¥, afLERNS “HArT4)” (Target Sequence) # H = H U AL LR 741
[FIFE, 1EFE Medline W] LA B AT ] SCHRBESE o
10 #5i&%F (Descriptors)

10.1 R (Overview)

“HHRTF”  (Descriptors) F TR B4 H N —4&5CETY], iz —4
JFA o RN LR T 2EAN P20, B TEA R0 LR e B - 5 “FifiE” (Features)
FHLEES, a3 N TP 8 R e

PRu] LU R T R 7 V52— dm iR 1T

(1) RS FH, REHRIRFTIE SR 8h— ANk, ARSNGB

(2) {EVER (Annotate) 1% #E Descriptors.
10.2 #REE (Annotate menu)

o AT R E N A BCHT I BB B M A R I Dhhe . PRI AME 24
IR ET .

PRIE T — NIRRT, 7 LAEF “Descriptor Target Control” % H . ¥ 1%
H bsfE s o o, BRI TG P51 TEAZ T R B = LR T 41 i N
Sequin i, H: SeqID(s)-5 Fr 41|t 11 42 FRAH XS S o 125 PR [P) iA8 1L 102 152 . “ Target
Sequence” HH SRR ICSR I . A PLUERSZ MR H T sk 2 — 4741 .
W RSB R T, L8 Create New, W1RAG—4 LARTOFNR 7T, 8
“Edit O1d”

AT LA NIRRT . A8 “HRY)”  (Publications) FA4)5:

(Biological Source) Ky [ TR FF 72 HoAth 5 vh A 24
10.2.1 FEH#HEE (Update date)

BEAS PR B0t ZENR B A FH o i AN S SO
10.2.2 A:p#dl (Create date)

BEAS PR 0t PEMR B A o i A S O
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10.2.3 GenBank block

WA BRZS A ZEER DA
10.2.4 X3 (Region)

IR T OGZF AL TS = — 5 . B, W esE M
Huntington's Disease & K B vo B 117, 0] DLEEIX BT AR OGS B i F 4
HE(E B P HRE
10.2.5 & (Comment)

AT T 5 AR AR AL (145 50 PP A AT Ar] Ho A AR 5 o R AT LAAS FH I 10 1)
HE o
10.2.6 tr@ (Title)

R B A5 BRI B s 22 4% H 10 AT« URT I Sequinin A 1%
HIR P A ) AR IXANLE . I RAREAE SOE AT, 8358 A 455
A, AR . AR IER E AT 245 K, 152 W.Organism and
Sequences Form.

10.2.7 4 F#i® (Molecule description)

IR TR B AR 0 1 RHAIE . 7RI H n] DR O A 15 E o
10.2.7.1 #F (Molecule)

GenBank ¥ 7 AR Z P IAR 73+ 7E Molecule i H{ Sg i
BN RA . S BRI ) i B BT T 2851 H
10.2.7.2 Z#¥ Completedness

TER B IR RS LI

® Complete: EFEL—AN5EHAITCH, WI—ANFER AT gLy, Al H
EANFEL

® Partial: EFEA—DMATEEEN IR, %P A AW — s A 5e 4 ATE 2
W— N PR gt e a0, A R4

® No left: EIRAS—MATEREMEEICH, ZFHM i 5 R 2
FER v A TEHE, W —ANIE DA B 53 G L 1 51 BN o B A R A, A
R4

® Noright: FEFRAZ—MATERMPITCH, ZFHIA 0N 3 R ImEE 2
FER g A TEHE, W —ANIE DA 1 3 G i 3 81 B85 o B US4, AR
HFE 4.

® No ends: {EFEAZ—DATEERELITH, ZPHI S5 L 3 ORumEE &
Fo BRILRUIIATEEE,  W—ANFED B 0 G b e 41 555 43 B A U
H), MRS

® Other: & FIREATE DLARABT NG, A IR

10.2.7.3 #A 7% (Technique)

e SRR B P IR B TR BUT AN B AR T

® Standard: ARAENFHEIAR

® EST: RIEFFHRRZ: N cDNA — VPRSI TR ) mRNA 51
IXLEFE G #E EST #47. single-pass, low quality mRNA sequences derived

from cDNAs. These sequences will appear in the EST division.
® STS: JFIIRRZEAL A ALl 25K A L) EST. XEEFPHI7E STS ¥

7. Sequence Tagged Site: an EST sequences which has been mapped onto

the genome. These sequences will appear in the STS division.
® Survey: MU, —XMBEIERAFY]. XA (GSS)
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#l77 . single pass genomic sequence. These sequences will appear in the
Genome Survey Sequence (GSS) division.

Genetic Map: izifk &3k, 1l anisife KIS B, R4 (genome) 57
genetic map information, for example, in the Genomes division.

Physical Map: #JEEIEE, Bl e B (5 B, 73R4 (genome) 8
77 physical map information, for example in the Genomes division.
Derived: M%7 H 1 25 Wl — A TS v R M RIS 751, A sequence
assembled into a contig from shorter sequences.

Concept-trans: & [T, WL IE 1 BAE %0 H1 3k . a protein
translation generated with the appropriate genetic code.

Seq-pept:  £x [T, MW I H BN 121, protein sequence was
generated by direct sequencing of a peptide.

Both: fHHEGUFS, S EESPERE A, IR PRI . protein
sequence was generated by conceptual translation and confirmed by peptide
sequencing.

Seq-pept-Overlap: &R UTH, X ZAREEN 7, I HIX L REE 11
HEHTAF2IM . protein sequence was generated by sequencing multiple
peptides, and the order of peptides was determined by overlap in their
sequences.

Seq-pept-Homol: [ I/F41, X ZANKEEN T, I B IX LR EE 751 1
A IE 7514421 ¥) . protein sequence was generated by sequencing multiple
peptides, and the order of peptides was determined by homology with
another protein.

Concept-Trans-A: 8 FAE & PR AL 00 8% 1 1 r 21 8 ok Ak & PR B 245 21
. conceptual translation of the nucleotide sequence provided by the author
of the entry.

HTGS 0: RN P51, 0 BrBr.  XEEFH1) 0 o my i i I e k)
4201, £ HTG 4 - High Throughput Genome Sequence, Phase 0. These
sequences are produced by high-throughput sequencing projects, and will be
in the HTG division.

HTGS 1: il EFERNA)Po, 1 BB XEEPa1) 0 i i i e ok
4201, £ HTG 4 - High Throughput Genome Sequence, Phase 1. These
sequences are produced by high-throughput sequencing projects, and will be
in the HTG division.

HTGS 2: il EFERNA)Po, 2 BrB.  XEEFH1) 0 om0 e k)
4211, £ HTG 4 - High Throughput Genome Sequence, Phase 2. These
sequences are produced by high-throughput sequencing projects, and will be
in the HTG division.

HTGS 3: il EFEERNA)Fo, 3 BrB.  XEEFH1) 0 i & I e k&)
4201, 7£ HTG 4 - High Throughput Genome Sequence, Phase 3. These
sequences are produced by high-throughput sequencing projects, and will be
in the HTG division.

FLI ¢cDNA: 2K cDNA. JFAIERKN cDNA [FA1, (HAZNE
(1) e R SRS o X L8P A1) A RN 7 o1 R 3R A . Full Length Insert
cDNA. Sequence corresponds to entire cDNA but not necessarily entire
transcript. These sequences are produced by large sequencing projects.
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® HTC: mili&E cDNA. X287 515 KA % 3k 43 1K . High
Throughput ¢cDNA. These sequences are produced by large sequencing
projects.
® Other: H THREMLELL EHGIAR LLAMPJF 1 o use this designation when none
of the above descriptions apply.
10.2.7.4 #HClass:
MR A, PRI 112K . From the pop-up menu,  select the
type of molecule which was sequenced.
DNA: DNA
RNA: RNA
Protein: 5[ )i
Nucleotide: AN ZELEFEXIN
Other: AEEFEIX I

10.2.7.5 #F#% (Topology) :

PN SR W S S v & <o 53 e 10 73 e A A O
Linear: £kVE5r71 (RZHUTH)
Circular:  FRRI1 (W15 3811 Tk B 35 26 R AA)
Tandem: ANEIEFEILIN,

® Other: ATEIEFILII,
10.2.7.6 # (Strand) :

MR S R, SRR R A 1 3 DR 4 PR I ORI o I
P TR AL o
Single: WP RS A AL, W1 ssRNA Jii & o
Double: P A XL, 41 dsDNA Wi,
Mixed:  AEZEPEILIN
Mixed Rev:  ANZEIEFEILIN

® Other: ALEIEFEILIN,
10.2.8 A#%KiE (Biological Source)

LT (below) 4 TEANAN 1AW 22 R IR FF -

11. ¥FfiE (Features)
11.1 ¥R (Overview)

FFAE (Feature) I T X —"MNMEE—NEEA X W P F AT M, X2 F0“H
BFF” (Descriptors) AHXTR[F), HHRFT (Descriptors) H T-X —AN58 3874154,
R BTV . FFAE (Feature) 234 N BIAE 10 53¢ 5] W 2 (1) 0 25
Brpik e W HAR A . RIS SR LR AR s, R ZHUFE (Feature) Jt
FRACIIE AL TR 7 51 KT 1)

AT DAIE 3E DR = 7 ik () — ks el s oAk (Feature) o

(D fEidsx P adet, X CAEERAE (Feature) [SCA, g — AN,
FERAE TR IS I &

(2) MFRESEH P IEPRFFE (Feature) 1EI.

(3) WF 5 g2 R e 32 B e B E (Feature) 1T

HITE R S R Y REAE I TR 2711 P 81 2 4R i P R R AR e T2 AH (R o 2 2R
T VRS RS INRRAE , 20 (R R (A% T IR 3 91 X 35 10 38 3 P 471 G 6 4

29



KIS IORFAE, A AETERT N K2 TR P51 o BRI AL, PARH T2 AH A ). Tl
io fiy B 5 H W R R SCTR (M) 1), e B A B LSS B Bl AR N REAE IR 2 A2 AE
11.2 ¥EBESEE Annotate menu

XA S B R] LAV I A8 i s ) B 2 H A e 1)t 25 B mp e 5 e 21 )R
fiEo FHIER > AN o R IR IER LRI, — ARt 2 B

FROERAS HAT LRI Bert o 30— TSR IR R A 1), B SR DR IR 4 i X
0 U ARE R . B S URRRFE I e A . A — 0 R EAIERE R
11.2.1 $PEW Properties Page

XA | AR AR R
11.2.1.1 Z## 77 General Subpage

FEIX HU g NP AE I — M R VEIR .

RSB RTINS P R S AR S o s, g
“Partial” HEo L ARF VRS (RS AZ H IR P A IR e s S AB M A9 Ao A v 3 B
RNA 9if, 1 “Exception” HE. 5 H X5 BB 36 SR PR A7 A (1) SRRk
Pio QN ESZIGUEI Y, P “Experimental” ; W1 H VA SCRFRFIE B SEI0AE S
& “Non-Experimental” ; WIRAARMH DL E3ESE, WnT DAL 2 (47,

RZHRES — NRPRIEDIAH OCIRE,  — Mok 1t ik PR 3 o % 1 1R 17> 21 3R A
(1) o e et S B IR R K 44 7 o WERZLR I —ASHEE R 45, 185 “new”,
T NFE I PRFI AT BRI o FEERNTGO0 R, R i A0S PR 2 a] () P i 22 o1l 4
ST EAIZ B E SR WHte v, F—ANRFIEAR SR 36 R R %A A
MR A, EAHATIE o EFLEIEOLT, 5Bk id, an 52 Py AN R A2 845 2 1 P
H, ARATReA R R N B AR IR . fRIXIN, G0 T T
“cross-reference” , {E5 H S FLA A CHTBE R K A4 R o A AR R AIE 55 A A O
RIAHOCHK, EH2EIE “suppress” o Rt n] LUELE Sy “Edit Gene Feature” , 5
HH I PRURFAIE R A& R i AR5 B o
11.2.1.2 F 7 Comment Subpage

IS INRFAE RS, R I8 i B DU 1K) “Exception” A,
11.2.1.3 #/#/7H Citations Subpage

X UL SR A e i TR R AR RS o 5 I 2 48 3 A\ 21| Sequin s )
AR EH (2% Publications ) o midigwmiE N “Edit Citations” , 32E H R %
IR 55 ik brid. T BARE R RN 5, AT B Z) Al Rk
(K51 I
11.2.1.4 = F (Cross-refs Subpage.)

X U T BRI AC H AN &85 %2 (GenBank,  EMBL/EBIHIDDBJ
LAAMOEAE 72D 194 H, #BIandbESTE#E ZFLYBASE. KZHH P AHIHTIX
o BB FHAEZE L, 5% E AR T 502 5 Wi il
International Nucleotide Sequence Database Collaboration page -

11.2.2 E{L (Location page)

XU T IR R | R IER AL B . BF— MR — AN KRB IX R P41 . K
ZHGOUT , Sequin 75 £ ANTERHEE H T TR IT S A& 5 E FUT 1, FHAH Y.k
DR TT BB I 1

Sequin JERZ HIRE I 4 A8 T H . Rk, K2 HURE A B R 2 FR A% 1
A, 28Ik, BARRGAIR. 550K, Fasikid 2 & e riysl, He
I B H145 [7) DNA.
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WERARBIRZ IR P HUAE 5 R il 3 A i A& 6 25 (1), HS i 2L 43 il v 5' Partial
8y 3' Partial HE. 415ARIZIEMR T 27 28 Jk v 5O v 2 B 2R 1R, S 2k v
NH2 Partial 8¢ COO Partial .,

FINFRER P BTG . a1 SeqID AR TIRIT A, BUHLZERZ TR IIX
[EJAFRRE I s AR SeqID AR HE 41, BB LR 2 SRR 7 21 X [RIAHA Y. o 2R
FRERLHE P A ) 2 ANATELL X ], 8 A — N X ) I U6 R R 45 R o an SR A
DX TE) A5 TEIR, BRI I AN e g, 2k “AFAE TR BRI AT X |)
“Intersperse intervals with gaps” (I IEIERE 2 SIS G A7 D o G RRFIE
T LM AR E ) X TR A R, ANELE ot (] and: B mRNA 3471 52 R 41
DNA 31D

SRR : MR =S iy, IR R IR IR )%

® Plus: [FHEERYmbTEE,

® Minus: fEEEARG AL
® Both: XUk,

® Reverse: NEEPFILIN,

) 3 H X e Bl i A E A I P 41 ) SeqIDe

DL 2 A FHRAAE R ] Sl o el s G i DXCRA AR PR N A B AR N .
DDBJ/EMBL/GenBank $§1iE3 & X U (definition page ) $&ft T I &RF 1S540
fE5 B
11.3 FEF (Attenuator)

D) s R DNA XB, el — S w8 1 1RE: 2) (i1 )E3)
FRUE—AGMIER 2 PP R B, v 5 DR R i3 241k
11.4 fEEX (C_region)

TR AR, ERECLR T MK o By y BERIHEE X o KA FRIR 4%
H—PEEZNINE T
11.5 CAAT 55 (CAAT signal)

CAAT HE; SAZ 3 s BT G 07 i _EViF2Y 75bp I —BURSFIF 41, 1] g & RNA
REMRE A R RFIX P8 GG(C or TYCAATCT.

11.6 %X (CDS)

Gah X 5 F—FpEx A IR IR TP NI T R 781 CRLFRZ B0 1) .
IR S S IR P 2 T 1
11.6.1 ZmFSX I (Coding Region Page)

ESA S WM R P32 4%  (Organism and Sequences form) H, KZH )4
LB I b X, (5 S 2 e g ) X BRI B D I o JEPEAERRIE K PR (Features
menu) | [FIZA X FIFE 5% 1252 5. (Coding Regions and Transcripts submenu of the
Features menu) (1) CdRgn 5 X i ic s [ Y 48 g — N AL CDS. Wi 2E
TEYIPFI T 51244 (Organism and Sequences form) HH8 I— N gw i X 1135 70 177
Hy R Z G B G DR AL, DAIRE = AR B R () G i XA A
11.6.1.1 ##F& (General Subpage)

P T REAZ IR P 21 (1) 1t 3 0 HEAS B B 2 A5 B ekl ek, S5 NCBI
1] “4r2K1”  (taxonomy page ) o

ERE B ] AE

it “BATP Wgs " (Launch Product Viewer) 43 212 fith X 1K) e 3% [5) W
o
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s “iiEE A S S (Edit Protein Information) 5 H 85 FH R AE £ 4%,
WInE A e E R (R A PRL I O A 8 i L B

R “F%27 (Accept) W) “E1E” (retranslate) OIS, SR Al “
%" (Accept) I, Sequin Fissil#fls “Ef771” (Locations page) 5iE X I fF
REEAZ TR A o XA BRI ES R B AL S I P A B 45 K . 2R X
WAe A IERTG, EA S AR, (HURARA T Sequin TR YR,
AN H X I

RS A () G b X P 512350 3 e 41 agft 3% v 5 A7+ 7 ”(Location subpage)
(K] “Partial” ME. HUFiEPE “Synchronize Partials” HE, X} Sequin 21 H &4
FKHFIE (BN A O Whridh “partial” o
11.6.1.2 EE#7& (Exceptions Subpage)

HeE R I IR B e s Ja B X 3k . B N R AR s IS B T TR = PR VL &
FE A2 e 8 1 5P SEBR IR 2 R 1 » Sequin 234 28 SRR AR H 242k
AT TRIEES .
11.6.1.3 ZZ£/F 7 (Protein Subpage)

I U T4 N B i SO R A RR BB o XTSRS, BRI
S AMES . WURE g O AF A P, i ‘iR RE R (Edit
Protein Information) , i “ 8 IR AER M~ (Protein feature form) B A[E 4.
11.6.1.4 /~#F®& (Product Subpage.)

WRER 5], fid “F24)”  (Product) #H Z R AHZF I LR
Pty DU RS (file) SR 1) “Import Protein FASTA” iy N —NH1 1)
HABUTH, PP G B “YF R 5244~ (Organism and Sequences
form) FrZR S .

MAN—ANEARFYG, S “Predict Interval” o XTI HE S O g i X
FRE TR I X I WERAEREX I Ae, DI 824, ARl
KR SR BIERE B . WERIFAIN S8 3R A TEIEN), VRO e rE “ L
717  (Locations Page) " Fahigt.

st “Translate Product” , Sequin W] LK A% 1R 7418l 34 81 1 57471 o
{H Sequin 2% IR 2K P A TRITE, FEELEM 50 F 3" AERIIEIX, IX7E
Rl sk, AR REENR G R, HIEE “EA0”  (Locations Page)
IERfIfE e gmis X, 8 “H T (General subpage) k£ IEAf 1K) AT 52 HE
11.7 %58 (conflict)

FH IR P20 R kS W 13X AN R B8 X IR TAN [

11.8 D-## (D-loop)>

BRI, LRk DNA PEBH— AN X8, 7RI —BUE I RNA 5 DNA 1)
SRR E AN, R JROR LN [ DNA FEE k. WA THiA HH RecA S
1R, e Bk DNA ZEXUEE DNA AN A2 N 72 AR 10 B 4 S
11.9 D-FrBt (D_segment)

Diversity segment of immunoglobulin heavy chain, and T-cell receptor beta
chain

oS BR A T HEER T 4032 44 B BE LI 2 A6 R B
11.10 #43&F (enhancer)

—MAEHFA, a2 ERAYIR SRR, 1)
Re S LHR) (AT ROIE R B a)) FIALE CRf LALE R 3111 B3 e R ok,
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11.11 487 (exon)

2 5 BY4 5 mRNA 70 BRI 41 X I T el S'IERIPE (UTRD , 4
K<, 13" AERIEEX (UTR)
11.12 GC_15%5 (GC_signal)

GCHE; 2 —BURST B E & GC WX HL, A7 7 I sk BTl da o =B,
RS Z P I, BRI RO : GGGCGG.
11.13 %R (gene)

g OB o e o — AR, BRR O AR E .
11.14 F9 DNA (iDNA)

1% DNA; i UM 2 7 2 i — ki B DNA.
11.15 AT Cintron)

—B DNA B Befite sk, (H7ERIvEmigt 25, Mok iy ey (o
T BRIl
11.16 J_KH B (J_segment)

TR A ERE R ), T AMMRZAN av By vy BEZ I HIEEE B
11.17 K& IEEE (LTR)

K& BB, —BAER Ry Wim B E IR, B AR 10
SR B 25 AL o
11.18 Bk (mat_peptide)

AR B E 15T g A 271 s 2 0 I A5 M P RSt 1 e 2% ) I A 1 B 1)
I CYE I
11.19 misc_binding

IR 5 Ty oh— I g & BRI I S A R, (EANRE ] FL B 4 & ki 1]
(W19 b st 1 k) Skl
11.20 misc_difference

FRERPZIANE T4 H e B S0, A se e AR 22 5 o0 ] (rps AN
Wi JEPs). RAE, RS, AR BRI KA .
11.21 misc_feature

W EOTERIERar, ABASBEH] F B RRAE SC B IR R R
11.22 misc_recomb

KA BA A S eV S A S IO A AR RO E XU
DNA (W2 E 3, HAREH & E4IOCH# W (19 DNA iDNA A 244
virion) BT R OCHETR (3 AT insertion_seq, ¥ transposon R H i B
proviral) SKHHIRHT
11.23 misc_RNA

FE— B S AR B RNA 724, (HAS e FH LS RNA GBI SR i i Cprim_transcript,
precursor RNA, mRNA, 5'clip, 3'clip, 5'UTR, 3'UTR, exon, intron, polyA site,
rRNA, tRNA, scRNA, snoRNA Fl1snRNA) .
11.24 misc_signal

0,5 455 1 S AR i TR D e B RE DR A A 5 ) Xk, (AN BRI L5 5 D B 1]
KAii& (promoter, CAAT signal, TATA signal, -35_signal, -10_signal, GC_signal,
RBS, polyA signal, enhancer, attenuator, terminator fII rep origin) [1].
11.25 misc_structure

AT — = S R s Y, (R e PR IL e Mo e Cstem loop A1
D-loop) KA 1.
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11.26 BHiEIHIE (modified_base)

FEREMIL AR, T AR € 20 e (42 BARIIE & IEED «
11.27 mRNA

51 RNA; 55 SHYEREX (S'UTRD « gafid[X (CDS, #MEF) Fl 3R
PX (3'UTR) .

11.28 N_X (N_region)

EEHER B Bk E A BelAl i A B M AL IR -
11.29 JRFF%1 (old_sequence)

RTINS IE T IXANL R LR SR RRAS
11.20 JWEfES (polyA_signal)

N E polyA &, *F RNA Hesg AT BT AX IR P D) (1) 06 B 1 X3k
RSFIFHID AATAAA.

11.31 polyA_fi f (polyA_site)

RNA #sp AR EIA G AERE SRR IR T IR TE 22 SR IR TR
11.32 Fifk RNA (precursor_RNA)

A B RNA P9 (14— RNA R AIRERLHE 50 RRIX (S'elip) + 5" dF
BIPEX (5'UTR) ~ 4fiBX (CDS, 4MNET) « AFH (NETD 3 JERIE
X (3'UTR) F13" KFKX (3'clip) .

11.33 I EEFA (prim_transcript)

WIRH GRIAH . RINTHD HexA, @fF 5 kX (Sclip) + 5" ARHHE
X (5'UTR) . Zwfd[X (CDS, #h@7) « #AFH (AET) 3" FERIEX (3
UTR) 13" &KX (3 clip) -

11.34 5\914E4L R (primer_bind)

o Bk, R RIARIAN S S A BRGNS, 140 PCR 59 H
JGo
11.35 833+ (promoter)

DNA 731 | RNA SRl 45 A ah e sk M X k.

11.36 FEHEMEEEALA (protein_bind)

A AR Ry DA
11.37 &AL EAL R (RBS)

ARG R o
11.38 EHX (repeat_region)

FE R A B BT X I
11.39 EHHIT (repeat_unit)

R
11.40 EHIJRE A (rep_origin)

SRR IREH] (5 2AH R 5 DD (PR A7 A
11.41 rRNA

AL PR RNA; 8 E 50T PR 11 RNA 447, 7L 2 g 4l
e it
11.42 ##X (S_region)

G R A B HX . 5 DNA HHEfG O, nf LS EUR— B 4101
ANF) e Bk R A 3R A
11.43 TEFF3 (satellite)
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—MNEMEAREL LT 2 X BBER GERIMEAERD - 2856 —1
FEAR By B R AN R T — A 2R DR 2, PR mT DU D e 4145 K 22 B A
4 DNA (FE7) 2.

11.44 scRNA

BTNy F RNA; FAZAA R CARD 40 fofz - B JUR N 40 i
Jit RNA
11.45 {55k (sig_peptide)

G IR A oW R 5T N R i 45 SR g A R A, XA S R e mT
DU AR A 2R . BTSSP A1.

11.46 #W/M53F RNA (snRNA)

ZW/NorF RNA, Sk RNAd 854850 TH 5.
11.47 #Zf=/MrF RNA (snoRNA)

A=/ T RNA, — S5 HH& RNA (GRNA) &5 n T4 %,
11.48 RJE (source)

1 72 Fe A1 E DS A okl o XA G A I IR (1), BNk H A2
Ao B/ H LU — AR OB AR — 45741 o B4R P 81 LA —A
DL F A oS Bl
11.49 ZEIH 451 (stem_loop)

RICAER ;s 1EHEE RNA B DNA 11, ARIER) () B ANTF 8 Gl i
X T 8 1R X e e X 33
11.50 FPAbR2Efrm (STS)

JFHRREZEAL i o FHIT 85 UL DNA 541, ZESERA A 78 0 S Ak bR, mf
PLH PCR #EATRLIN o PRI 2 o i — B X3k o] DU sk e — &R 41 STS IR 17
A 2 E g
11.51 TATA {52 (TATA_signal)

TATA HE; Goldberg-Hogness HE; E1% RNA FA W 11 45 0L H 07 R AT
2 25bp AR I — ARSI E & AT BI-LhdE 2 284K, nTRe S M Ef A iG 1 45
HALCEA K. RSFPHIN TATA(A or T)A(A or T).

11.52 #&1kF (terminator)

— Bt DNA J741, AL TS AR AR b el 5 —AN a3 X AHAE, nJfff RNA R&
g% b5, nl RS A M &S .

11.53 ¥izfik (transit_peptide)

MBS A s A2 A R 40 LA R B N R i 25 A S8 ) i b e 471, X
AR S BPEIS B BTl AN s A OR .

11.54 tRNA

HGAIRHEIZE RNA, — B/ RNA 731 (75-85 M), /M PR IF
HIEH R TR 7 A R e R
11.55 AHiER (unsure)

VR AN XA DRSS HER 7471
11.56 H[ZFX (V_region)

T EREE AR EE . EEE, T MR o By y BE ERIRTARIX . Gahdis o
A AR LR, [V _segments. D segments. N regions fil J segments ZH i
11.57 V Bt (V_segment)

TR A MR EARE, T M2 ARR o By y BE EWTARX . gwfE ] AR
X (V_region) [FRERAFIAT IR G LA 2 IR R -
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11.58 AR (variation)

J& TR — L RME S R e S AR I BE (40 RFLPs, 24555 , XA
A BT RE RS D FIBLE PRI
1159 3 RFERX (3 clip)

ARG S A 310 IR 40 X8k, 8 i o e rp gl 2 4w
11.60 3" FEHIFEX (3'UTR)

A TR A 3 Stz 3" i, T AR KRB 2 0, AP R
i k.
11.61 5 &KFX (5'clip)

AUPRFE SRR 5" Uity (R4 X 35k, 76 i R v gl 2o it
11.62 5 FEBEX (5' UTR)

PE SR AP 5" iy BT 5 ity G AERL LR T2/, AR A
. ke
11.63 -10 f§% (-10_signab)

Pribnow AE; 414 GG A LI 10bp A —AMESFIX, Wfigs
RNA REMAGH K. R5FITFHIA TAtAaT,
11.64 -35 f§%5 (-35_signal)

YN A 3% PROTECUR A s 35T 35bp ZE A I — AN NBIE 2 AR X, RS
%)) TTGACa or TGTTGACA. .

12. HW%kYE (Biological Source)

AR AR EEN . AN H ARG SH P IIRED M — LA F B
REW O a2 o IR BEEEAAS BAESE T AT A M > 51 3 4% (Organism and
Sequences Form) 4. HIEAIIYFE B &M (Organism Information form)
AT DA AR 58 B I A AT N 1R 2
12.1 MR FEIRRFEEFME (Overview: Descriptor or Feature?)

Sequin %52 AR UG B AR RIERIERTT” (Biological Source
Descriptors) Fll “A4)2 KYFHFE”  (Biological Source Features) . “AW)%7kK
PGB FF”  (Biological Source Descriptors) £ B iR fF—#¢, $#ft—N%H P
M — 4 e B P Al — 58 3P RS B . “ AW RIERHIE”  (Biological
Source Features) H ERHIE—HE, $EHE—AN45 @ P HIR R B (5 S

KREHGH NEH “AW~ RIEHEAETF”  (Biological Source Descriptors)
KR 2% H b A R 2R AR [R] o ART, W — AN A1 401005, 5 s o3 2
PEERER, SR & /NERUIP), WAl “ A2k IEERE”  (Biological Source
Features) SKyTFEMFLEFP oIk ARELE, WRLEFE 1R B /N

BENIN—A “ W) oRYERIR 7 (Biological Source Descriptors) , JERf “IE
B (Annotate menu)  “HiidfF”  (Descriptor) #43 EIF) “ A4z ki ”

(Biological Source) . Z2Vs il — M AE A7 KU RFAIE " (Biological Source Features),
WERE “TERESEH” (Annotate menu) “J5 H AlVFf#” (Bibliographic and Comments)
o ) A RYE” (Biological Source) s

FERE—AS “HEW2 RIEHGIA T (Biological Source Descriptors) a—A~ “/&
WK IRRFE ” (Biological Source Features) J& 57 BATA“ fIA £ ” (Descriptors )
HIHRAE” (Feature) AH[RI K)o 7542 R “ HEIR T 7 (Descriptors) A1 “4¢4E” (Feature)
INF, A DALE S B SO A FR B R 1935 Bl o LU T4 3 1S A )57 K08 L H A%
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12.2 #I# T (Organism Page)
12.2.1 ZHF W (Names Subpage)

EMRININ R GGV 2R IR AR ABNZR A —AFK, 7L
BENEFE PR LA B, sl IR A& . i p e (1) — AN PR R
LTI R R — AW AR, %AW AT . AR T DL B AR
SRR o AR YA R 2 44 BR Bl A4 PR BE IR, T LA ENCBIM uh F (1) “ 43
K% gs”  (taxonomy browser )

12.2.2 EALFH (Location Subpage)
12.2.2.1 fEAIf7 & (Location of Sequence)

WIEREAIR, HMASHTIINERNANM E . K2H5%H SRR
“Genomic” o 5t e L AP I ] A AR AR BT TRI A HH
12.2.2.2 /7FIFH (Origin of Sequence)

I R B A E IR S, AR .

12.2.3 BEFEF I (Genetic Codes Subpage)
12.2.3.1 ###9 (Nuclear)

R A2 e 8 FH T2 e 51 3 (1) A 25 A o LR A2 ) () A 2 B i A 1)
“Standard” . WRAIRCEAE LI FIRSIPIR ks A TOFRARR, e
EFEES

PR TRIERME 2GR, WESENCBIN 2800 (taxonomy page ) o
12.2.3.2 Z#iu#£#9 (Mitochondrial )

AN FHIEFE 3
12.2.4 #AF W (Lineage Subpage)

I DU R P R BN DI, ARATTR HINCBI/GenBank4ER£ 1) “ )
FKEHaE”  (taxonomy database ) KIEH. WARREH A — N ENCBEE FEA
FI KRR G, EEIXBIAS .,

WHRAE “BBEM L ”  (network-aware) 153\ NiZ4T7Sequin, & —/Mrf £
#7395 “Lookup Taxonomy” 4% . rmiditbdicl, nI#ATHIRI KRR SN A3
. SequinUE ANCBIN “7rJ#4i %" (Taxonomy database) AT &,
JHE'E “RAGHIHFL”  (Taxonomic Lineage and Division)

WX Sequin M7 R RFHALVER, TELEARSFER—[R$E4Z. 7E Sequin
(1) “ A7 (File menu) HY, &+ “Ouiie 0415 5”7 (Edit Submitter Info) »
7E “42280”  (Submission page) "BISKFRAT 0T HCH R BN B (R R 150 BH
(Special Instructions to Database Staff) X iEHERI AR PER o I BIRIIEAE
J&i» NCBI A7 % NARIK R
12.3 BREW T (Modifiers Page)

I U FH T AN A RS RN/ S A B8 2245 B K. NS R AR IR 58 I
12.3.1 RJIEF I (Source Subpage)

MAZ T Ze T o S b e B — AN B 3, 78 DA U IS A AR . R
TEFRENHZR A R I 38 1) B 1], W] DAZE 2 DU A i F SO A AN e
KV B o PR i T U FE £ T,

DA 2 28 S i il R ok -

® A (Cell-line): FHKRIEHMIAMMPER.

® IS (Cell-type): J¥5AeUs (40 a7

® JLfftifk (Chromosome): &R EN7 KIS,
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yilE (Clone): 343741 v BE A FK

T l%-FE (Clone-lib): FRAHTHI I SCEZFR

B2 (Country): FHT-HATHECAHEAZT ) DNA FF iR 1 E 2K
KEBWTB: (Dev-stage): YR K BHEL.

Wk # 4 FX (Endogenous-virus-name): AEiGPEREEHFR, L&
B FEQEAR L, R RO T HAL R

IRESFEN (Environmental-sample): 741 & AN N D) FH A E 4@ o 401
FBIr .

A% (Frequency): JFMERASE,

FEAT (Genotype): WIFF R FE AT,

FP & (Germline): JPAIZRMJE DNA, H& G Bk A HME I — N
XA R 1] SRR 7R 7 12K B A FE 4 DNA

FLAER (Haplotype): WIFh ) SR TE A .

B B KU (Isolation-source): 1A 7 41 RS A7 M ) 22 i H R Y o

SEIG G (Lab-host):  JR ARG (1) SE 06 % B0 1 3 o

Kl (Map): FEDAAE B RS b 147

JRRLAFK (Plasmid-name): FRAS 741 ) TR 44 FK

JRARZFR (Plastid-name): A7 51 A JTAK 24 F5

HEARZZ RN (Pop-variant): 3R1G 741 R AFARARFP 44 K o

A (Rearranged): 741K B & DNA, H & A Bk KM — ANl
1o XA I SRR IR P 41k H # 4] DNAS

Jr Bt (Segment): Wi pl ph AN B 2 MX IR 43+ I B SR R 24H A4
PEG (Sex): AR R E -

WP vElE (Subclone): 3RAF 751 IV v % 44 FK o

YILACIE (Tissue-lib): SRAFFHIM L FE

HLRA (Tissue-type): JFHIRIF LRI,

AJEESLIA Y] (Transgenic): RJ DA 3L SZ AR M Fi

P
o>

12.3.2 #FF R (Organism Subpage)

MZ AN T 4y 8 B R R B 1] 0 AT VB N JE M 0 28K WHRAE TR B))
TR A RINASE PR 2 1], v DAFE 1% 00 o SCAHS U N L e i
Bo PR AT LUERE L I

AT A2 38 FH A& 1 ] F i 0

HARES (Acronym): T 1IE XA FRE S RS R4S GEWH
THER

JTetERY (Anamorph): F T E R CHERY BRI RRZ L2 FK

BUa (Authority): 3RTS P HIK B WIF L TR EE S

Y (Biotype): Z7% biovar.

AR (Biovar): YAt GEWZEE. @RBCE W AR, il
— SRS 2R O 2 i3 g, AES b EAERE B
KX, 5 biotype A

an A (Breed): SRIFFHIMISREEMIE GRE Z5aYNF=R LY -
12728 A (Chemovar): #Fl GEFZHEF . HRaCEWED BIMK. 8
o H B 5 A AR R R 43 1

WA A FK (Common): RIS HIHF ¥ FH 44 FK o
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® LI (Cultivar): SRIFFHIRPIIARET S P

® & (Dosage): ANFHIEFEILIN.

® XM (Ecotype): ZRTFFHIMR: AR GE N Y PAEE 1A, 18
TR ST AR

® M (Forma): IRAF/FHIFIEIAY (a2 AR TR ) e /N 3 R AL D) o XA
ARTEAEH TR AL R

® L (Forma-specialis): 3R1F/FHIM AT FIRFREA . 05 PR+ L
AN FF AR

® I (Group): AHIEFEILIN,

® [fiE (Isolate): ZRTF/FHIRFIR MR RIR BAIIN . ZEHIK DL, X14 5%
N

® [1%%5 E (Natural Host): $#2ACJFHIIR H— MM, XWX 544 L5
WA AE . AR E R ROCR . XA HARTE £ “natural host” [
S€ 1) 1] AR T o 1 B R R 1) 24 FR

® 7% (Oldname): ANHIELEILIN.

® i [7 AR (Pathovar): WP GHE & EE . NWEEE T IR,
TE g D BRI (1) A A A B ) SRR o o s A D A S R Rl o e
(Pseudomonas syringae pathovar tomato) FHIH &5 JE A4S IR (14 5 i 1T
(Pseudomonas syringae pathovar tabaci).

® [[i54]l (Serogroup): % serotype.

MIFRA (Serotype): Whf GEWFEEF . MM HER) KM, @

R R 431 . 5 serogroup il serovar AH ] .

MiF2EAL (Serovar): 2% serotype.

FEAIEBI N (Specimen-voucher):  JE UG H Bl I AN (A BUHHE AR DL K S 1 PR A7

HUEFIEN, T AN A L.

PE&R (Strain): A3 F5DIFN IR R

W4 (Subgroup): ANHJIEFEILIN,

Rl (Sub-species): FAFTHI DR IR

WAL ZR (Substrain): SRIFFHIDIFN IR R

MR (Subtype): 3R1GFHHIFIIEEAY,

7] ] (Synonym): FRTGFFHIA A A FRI [F] S]] e B2 478D .

AHEM (Teleomorph): IR A PERT B RF= 24 F5

FKA (Typed: SRIFIFHIMIPISETY
® i (Variety): ZRTF/FHIPIPP) AP,

12.4 24 W (Miscellaneous Page)

12.4.1 FEXIEFI (Synonyms Subpage)
WARSKRIEYIME TR AR, X BB HEE: XREEEESYR

(R AT A4 BR A, 1T AN T FH 2 PR B 1 o ] e e 1R 44 B o

12.4.2 XtHF W (Cross-refs Subpage)
XU H 10 B 2% H NS % (GenBank, . EMBL/EBIMIDDBI

LA 172D 194 H, 1 andbESTE# /EFLYBASE. KZ 8 T A S X

o ZAFRRXANFHEMEZE R, 165SH “HEr %R )P 5V E0RE 2k o7

(International Nucleotide Sequence Database Collaboration page)
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13. HiRY (Publications)
13.1 #ik: HEIRFFEIFME Overview: Descriptor or Feature?
Sequin #Z WK IRYIME R “HRPIHIIATT”  (Publication Descriptors)
AN H BRYIFFE” (Publication Features) o “ H i) IA 17 (Publication Descriptors)
SO, BIEMRT R, B —A & H P — &S s — BT
YIS 30k, “ HRRYIEFE”  (Publication Features) H2S%(5 R, GIHLY
S (R = SRS g N E 5 I LS R /R R AT S S S
R ESAH N “2%7  (Reference) £ N . 2% 525 IR
TP HA RPIARRFE S DRI A el 2 AR e35 RIS P 21l &
RT e I A BRN P 20 1) 5 145 S o
— R, AN AR IR A, A R 7 (Publication
Descriptors) o AHIA—A “ HIRPIHIIAST” (Publication Descriptors) , HEHE “¥E
B”  (Annotate) AP “HIRY”  (Publication) , i “HRMIFIALT”
(Publication Descriptors)
SRIM, A — M RIRA LR 5 v, 53— NI R IE A ) 3!
i e PERS, NATH “HARPIFFAE”  (Publication Features) o AHIA “H I
fiE”  (Publication Features) , B4GIEFE “VERB” (Annotate) L) “ AR ”
(Publication) #4531 “ HRWIFFE”  (Publication Features) , K H )% A ic
Ko AN EIER, Bate e BRI LA (e i) .
MR EREIR EER A, BB R S Ar 5 H A “ IR e
(Publication Features) o
WUERARTE RIS 228 SCERVAS I oA R TIIRSCE BRI 48R I2 4T Sequin.
TEIEFEUN, WR Pt T — S8 ER(E B, Ry il id & i Medline S4fs g
A E3CE “4F” (Title) « “/E#&H”  (Author) M “H#ulfs”  (Journal
page) . Sequin EM[F) “485” (Instructions) fF “ZiA=H”  (Misc menu) [f]
SRR . R 2 fEMedline B0 FE AT AN “48F 7 (Instructions) .
“HIRYRIAST”  (Publication Descriptors) 8 “ H )4RFE”  (Publication
Features) MVEREA “Hd T “ (Descriptors) 8¢” FFfE “ (Features) [iFRAR
AL AR FHIRTF “ (Descriptors) ¢” RFE “ (Features) ML, 15Z%H;
W& 5. DU S R RS 40 45 5
13.2 MRS 5D (Citation on Entry Form)
13.2.1 R4 (Status)
DRI e vivk 725 I YN N TR s S5 Vet =
o RKFR: EEEEW (1) WA RIRERI AR A (2)
FafF e 55, HEAREA; (3) Ffreaiss, HAREZ,
o DIRIh: CECOHZ, (HIHMAIEARETH .
o O XECAH.
13.2.2 KJ (Class)
P FIR 4, GeH 1 B H AR A
o EMTIY
o BT
o PBEE
o  WI/EHR
o U ET: SUHHE
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o ZildsR: 4
o LA
o BW
13.2.3 5 (Scope)
WA IR S B — AN a2 AN T

® W NSEIET A ST A RRYIFEIR T XA H N 5E 8T
i L AT AR T R AR v R R

® WG IR R SR TR . )
HIAE— B[R] 9 15 20 1 8 Fr BER, 3 PRI,

® GHPHIRHE: 51 FH I BRI 5 AT A1 R — A
FEE (Bn—R B 8 FE— N EF).

MRS MR SIS, s “Proceed” HEN T —NEKH .
13.3 I AE B (WE) (Citation Information Form (General) )

FERE DU AL : 32 FIY - " Accept", ERAS NEIAIE B
BT AAER S A Cancel "B BUN 28 51 FH I #RAE
13.3.1 YW (Authors Page)
13.3.1.1 £5FW (Names Subpage)

WRAEE AT FRE—AEEVIEHE— L. AR DI ZAMES BiZ L.
PRI = AMER N TG, TR AN ERRM, frnl DUHRITY &R 803) T
—A1T.
13.3.1.2 BERTF W (Affiliation Subpage)

TR EAEH BT AL S S

W4k “Hm N 2< H5IH 7 (Citation on Entry Form) ¥EFE [ H i) “ 43257 (Class)
ANE, “5IHEEFER”  (Citation Information Form) 1 H& T A A F] . X B A
A BTN “51 M5 53" (Citation Information Form) {55 .

13.4 5IFE BN (&R HZE) (Citation Information Form (I
selected Class was Journal) )
13.4.1 #ET (Title Page)

TEFRA TP 45 SR R i A A
13.4.2 #FITT (Journal Page)

EEMAIATIA . B b, TR HREE SRR RN .
TEFRH SRR R H . W2, M “PFSHE”  (Erratum) 58 H AL
PRI, W RANE “Medline ME—FREFTRIZR S (Medline Unique
Identifier, MUID) , %A,

WRAE “FREME”  (network-aware ) i Fi21TSequin, FEfit—LLn LY
fFE, ] MMedline s FE A $8H « MEA AT A Bildn, 7eAH R A
Hrag N ELANT HRRMUID, 3E$F “Lookup By MUID” , Sequinss H ) A #k - E
HRER . AR MIMUID—Fh 722 £ #-NCBIH Entrez 1127 SCik . Wik
AFIEMUID, AT HE TWEREDr, JFk$E “Lookup Aticle” , Sequin
23k B E H A 45 B
13.4.3 &¥ER (Remark Page)

T AN PR T 20040 2 e D A

14. CHESEH (File Menu)
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14.1 3k7F Sequin (About Sequin)

MM AT Sequin [P TEAN 7K} .
14.2 #Bh (Help)

FTFFH WSO
14.3 $TFF (Open)

fFIH—DNCHEMEH. &2 T HAE Sequin F A IRAEH—Midsxk. £
BEAT 38T, IEATHTHF—A FASTA #0304 o XANFAIKEAE Sequin W]
JF, FFrrLA# A CDD BLAST L H A HT, HARERIRAS, AR IEMFERESRT .
14.4 FASTA ¥ B B AT H 275194 3% (FASTA Nucleotide Direct to
Sequence Editor)

Opens a FASTA formatted sequence directly into the Sequence Editor. The
sequence can then be analyzed with tools such as the "Find" command.

FTH—PNFASTARS UL IR HL NP3 G 4R s o X A7 41 0] FH"Find" 5%
ST RIS
14.5 X (Close)

KHiZ4H
14.6 Export GenBank (M GenBank Hr#iHi)

¥ GenBank JUf SCAFR i 21— S0
14.7 E#I¥% (Duplicate View)

BHZ BT . ARn] LRI DA E ) B té AEF XA E .
14.8 f#% (Save)

AP H . FE: RAFIEHANEOE A T Egie . AR E,
g% H AR
14.9 777 A (Save As)

2% Save i,
14.10 k8 (Restore)

FH CARTPRATE B SCA R e 24 R (R 5% o 0ok BRI 5, WERARAN AR AT BTl
AR AT AT %00
14.11 #EZIRZ (Prepare Submission)

W% HIRAS B B FE . 5 I Sequin?l B SCRY 1K) “ $EAC S & Ac s 380
JE”  (Submitting the finished record to the database ) B4
14.12 #TED (Print)

FTEI Y HE % 1o e I % 1] LU Sequin [ERA . 0BT W SCRS 1
— 7.
14.13 BH (Quit)

1B Sequins

15. 4giE¢H (Edit Menu)

15.1 &l (Copy)
523 e 1 H

15.2 yERR (Clear)
HREEmH

15.3 EH#IBI4 Duplicate
POripIERE: s =i 1| N
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15.4 4x%)F%%) (Edit sequence)

LG RAP Y], A8 H AR A5 S i B e bR IR AT I sl g 741,
Al LR S5 dntE % . Ok T sequence editor fF1E4H 16 HA I R 1
15.5 Zw#ER\ %] (Edit alignment)

g —HLAZ 5], A AR A S kR “Bra A7 (Al
Sequences) Hi, JFPE “ W R#s” (Display Format) ik AlignmentZii, il
s RS T B (AL ke o€ 2o “BAAI” (alignment) , 28 Ji5 f5Edit alignment
A 2BA ) 4R 4% . < Talignment 2 45 2% 1 58 22 PR B0 IH L R 1T .

15.6 iR H(E R (Edit Submitter Info)

I “PRACHR /"KM (Submission Instructions form) , 1%& 4% 0] L A2

AR AN IS B 2805 B2 7E Sequin (55 —F£HM, “PAEERSK
(Submitting Authors form) W#iA .

] DUE X PP A E# £ k% (Submitting Authors form) fRAFAH RS &,
PMERELERE S Sequin #4582 sdi USRI IK) “ w2 &5 5 (Edit
Submitter Info) , FJJF “$EAZFR/REHMH” (Submission Instructions form) , i
“ErHIRAEEE”  (Export Submitter Info) K5 BAFE R — /N30, G B4 i
A TRAEGER, IBALERE G Sequin $EACH), T f i $2 A VE# £ hs

(Submitting Authors form) “$247” (Submission page) Xff (File) HE T
1 “HAIRACHE (S E”  (Import Submitter Info)
15.6.1 /AT (Submission page)

UL R, R AT, EEE B (New) o WHERARAREE BT IR
Al mE R A B EAE 2, R “HH” (Update) o JHitIEFE"Yes"8("No"
PR IE TR U AR R R AT RS A TT . WRIEPE “Yes” , it e Rk a8 e
N BB JE i AT . WHRIER “No” , IRTE BEAEAN NAL IS P A8 4 A
TETH . 3R AR S BB i AR R A7, 4P HIEUK SR . 7E GenBank 1Y
S5 IERURCREGENE AT HIAR CRie—AN eI AT W ARA o AbEs
PREESK, AR DURR TP
15.6.2 BXR W (Contact page)

BUHIC KA E 4T AL BB R T 20
15.6.3 5|HTT (Citation page)

h 4k H R XSG R AT SR AR 27 SR 2 () A 8 5 44 - RH LA o Ml 75 22
FIH AT I B F AT I E N . RN ERES S TIEANIHE, 1% I0K
TSR T EAEE W) AR BRAL o W AR EERAT I A A E PR 58T, AE “ Rk 1 i

(Description subpage) H fi#RE B Jsi K] o
15.7 ¥HF% (Update Sequence)

ZIWAVFIRH S35 e s VI P51, R AR mEE 5 IEmAN P, &
ANAS N — BRI B 224 100 81 5 — AN R A R R 2 53 A — AP A

HI “3EELFASTASCPE”  (Read FASTA file) #iA—ANFASTAR L IIFH .
M “seBUrslic %" (Read Sequence Record) #ii A—ASN.1 &0 (14
Sequin VA PRAE P ALK o WIERARTE “ G Rl M 458120 “ (Network Aware mode
) TiEATSequintg iU, ARWLAMEntrez P FIH “ NGRS 7 (Download
Accession) AT . WK B4 5E QBLASTHE &R, R A] AMALE “ BG EBA 51”7

(GraphiciAlignment) % T &L E M ZIHiEN “WEFE " (Selected
Alignment) i NJ¥4.
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To B, HINF S R 7 5 BT % AR A BEFEX AN 214 —
ABAA o W RARAU AR T AN e 7= 2 BAA - Sequin H438 EHARAHALLH: A AN B8 58
J 5T

MEINSCHE A, AT AN 1, AdE A B R AR R 2 e A1 A
BICA s F— BRI R AN H A RPN P8 S X KR, 58 A
KK WoRTE R 2 7 2 TS XN AT G N SR B A AR . R N X 380 e
SCATRTHER Bl H 5 N BRI AZ BR F7 51

FAFI R AR R BRI A 7 K Bl e, ke 5 o, 9@ 3" umElifs £k
YERT . BN DRE AT LU 8 41) 1R P 350 BB T 6o 4 38 DX S8 A 5 o

A NGRS ” (Download Accession) % “IHUFHIidk”  (Read
Sequence Record) J7 ZUHHN,  BUHHERAEHERT ZLOR A 2 7 5130 2 R A4 58T
R R o8 22 7 ) S AR R AR, AR mT LSRR B BT R IR B 2R B 18T 2
1iE
15.8 F#1L4&# (Feature Propagate)

IXANIEIA] AR — NP FERE I “RrAE 7 A& 1B 25 RIA S AL i e 41« il
WIRATIH N —MZIRIT A CDS [ “REAE” , X5 T[R4 P 1] B AH 7] X B ) e
EAZIRIT A, ARAT LA R — M AHARLY) CDS.

BRONTFPR AR LT Rl BRI — AP 5 — AN W AR Ay B R
—AFRIZ HAED “RE” SRR, 7EEFE “dwiE”  (Editmenu)  “HRFHIE
fi%”  (Feature Propagate) ZHI{E “HFRFHISKH” (Target Sequence menu)
W ENIZFH o

“REMEAEI6 7 (Feature Propagate) T [ fUVF/RIEFEMELE “HpAE” BEgifLi0,
X BEREAEAE A S B85k 11 AL 2 AR Bl R a4 o 7R 1 b IE 35 03 805 77 A PR AR
i, BAB P 1PN — AN o R AL 33— CDS Ffik, R 22 0E U A iy
iy R R . AT BAE CRFIE” SRUESE H h, ik kRl AN e R
3" Ui PE CDS iy S i o 2% 125 1 AT R
15.9 #hF%) (Add Sequence)

IXANEI ] DAAE O FIBEHAR . 5848 . R B A REARLES I —50r
Fedl. PP LA FASTA 55 ASN.1 k&2 (A17E Sequin "PERFEIIFAD HA—AHr
%H

16. #&REH (Search menu)
16.1 ## ASN.1 (Find ASN.1)

PS84, VRAT DA B 4R A — e XS e AT 1 R A5, s N Ly
AN E . AR S A AR R . o S W QBRI SRR S EURRE .
Az, EEF “A”  (Find) DiJFH EMP AR S &R AT, HFEX
M7 AABEH T 9t 751
16.2 EKIRIEIXMH (Find FlatFile)

FIHIXSHE 2, ] LA $R7E I A S0l 3 A28 1R 1 R 45
16.3 #FEERFEER (Find by Gene)

IXAN LI A LAAE 12 S 0 W 2 H RS B 215 A R R S R A5 (R R DR ALE
16.4 #HE A FEH (Find by Protein)

IXANE I AT PAAE 10 5 0 W A IS Bl 215 A R R P I 4 PR [ CDS RFHAE
16.5 #AIEE (Find by Position)
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XA W] DAAE A SR 30 Wi P PR R 2 2 R A Fi i % IR A B (AT Sy
fiE o
16.6 KAF (Validate)

I TR AR AC A% 35 Hdl e 2R g A A% 2 TRl 22 5 iR 22
T, BN IREE R 5 R 2 WSequind B SCRY 1) “ BT S &l S BB
(Submitting the finished record to the database ) -

16.7 BtEHE (Spell Check)

FR 4 PubMed ik FE X iC Sk BT HE S A AT
16.8 fR<pI Xt (CDD BLAST )

RPENCBIF R 5F X 24 % (Conserved Domain Database ) 1% #6751 iE4T
CDDEEBAN . ZHE4TCDD BLAST, SequindhZifE “&filiM4%”  (network aware)
BN,

CDD H i & i) 45 gl - 2ok 5 i8Rt Smart A Pfam, 47 NCBI
FFEN A DTk o U B 2 R A AR R0 5 | B4 o DR A ER ST J8ORT I 1) 42 ] vt
sER TG, CDs BRI Al Cn3D &5 3D S5 M aER: .

CDD &R 45 R Al sk P W as 27 o X 2o g RAVIE ], (E3ess ks
W MHIBR o
16.9 ORF ##s (ORF Finder)

ORFLRM & LA 2 (1) B 2B s % 9 N BT A R R IS0 A ATE o i 33X AN T AT LA
1% ORFs, 1M H. ORFs [/ #11C s HER I 0 2 i 2 51 o

ORFs, LU IINE RS, SEFR WA 46 B 2% 111 45 WM i KA TR
JPA o WHER—FEALIR T 512 — D TR AE , (HANCLTE Fif o T 4R 2 5~ B K g
LM T, EHRRER ORF. I /NN i o, Bl =AMUERIESE,
N =AM A E . ORFs A% IR 741 8] B 70 & A () LI oA BE U 7 . L
A (D BERIIEFGLL a ¢ RoR. 1EF ORFs A] L E 42 s &5 e 18751 [Alk% . ORF
K EEF T DU FE W7~ ) ORF K S #ilhn, ERINMEA 10 B, SR A @t
10 R BEN ORFso  mithihnfy ORF MHE RS LAk AR W77 20 W e I 4h %
Wrbrh A, b4, ] IR /R IE$E ORFs. 420
TR B R () 8 AR L B s L % 05 . 53 3)) ORF Finder 2 Hij 244 Ok
pok RSN A I s s pul i U L TN

ORFHREM 28 5 Fe 5 gmdk e A TAF. —HkZE T —AORF, XANFHImEgm
AN R BoR. TR iR TR, Re] IS 8o F 7144 4 CDS,
BRI S L LICDSHFHIE R E . 0L “IPF4mias”  (Sequence editor ) 4
[f)Editing a CDS 1.

16.10 #EFEXS (Select Target)

XTI T 5 H AR P 20 B 8 € P8 . AEFR e R T NS

SeqID, 55 [ Yo a4 BB LU 7R iX 45 7 41

17. ZREFH (Misc Menu)
17.1 #E#ESE (Style Manager)

FEAE B ] DAEAREBEA R TE A 0 B3R 2~ #6350 (Graphical Display
Format) . il “igsk%ias”  (record viewer) AR En#{ (Graphical
Display Format) %+ EIZ& Bon. MAIREAE B, 7Re] LRSS SO A LLA
BRI E K o
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17.2 MZHECE (Net Configure)

EERINIEDL R, Sequin AJZE#PL T /E (stand-alone) #z(iZ24T. {H Sequin &
AT R4 5 NCBI (GenBank) A2 Hitfis L » Sequin [ 2 it 9 4% ”(network-aware )
B L TAE (stand-alone) MEAIEA 5, (HAFEHE 2 A LTI,

HWEHAE NS WL HHERR, Sequin 1 “&RliM4%”  (network-aware)
BEAAREAT o DAHL 7~ M 6 Bl DR 9 TR 2K e — ki, i AR B 22 R Nl
FH W 001 2% 7 (WWW-browser) , iill 8 2252 FIS FH“ 5 il i 4% 7 (network-aware )
U Sequin.o WA E A 5 W 4 HEAHIE, TR HR G0 B 00 5l 4% Ik 2%

A PR 72 0T DA Sequin F#3 “ B REM 4”7 (network-aware) Bzt
RARFETR W] “Sequin MIWFEH” (Welcome to Sequin form) iz T, ZEFE “&F
&7 (Mise) EHFH “MEBiE”  (Net Configure) o WHRIREZLLE “Sequin
FEAZ”  (Sequin submission) 3 N TAE, JFEAER 0 as & dsk, &
“ORA7 (Mise) R “MZiE”  (Net Configure)

RZHH P T LLEEATH “ M2 E 71”  (Network Configuration page) 1]
BN CHEID BE, 8 Accept 5E AL B ILFE

WURERNIE AN, T LM B k5% (Firewall Connection) o Ik
AR RGUE POV AN, PR SSA8 7 (Proxy) A1 “HigH1”  (Port) o IR
PRANBEE Bl “IR A4 ko547 (DNS) , ANEIEFFULHE.

“laIBE N E] 7 (Timeout) 52 81 T4 € Sequin M NCBI Ik 55 #3815 25
SIS TR BE o Gn SRARLE 56 [ 2 AP el 28 3 AN, 75 BE500E B — L8 ) [A]

(Bt 60 #2E 5 738D .

WIS A BLE A [, 15K Rmailto: info@ncbi.nlm.nih.gov

W RAELE Sequin B[P HHL LAE (stand-alone) X, M “ZiA3EH”  (Misc
menu) HIERE ML IE”  (Net Configure) , siifi: None.

Sequin 7 “ M4 ”  (network-aware) Fix T I Infg —LeEm LT [E, XLt
DNRERAE A B I 545 B H B . IXLE T REr) faj A0 F 08 W T 1o eSO 2
DRk .

17.2.1 ¥EH GenBank B % (Updating existing GenBank records)

Sequinft: “E[fiM4:”  (network-aware) Bz R, B LA HGenBankifiisk 5
S GIEHIES (NID) MEntrez"t N7 GenBank EL A ic 3% . ASAEHE T LLH Sequin
XA SR A — LN BB O AR 9 ST P A FOB H2 A8 B GenBank o J¢ T 1A BT P
FI14E5 (Instructions ) 7F “Sequin¥IHF[H 7 (Welcome to Sequin Form) .
YR A] L Entrez N 8 AT K H-7ESequin F & F, (H XG4 A E LARTHAC HIId 5%
A 235 ) AR T2 R o
17.2.2 7E Medline &% (Performing a Medline lookup)

15 “EREM 28”7 (network-aware) #( 1, Sequinm] LAT—Z4Medlineic % [
G 7 AR PR AT I H N« AR A — L8 TFHE L, #ilin: “Medline
ME—prERF”  (Medline Unique Identifier, MUID) & &4 . &5 F40
BLEL A TS . T “Medlinefi’R”  (Medline lookup) R L
Bt R 40 SR
17.2.3 PATHHK¥EER (Performing a Taxonomy lookup)

1E “BREMLS”  (network-aware) BT, Sequinn] LLMNCBI 432224k
PE P AP R R RGO, Bl R O3 F|GenBank )5, X
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YRS HNCBIE i A BN AT I . W RAESRAS AT AT 40 2= A4k, ] LA
FEIC K WA — B0 WIS B LehRiE . O¢ T taxonomy lookupF 41285 WL “ A4 2%
KI5 (Biological Source) : #J# 7T (Organism pag) : it & 1 il (Lineage subpage)
(R 3 SR

17.2.4 & NCBI S| (Accessing the NCBI DeskTop)

NCBI [ i 7~ Sequin 3% W id Sk (R N B 4514, 8T 410 (DeskTop) AR
Z W “ZfE” (Mise) SH.,

17.3 Entrez &#] (Entrez Query)

XTI TZENCBIfY) “Entrez %i#ii %27  (Entrez database) 14047 A,

W Entrez 1 RET — AP, AEE R EOR L Entrez S5 R4%H .
MEAF MR, LSS “ HAr#f 5" (Target pop-up menu)
TR “RHR” (Nucleotide) , AR5 s i 2o 5 H: 44 3R15 Entrez 4HC) 7414
o WEAE I LWL CDSs [ Entrez #M15¢ic 3%, £ “Medline 34 15
A" (Medline or Protein database) , il “&H” (Lookup) ##%#l. f%
SR 2] Bl 45 R ) st vl A e
17.4 NCBI &1 (NCBI DeskTop)

HWHAE “EREML”  (network-aware) BT, SequinA n] LAEH %50,

NCBI s [fif2ft Sequin i3 (17 4 45 F00 5E——ASN.1, ASN.1 H i
P g5 R AL “ 4 BIE” (1B UER R k.

UEAh, AL R SR R AFNCBI) — 28R E AU T H . 3X 48 T A ENCBI
AR A RS o PRAT LA E SRR TRk F e SR RIX ST e . ] LU
RLFE 4 ftp: //ftp.ncbi.nih.gov/toolbox/README#} #NCBIF 4K /AL F1'e 1K 1 W o

SRR T8 AT PR o 3K B BATTATE X LR IR Dy RE I
SO

18. R HE (Annotate Menu)
RTINS “RHE”  (features) Al “HHRFF”  (descriptors) o
“RFIE” (features) MIHT/SMEIARE “ILE XX ”  (Genes and Named

Regions) . “#wlid#%%[X” (Coding Regions and Transcripts)  “Z5HJRNAs”

(Structural RNAs) .  “3CHAFIFR:”  (Bibliographic and Comments)  “f7E
BE$Z”  (Sites and Bonds) Al “fREA4FME” (Remaining Features) o 1X7NMIETN
R AR BN NN P41 b S THRAER S 2R WL BT “HFE”  (Features)
KL

LRI R, “HRFRE”  (Publication Feature) 5% “ HhRY)
HiIAFF”  (Publication Descriptor) o KT H IR 5 2 HiiA WL B R “ H s ”

(Publications) #5477 »

o JRTREIR T, FHT I s i)« H R84 7 (Publication Descriptor)
KTHORFF 5 2R WL B “H5I8%F 7 (Descriptors) #77.

FETE “A e XAT”  (Generate Definition Line) , MR 1C SRR M5 B
HFHNVAE S —AFRd o XA RIS B4 P 1 8T S A AR AE L, FF Be X 2 AMRRE
VEHRZEETER . AR E GenBank 5145, (HUTRAEIR Y, BsEEHA
TR HAB B AR B N (RS RO AR A P A AR (R AR A, 451 an A 1R 7 271
AHRIAT—hrdl, T “HA i XAT”  (Generate Definition Line) [J#fiiA 2 L I
[T “A% PR T XAT”  (Nucleotide Definition line (title) ) «

47


http://www.ncbi.nlm.nih.gov/Entrez
ftp://ftp.ncbi.nih.gov/toolbox/README

19. A (Options Menu)
19.1 F4k (Font)

A FH I A] O R AR . B S B, A AR BIR /N o 0T A
et FamE. RUReFRIZIE S, EP AN B4 10 &
19.2 E# (Legend)

A TE BRI A GEAT A, ZI0n) DL /s tH B b R S FReAiE, that
S TGN = W I N

20. FFH4miE%s (Sequence Editor)

75 i 4 2 0T VR 4% H P IR IR B 2 SR 1R e S HEAT B . i, wT DA Il 2%
BRAZ AT IR B B 2 B 2% H I CDS (4whd P81 R

R T8 2 e 25 AR m T DU O e 81 I A K A2 5y, AR BRAT 13 2l LR A [l
F 4B 2SS R A T ERAT 0 #5 U, DAAE R I R
20.1 BT )9R%E4% (Starting the Sequence Editor)

TEPH s o LB P A I T “ H bR 913 S .7 (Target Sequence
pop-up menu) FAEFER I KT ALIR A AT LR PR 7 V53847 e 81 45 -
B, PRATPIE “il % i as 7 (record viewer) BATEAS S, A DNA
JPAIE S I B, 78 “IdxHEEs”  (record viewer) [ “ HFrIF51
FHSZ R (Target Sequence pop-up menu) HUIEFARIT T E I FA, ARG
“Uii”  (Bdit) SR “gmiEF41”  (Edit Sequence) o X T E A iF4iE
T gm A W R o] CUR WA T o iRAE “ HARP A3 32 8”  (Target
Sequence pop-up menw) EF [ EHE T, Wiz A BJTY, SHEQRT
FURI B LR s B G SRAE “ HARFP A3 HI S 51.” (Target Sequence pop-up menu)
HOERE TR TRITA, 7ECDS (GafdX) FrfE W4T I “ gb X R fE R A%

(Coding Region feature form) [Z LSequin?f Bl SCAY ) “4F4E”  (Features) ]o
mi “IBATFE A7 (Launch Product Viewer) $] JFF4 ke . SEANEH
FUTHI A e, PR R s A [ () 5 1
20.2 4B asitig4t#3) (Moving around the Sequence Editor)

T bR o 8 T A SRS . o U R R TR B B R AT IR
RIS AR B L A SR . FREFIALE, BERbRE S P AT, A
e B RIR o i RARALR R R B B — MR AL B, K5 04N 217 51 9 4
M O FAMKER, ARG ST “HE)” (Goto) Fl. AR RAA Hr w1
P51, AT ERshFeE I, ¥ SR % O A B IHERN , midi“ A4 (Look
at) 4
20.3 %5 (Editing sequence)

TR BP YT AR R B o BLRRE R, s ey E
i, 85 dmias b 5 BT P41, 7R “BREH” (Graphic
Display Format) & B #OAE I —F 2R,

— Pl AN B R AR B T SRR bR . B ahdRE Bl A AL BN, B
NP SCANAE N ZIFREE 2 MR P51 m] AR KB (backspace) BiHIBREHE (delete
key) o FREFAMISCASKEAMIBR . MR — B2, ] LU PRI & 5 175 FH I3
EIBIEY 250911115 8
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o T N BRI BR A i 1 7 X R R 7 27 G e 2 PN i 0 P TR 0 326 o
BRIE S BIYI (Cut) B HEUHEHIIT (Copy) &, FAPEIGI (Paste) A
WG EATAIALE . SRR (Clear) RJ 7K AMIGFRIE E 51

N T ARAEXS 5 e A BE 5, m o e 21 G 2% 20 s T I IR 3252 CAceept)
P o WERAMEORAFIX LS Y, mi il P 41 e 2% 07 0 IS - (CanceD)
Yot o TO TR PR IR B 52 o BB 421 AR R 7 A G, 3k (9] 38010 S0 B
e THERE: WRAEILFANELS D IRAE, AFTE S AR SCA Sequin 105k
(PR ARG o 75 G 27 B 1R Save #2414 >R IR A7 CDS H#1iE.

20.4 F¥E~ (Changing the display)

IR 7 H R BRI 7 7 O g B o G SR B XA P o1 1) T AME, it
TRARE R XA PR, IR FEP oI gmiEas “HLE” (View) SHRNE “ 1
%87 (Complement) Jil, FRULA] LR F SLBEMIRIIELE Ko IEPET 5 Gt 4%
“PE”  (View) EFASZHUTR Y Reading Frames +) WA LI (dnfid) #1
IR PR O . ERET A RS LB SR Y “ B EHE-" (Reading Frames -)
WEE THK AEgfd) BER) =IRPEE Ol AR E O
Complement, Reading Frames +, and Reading Frames —— Jji i [ii] s} 2l FRphI%E F

I — 25 A BE T LAY i o ARART B AR AE “ BAMEE” (Complement)
oy, “iAUHE”  (Reading Frames) i et
20.5 Zr%E CDS (4wiE7%)) [Editing a CDS (coding sequence)]

J7 8 s 1) — N 58 M AR U 1T DLYERZ IR P 91 Bt — N8 CDS (4hifid
DXOFFIE « WS V1B ) CDS HfAIE , 16 8 IX LAk KL, P+ Features-->Coding Regions
A Transcrips-->CDS. IX¥F]F CDS g a% . & H Lo P A B B 3)E 2|
“ENL”  (Location page) o Uilal “Ef7” (Location page) , ¥ A Coding
Region-->Prote"in subpage & A RR, FEmithEedcil. EFFIgmiaas
JIKHES “ W nHifiE”  (Show Features) 1B A FH R 4R M CDS. Ay CDS [X 8%
CDS £ U5 X IR 4% 78] LAk CDS. 246 ER—4> CDS, Al LASEIEE
Ry Sequin mAHSE HL T VG BREE . 24 Sequin 0] R 2 75 AL B AH O B A PRI
riih yes f

PRALAT LR X VAR A RSB T 1) “ORFERMIAS " (ORF Finder) K2k
Gt 7). mitiORF Finder i £ /3 41| JORFs  (FFJRCASHE) o O T-ORF Finder
(K158 Z ik O AE L1 (above) $2%). 7EORF Finderd', siifi Zs 2551 L
ORF, 7EJ73 gk as & F FInT, JLORFH S H Bon . R AT LAE L 1h BT i
A 2E 4% X. (Coding Region) (CDS)RFIEFAE L FHIHEAZ CDS . & 8K
JTERE, FE“ gwh X 71”7 (Coding Region page) 1 “ #5 1 )it ¥~ 11 ” (Protein subpage)
RN E O AIR. X THEZIES, 20 EHMCDSEHIE. R Mg X &
AL G, Sequindi 52 CDS K — AN B IRARFAIE o ek S5 0 W 2 RH HCAth 7 11
P 5B . CDSHIBENE by (. P A 1 “ R EoR0”  (Graphic
Display Format) 7] LLE 2IRFAE 1 K 7 o

TRAFI CDS FRAEAR 0] LARE g o 2 bk n] DLk L fr A7 CDS KL
B E . AR, — MRAFG I CDS ANREAE o dmiRde b 22Br . B RBR— O
FERRRAE, BEAC TN 2810 “ K SRk (Graphic Display Format) , %
F£ CDS Jf g i 1T (RE PR .
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75 CDS (AN RN IS BRAZ IR P21 I, ARELE £ CDS & X st
H T . 7F Sequin F % LT, EFEHIZ (Split) RFAEALA L T4 A B R
JPA Rl LT CDS. E#5FF (Merge) FRIERIZ A CDS 542 17414 5t
20.6 4F L APAFIFF] (Working with sets of aligned sequences)

Sequin A] LMRBEE PIAH G SR IR 21, XL P2 iR REK BN
BRAZHIGU) — B3 o W AR FFILL “HTBAA1” (pre-aligned) #% xUfi A, &1 PHYLIP
1%, Sequin WK A BAZIRE e WP 41 L FASTA A% XHANMRHI A Sequin
B A 3 A

PRETLALE “FHIBAY el ss " (Sequence Alignment Editor) P3| "% A4
Flo ARSI TS, LFE HARFPAISER T “FrfF¢51)”  (All Sequences)
FJEEFE “PAI Bk (Alignment Display Format) o /741 4% J I R AE SE
B RBAF . AR5 NG dE s bk “miERAZ”  (Edit alignment) o IXMBA%Y
Al LN 2R K. T RAZ LR T (below) J7 41 gt 2% DA SIS L A 41

IN—RINZRIFH)G, WRREDECDS (Gt X)) RFAEAS 2 BA A i —
NERZANFA, WA CDSEFIEA N2 —N 721 (2 0L L1 Cabove) [ Editing
a CDS) o WIRELE A gnlias H B CRA T H], Rt “PAFIRIE " (Alignment
view) PIXTHINAFR. et ] DURRRIE AR i g5 HoAth P 21 (2 I gnli s S0 R I r
fiEf% 3% (Feature Propagate) ) o
20.7 P=HHBAF1 (Creating new alignments)

Sequin H] LI A —28/ 741, I EAT S S5 (1 BA S B 45 7 515 I 0BT BA
Ho FRAE W] LUAE NS P2 A BAR . 20 m) Lok B —AN SO ] A Entrez
R (SRR 5) 9 2% 0 SO 5D
20.8 FFHgmiads C3E . (Sequence Editor File menu)

20.8.1 EEFHICH (Read Sequence File)

M SN FASTA KU 41E ASNT sk, A =B EASI J7ik
BLAST 2 fftag iif (1) S BRI E 5 %% 97 e i) BLAST $2fft—/NE T BLAST JAj
HEAZ T 1 2 JR) BB T I 7 1% 5 4 Ry A ST 1 7 238 1k Bh 2 g B SR vk F AN
I (1) 4 JRy A AT 1 2K
20.8.2 M Entrez # F£¥%] (Download from Entrez)

FI W5 (accession number) 5% gi M Entrez H 3 A —"NF41.

20.8.3 #yAPB %] (Import Alignment )

P Phylip « NEXUS fil FASTA+Gap ¥ U NJTFIAG . ST IS — AN
HI 5 JAd s P A1 A AR ) 2 2R FI AR VAT o
20.8.4 #HiiH (Export)

LA Text B FASTA #%xUfir i #4551, LA FASTA+Gap. Phylip 5 ASN1 #%
A BAA P51 o X0 D g S VTR B A ) YE L
20.8.5 ¥ ¥E X (Accept Changes)

K FH G 2, $EASHE 720 48 2% o BT AU BT B e DR A2 AR B T ik
$£ Sequin TS H P LA R 1) Save KT (File-->Save)

20.8.6 H¥H (CanceD)

K75\ g, IO P/ 3 ek
20.9 F4niEassmiEsE . (Sequence Editor Edit menu)

20.9.1 #yH (Undo)

OH e 5 gt 2% B IRERAT e I T A 44
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20.9.2 B9 (Cut)

B s, wT DUERCRE I 2 3L e A
20.9.3 K55 (Paste)

W BY DI EHE DL e 51D G 21 EUPR FR A
20.9.4 Hifl (Copy)

SIS BRI EA, AT ORI B AT A
20.9.5 ¥EH (Refresh)

TR e FE TN S o RO A S AT AT G R
20.9.6 MIBEF%] (Delete Sequence)

JIBR A1) e 48 (1] 7 51
20.10 A 4miEaSW3E# (Sequence Editor View menu)

20.10.1 WX (View mode)

A RERT R A AT I
20.10.2 43 (Edit mode)

A AT LUK PP A BEA T G 4
20.10.3 % (Label)

H TN RIS IRFF AT . — RIS OLN, PIRR IR LABA S 91 s
WER M Entrez b NEUFHIN @ XATHAE AR &S, o DUEST W4 7. IR
A LA bR LN & P15 %)) FASTA short, FASTA long, Locus,
Accession 8¢ Report.

20.10.4 F4& (Font)

ITERETAR
20.10.5 #%&I (Preferences)

Allows you to change the style of the display, including the colors, font type,
and font size.

RN KA, BEREE .. PR S
20.10.6 HfM#E (Complement)

TEJRARHE T iR AC 8 (JRahst) 1 B kb
20.10.7 94 (Reading frames)

SN TE E G i RN I R B . AR ] LIRS 6 NS HE IR — AN e A
20.10.8 #¥ 5 (Translation Style)

FH TR B0 W g i e A R B 5 3 ) = P72 BRATT O o A = 25 1R -
WERARILEFE***, Sequin T A HAMRIKIE LA M, P& b1 Wonh
*o WIRARIESRE orf LTI, Sequin K 27T A TP IBCEEASAE, BN TTEHER) M FiT*
A “~7 SRid$.

20.10.9 &E# (Find)

A2 LIZERI N T 71 Hh 25 4k DNA PP aE SR 7 VIR AR . IX PR e
AR KNG R UCAC A 8 DNA [PHIREAR, FzFEARE AR . /Rl
AJ RLR P ASAESf DL C B R A o an B A AN e 1m) AN, e HoAH B AE o
i 2 -

TCAGGGC Hl T &4kF¥ % TCAGGGC:;

[TCAJCAGGGC H T&# T Cc 8t A, HJ5MHRA CAGGGC;

NCAGGGC HI T4 TE C 8L G 8 A, HJ5 IR CAGGGC;

TCA(3)GC H T-#&#k TCAGGGC:;
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TCA(1: 3)GC H T #4741 TCAGC. TCAGGC. TCAGGGC;

TCA(1: 3)NC I T-#&# TCA, JGIiA 1-3 MEERME (G. AL TEH O ,
HJATH XA C 54, . TCATC 5 TCATTC 5, TCAATGC.

H T B G ISR AR ULEC R P8, e A GZE A, e R
J¥%1”  (translate sequence) Fil. Sequin & #r k& =™ IF8E O ASHE H BT A 7T e
POl e TFRCOS RS HER 5 W7, dmbd 8 (A0 DNA JP A oo fRtin]
PR FHANMERMUCHC A $ 1 7 X. fodn

CDLPEYC H T-##£/7% CDLPEYC;

[CRQIDLPEYC f F&#k C i R 5 Q, HJ5IES DLPEYC;

XDLPEYC H T-A AT 2 JE1%, H )5 Ef DLPEYC;

CDL(3)EYC H T-##k CDLEEEYC;

CDL(1: 3)PE H-T-##k CDLPE. CDLPPE Al CDLPPPE;

CDL(1: 3)X H T-#A&# CDL, HJGTHRA 1-3 MERZIEMR, HIURA C 11
FF%1. #iln: CDLAAE. CDLRSE 8{ CDLAPQE.
20.10.9.1 &Z#F—7> (Find previous)

A AT LA A
20.10.9.2 &Z# F—/* (Find next)

A I H IR A
20.11 FH4mIBASESEE (Sequence Editor Features menu)

W B 470 R0 Y A 51 B R I S B AN [R] 1) o

W RV AP H, SERAFRE ] TR AIM I “RHE” 215K . XL
“REAE” 5 “Sequin yEREEZ MY (main Sequin Annotate menu) 1 E —FEIT

PRAEJLAAE “JERE”  (Annotate) SRHLEY “JPAgwmiE#s” (Sequence Editor)
HRYERT ) CRMIE” o WAAEA VR (Annotate) SEHUKVERETY CRFIE”
PRGITIPEHE “HFAE” AR RRITF AL E . WRAREEH “ 70 dmtas”
(Sequence Editor) RIASMN “HRAAiE” BATE ELAIEAH S FIAZ IR 741 o i) B 58
BN — FRHEIE R PF8, 5 A B B 3t NRRIE e A . O TR
HEWIEE ZfRREn] 2 0L “HFIE”  (Features) #B47 o
20.12 o4 asfAFI3E 8 (Sequence Editor Alignment menu)

IXBESE B U A e B A SN A R 2. Yok B RGN BRI ESE
BRI —HFFIERATH, Bt =BG Wnl DLUERE “ P2 dni 28 g S0 17
(Sequence Editor Edit menu) F[¥) “Align with” &I, ¥ 5 MOS % T 5N
F|Sequin 11 T A BAF1 o
20.12.1 #%&¥F¥ =% (Select Reference)

ERENF AR 8 — A BP0 167 dntads b 5 ia e 81, SR )51k
F£ “Select master” R RREA . BOANGI T, FPyPE 250 H S — NP5,
FP PR RAPR R AR
20.12.2 #%&#F42E (Select all)

EBITA AR T
20.12.3 BRE#/ B4 (Show substitutions/Show all)

HURA R 24 “Show all”  #iEFENT (IBHF “Show substitutions”
AT, WoREFEREAN S H BT Y) . MiERE “Show substitutions” B,
W F A SR, AT e 4% B P22 5 32— 20r) P 81 B
BTN, A—BUFH LB R ok
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20.12.4 EHEBFXMEFX (Select Variations/Conservation)

“Select Variations” H TR H B/nfIS2% A F X 1, “Conservation”
T 5 W Won 225 8 41— SUR X 38
20.12.5 S4EFE (Dot Matrix)

XA T 7= BA B 32 s DA 7 S 1) BB B R &5 3 o 17 R IE AR 58 3%
.
20.13 F¥4niB8e % N4 (Sequence Editor window buttons)
20.13.1 ¥3 (Go to)

B ahfaEr 245 e i B
20.13.2 &E# (Look at)

ANFHBSFREN TR i B ) 2 $5 e E
20.13.3 &H/HBEMEREL (Merge feature mode/Split feature mode)

FEA IR, SN B A B “RRAE” X AT AR]BT 63 51 AR B AN “
TE” (P3R4 . B, FREE—A CDS HRFABTTA, BT FIH A CDS 1)
—H5r. e, FEIRTIRA R o i, PR{E CDS Hh Al
NFTH, % CDS WX BOF P4 (nl 2 Wad s S48 11 CDS A7)
20.13.4 BB/ BHRHE (Hide feat./Show feat.)

KR/ T P SRR (P Al oA I OG0 BERSRRRAE, siihi WR A “Hide feat” B (1)
TG BWORRHIE, midiiEonh “Show feat” B RIRFIE .
20.13.5 FH (Refresh)

T FF AN B T o R NS B AT A g e A
20.13.6 #32 (Accept)

KPP gl PRAT0 P 51 sRREAE R BT A 5 24
20.13.7 BJH (Cancel)

KA Gl ds, BP0 SR AEAEAT AT B 24

) R ?
BfZ#4NCBI Service Desk
2003 £ 10 H 20 H&1T
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