38 EEEY: - 8—8 4£hEass

W 1-2 3 B E

BT SIHIBEMR

—. STHEEGS

oy T AW E BB A Bl B R 5 R £1-21 HFEVEEBEELER
FERES MR E L (F1-2.1), TEHEN Bl PR F R
éﬂ\ﬁ@ﬁﬂﬁﬁﬁzé’é*ﬁﬁﬁﬁ,i%ﬁﬁ? 1% PR B ENA .GenBank ,DDBJ

=Y zS A g FEE P, LA R DL IR = — R
T V2 R SCHR A STk ) ORI L IO PR
A2 TR A6 B S ah A= P EHE B2 U5, 4n DNA JP 51
H ARARAT ST (crystallography ) 245 B9 25 1 5 45 4
S GBI I R AR SRS PR A O SR A 5CHE JE kb 8 0 TR AR DG A ., Al A
A FRRAE Y24 SO L TR I BEE P2, i EAZ A W 0a 3 7 )P 51 % EPD R (A 5 — 4
F B D3k £ B8 & PROSITE

— B IE 5 (entry ) — BT PR A 4H K - A6 TP 90 5000 R AR X S 500 7 2415 R
F7E R (annotation ) . {ERBEH AL M5 185 AH DL A4 1 41 A5 08 [R) A 222, Xk TR 86 A A sl
A0 R A F S FATTAE A HUHNE B AR B ] F g o ] o 4 B 2 Y i e A
A AR AN SRARFE 2 — BRI AT SN DIRERS , R LT A T 5127 916 KA
KIIREME B AR IFSE TAEME & A48 B

ANTRVESCHE 20 0 1 R I et 25 SR AR A, TR Dy — 5000 P A 1 B A 5 1 o e P R R T
A FHR AP — SRR R L P SRR ) (AR R RS AR
AR, — S PR A8 (R e PRt TR e R, Bdi R e R TR —1
SNSRI S SR BRI A FE 25, S ANTR B AR AN B PE TR (4 B
EHA AR BBEE P b A — i MRS R, B — /IR A (58 (L 46 SRR TP 91 500l A
TR ) AN IERA I, 3 & — AN JC it G 1 55 52, IS RIS 127, AN [) 35 PR 21 R A X6 1y 7 e 11
IR SR, LU BRI mFL B A BAEZELL 1 oS A BERIELL 0 s A T
BLE

=, HEEIERENX

TS SR B 1 5o — B, B A X B i | B 3 i RN FH i 4t
T, S EWE B RN IR Z B H WALHS FASTA | FASTQ .GBFF GFF 1%,
T B LR T

FASTA %2 F B0 P43 (18 1-2.1 Jg FASTA ¥R S2f)) | 55— BN 17, kAT,

HAEBIEE SWISS-PROT .PIR .PDB
FE PR 41 s e GDB .GenBank . Ensembl
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PL>” it tny i BOX BOP S O R (5 5. B AT 2 05 R AR P51l

>2i|332309159 | ref |NM_181652. 2| Homo sapiens peroxiredoxin 5 (PRDX5), nuclear gene encoding
mitochondrial protein, transcript wariant 3, mRNA
CGCGCCTGCGCAGTGGAGGCGGCCCAGGCCCGCCTTCCGCAGGG TG TCGCCGCTG TGCCGCTAGCGGTGC
CCCGCCTGCTGCGGTGGCACCAGCCAGGAGGCGGAG TGGALGTGGCCGTGGGGCGGG TATGGGACTAGCT
GGCGTGTGCGCCCTGAGACGCTCAGCGGGCTATATACTCGTCGGTGGGGCCGGCGGTCAGTCTGCGGCAG
CGGCAGCALGACGGTGCAGTGALGGAGAGTGGGCGTCTGGCGGGG TCCGCAGTTTCAGCAGAGCCGCTGC
AGCCATGGCCCCAATCALGGTTCGGCTCCTGGCTGATCCCACTGGGGCCTTTGGGALGGAGACAGACTTA
TTACTAGATGATTCGCTGGTGTCCATCTTTGGGALTCGACGTCTCAAGAGGTTCTCCATGG TGG TACAGG
ATGGCATAGTGAAGGCCCTGAATG TGCAACCAGATGGCACAGGCCTCACCTGCAGCCTGGCACCCAATAT
CATCTCACAGCTCTGAGGCCCTGGGCCAGATTACTTCCTCCACCCCTCCCTATCTCACCTGCCCAGCCCT
GTGCTGGGGCCCTGCAATTGGALTGTTGGCCAGATTTCTGCAATALACACTTGTGGTTTGCGGCCATCTC
CTTGGTTAALLAALLA

B 1-2.1 FASTA &=

FASTQ #% =0 (B 1-2.2) 55 FASTA #%202 ), {H )& FASTQ Lt FASTA £ T ¥ i & (5
B —BAES T, FASTQ — %3514 DU/ 2 (RIAT—IF51) .
Hi— ﬁ—ﬂﬁ’@/‘f“ FI 2 PR A RRE B LA @ 7 Tk,

5 AT AT A BRI B

= ﬁE’JV\]@ 5 —ATH N AR DL+ TF 3k A B +7 Ji5 1 19 PN 28 0T LLAS g
R+ —EANREE N,

S PUATIE A B A5 B, (quality value , BRI (0 B & PEA ) , 5505 4T B9 3E 7 51—
— X

Ny

@ST-E00169:117:HG2T3CCXX:4:1101:23794:1432 1:N:0:NTGTCA
NTCTAAGAATTCAATGGCTTTAAGAAGGCTTAGATAGCGAGTATTCTCAGAATTCAACGATATCTTCGCATTATCGGTTACTAGACG!

.
#AA<FFFKKFKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKKFKKKKFFFA<FKKKKKKFFAKKFKKFKKK.
1-2.2 FASTQ &=

FASTQ Jii e 4 i 4% =0 AN R JLA ; Sanger #% 20 Mluminal. 8 +4% =X LA J&Z Solexa #% 2 ( HP
Muminal.0+ Iluminal.3 +#1 Nluminal.5 +#& =) , 1 & A R A& 2 4R 18 £ 7~ 78 B A [F) (FE L
https ://en.wikipedia.org/wiki/FASTQ_format) , & 1-2.2 31244 Sanger Zm A% =X, 55 U717
TEASFAFX NI ASCILAEIS 2 33, B R0y 55 — AT HsEE Ay Bt & (. % T Mluminal .8+22

HPRSAS DU S B AN A0 T IO 14 ASCIL AR 25 64, BRIV X6f o7 55 — ARl BE i 0P B et (L, 2R
TP IRA ] e FOR , P IEE B (] Qphred 78 WA FHICHK
Qphred =-10log10( e)
DUy B 5 R R R IR R AR 1-2.2 B,
*1-2.2 Nlumina YFRESHREINRR

Ty R AR Ty o (i X A
5% 13
1% 20 5
0.1% 30 ?
0.01% 40 I

GFF( general feature format) 4% 3 /& Sanger ifF 5 Pt & S8 — Ff ] 20 05 (68 1) B A% =, X
DNA RNA DA R USRS RAESEA TR . B 1-2.3 J GFF AR S04, FLAA 51 (14 1 40
fEREaR .
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H#tgff-version 3

ffisequence-region ctgl23 1 1497228

Iseqid source type start end score strand phase attributes |
ctgl23 . gene 1000 9000 . + . ID=gene00001;Name=EDEN

ctgl23 . TF binding site 1000 1012 . + . Parent=gene00001
ctgl23 . mRNA 1050 9000 . . ID= mRNAOOOOl Parent=gene00001
ctgl23 . mRNA 1050 9000 . . ID=mRNA00002;Parent=gene00001

. ID=mRNA00003;Parent=gene00001

+

ctgl23 . mRNA 1300 9000
ctgl23 . exon 1300 1500 . . Parent=mRNA00003
ctgl23 . exon 1050 1500 . . Parent=mRNA00001, mRNA00002

E 1-2.3 GFF &3

G117 1D (seqid) , —fBIEFFFII A FK, A1 scaffold ' sk # & Ye ik s

B 2 EREHA VR (source) |, 257 I W FH SACES

5 3 ERERIZEA (type) ,mRNA [CDS  gene %,

BN 4 F1 5 6N RS AR A B AL 17 B (start & end) .

51 6. 1553 (score ) , FF AL EEXT BB E-value 18 B E 56 K 00 B A P —value {H, “.”
FIRNE

G177 3077 ] (strand ) |, [ 5 R KA, IE TS 0RIE RUBE

51| 8 . FAA (phase) , 25 CDS B 1] 2wt (4 41 T~ HO AR .

511 9. B¥ (attributes ) , FHMHE SR , W] FHEFE R IE

GBFF *ﬁfﬁ( GenBank file format ) A GenBank ZU#E 8 FHAiC 48 X, HAhAH S 8UE
J& 0 ENA B 2210 3k L, SR PR 44 . GBFF 4% 2SR 43R = AN 8843, 43 Jy dih
AT FERE RPN 43 anEk 1-2.4 R,

BRI T A SE A IS S A, L B (LOCUS) & L ( DEFINITION ) K2
‘5 (ACCESSION) | it 4 ( VERSION ) | X ##if] ( KEYWORDS) . 2K Ji ( SOURCE) . & % SC ik
(REFERENCE) %%,

RS 5> (FEATURES ) #3858 BRI TR ) 7= W) LA S 5 P S AR DG IR 2E W 2 Rk o RO
FI) mRNA \CDS 47448 , il ad 5 A FRIZEA mRNA (CDS  gene S5F4F , 0] LITEF 51
T A B B RE B

o= ﬁ%ﬁf?ﬁﬂ%ﬁ(omem) BB FHI AR 5, 18 GBFF XA B, IR T
FASTA #0708 th T Fnid sSemF 51, KB/ /" BE5 AT, i GBFF 48 2% 51 £ s
Pl sk iR G —ATHR A /" B

=, BiRERR FIBEZNEER

1. FIBENTTR
TEFEAT DNA FIEE R 50 A M il 1) A8 — A = 1) R 5088 122 4 T0 A% (redundancy )
DNA FiEE F B8 2 vh AR 210 st 2 JR T ] — i PR AR 1 B K, sRTEAN ) R W 0k B 31
A RS PR AN W] B BIF TS ATLAG) AT R 1) Kicdhe 2 s 52 1 AR ) B9 7 91 50t | n SR T50A sk A ok
Wi s s 22 B0 L R B A DG . AR XS s A R R A H AR I, BT LA GE EATT AR [
JEH)AH — 26 5 5 Y 22 S v REJE B TR A Z R PR R A5 R S 30E (UF 91 AN [A] 52 AR TA]
TUREHE 2 /DT RE SR 3 MIBTERYEE DS — R W2 —2H DNA SEERR )79 1
A AR H ARG S I, WUURE . B S8 30 B b4 O 1) 3 S8 | 78 70 BT 4t 2R v, 3ok S0 1% 1) R PR 5

+ + + +
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F1-2F DTHEE 41

LOCUS SCU49845 5028 bp DHA linear PLN 14-JUL-2016

DEFINITION Saccharomyces cerevisiae TCPl-beta gene, partial cds: and £x12p
(A¥L2) and RevTp (REVT) genes, complete cds.

ACCESSION  U49845

VERSION U49845.1 GI:1293613

SOURCE Saccharomyces cerevisiae (baker’s yeast)
ORGANISM Saccharomyces cerevisiae
Eukaryota; Fungi: Dikarya; Ascomycota; Saccharomycotina;
Saccharomycetes; Saccharomycetales; Saccharomycetaceae:
Saccharomyces.
REFERENCE 1 (bases 1 to 5028)
AUTHORS  Roemer, T., Madden,K., Chang,J. and Snyder,M.
TITLE Selectmn of axial grovrth sites in yeast requires Ax12p, a novel
plasma membrane glycoprotein
JOURNAL  Genes Dev. 10 (7), T77-793 (1996)

PUBMED 8846915 . 24
REFERENCE 2 (bases 1 to 5028) %ﬁ?ﬂ'_’ﬂn 5}

AUTHORS  Roemer, T.

TITLE Direct Submission
JOURNAL  Submitted (22-FEB-1996) Biology, Yale University, New Haven, CT
06520, US4
FEATURES Location/Qualifiers
source . 5028

/organisn=" Saccharomyces cerevisiae”
/mol type— genomic DNA"
/db_xref="taxon:4932"
/chromosome="TX"
mRNA <1..>206
/product="TCP1-beta"
1..206

CDS <1.. A 2
fcodon_start=3 Eﬁiﬂzﬁ
/product="TCP1-beta"

/protein_id="AAA98665. 1"

/db_xref="GI:1293614"
/translation="SSIYNGISTSGLDLNNG TTADMRQLG IVESYKLKRAVVSSASEA

AEVLLRVDNIIRARPRTANRQHN"
gene <687.. >3158
/gene="AXL2"
ORIGIN

1 gatcctccat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg
61 ccgacatgag acagttaggt atcgtcgaga gttacaaget aaaacgagca gtagtcaget

4981 tgccatgact cagattctaa ttttaagcta ttcaatttct ctttgatc }%‘—;ﬁu_‘zﬁé}

1-2.4 GBFF #&3¢

5 IR P A (B AS [R) 3 43 9 408 35 A5G, T RS2 7 B0 A A il RE e 2 Ot 1) RN IE 80 11 5 )
2 T R 3 SRS S A T S D 4 ) fe T ik A S

FET UL LR 20kt G e B FE P A A A T AR 3, AR 22 B8 el it 4 Ry )i
BIBEHL L S N T 42 2 457 3K, 805 22 A TCAY (non—redundant, nr) , 140, i LT 12
H B oS5 4209 NCBI B NR 308 )% , £045 GenBank (1) CDS #7451 RefSeq . PDB 225 P
AOHEWAR 1-2.3) o XU LB T H A Z2800R)7 5 A2 HIEME 93 2 5 BI0R
SEPRIMERY T FL— a5 a5 TUAR BE X T IRATT R 2 B Ml FH & (A R U AN 27 Sk K &2 52,

AR B AR e R

% 1-2.3 GenBank NR #{iE B ##E B E R

AETCARBHEZE (NR) | AETUATHY GenBank CDS #i% JF 51 + RefSeq +PDB +SwissProt + PIR+PRF | [ i 40, 1%
PAT, TSA 1 env_nr 23 1551

Z% 751 (RefSeq) FFH3k 3 NCBI &% %5 Bg

SWISS-PROT FEHFFIH B UniProtKB/SWISS—PROT f:5 KA i1 25 141 850 122
PAT EHFYE B NCBI RYLF) 8 A 80R %

PDB EHFESIK E PDB = 4E45Hi0 3¢

env_nr S BAE 1 PR N %A R 51 P Y CDS T %

tsa_nr HAFI B A SR A BHE TS 1) CDS R

PIR BEEITYE H C AR 1T 5050

PRF T JFHI3K F| PRF( Protein Research Foundation ) 5 A it 2

Wi
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X AR E AT & WGP AR A28 00 &, B LUT 91 % B 6 ¢ R ) A e Bk~ o
A ETRBAIZBN G, MR T SVEE 1Y 22 B0 1R (artifacts ) T2k H LI, X 5
HERABAE R OURTR . X BeRE R 2Ok A LT LA 5T

BT 5 B AR P51 35 S50 2 v 2047 51 7T B 3 U5 B, B0l 7 710 % £ il
el & T BRI,

@5V (heterologous ) 8115 4L . 45 Bl 57 3% B — 28 A 25 S 40 I e &5 SR 78 S 060 ok 2 v
P B R A4 P 900 4

QP 5 T HERIER K

@HFE JFHNT5Y : cDNA TR AT 2332 B30 S R (A Alus ) 520

QU P15 22 F1 H AR 280 WP i FRAFAE — 8 IR ZE MR

FBRERATT YA M T 7 S B O — 2 A — S KBRS Y & T TR RN T
H 11 NCBI 1 VecScreen Pl EH ML T 2 BREUATS YL 1 7E L M55 (hitp : //www.nebi.nlm.nih.
gov/tools/vecscreen/) , VecScreen HEMSHRH M & BUAZF R 7 41 v ] BE 1Y 204K A BL, ;X RE A 5
BORMIE T AE 25 76 70 M i 508 E AL e 9 i DR 3 48 i RS R #00R 75 9 i Bt VecScreen Jik T
UniVee (JETURBUAEERE ) , UniVee EUilE LGS NCBI (4 72 AN W 3T, SRR T4
HITK

2. (VEIBREE R HHEE R HR A

AT 8T A G AN AR [e) A O BE PR & 2% F O BT SV EE , Al vl | 4 i SRR AR (R
PSRE ST D RS

VI 22 AR TIE R 3R A 7 9 B (38 SCI, B BORAE B SR 205 91 & 326 T ¢ fitt 31 A1
AR PE T X SR A ) O B A TR AN ) ik U R REEOR BRI AT RO R A
PR ER K 1 B R R BRARATS Y, B 40 NCBI 24 T VecScreen HIFH IR 55 ( AL I
W) o PR SE T LU M E AT KR R SRR T AR AL R AT T, GenBank
B 2R LI BE R & 1% RS, 40 Banklt  Sequin | th12asn , Submission Portal , Barcode Submission
Tool 2%, H " BankIt Submission Portal Fl Barcode Submission Tool & H /j[a] NCBI % 1% JF 41
B9, 1M Sequin A1 thl2asnb #4701 [7] ghsub@ ncbi.nlm.nih. gov A& 2% MEF#EAT UL, 408 /e 51) SC 4
S FHB TR AT AZ BB, 1% H 4% 2 Sequin MacroSend, Sequin ( http : //www. nchi.
nlm.nih.gov/Sequin/index.html) T H.& H F £ ¥ & ( Mac/pc/unix ) , H NCBI Jl 57 FF % | i
T ENA [GenBank 1 DDBJ Byl 1) A2k 2 55 BLAR AR s CURIEE SR n] 511X 88 j i A
— BRI, — MLk 5 (W T Ak IBEE ) #7742 0 Rk 28 Rkl sk 5 BIAC KL
PETEREE P R S5 T T SO R (IR SCrh s e s %) 54, Hrp ENA (975
LA A% 280 WEBIN (http ; //www.ebi.ac.uk/ena/submit) , ‘B & T Al 47— KNGS 7571
BlE A kA8 00T A7 KA B &2 32% ( Bulk submission)

A5 R AT B R R E S 0 — N E AR, S T ORI YIS B PR A R AT
L MERA A AORHS T L UL L B e B AT BN RS, — (0T R
(BS54

OB 45 7% : SWISSPROT , PIR | GenBank , ENA | dbEST 4§45, AN & LAZE 51| (1T
R JF505) Ui

QB PRI RRUAS ( Version ) « $ICHE P2 14 SE R 38 B e R0 ) %) 6 A 7 s 32, T LA™ 4% T A Joir
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FHESHE P 0 RUAS 5 T SRR ARG R SIS 1 D Y e e R R 1 H 4%

3. HIBENRERIIEER

VFZ R GE0] LA FH A S AL T 58 1) 1 91 AT S A S 55, JHE b B 4 IRV EME st 1Y) 2
MNZ G/ Entrez (1 NCBI €] %) F1 SRS ( sequence retrieval system, i EMBL TheoreEtzold %
3) o FTGERLL Entrez S B Wn 7E 800 2 b A TR R FF S &K

Entrez j&— 3T Web AN ZE G EYE BB ER R RS, AT LLJ5 ks
R GenBank MURZIREE , ib nT LIRS 2R A B Eiod 72 40 25 1 5 e 90 5 dis | 6 D9 4 P i i
I3 FASRVECE PR (MMDB ) 1Y 25 11 5T = 2 45 A8 B fie A RE e 510 £ 46 L & il PubMed 345
Medline SCHRELIE .

FE NCBI FT1ERIA All Databases B 5 i 8 R HEAT 1Y Search #EA , WA 1-2.5 PR, 7F
FRF i AREEA R OCHER], S GO RIM TR R, WRdm A 24> e skiA] AT Z 1]
BRNZ 57 (AND) B G R, 48R M B W] DUJE — A Bin) ok ) BE e i R )
5 BRI A TR (HA IR ANAE S “ gene” | protein” S B BAMTE M) (1 1R)1E

S NCBI Resources © How To @) Sian in to NCBI
Search NCBI databases Help

Literature Genes
Books books and reports EST expressed sequence tag sequences
MeSH ontology used for PubMed indexing Gene collected information about gene loci
NLM Catalog books, journals and more in the NLM Collections GEO DataSets functional genomics studies
PubMed scientific & medical abstracts/citations GEO Profiles gene expression and molecular abundance profiles
PubMed Central full-text journal articles HomoloGene homologous gene sets for selected organisms
sequence sets from phylogenetic and population
Health PopSet studies
ClinVar human variations of clinical significance UniGene clusters of expressed transcripts
dbGaP genotype/phenotype interaction studies Proteins
GTR genetic testing registry
MedGen medical genetics literature and links Conserved Domains conserved protein domains
OoMIM online mendelian inheritance in man Protein protein sequences
PubMed Health clinical effectiveness, disease and drug reports Protein Clusters sequence similarity-based protein clusters
Structure experimentally-determined biomolecular structures
Genomes
Chemicals
Assembly genome assembly information
BioProject biological projects providing data to NCBI BioSystems rr;‘nleculalr pathways with links to genes, proteins and
chemicals
BioSample descriptions of biological source materials N
PubChem BioAssay bioactivity screening studies
Clone genomic and cDNA clones
) chemical information with structures, information and
dbVar genome structural variation studies PubChem Compound Jinks
Genome genome sequencing projects by organism PubChem Substance deposited substance and chemical information
GSS genome survey sequences
Nucleotide DNA and RNA sequences
Probe sequence-based probes and primers
SNP short genetic variations
SRA high-throughput DNA and RNA sequence read archive
Taxonomy i and catalog

& 1-2.5 NCBI #{#EE Entrez ## ZH R

B A SR | ity Search” Z ), A BIHE PR PR R D7 H B TR0 AR AE AR X R A dh
JEHARR B 28 HB, i BE AN B A B 128, T LA B R B A 2 H o A R8s 4 i T
TR07 IR X R £ dhe A L B R BTSSR . dnT LITE NCBI AR — Ui iR
2 HL g A SRR , el o ZHE AT I 1) T P B PR AR, il Search” BIAT (J]1-2.6) .
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Resources

All Databases |

National Center for All Databases -
Biotechnology Information [ Assembly
| BioProject
NCBI Home BioSample to NCBI Popular Resources
Resource List (A-7) g'ﬁyﬂems enter for Biotechnology Information advances science and health by providing access to PubMed
00ks genomic information. Bookshelf
AllResources Clinvar ookshel
Chemicals & Bioassays | Clone Bl | Mission | Organization | NCBI News | Blog PubMed Central
Doa 8 Soure___| Sonserved Domalns Puttled st
DNA & RNA dbvar ubmit Download Learn BLAST
Domains & Structures EST or manuscripts Transfer NCBI data to your Find help documents, attend a Nucleotide
ene
CRCETTD Sename tabases computer class or watch a tutorial Genome
Geneics & Medicine | GEO DatasSets SNP
GEO Profiles Gene
Genomes & Maps Gss
- Protei
Homology GTR | WA | rotein
00— PubChem
Literature HomoloGene
S MedGen <
FEEm =
_Sequence Analysis Develop Analyze Research NGBl Announcements
flacnonyas Use NCBI APIs and code Identify an NCBI tool for your Explore NCBI research and rL;"‘::;‘ ge”:";r‘"’:gfgg”;j‘gba“ tobe
Training & Tutorials libraries to build applications data analysis task collaborative projects : 085ep2016
Variation NCBI is retiring the Leiden Open
/ Variatinn Natahaca (1 OV an
g@g 53 New on NCBI Insights: Find, Browse and
_2 Follow Biomedical Literature with
PubMed Journals
07 Sep 2016

Tha latact Klan nnct an NCRI Incinhte

September 7th webinar: The E-Utilities in
an Age vithout GI Numbers
01Sep2016

Next Wednesday, September 7th, NCBI

will nresant 2 wahinar that hrisfiv

More.

B 1-2.6 NCBI #iEEERIN FH R H

RSP AT B R & AR R R, P IR 25 B R IRAT T 221, jﬂlﬂ: NCBI
ML T Limits” | “ Advanced Search” S4B DI RE , HA 7853 L I 24 Gz I 28 T R 174
R, ABEI K IE Entrez (58 K INFE, SCBURE A = 2 9K, BRI ( Limits ) 48 2% Fl i 2%
(Advanced ) $8 R 45 H4 0T LAAR PG 12 B008 P2 45 180, 4 B A 00 G B 1] 199 2 160 31 [T PR ) 726 B A4
P, NG Rl oy IIIAR AR . AR BE E  FLRR E NS A AN (BT 1-2.7)

Bl Resources & How To &

NIl [ 7 3l in| Bl search |

Create alert  Advanced Help
Species Summary~ 20 per page v Sort by Default order Sendto:~  Filters: Manage Filters
Animals (122,209)
Plants (600) s A &
Fungi (194) See HB1 (HEMOGLOBIN) non-symbiotic hemoglobin 1 in the Gene database Results by taxon
Protists (162) hemoglobin reference sequences Transcript (1) Protein (1) Top Organisms [Tree]
Bacteria (126,586) paulistus (97640)
Archaea (38) Escherichia coli (16708)
Viruses (19) Items: 1 to 20 of 251458 Mycobacterium tuberculosis (15012)
Customize Staphylococcus aureus (13866)
Page [t [ of 12573 Next> | Last> | Pseydomonas aeruginosa (9342)
Molecule types @ Found 267774 nucleotide sequences. Nucleotide (261458) EST (16306) GSS (10) All other taxa (98890)
genomic DNARNA (146,954) ore.
MRNA (5,424) (=] decipiens mutated) in MRNA, complete cds
Customize 1. 1,353 bp linear mRNA
Accession: M85050.1 Gl: 160796 Find related data =
Source databases
GenBank FASTA Graph
INSDC (GenBank) (174,442) ensn reenics Database: | Select v
RefSeq (77,009
cﬁ;tquru(ze 009) () Trema virgata gene encoding hemoglobin. isolate T5
2. 1,104 bp linear DNA
Genetic Accession: AJ131352.1 GI: 6509362
compartments GenBank FASTA Graphics "
Witochondrion (274) Search details =
:::::;";‘:3‘)287) (J Trema virgata gene encoding hemoglobin. isolate T4 hemoglobin[411 Fields]
3. 1,104 bp linear DNA
Sequence length Accession: AJ131351.1 GI: 6599360
Custom range... GenBank FASTA Graphics J
Release date . ==
X Search i
Custom tange () Trema virgata gene encoding hemoglobin, isolate T2 ([ Search | P—
4. 1,104 bp linear DNA
Revision date Accession: AJ131350.1 GI: 6599358 -
Custom range... GenBank FASTA Graphics Recent activity &
Tum Off Clear
Clear all () Trema virgata gene encoding hemoglobin. isolate T1
=eats 5 1103 bp inear DNA Q@ hemoglobin (251458)
Show additional filters . Nucleotide
— Accession: AJ131349.1 GI: 6599356
GenBank FASTA Graphics Q' hempglobin (0)
Nucleotide
(=] decipiens in MRNA, complete cds See more.

6. 1,353 bp linear MRNA
Accession: M63298.1 Gl 160798
GenBank FASTA Graphics

1-2.7 GenBank #{{EEEZLERRHT
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FEIT ZEBRNEMEREERE

—. DNA/RNA F 5 ¥3EE

DNA/RNA PSR R 1 R0 e AR o . BT bR BA = A FEE T RF S~
MBI (3R 1-2.4) A7 T3 E QI B RO 431 A= 0% 5290 % (EMBL) N BRI AZ H IR R4 58
J% ( European Nucleotide Archive, ENA) ;i F3& & [E 5 TWAAFFEBE (NIH ) 132 [F [ R A= W+
A5 E H 0 (NCBL) T ) GenBank ¥4 & ; H 4 DNA %(# )% ( DNA Databank of Japan,
DDBJ) , X AN KR T 1988 4E A BN, A EEBR AR, BN E R, IF
X B P Y 31090 SR O 8 — AR 3K R — B, DALY 1 5T IO Ok B A [ b 3 03 A 18 KA
(ENA f5E BRI, NCBI 553 56 ¥, DDBJ 157 W %5 ) o SRS 2k H &b i BT A 15 BIE B e —
B, A EHE PR S T it B, SOX =S B P SRR S [ B 2 S 81 RO JE (public
sequence database) . FF DAMBEHIS T, 33X = AN B8 2 Fr i A 1) e 9 B0 2 56 e AR ) ), (H &
HT T[] 20 I [R) 9 OC 2R | X SE R4l R 22 [R] 10 % T REA —iE 25 5% .

F1-2.4 ERAHIZERRF 5 EHEE Mt

34 P2 ( Database ) P4k ( Address)
GenBank http : //www.ncbi.nlm.nih. gov/Genbank
ENA http ://www.ebi.ac.uk/ena
DDBJ http : //www.ddbj.nig.ac.jp

REFE R P 5B B (3 S b 4 5 ENA R RR BRI T 35 AR A3 KB IR (£ 1-2.5)
FEMUEH TIX— 5, 2015 4F 12 H ENA(Release 126) i) DNA B JEx 4 & 4238 15,000 12, )%
VBB IL 6 1225, 317 2005 4F 4 10 F5 LA _E, T 1995 4F B U H—AFL T, o Wik
20 AFERYEY) o FORE IR K AR W R, DT R A, B 22 A B A A S A —
(B 1-2.8a) , Horr L4 JE PRI AT S A6 v i o b S K Bt — 2 (& 1-2.8b) . Bl ERY
BT FRATHA T B A R AR F A dr b, iFx A H B3 AS B — A VL FL P 51, {5 ] RE7E
T RE R T TR, BT YR AR WA B A T 55 6 B Y 0 5 4

s e R B R 000 B BsF ]
®1-2.5 ENA BIEEFIEEESTEEKERL
B RS B H aedi A TREL
(Release) (Month) (Entries) ( Nucleotides )
1 06/1982 568 585 433
7 12/1985 5 789 5 622 638
43 06/1995 420 111 315 840 053
85 12/2005 64 739 883 116 106 677 726
126 12/2015 668 347 471 1 496 520 157 048
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Assembled/annotated sequence bases by dataclass

Assembled/annotated sequence doubling time 05-Sep-2016
05-Sep-2016
70 CON
65 (34.4%)
60 EST
55 (1.5%),
50 GSS
o 45 (0.9%)
<40 HTC

(0.0%)
HTG

=30 !
25 WGS (1.0%)
20 w (54.1%) \ PAT
15 N\ (0.6%.
10 | i STD

5 ! \/(3.2%)
. T

0 1990 1995 2000 2005 2010 2015 (0?0"50)

Year "TSA |

[=_Sequences (40.9 months) — Bases (28.0 months) | (4.3%),

1-2.8 ENA EZERSATHEFEEWMHEMEEE (a) MEBEINSHER(b)
9T A RCHAE BN A P R B, K 1R R 23 5 LY (taxonomic division ) FIEHE S
9 (data class) #477338 , BEAIC RSB AS A ALK, B—RHT 3 M FRHUIEER
IN(F1-2.6,3 1-2.7) , XESFHTFAE—BUAAS Bl B[R] A9 HERS AT REEA T — 2 BB I,
B 3 2 R 8005 (HTG) %5 ENA Fl GenBank 2550408 14 (1) (i FH MW} ¥4 ] 6 AH 1 Y
RIhE (6 1-2.4) FARF] XS THHE A T IR S I BEE B2 N o3 A AN
& 1-2.6 ENA #IERE 2015 £ 12 A 5% 520151557 ( Release126)

25511 ( Division) RS (Code) T (Entry) KA IR % ( Nucleotide )
FREEHE Environmenta Samples ENV 113 124 175 106 004 477 077
HF Fungi FUN 17 554 414 41 693 568 682
A Human HUM 30 701 139 91 755 265 972
TC S Invertebrates INV 122 715 096 193 220 407 457
HAfFlzh4  Other Mammals MAM 61 602 613 306 977 883 053
/NER Musmusculus MUS 13 334 120 23 231 575 691
Wt T 1A% Bacteriophage PHG 12 257 227 103 197
) Plants PLN 196 451 384 257 969 981 990
) Prokaryotes PRO 10 912 565 212 102 974 767
Wi 15 25 B Rodents ROD 10 860 305 60 621 535 857
gEiait] Synthetic SYN 6 088 260 1 733 688 566
RIFHEHY Unclassified UNC 10 875 727 6 084 119 311
E Viruses VRL 2 021 770 2 733 902 891
HAEHMEZNY)  Other Vertebrates VRT 71 808 213 191 304 650 548
eyl Total 668 347 471 1 496 520 157 048
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R 1-2.7 ENA #3EFE 2015 F 12 A ISR X 252515 R ( Release126)

ByEAhZE (Data class) RIS (Code) CRE(Entry) ZHFEREL( Nucleotide)
Constructed Sequence ( contig
FEE 751 CON 37 522 080 902 376 693 011
upnards )
FERFTFHIBRE Expressed Sequence Tag EST 76 263 441 42 566 131 380
F PR 21 R A Genome Sequence Survey GSS 39 683 735 25 607 333 433

High Throughput cDNA

38 cDNA % ) HTC 540 403 630 397 561
sequencing

N ... High Throughput G

A e roushpul Genome HTG 169 918 26 987 558 587
sequencing

il Patents PAT 31 911 675 15 797 983 859

s Annot: S

R Ry nnotated Assembled STD 24 665 513 79 145 914 632
Sequence

JFBNBREA 1, Sequence Tagged Site STS 1 346 989 640 842 065

v Transcriptome Shotgun

W P TSA 104 353 227 85 543 036 327
Assembly

EFEH A ST Whole Genome Shotgun WGS 351 890 490 1 219 600 959 204

A1t Total 668 347 471 1 496 520 157 048

=, EEAHERE

B TR IV, 53 A — A E BRGSOk B AR AL R, SR
HBAEE I BN Z IR IL IR 79 R RS I R R X 7], HETiF 23 HE4 e
LI JF 52 i, 33X Se i PR 40 () KBB4 L ZE ENA  GenBank ZE50HE FE b s Al $6 5] 0  1-2.8 2
TR B2 7 1) A ) 6 DR 4 5 3R R i

*£1-2.8 BNFEYERATIE ML

A=) 4325 ( Division) P4k ( Address)
¥y http : //en.wikipedia.org/wiki/List_of_sequenced_animal_genome
it http : //en.wikipedia.org/wiki/List_of_sequenced_plant_genomes
i) http . //en.wikipedia.org/wiki/List_of_sequenced_bacterial_genomes
HEA http . //en.wikipedia.org/wiki/List_of_sequenced_fungi_genomes
JEAEAEY) http ://en.wikipedia.org/wiki/List_of_sequenced_protist_genomes
WY http://en.wikipedia.org/wiki/List_of_sequenced_archaeal _genomes

N (1977) FRAFIE I 2 225 5 i P AP 2 W A (53KDb ) o 1987 4F H ghill A [al i
SRR AT 51 (1990) 76 A P AL 588, 1995 4F—1> 4 T Jk PR 4 5 2 )5
B ETERE(1996) (2 4012k H1 (1998) FISR 1 (1999) FEK 4L, 2001 4, ANJEHE K 4 11K
(Human Genome Project, HGP) & & 5¢ i, X501t 38 [F  9e [ ik F8E | H AR E 754 E
FZIFRZS 5, &4 FEREACE IO NI F A TR, B T AR L —4
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R AR, JE T I ¥ (massively parallel sequencing ) i858 AR 5 5 A 1
BHL, DI 57 S8 8 5 TR R, A 5 B AT T ARG R A M v, B4 T TR 1 4 AT 3
PRI, sy 5 = ARSI P HOR A R K i e KA 2 i bk .
AL B BER P (R 1-2.9) (A 1, 10— Sups XA Wy 2k DR 26 2504l 22, 4 RGD
EcoCyc \Tair 55 , AU S A SR A EE, R0 A e 2 HENE R, 0 T XA A
PRI SUREI RSN =i
F1-2.9 FoEEBHYEEMLE

Bl P 4k U
Ensembl http ://www.ensembl.org/index. html )E\?j ; f%;g;%?é% IR YRR A
Ensembl Genomes http :// ensemblgenomes.org/ P B AE AR, FLTE R DL RO
HEZ 5 He 245 DR 2 8000
NCBI genome https ://www.nchi.nlm.nih. gov/ genome NCBI # 4 5L R4 & K5 BB IET5,
P, e fh DR RS R
UCSC Genome http :// genome.ucsc.edu/index. html HHES PR A DR T RS A S
Browser YRS BT ESCH
CAMERA hitp:// camera.calit2.net/index. php/ Tl AL DR 2 0 7 A PR 2 B U
The 1000 Genomes http : //www.1000genomes. org/ K A AR EFEABE S 1000 B4 S
Project 58 5 DR AU BH I
Personal Genome http :// www. personalgenomes. org/ A DK 4 40 R 0 I
Project
GDB http ://www.gdb.org NZESE R A R LR B
RGD hitp://red. mew. edu/ R AR S 35 PH 4 A 2
EcoCye http://ecocyc.org/ KT B 35 DR 2 R e syt s i
Flybase http://flybase.org/ SR PR T i PR 21 B30 e
ZFIN hitp ; // zfin.org/ B a5 B 45 500 e
TAIR http ://www.arabidopsis. org/ PRI+ 17 B R 4
maizegdb hitp :// www.maizegdb.org/ T K PR A1 B
BRAD http ; //brassicadb.org/brad/ B R A A
plantGDB http ://www.plantgdb.org/ A ) DR ZH i

FE3 1-2.9 YL AUEAEZE |, Ensembl Genomes &80 # R BHEEZ — . T LA
Ensembl Genomes " HRERE ( Oryza sativa ssp. japonica ) 3 R 2H 2 B | P fig— M5 3k DR 40 850905 1
AIkE . TERT 1-2.9 HIRATAT LUE 36 R 20 ) He A5 2 50w, Herh e 45 A5 B R R 2H il
AR UL B R 20 AT MRAL T H: GBrowse B2 5 T 450 5 116 475 ik R 4 e 91 DA R T B A AH G AR R RY
SRR, BEAE RSN B — Ak PR 2H B PR AT R A 0 ] I A PR 2H 0 T A
St BLAST UK AHRAEL ST IR 55 . BRILZ A1, Ensembl Genomes if #8417 #E 47 o 3
AT 20 27 i1 ) 35 PR 4 72 S R AR DR R 55
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EnsemblPlants v  HuMeR | BLAST | BioMart | Tools | Downloads | Documentation | Website help

Oryza sativa Japonica (IRGSP-1.0) v

R Oryza sativa Japonica
Onyza sativa Japonica Group

Data Source RAP-DBE | Taxonomy ID 39947

Search Oryza sativa Japonica.

e.9. 0505G0113900 or 1:8001-18000 or Carboxypeptidase
About Oryza sativa Japonica
Oryza sativa Japonica (rce) is the staple food for 2.5 billion people. It is the grain with the second highest worldwide production after Zea mays. In addition to its agronomic importance, fice is an important model species for monocat plants and cereals such as maize
wheat, barley and sorghum. O sativa has a compact diploid genome of 500 = with the ‘genomes of maize, wheat and barley.

Gene annotation
g a Carboxy* CAB
@ More information and statistics E g E E What el find? Protein-coding and non-coding genes, splice variants, cDNA and protein sequences, non- ADH F-box
oding RNAs. PSil
Download DNA sequence (FASTA)
] Viewkayaype (@) Mere about tisgenebuid S
S, Comert your data to IRGSP-1.0 coorinates ——— 8 Download genes, cDNAS, ncRNA, proteins - FASTA - GFF3 ——
4R Oisplay your data in Ensembi Plants —_—r— P }
= Yo
Example region Example transcript
Comparative genomics n Variation ATCGAGCT
What can I find? Homologues, gene trees, and whole genome alignments across multiple species. 5y What can | find? Short sequence variants. ATCCAGCT
@ More about comparative analyses =3 @ More about varation in Oryza sativa Japonica Group. ATCGAGAT
Example g @ Vo Ensemb Plants Eomian
Pan-taxonomic
b & Down nts - GVF - VCF - VEP
arian

1-2.9 Ensembl Genomes {#EFfEE FAMIFEEETTHRE

=. JE4R%5 RNA #IEE

JE4itS RNA (non—coding RNA) , f4%5 rRNA tRNA .snRNA snoRNA I microRNA ZFEAT]
B3 ] 4 s AR RE G SAE R AN B AL (1, 78 RNA JKF ERbREA T4 B 492 heE, R
i RNA MACEE R R 3 7T A48 3 2. /T 50nt, 245 miRNA | siRNA | piRNA ; 50nt |
500nt, f335 rRNA .tRNA .snRNA .snoRNA . SLRNA SRPRNA %, KT 500nt, 245 miRNA -like
MRS RNA , LA polyA R KIESMAS RNA 4, B8 1% DASHR (— > A28 ES
fih/IN RNA 08828 ) K AR g RNA 43 MK AES TS (IncRNA ) FIHEZR 5 /N RNA (sncRNA) 5,
TR AE S/ RNA K ARG RNA DL K RNA ZE1645 Hofth RNA B BEDEA TR |

1. FE4REB/\ RNA iR

miRBase ( http : //www. mirbase. org/ ) & —M R B & F microRNA J7 41 K AR SCHE B 4L
I, 2014 4 6 H LA A 21, 364 28 645 D20 H o Bl b 4> 25 H X425 miRNA
AR T8 T 51 L e TR 7, 45 B IR 8% 38 i 44 5 | OGS in] | SCHR RN 7 Btk A7
BR,

piRNAbank ( http ; //pirnabank.ibab. ac.in/) J&—~ piRNA £4i 2 | Fo US4 i) W Fh 2 A,
FEN BRI, B AR R IR R T A AT BEAY piRNA LA & piRNA 7E
BEPA B AHSCHY T an i PR 842l B

GtRNAdb ( Genomic tRNA Database , http : //gtrnadb. ucsc. edu/ ) J&—#%i2 RNA (tRNA)
Bt e B i B F (RNAscan—SE 75 58 #8 3 [H 241 sl fic i 58 B L [N 24 (RNA 2 K T [
ARG B ENCR RIS B A AR AT

SILVA (http : //www.arb—silva.de/ ) & — A& RNA (rRNA ) $0di 72 | [RIFE I A% A=
Yy ANBE AN B, RDP [RIRE RN R RNA B8 , 10 R AL 4 (16S 4058 Ay 2 1
rRNA J751 LA} 28S ELT rRNA JF51)) .
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2. KIFRIE RNA HUERE

IncRNAdb ( http;//www. Incrnadb. org/) J& —

KA RNA Bl e, B E iR hE GENCODEV19
AR IS RNA, 2015 4F 11 H BEHBIMUA 2.0,
B4 B F THRA S % 3k, 5% 5
8 T L T K 3R IncRNA 1) 44 880 #0177 51
BLAST % A/ b Z A 00 T m] LIRS R i &
Wik,

LncRNAWiki ( http ://Incrna. big. ac. cn/index.
php/Main_Page ) F#5 - N K AE S RNA 1
Pare, R 2014 4F 7 A 8RR IR T 105 257
/I\A;é‘ll/ifui éﬁ@ RNA, ;E/}E F GENCODE ( @é\ LNCipedia V2.1 NONCODEV4.0
23 898 I~ A2 IncRNA #4575 ) | NONCODE (3 1-2.10 LncRNAWiki ##E U &1 A
95135 I~ A2 IncRNA %% 5 4% ) I LNCipedia FAKIESR D RNA H#E ( LncRNAWiki2014)
(f27% 32 181 P A IncRNA H458 7 ) 3% = KEHE
JE, 53 HARAITUA 25685, #5431 105 257 /> A€ IncRNA,

3. RNA XIRFEM RNA HiERE

Rfam (http ; //rfam.xfam.org/ ) & — L5 JES S RNA (ncRNA ) ZK % DL S HiAfth— 28 RNA
TUR ZIG R BRI 28005 % B i i1 EMBL-EBI 447, Rfam %004 280 T 25 44 19 Pfam %
P2 (Pfam BHi R B 7EVERE K HE) , /2 W T RNA KGR, B2 SR A g LA
]9 2, [Al— 28 R 1 RNA T8 2 AH BL Y — 90 4548 T AN J2 AH LA 90 907 31 . RNA R IGTE
Rfam #ATH R I7 XS Plam A A, 27 X UREC A% 20 — 50 10— Btk LA &
D377 2N neRNA FIRHEATICRCHE R . FAT Rfam BRRAR 12,1, %40 T 2016 44 A, 3k
£ 2474 1~ RNA K%

EMBL-EBI

HOME | SEARCH | BROWSE | FTP | BLOG | HELP %R‘ﬁm
—®

Rfam 12.0 (July 2014, 2450 families)

The Rfam database is a collection of RNA families, each represented by multiple sequence
i d iance models (CMs). More....

QUICK LINKS ~ YOU CAN FIND DATA IN RFAM IN VARIOUS WAYS...
SEQUENCE SEARCH  Analyze your RNA sequence for Rfam matches
VIEW AN RFAM FAMILY  View Rfam family annotation and alignments
VIEW AN RFAM CLAN  View Rfam clan details
KEYWORD SEARCH  Query Rfam by keywords
TAXONOMY SEARCH  Fetch families or sequences by NCBI taxonomy

Enter any type of sion or 1D to jump to the page for a Rfam
family, sequence or genome

Or view the help pages for more information

1-2.11 RNA XIEEIEE Rfam £T15HE
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F=T ZBEHRREMEXHERE

1. EHRFEIEIERE

SWISS-PROT Al PIR /& [ bx b A~ 32 %2 /Y 85 (1 527 4 8080 13, B mina v > 2508 1 7
EMBL 1 GenBank (&% Y% T 8i4% (mirror) ¥4 55, Swiss—Prot 2048 145 T M EMBL
BRI R A R P 3, 3k 6 e 8 22k N ARG S0 RN B . i e 2l H P LR 2 R 2
AWk FR RO AR 015 B 25 (EBL) S AE4EY . Swiss—Prot 174 4 i B A K.
Swiss—Prot FIEHEA7E— 7 5 0] 8, RIS EMBL B9 DNA 5 50 v 5 . 050 8 25 (1 5 e 5 9
HEATE BT B 6], — KL & A TP 3E4E ( ORF) Y DNA 41 1 R %1 A SWISS-PROT,
T pRIX — () 8, TrEMBL( Translated EMBL) #§ #3577 #2 %, TrEMBL 02—~ 2 H i 5
&, EALEE T Ui A EMBL 98 S a5 X781, SR T — AR5 4 i 2R 5T 0 B
T AR X F S EOE B A N, HAET, Swiss—Prot Al TTEMBL B 424 314 UniProtKB %%
P& % ( Universal Protein knowledgebase ) , 2016 4F 10 H B A9 RAS G146 F T B L 1)
Swiss—Prot 5 H 552 884 4%, H aliE B AR L H I TrEMBL 45 H 70 656 157 4%, PIR #¥ %
(AR P 56 [ R AR 0 R A5 B H 0 (NCBID) #0115 H GenBank /i) DNA J$51, PIR AR 541
TR () 0k 4 NS (£ 1-2.10)

% 1-2.10 PIR #IEEM 4215 ( Release 80)

A4 (Name ) 1595 ( Comment) 103580 ( Number of entries)
PIR1 43I 1 (Classified and annotated ) 20 685
PIR2 1 F% ( Annotated ) 262 300
PIR3 F#% 5 (Unverified ) 24
PIR4 115 ( Unencoded or untranslated ) 407

F1-2.11 T UL F 88 0 50 A s 22 B R, A8 TR ] )X Se /)l [ k75
x1-2.11 FTEEHRFIEEEMLE

K8 % ( Database ) Mk ( Address)
UniProt http : //www.uniprot.org
PIR http : //pir.georgetown.edu/

2. ERRSRHERE

SR ARAG ) = AR 1 RS A S AR A 1 B ESA BE D PDB 2 [ PR | EE R A
JRAS AR (B 1-2.12) , AR BB 8 H U 90U R IR 4 B R, B R o AR PR
B AR AT I X 2RI G AL AR (NMR) 5 B 25 F 08 . NRL-3D i P42 A4 1 it
1745 PDB Y T 1, 0T e 55 0 45 028 1 FRSIRG e . %4 PDB g e
M =SSR R B B 8 T 2 7 51 [R1JE A A (multiple sequence alignment ) B 45 5, 9% i
AF1E HSSP ( homology—derived structures of proteins ) Z04 b #8851 Ay [6) YR A9 25 FH 5 7 91 4R
A THER A H R Y = ZE45 4, HSSP A RS [ JRPE 25 tH T SWISS-PROT %dfe % T A1 4R
FBUF 5 A Al BERY = ZES5#E  SAE 1 i Xk & M 25 0 28 1 BT iR AT 55 903 2R 0 4 B0 R A
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SCOP ( structural classification of proteins) FUHf 4 , 7E1% 5 o nl DA L ht— & A i 5 & 4544
R ARLHMULE . CATH 245 SCOP Uy — 4l . RSl i ik W2 1-2.12,
F1-2.12 TEZARESHBIEEM I

BuE E ( Database ) P 3k ( Address)
PDB http : //www.rcsb.org/pdb
NRL-3D http : //pir. georgetown. edu/ pirwww/ search/ textnrl3d. html
HSSp http . //www.sander.embl-heidelberg.de/hssp
SCOP http ://scop.mre=Imb.cam.ac.uk/scop
CATH http : //www.biochem.ucl.ac.uk/bsm/ cath

RCSB PDB  Deposit - Search~ Visualize - Analyze - Download - Leam - More ~

o An Information Portal to
(k] 117651 Biological Search by PDB ID, author, macromolecule, sequence, or ligands Go

= Macromolecular Structures
PROTEIN DATA BANK Advanced Search | Browse by Annotations

EvDuank BT} meoricn SirichraBisosy
el GNP
A Structural View of Biology April Molecule of the Month
a
3

R Welcome This resource is powered by the Protein Data Bank archive-information about
the 3D shapes of proteins, nucleic acids, and complex assemblies that helps
students and all aspects of biomedicine and agi
from protein synthesis to health and disease.

#™ Deposit

Qs h As a member of the wwPDB, the RCSB PDB curates and annotates PDB data.
earcl
The RCSB PDB builds upon the data by creating tools and resources for

research and education in molecular biology, structural biology, computational
L4 Visualize biology, and beyond.

i Analyze Zika Virus Structure

& Download

i] Learn

Lead Poisoning

1-2.12 EBQREHEIEE PDB TR HE

3. EORBHIERE

FE B4 ( proteome ) — 0], BAR“ — N RERNA A SEE AR, A FE— 14100775
MY R IR ATRE B, 1995 4 Mare Wikins B U8 H AR 1 BT 9 &, 1997
4, Peter James MCTEMHER b 38504 Hh 8 1 B4 2 AL, BRI 20 24 LR 11 B 27 O E &
HE—EA T B M AFER ZH 2% (omics)

75 1 0 20 % 7 B E ( proteomics identification database, PRIDE, http://www. ebi. ac.uk/
pride/archive/ ) J& MK P A W05 S A 52 07 57 1) 32 B 3k F o i B0 1 B 3 T 4L 2 B8 R
PRIDE AVFIFFEE N A% 5305 LB &5 2R . 34> 2 A FH (9 50 e H i 3t 7 7738
IAEE AR IR A A BTN FOR TERFTE E AT TRE DT A R C 2 AT &R 10 1 BB

4. BHRIDAEHIERE

HH BN RE — e F8 — 2R E F TP b — B RSy 9 DXl 12 XS RE 8 1l S AT A Zh RE |
PR, PZE A B S TEIIREE, e Tk b AR SRR DR —
BAITHCE A, A F RS AT R R R D RE, R, — I RES T REAEVF 2 AN R EE
FEFFHAEAE . DOREIAC BEAR — Bl mT LA 25 3] 500 AR A%, HRiER [ 5T AE 4L
P E PR F 2 AUHE PROSITE Pfam . ProDom PRINTS SMART %5 B4 1%))&@ T InterPro L
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&l PRIDE Archive

Home | Submit data | Browse data = Help | Publications = About PRIDE Archive 4, Register | # Login | * Feedback

PRIDE > Archive

PRIDE Archive - proteomics data repository sl Datasets
The PRIDE PRoteomics IDEntifications (PRIDE) database is a centralized, standards compliant, public data repository for © 4346 projects

proteomics data, including protein and peptide identifications, post-translational modifications and supporting spectral evidence. © 58835 assays

PRIDE is a core m the ProteomeXchange (PX) consortium, which provides a single point for submitting mass

spectrometry based proteomics data to public-domain repositories. Datasets are submitted to PRIDE via ProteomeXchange and News

are handled by expert biocurators.

Congratulations! link

ne
Welcome 08
Proteomelch Tool (version 22 ;e Extremely nice video done
08 by #NPC people
@UniUtrecht to promote

1-2.13 EBJ/RELIEFE PRIDE £ HE

B . F35MEA BLOCKS CDD 25 (A KAAE TR 1-4 FZFIIRIA CNA)

PROSITE (http: //prosite.expasy.org/ ) £ FEWCAE T A 127 A 0 25 05 SO 26 1 o o2 s
FP AR I REAR Al S RIS X bR i v 5 b, 36 03— SR N D 8 1 45 11 B3 4 g i s T
WP F PSR, ARREOLT A S C I RE A 1 BT A S A7 S AR AR A, (H
HI T IIRERY T Z AR B 1 5 D RE A VAR OC 0 7 SR, i AR 3 PT B 4 PROSITE Y48 R $231
P& DI BE LT (motif, LA TE W 3R 353X pattern 77 XA A7) , B2 78 A A 9 A 2 T
PROSITE 6 K (i 7 SR A AR B A AL R OIS B AL S & RS T4 G nsk s =
TSR EIR 5/ 7 SO B A B2 A 1Y XA B TR SR 2 41, PROSITE 449,
5 H1 25751 L S i 2 ( profile ) , BE ST AU & 307 1) 5 HE B A AR BLE . PROSITE 11
ot BRI A R IR S5

Pfam (http : //pfam.xfam.org/ ) &— 8 F BRI 8 | Hoh G045 25 11 50 50 8 13 8 LA
Bl s By SR n] KA =R i 22 PP IR A R . ELZ 2015 4F 12 A 22 H, Plam B2K A T
FRAS 29.0, Her 135 1 16 295 45 H (entry) | JF 51 Z5HIEE HMM BERUAR AR G ) 4% HL 2
N EERE 559 N (clan) o Pfam £ 5 X850 0 e & R A P 2E . Pfam—A 1 Pfam—
B, Pfam-A J& & Bt i N TR E FI B0, Horh 45 HOR A Pfamseq (Pfam FRo 8% ) |
XA L T 5B A AT (9 UniProtKB, Plam—B JER 2B, BT & A (9 ADDA Hh Ak
TUARRIEH B A A K R = & K %, ADDA ( automatic domain decomposition
algorithm ) J&—> XA A 2 SR I EAT 45 s i AR 2R 19 A shBk G T TSz
Pfam-B, SR Pfam—B HYFTEA G (EIRTE DN REOR ST 1 X ELAE Plam—A 4R 245 R 1y ik
fo st LA AE I

5. EHD FEIFHIERE

BioGRID ( http ://thebiogrid.org/ ) J&— M & T M [ Z Al BAE 8% BAR A4 i B4R
VA BB M Ll AR AR 12 . 2016 AF AT B RRAS 3.4.135 FRIRGR 56 300 /O 4k 4k
SOk SRR A 3L 1060 041 N3 F LU GR A% AR, 27 501 LA B HEk, 38 559 4
=Y Al

DIP ( Database of Interacting Proteins) (http://dip.doe—mbi.ucla.edu/dip/Main.cgi ) W% £
FLZ 0] AR AR . HORTIEIGR K 7 937 R e SC Y 803 AN R 28 384 MK 11 LA
80 715 A EAEH

IntAct molecular interaction database (http ://www.ebi.ac.uk/intact/ ) & EBI $4& %77+ H.
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HOME | SEARCH | BROWSE | FTP | HELP | ABOUT l’ ‘ﬁm
[Fem—

EMBL-EBI

Please note: this site relies heavily on the use of javascript. Without a javascript-enabled browser,

this site will not function correctly. Please enable javascript and reload the page, or switch to a
different browser.

Pfam 29.0 (December 2015, 16295 entries)

The Pfam database is a large collection of protein families, each represented by multiple sequence
alignments and hidden Markov models (HMMs). More....

QUICK LINKS ~ YOU CAN FIND DATA IN PFAM IN VARIOUS WAYS...
SEQUENCE SEARCH  Analyze your protein sequence for Pfam matches
VIEW A PFAM ENTRY  View Pfam annotation and alignments
VIEW ACLAN  See groups of related entries
VIEW A SEQUENCE  Look at the domain organisation of a protein sequence
VIEW A STRUCTURE  Find the domains on a PDB structure

KEYWORD SEARCH  Query Pfam by keywords

Enter any type of accession or ID to jump to the page for a Pfam entry
or clan, UniProt sequence, PDB structure, etc.

B 1-2.14 IfEEISEEE Pfam TR H
YEB) —A 8 ds e, Hoh s 8 A EAE B /N T EAE R A R EAE,

STRING ( http : //string—db.org/ ) ¥ FE W 4 1 C 8 (1 2 8] AH B AE H T g 48 i 25 (1
AR, HEGIHIGE T 2 031 MR8 9 643 763 FhaE I EAR

FOT KERRFEZWHIEE

RighR R EIEE

AR N BE R 28 f e s O R R L1 BT, 2 S AR A 2 A AR OB [ T A 9
5 X BN R (A—B—C—----X)  FR g A & X A 42 (metabolic pathway ) .
AR R AR B i v B T L B N 44 B 02 KEGG, — 28 FH (1 800 2 I ik Dl 3
1-2.13,
F1-2.13 FHKEHEEHHEE ML
B8 )% ( Database) P4k ( Address)

KEGG http : //www.genome.jp/kegg/

IMP http : //imp.princeton.edu/

PlantCyc http : //www.plantcyc.org/

GO http : // geneontology.org/

HPD http://discern.uits.iu.edu ; 8340/HPD/

NCBI BioSystems http : //www.ncbi.nlm.nih.gov/biosystems

MANET http : //www.manet.uiuc.edu/

MetaNetX http : // metanetx.org/ mnxdoc/ cite. html

MetaCyc Database http : //www.metacyc.org/

MapMan http : //mapman. gabipd.org/web/ guest/ mapmanweb

KEGG ( Kyoto Encyclopedia of Genes and Genomes, http://www.kegg.jp/) i H AR GTAR K2
TR BRI T BB T o B i D ) A A i A2 ) i 28, o ] ] ok A if0 7l ( %
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Db SE D ) A AT BLAST RO Ar il AR 1 RO AU AR5 B . KEGG F%
3T Web S vsn] o] @ A HE TR perl 58 java SFREFF#EAT IR,

MANET ( Molecular Ancestry Network , http ://www.manet.uiuc.edu/ ) J&—1~ 5 F 451478 1k
XK FR B B AR 0 2% B RO ROEIZE . MANET 0/ £ B Z LUAEYIE B B DL
Bt ge it 0y 7 2RI R A QR 1A 1 AR 5 LA AR S 1 G In) 3, MANET s 2 H A
4 SCOP ( Structural Classification of Protein) \KEGG F|H R 4t & 4 2 R EHE M XAE /1
1 K )RR 4T 8 25 R 10 T AL )

MetaNetX ( http : //metanetx.org/ ) /&— NS 1E I PR 4L 7K XA} 0 4% DA S A= Ak 3 i 1F
TR A R E AT AR P 28U R S it 1 BT ML RO TE R AR W 05 B T R il %
AUSERIIT ST FER A0 H R GEA MR R B SR AT RE . H BT SRoB S8 A i IRAR 56,
T 2016 4 3 HHHT,

Mapman WebTools (http://mapman. gabipd.org/web/guest/mapmanweb) A& Mapman H9J7E
LA B . 4G T REUMITE NI =AW R R IX B G . Mapman J&2— 2R
PR R AR 2H 2R B 1 % DL P 1BOE SR B AP, T E 28 508 = AR 2013.06,
Maman WebTools {XREFRHEALR T KA R IT1EN 9 = DA A BE AR O A S %

PR AR U238 3% ( pathway ) B R P9 — 51 (3R 1-2.14) 18 B{ B P2 B M
Ui Pathguide (http://www.pathguide.org/ ) XT38 A I8 PEHEA T 1 1R 40 0y SN 45 , B A7 38 [E6 AH SC 2
P PEHRETE Pathguide LHRE] A4 —26y s F O AR BRI uG . #4E Pathguide2013 4F 8
HRATHIRRA , HETIEAT 547 A2 9038 AR SR 05 [ AR AR FHAR G B, 4% 28 1 Bt s
JEAE Pathguide YA BEZATEAIN 4, X BB 41

R 1-2.14 BERHIEEZIC (ET Pathguide #{EE)

Kt o 7326 ( Category) B
HHA B EAEH 257
AR IR A% B0E B 133

5 95
i P 81
e SR IR/ FE R T 4% 80
& RS RAHE AR 61
L HAE M4 28
Protein sequence focused 25
Fopls 17
TE 5 s AR AR 547

=, RSAZEHIERE

1. REASHIERE
AR 2 Kl P R MR i A O L 3 5 v O R e 00 DA e DR 458 1 9 135 6 4
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J# , H:Hp MetaboLights ( http : //www. ebi. ac.uk/metabolights/) & EMBL T~ J& 91 i 2H 2~ £ 5
JE(IE 1-2.15) , T2 N A0 5 AU 2 S B HE LD S A DGR AT A= 15 B o I R Y A5 5L
WIFh 28 L AR w6 T SRR 25 L RS20 A WPER AL E B E A S
PaF—RIUF R . BRAEW A W B: R A 25 S A A A Bl e (52 1-2.15)
F1-2.15 FHRIUGEFEEE M
$udg E ( Database ) 3k ( Address)

MetaboLights http : //www.ebi.ac.uk/metabolights/
HMDB http : //www.hmdb.ca/

YMDB http://www.ymdb.ca/

ECMDB http://ecmdb.ca/

Services Research Training ~ Aboutus

MetaboLights

Home = Browse Studies = Browse Compounds = Browse Species = Analysis Download = Help = Give us feedback = About L. Submit Study ’ Login

Tweets by @MetaboLights
MetabolLights Download

MetaboLights is a database for
Metabolomics experiments and derived
information.

‘The database is cross-species, cross-
technique and covers metabolite structures
and their reference spectra as well as their
biological roles, locations and n

I Pre-packaged ISAcreator download. To make it easy for new users,
please download and just unzip our pre-packaged ISAcreator with plugin and
configurations.

data from @ i Al public MetaboLights experiments can be downloaded
metabolic experiments. About MetaboLights. from our public ftp archive. Please find zip archives under the *studies" folder.
Each public study can be found in the corresponding MTBLS-id folder. Complete

experiments can be opened with ISAcreator or you can extract the archives
using your normal unzip program.

Submit a new study
Use this option if your study has not been
‘submitted before

EMBL-EBI . Services Research Training Industry About us
News By topic Overview Overview Overview Overview
Brochures By name (A-2) Publications Train at EBI Members Area Leadership
Contact us Help & Support Research groups Train outside EBI Workshops Funding
ntranet Postdocs &PhDs Train online SME Forum Background
Contact organisers Contact Industry programme Collaboration

Jobs

People & groups.

News

Events

Visit us

Contact us
EMBL-EBI, , Hinxton, ©B101SD, UK 494444

Copyright © EMBL-EBI 2016 | EBI is an outstation of the European Molecular Biology Laboratory | Terms of use

[# 1-2.15 MetaboLights =51 &

2. REVHUIBRE

PhenCode ( http ://phencode.bx.psu.edu/ ) J&—1> 2k 1 B 4 H 35 A IS 70 1 PR 280 2 (1)
KREMSVEIH CBRE) o BR ANERAL A28 NFI RS S L 728 S a2 ( LSDBS ) 1y i
PRASHE AN NS PR 20 58 | kAl D s LA K% D BE IR 2R 5 o O 2 ) Ji 7R 78 UCSC i [A] 21 ) B
b,

PhenomicDB ( http : //www.phenomicdb.de/ ) J&— 4~ 22 Fii & 1Y & 7 Ik PR RUBCH 1, b
18T NZE BB R T de LR ol — 2R CA= 1) . Forh i E D H 5% (R A NCBI gene )
DA H AR AR H 5% (2 B HomoloGene ) F 15— 25 78 J: I [R] B 7 22 W) Fp e A7 4 B 4
%€ o PhenomicDB 4 3 R YE T 07 9008 b 355008
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PHI-base ( pathogen—host interaction database , http://www.phi—base.org/) , Bl JE K 2 32
HARRR IR A R A R R I B R R A B bl R T R A A
JEUARE R BRI R AUAE EEA TR OCTR e e 15 BRI T JT A 3R SRR

NI &

1. A2 RB—GBRE M =GR e AR 2

2. TA7i& Fasta Ml Fastq #20, If SBR[,

3. Gl NCBL 33T 7 B2 =Fhorid, ANARTT 9 SO B AR K 507 51 S8R 22 i
AT P2

4. QAT SRR L DR A B e e X B A i R 2

5. WX PDB %diE B ic st T = dE S5 R i nT Ak 2

6. AT E AL T8 R T WA KEGG Qi1
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