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Changelog Table
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@ A 17275 SCHR B 2] OpenlB B HAA N %
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RELHLEKITR

EP@MATASRID, FEEYSEHRE. M0: 9606 10090,7955

Lowest common ancestor: Euarchontoglires (Taxonomy ID: 314146)

Euarchontoglires

AEEENHESER

Basic Information

Current Name Rank
Euarchontoglires superorder
Genetic Code

Gente ot REPERNREREIE

Translation table 1 (Standard)

Ms = FFLL LLLI TTTHIKES SRRVVVY AAADDEE:
Starte =

Mitochendrial Genetic Code

T table 2 (

Bhs = FRLLSSSSY LLL LT DDEESG0G
starts =

Other Names

Scientific Name

Euarchontoglires

Lineage

Meima Chosa Wanmola ACEHE B S S TTE

Full Lineage

cellular y Opi Metazoa Bilateria  Di Chordata Craniata \Vertebrata Gnathostomata
i Dip norpha  Tetrapoda Amniota Mammalia Theria Eutheria  Boreoeutheria

Comments and Reference

. " o oTm— oo PRI OpenlB

Rabbits, if anything, are likely Glires (2004).

Rodent phylogeny and 2 timescale for the evolution of Glires: evi i 8

Molecular and tal

w8 — BREEEAEEGI

& Primates = Marine life ¥ Crops @ Pathogen
Humans, Chimpanzees, Macaques Zebrafish, Pufferfish, Flounder Wheat, Rice, Soybeans COVID-19, Influenza, HIV
TaxID: 9686;9508;9544 TaxID: 7955;31032;8267 TaxID: 4565;4530;3847 TaxID: 2697049;11320;11676




YorhR4RfS B IRE
OEMIME R 5 rRBH
BT ZE AR AL BT AL IR RO REIR S5 4, wT I “JEIF A A & B A Pudnl W 36 bR 9032k
BEERIFNGFT A4 3RER. 538D WA LRGSR AL AR S, W R RS
PR 8
@B HEN SELR LT
SR B (¥ b 4 ST R VR R bR B A B i e, el T B A B AL MRS DU sl B AR
“BLAST all sequences” #%4fl, Al PRHEHAT 7 HIAHBMEE K.

waun  SERET ity
- Taxor y 1D: 9606
L8 Homo saplenis miSkEEIBLAST

# Homo sapiens neanderthalensis

7% Homo sapiens subsp. 'Denisova’' Sasic nformacion

Hemo sapiens species

human

Genetic Code

BEEE, MGRERIENEE
Translation table 1 (Standard)

Other Names

Homo sapiens

Homa sapiens Linnaeus, 1758

Lineage

Metazoa Chordata Mammalia Primates Hominidee Homo PIEME R
Full Lineage

cellular organisms  Eukaryota  Opisthokonta ~ Metazoa Eumetazoa Bilateria  Deuterostomia  Chordata

Craniata Gnatf E i Sarcopterygii  Dipnotetrapodomorpha
Tetrapoda Amniota Mammalia Theria Eutheria Boreceutheria Euarchontoglires  Primates

Haplorrhini  Simiiformes  Catarthini Hominoidea Hominidae Homininae Homo

ORI ESD
FRJE TR A5 1 — RS (x) Blbs, sl RITHs)5 .

< BLAST all sequences

Taxonomy ID: 9606

FE
Basic Information BHEITN
Current Name Rank
Homo sapiens species

GenBank Common Name

human
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iy x

SR

Homo sapiens

¥I#pID

9606

HIRER

WHRRE

Please enter your review, up to 500 characters

0/500

BEFA: FTOTRN SRR, DS iz i B 5 5T K.

TR IR
HHER
Archaea
##ID
2157
Show 10 ~ entries Search
RS RS VRN EE ¥
Wil 2026-04-20 07:01:20
Showing 1 to 1 of 1 entries 1

ES: ]

@R BRBE BT YR 5 OBk
NGDC BIRGTHEMR: 7RI e T EMMAET & SR FE P Edi . GFEEARTERNAS T
%R (GWH, GSA, GenBase) . ¥/ (GVM, MethBank %) LTI H /A (BioProject,

BioSample) . iR A RIS B nT Bkt 20 N A TEAE R .



NGV B URKIEAES T8 Wikipedia. UCSC Genome Browser % 71 A4

PEb R ERE

Genomic and sequence resources

GWH GSA GenBase (Protein) GenBase (Nucleotide)

39,461 64,470 6,663,913 777,817

s records records scords
Processed Data
GVM Gene Expression Nebulas MethBank
0 0 0
Projects and samples

BioProject BioSample

3,266 6,832

records records

Other data links
Show 10 ~ entries Search:

Database Records> Description

OpenlB 22431 Publication, education and data
The Bacterial and Viral Bioinformatics Resource Center (BV-
BRC) is an information system designed to support research on

DMS_BV_BRC_bacteria 9680 bacterial and viral infectious diseases. BV-BRC combines two
long-running BRCs: PATRIC, DMS_BV_BRC_bacteria is the
bacterial system, and IRD/ViPR

Database Commons 285 a curated catalogue of biological databases.

NODE 279 The National Omics Data Encyclopedia
MeSH (Medical Subject Headings) is the NLM controlled

-

DMS_MeSH 8 vocabulary thesaurus used for indexing articles for PubMed.
Ontobee is a linked ontology data server that stores ontology
information using RDF triple store technology and supports
query, visualization and linkage of ontology terms and is also the

DMS_Ontobee i default linked data server for publishing and browsing
biomedical ontologies in the Open Biological Ontology (OBO)
Foundry (OBO) library.

BioCode 22 a repository archiving codes for bioinformatics tools

eLMSG 13 An eLibrary of Microbial Systematics and Genomics

DMS_Chemical Entities of Chemical Enntles of Biological Interggl (ChEBl)is a freely !

: . 6 available dictionary of molecular entities focused on ‘small

Biological Interest Ontology p
chemical compounds
a standardized ontology for human precision medicine with
consistent, reusable and sustainable descriptions of human

DMS PMO 6 disease terms, genomic molecular, phenotype characteristics

= and related medical vocabulary disease concepts through
collaborative efforts of researchers at Institute of Medical

Showing 1 to 10 of 17 entries

Information, Chinese Academy of Medical Sciences.

1 2 Next




External Information Resources for Archaea

Show 10 ~ entries Search:
LinkOut ¥ Subject LinkOut Provider
Wikipedia taxonomy/phylogenetic  iPhylo
ucmpP taxonomy/phylogenetic ~ UCMP phylogeny exhibit
TolL taxonomy/phylogenetic  Tree of Life
The Prokaryotes taxonomy/phylogenetic =~ NCBI taxonomy bookmarks
SILVA rRNA database taxonomy/phylogenetic  NCBI taxonomy bookmarks
Show Biotic Interactions taxonomy/phylogenetic  Global Biotic Interactions
RDP I taxonomy/phylogenetic = NCBI taxonomy bookmarks
OMA taxonomy/phylogenetic OMA Browser: Orthologous
MAtrix
. Integrated Taxonomic
Monera taxonomy/phylogenetic Information System
IJSEM taxonomy/phylegenetic ~ NCBI taxonomy bookmarks
Showing 1 to 10 of 39 entries 1 2 3 4 Next

SR L T SCHEZIRN 21T 7> AL i 4 (0 R B AR SR R

Comments and Reference

FiEBksEZIOpent B

Weese, C.R., and Fox, G.E. "Phylogenetic structure of the prokaryotic domain: the primary kingdoms.” Proc. Natl. Acad. Sci. U S A (1977) 74:5088-5080.

Murray RG & Schleifer KH (1994)
Murray, R.G., and Schleifer, K.H. "Taxonomic notes: a proposal for recording the properties of putative taxa of procaryotes.” Int. J. Syst. Bacteriol. (1994)
44(1):174-176,

Clayton RA et al. (1995)
Clayton, RA_, Sutton, G., Hinkle, P.S. Jr, Bult, C, and Fields, C. "I ific variation in I-sub RNA
may not adequately represent prokaryofic taxa " Int. J. Syst. Bacteriol. (1995) 45:595-599

in GenBank: why single sequences

Palys T et al. (1997)
Palys, T, Nakamura, L K., and Cohan, F M. "Discovery and classification of ecological diversity in the bacterial world: the role of DNA sequence data.” Int. J
Syst. Bacteriol. (1897) 47:1145-1156.

Euzeby JP (1997b)
Euzeby, J.P. "List of Bacterial Names with Standing in Nomenclature: a folder available on the Internet.” Int. J. Syst. Bacteriol. (1997) 47.580-592

Tindall BJ (1999¢)




Y SERE 53 SR

AR M s s R AR AN, R AR (R RS
PN TR SR, BT R AT AR RS R .
RESEMHR

SIS . B, BEETEHHER NGDC #HiE.

Foii ]

- &% Archaea
& Archaea incertae sedis
& environmental samples
i~ unclassified Archaea
— & Thermoproteali
&% Nanobdellati

&5 Promethearchaeati
"&b Methanabacteriati
- &% Bacteria
& Bacleria incertae sedis
& environmental samples
- unclassified Bacteria
— &% deltalepsilon subdivisions
&% Bacillati

i

Archaea *
'NCBI Taxonomy ID: 2157
Basic Information

Curment Name Rank

Archaea domain

NCBI Biast Name

archaea

‘Genetic Code

Genetic Code

=& candidatus Tharpeliota

I~ & Candidatus Lemaellota

Candidatus Modulifiexota
~ & Candidatus Effluviviacota

& Pseudomonadati

& Fusobacteriati

& Thermotogati

&% Eukaryola

i~ &b Viruses

i~ &% other sequences

— % unclassified sequences

e

- Candidatus Deferrimicrobiota

& Candidatus Hinthialibacterota

SHTTTEENHBES, Wb aN T

i lion table 11 (Bacterial, Archaeal and Plant Plastid)

As FFLLSSSSYY##CCHILLLLPPPPIHGQRRRR T ITTTTNKKSSRRYYVVAAAADDEEGOGG
Starts =

‘Other Names

Scientific Name

Archaea

Synomym

Archaebacteria  Archaebiota  Mendosicutes  Metabacteria

Authority Nama

“Archaea” Woesa et al. 1990 Archaea Woesa et al. 2024

“Archaebacteria® (sic) Woese and Fox 1977

BT X R — B

XUk 9 P R IT BT B 1 A

“Archaebiota® Luketa 2012
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Clustal Omega

Ok FEE RN 7 HIRY
@EFE I KT 2

AR R R AT PRSI 8 R niE RR A RE A

BSOS TR SO AR A 51 SO

H: FAIR A SRR fasta 3o
ORI L b DL IEFE RS I 2 5L

(@IS bR A 24 A

OmfNFIIMSELIRE, RAES

Clustal Omega
Clustal Om

v WARR O

FRXE: e Protein DNA

ST

> BB O EFEH

WHiEL

ClustalW with character counts

IZUR{ER mBed 2M2

B HMM SR

default

v mE @ SRS

WA

WABRL: & WA Hexe

e

RNA (D ERFFRIEE

@ EEMAT

ERMAFFIDHLL | WHERLR
No

FEEARE
default(0)

SRHIERER

LD

ega BE— M SFFILIERF, TEERTSISHN AWM EEERAREL=AAESFFINLY, BTRESTLULRS 4000 MEFISBAHEANA 4 M

fiEF mBed MBXTRIISH

No
BRI SHELRE
default

[CEEE

1B,

MAFFT
IR E N\ 751287
@EF I KT

SRR R R AT PRSI 8 B BRI A RE A

BSOS TR SO AR AR 51 SO

E: AR A SR fasta A
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(@IH S bR AN 2K A

OINFIIMBE LR G, RAES

MAFFT

~ @ARF O

R E: Automatic ¢ Protein
BAAR: e WAFF e

AT

il
1

v BN QIERSH
WL

Pearson/FASTA
BOUERS

0123

WIS

WATHE:

EIREN (EEE)

BLOSUM62

SR

BAIERE

2

MAFFT ((ERtEEUHERMSELR) B—HRESRFFILNRES. BTRARSILLN 500 MHFIRBAN AR 1 MB,

BROFHAS
153

SISHmHRE
2

BT FFT

Kalign
OEFEN T HIE A
@ikFEFF I AR T7 X

SRR R AT PRSI 8

RH BR8] — B A

EAESCR EA TR SO AR A 51 SO

H: AR SRR fasta 3o
(ORI L b DL IE TS 2 £
@IH S bR A 24 A

OIS ELIRE, RS
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Kalign
Kallgn —HUUE, HTREISFAIANIE, HTRRSTUAT 2000 MEFIRBAZIANS 2 M8,
- BAFH ©

SFIME: e Protein  DNA  RNA (D BEIEFVIER

WABH: ¢ BAFT Lgxp @ EERAGIE

SNFF:

SR BROFMES BROERF 5 FERROTS

Clustalw - 11 0.85 045

v WE @ ESEREAERE

A B7E:

€ o

- JE

MUSCLE

OIEF AT 5
AR SR AT PRIE NI A, R B SR A
EAESCAE AT SO AR AR 51 S A

HE: FHI R R SR fasta 1Ko

ORI L B DL IEFE T 2 5L

(IS b BN K ) S A

@A FIRMSEIER)G, RMES

WABL: e BAEF gk O IEERAS

BNF:

v BN QIEERSH

it Lo

Clustalw - none

v B Q@ ESHREMEEE

WA L8

m @ BTES

MUSCLE
MUSCLE {CBBTEREHTSHaLR. SIBNSHIILI TR, MUSCLE SERISEAN TR IRSNE, HTRBSTLLR 500 PSS 1 M8,
v @AFH ©
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BRILfES
OEFRR

FE TR “Result Search” i NAE A N FLAR TS5 1D, sl “HER 7 F il BIa] vHEmf 58 AR 55 o sy “ 5
B OAET AT
Ot

T IR F A% (Al Clustal Omega. MAFFT. Kalign. MUSCLE) R i i H 5 5 Ebxd T B Ak
BTG o
GFIRER

A RS EABEW R SMESERE, B E5%m S, il (AR, 2788 817RE
SO GEET R, s AH LR AT 55 1D RIAT kA 2124 55 IR PR 4 45 SR DT

& 10 BEFILY > BEES
- BE) -
Al Clustal Omega MAFFT Kalign MUSCLE
ow 10 ~ eniries I PR
E5510 7R HHTR PFeE *E EUREIE

moiff4kSibcox9xe finished
mozb83t58afgcjsy Clustal Omega Protein finished 2026-04-17 10:49:33
mo29scpgwvaarra Clustal Omega Protein finished
mnwzéxlzs3rismée MUSCLE Protein finished
mnwzBskaqjif2vaTd Kalign's task Kalign Protein finished
mnwzblsefSbbyace MAFFT's task MAFFT Proteir finished 2026-04-1317:13:96
mnwzeedvrivasub Clustal Omega's task Clustal Omega Protein finished 2026-04-13 17:13:27
mncmkqpdhoazqei MAFFT'S task MAFFT Protein finished 2026-03-30 11:25:17
mncm8oShdgkbxgve MUSCLE's task MUSCLE Protein finished 2026-03-30 11:16:41
mncmBmm fujkz3gTp Kalign's task Kalign Protein finished

EFER

OEMERES5SH

REEFM: A LARGE TR, WP DI AR P TR AT,

FEFMEYE: RANZAESS MME—PRIRAT CCRF R 50 EbR— =MD o il SR DU R
IBATES ] AR AG% N B A R Gobr it I ROE B B

PATIS: 10T TG EIAT AR S5 1 7 B dr 247 400D

BATSH: Y AEES RSN TN A S8 E (g 73R8 Mk, SARRES .
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B e

E2ID mkgnlcguh5286pu0 I @ ERHRER
Eos MAFFT's task
TR MAFFT
o 2026-01-16 17:05:42.882
SN 2026-01-16 17.05:46 615
WA mkgnicguh5286pud input
St mkgnicguh5286pud.output
®Y
#1/bin/sh
toolPath=D:/BicTools/mafft @ ST

taskPath=D:/BicTools /task/mafft
taskid=mkgnlcguh5286pud
ed StoolPath]

if /mafft.bat --amino bl 62 ~-0p 1.53 --ep 0,123 ~-reorder retree 2 ~treeout --maxiterate 2 --clustalout $itaskPathi/${taskld)/input.fasta > ${taskPathl/${taskld}/output.clustal
2> $ftaskPathl/$ftaskld)/input.fasta.tree
then
e (tasklril/innurt fasta tree 6 tasklell fovidte. tree dind
B
= i
@ hiTE#
AFHER Protein
SathiE ClustalW
HIUEE ((EAE) BLOSUME2
BROFHT S 153
BROERF S 0.123
IR aligned
SISHERIRE 2
B3I on
AR 2
AT FFT none

QP LS R IR

ZR M-
o  Tooloutput: fE7s HEXS THAE R FAE AL SCAR LU G5 R, SCRF— 1 T 8.
o Alignment with colours: F2{tIE T-5R I FAL P57 1 ] B i s L SOA

ERE 2l=2c) L) e c) BRI

Tool output

L format alignment by MAFFT FFT-

S——CDVE
M-
MTEFK

KGIIWGEDTLMEYLENPRKY IPGTEMIFVGIKKKEERADL TAYLKKATNE

KGLTHGE MIFAG] ADLIAYLKKATNE
KNVLWDENNWSEYLTNPRRY IPGTRMAFGGLEKEKDRNDL I TYLE——
B R K RS SEERIRGECK ¥ KK F REE EEE

Alignment with colours

testl )
test? W

test3

KIFVQKCAQCHTVES 7
RCLQCHTVERGGPHEV GPNL

testl LIAYLKKA
test2 LTAYLERATNE
testd SEYLTNPE INDLITYLK

R R KL RRE SRR % kR R RbE aEE

FF3 LR -
o NENM NHERBVIRARKECT R, THMA MRS ES].
o FEFHRCK/4E/NEA R EE 51 X B R 98 1
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SR

TEST1
TEST2
TEST3

FrFlEERS 3158 HER SR

COLOR SCHEME 200M SEQUENCES
clustal Q Q 3 sequences
LEGEND
Boc oo E F GGRNE T JK LN NG P e R ST UV Y KT Z
] - mam-. - = mm =

)
2
GGK TGPN KTGQAPGNS
GGK TGPN KTGQAAGFS
GGP VGPN HSGQAEGHNS

FEE

= i

P

AANKNERG I | DTLM ENP P
DANKNEGI T DTLM ENP P
DANI KEENVL NNMS TNP P

2

N5 RGN

o UKRJEIR:

TR AR AE Newick 4% X 52 I 25 44 1) S 0 SCAS B9
o  XHAME: JRIMIELRZNSHAKRCIRE . BB LIRS 7k THA,

SCRFIREE Y iR

H/ACFESE SO WUEIE R, JFSCRRRE G 1O 1B B R A7 BT 3 A

EoL b

Guide Tree

Phylogram

FEFIEERS SI1SH ialec) ERNE

v o+ = 2 & @& @a a I8

E

Phylogram

5] si1em iHER SR

Phylogenetic Tree

(test1:0. 068294522, test2:0, 058050426, test3: 0, 884757921)

' 4 - - % + = = (% |2 (& & IRE=

feg,

2
<&

SR

o JEISHMESS LRI T A T RE S S B AR, oA A Al T B e A s S
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SREE FFFULERS sisH HHERS SR

Tool Output

Input Sequences

Alignment in CLUSTAL format

Guide Tree

Phylogenetic Tree

Percent Identity Matrix

The alignment in FASTA format

Tool outputs as a single compressed zip file

mkgnicguh5286pu0.out

mkgnicguh5286pu0.sequence

mkgnicguh5286pu0.aln-clustalw

mkgnicguh5286pul.tree

mkgnlcguh5286pul.phylotree

mkgnleguh§286pud.pim

mkgnlcguh5286pu.fa

mkgnlcguh5286pud.zip
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MEE A FAREFE, 250K E 3B 2 NGDC CAS Gi—IAUE BRI, AV N 1 [ g
B P 4 BIEAEIERD, S BRI e ROE S, BRI EENAER.

B - DRRESNN  REECR - BE ) English

8, "8606" &, "Homo sapiens™

Species Taxonomy
s T

SHHE, SISURER. EROE. SREINRBHESIT.

IFHES?

LA, ETTHCHEUGAGEF IR Vi) [0
B2 IR, IR ERTIEHLA, SERIERNLR
Sk, FSERUH MRS L .

ey
> >
sh SEEESR @ AEpsERE Q  SRESEER
TRIBRH O BT ET TR, R, B, A,
(CDEF: .
- Encus
£INGDC # NN @ mmness iimicersas
B -
pr—— po— s e, B B GO
. RRHHERIRIINE, el
. - BioSample
w4 SR (o) EBPAMS ,
IR EE, WS LR rozsag
A Your Pas = PF. RUSHGTRRG, SSO RHTIAN KT IR BioCade
BB AR, THIEMSE, CMKSRPTER: ik GenBase
S, TR I A,
5 China BioBank
. s GSA for Human
e @ N i a Request Center
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