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Goals

o Automatic annotation pipeline for
genes and repeats

o Complete manual annotation
framework with
e Data confidentiality
e Inspection of manual annotation
e Annotation history

o Comparative genomics
o Data query and report system

Sunday, 16 January
2011 Valentin GUIGNON



GNPAnNnot Concept

Database Storage
CHADO

- other extrinsic evidences

Hinotation StoragE>
Prediction pipeline

| - - ! GFF3 l with controller
[ Gene automatic prediction _|_r _ -
Gene structure | re— Gene Databanks
| |-abinitiogene finders Uniprot (Swiss-Prot, TrEMBL)
L extrinsic evidences | Genbank / EMBL / DDBJ
=> combined by EuGéne I EST databanks
I MSU (rice) / TAIR (arabidopsis)
Protein function l
| odrinc ed I Ontologies
-~ — — | Sequence Ontology
‘ / A Gene Ontology
I Comparative Genomics wk clustalvl Feature Property
-Greenphyl e! Ifaa GFF3 _ TE Databanks
- - other extrinsic evidences
| | [ Repbase
TREP
\ RE automatic prediction 1 Plant Repeat Database
I RE structure & classification I In-house .
- de nove programs
| - extrinsic evidences |_GFF3 Wo
=> combined by REPET |
- ot NOVO programs
| her de
|

|~

~

Other storage
Ensembl
CMAP e!
GBrowse_syn
Intermine

BloMart &
Flat files

| Bio:DB=SeqFeature:Store

Sunday, 16 January
2011

Valentin GUI

GNON




Sunday, 16 January

2011

In House Annotation Pipeline

Automatic genes structural & functional prediction

| DNA sequence (BAC)
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Repeats Automatic Annotation

o Dawg Paws

o Repet
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About our Annotation Pipelines

o Species-specific parameters

o Sugarcane trained on rice

o Already in use for full-genoms
o We can process your sequences
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Portal: http://www.gnpannot.org
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| . Current %Current 9%dCurated 9%cCurated Current  %C
. Predicted Current Curated Obsolete . Current Curated
| e . Accession  Length Gene Gene Gene Gene Predicted Obsolete TE TE
Unique Name Clone Name Alias Gene Gene Gene Gene . TE .
Number (bp) Density (scaffold (scaffold (overall TE Count TE Count Density (sc
Count count Count Count Count Count
I (bp/gene) length) length) genes) (bp/TE) len
| scaffold_0023 188C19 Sh188C19 86420 25 22 0 0 3928 66% 0% 0% 0 0 0 0 n/a n/a
| scaffold_0025 116097 38 30 0 0 3870 60% 0% 0% 1 1 0 0 116097 10¢
: scaffold_0026 Sh172H13 113124 40 33 0 0 3428 60% 0% 0% 1 1 0 0 113124 3%
I ShCIRB286F09-
scaffold_0027 135129 42 29 8 6 4660 37% 24% 19% 4 4 1 0 33782 27
I ShCIRB251D13c
| Sh186P07 186P07 Sh186P07 94874 38 53 0 0 2875 72% 0% 0% 0 0 0 0 n/a n/a
I ShCIRB210D07 CIRB210D07 ShCIRB210D07 42796 13 4 9 6 10699 57% 107% 69% 2 3 1 0 14265 75¢
I FN431661 ShCIR12E03 ShCIR012E03 FN431661 84926 0 3 0 0 28309 46% 0% n/a 0 14 14 0 6066 571
I FN431662 SB_BBc_24P17 Sb024P17c FN431662 119613 0 19 0 0 6295 29% 0% n/a 0 5 0 0 23923 15¢
I FN431663 Sh15N23 Sh015N23 FN431663 137851 0 13 0 0 10604 26% 0% n/a 0 5 8 3 27570 7L
: FN431664 Sh53A11 Sh053A11 FN431664 81164 0 9 0 0 9018 34% 0% n/a 0 4 6 2 20291 24¢
I FN431665 Sh135P16 FN431665 142236 0 18 0 0 7902 23% 0% n/a 0 10 10 0 14224 15¢
I FN431666 Sh142321 FN431666 126547 0 15 0 0 8436 17% 0% n/a 0 6 6 0 21091 60°
I FN431667 Sh197G04 FN431667 141630 0 10 0 0 14163 10% 0% n/a 0 9 9 0 15737 3at
I FN431668 Sh253G12 FN431668 158483 0 12 0 0 13207 20% 0% n/a 0 11 12 1 14408 34¢
I FN431669 ShCIR9020 ShCIR009020 FN431669 87631 0 7 0 0 12519 19% 0% n/a 0 7 10 3 12519 531
I scaffold_0001 265022 Sh265022 AM403007 126105 0 17 0 0 7418 45% 0% n/a 0 31 0 0 4068 24¢
! scaffold_0002 51L01 Sh051L01 AM403006 97616 0 10 0 0 9762 38% 0% n/a 0 21 0 0 4648 32
I Overall: 17 scaffolds 1892242 196 284 17 12 6663 36% 4% 9% 8 132 77 9 14335 28

Calculation details:

genes count excludes transposable element genes (TE gene);

genes length excludes transposable element genes (TE gene) and transposable elements (TE) inside introns;
predicted genes are genes found by Eugene;

current gene count includes non-obsolete predicted or curated genes;

curated genes include obsolete genes;

genes density is given by the formula: scaffold length / current gene count

nerrent_of aengs is_aiven_hv the farmula: nverall rurrent aene lenath | ecaffold lenath:
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... J |2/ Artemis Gene Builder: Sh253G12_g19(

File Edit

| SUGARG000800019000

¢ (=] SUGART000800019( :
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[ usaseoseoo|

2>
<<

Annotation :: SUGARP00080001350001 I

Key: |[poclypeptide

Add Qualifier: Dbxref

58155..62144

Complement | Refresh | Grab Range | Remove Range

Goto Feature

Select Feature ObjectEdit

(Properties rCore rCV rHatch |

ontrolled Curation

erm

Evidence

DC2

Qualifier

DC22

DKA-2

[

3J_005039

E——_m—

DKA-1

s
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E——_——

CC_evidence_code

E———

[

[] overview Tab View

Apply




File Edit

3 SUGARG000800019000)|
¢- =] SUGART0002800019)
[} auto3659, aut
[) sueareonozoof :

Annotation :: SUGARP00080001350001 I

Key: |polypeptide Add Qualifier: |Dbxref

Il |llzocation: |se1ss..62144

Complement || Refresh || Grab Range | Remove Range | Goto Feature | Select Feature ObjectEdit

Properties Core rCV rHatch |

) v - U o JCSWILOOTILUL.DEOULD
/Dbxref="UniProtKB/Swiss-Prot:P93101"
/Dbxref="UniProtKB/Swiss-Prot:Q38772"
/Dbxref="UniProtKB/Swiss-Prot:Q41639"
/Dbxref="UniProtKB/IrEMBL:Q9AUH4"
/Dbxref="UniProtKB/IrEMBL:Q9ZRIO"
/Dbxref=JGI:5b01g049350.1
/Dbxref=JGI:5b04g001920.1
/Dbxref=JGI:5b07g027490.1
/Dbxref=JGI:S5b08g002240.1
/Dbxref=JGI:5bl10g026160.1
/owner="ogarsmeur"”

/date="Mon Aug 24 17:17:45 CEST 2009"
/protein_id="CAZ96199.1"
/NoLEa— 8TZ_g15U~ Ce AlV1S emprotein 2 homolog 2~ CDC2~ missing completeness™

[] overview Tab View




File Edit

= SUGARG000800019000|
¢- (£ SUGART0002800019/
[} auto3659, auts
[ suearpooogoo

r Annotation :: auto3659,auto3660,auto366l,auto3662,auto3663,auto3664,auto3665,auto3666 |

Key: |CDS w| Add Qualifier: |annotator_comment

IM|Location: |3,58332..58516,58638..58755,58957..59130,60621..60784,60882..60969,61169..61222, GZOSE. .62144|

Complement | Refresh | Grab Range | Remove Range | Goto Feature | Select Feature || TAT || OCbjectEdit

Properties rCore rCV rMatch |

ID auto3659,auto3660,auto366l,at i]

Parent SUGARTO00080001980001
Codon Start 01 (U2 (O3 @ Default
[[]partial 5' [ ]partial 3' []obsolete

[[] overview Tab View




g Artemis Entry Edit: FN4 Annotation Inspector Messager . # |&|

File Entries 3Seleq Annotation Inspector Validation
Entry: [v]FN431668 F"alidaticw
# Start/Stop codon validation:
Validations:

# Start/Stop codon validation:
-Sh253G12_g190:
Start Codon: OK
Stop Codon: OK
# Sequence validation:
-Sh253G12_g190:
Length: ERROR: coding sequence length ( 883 bp) is not a multiple of 3!
# Introns validation:
-Sh253G12_g190
Intron AG Site: ERROR: unrecognized acceptor site (*CA*GAAG at position 62052 from contig sequence
begining) between exons 7 and 8!
# Mandatory properties management:
-Sh253G12_g190:
Mandatory properties management: ERROR: missing /functional_completeness qualifier!
Mandatory Properties Management: ERROR: missing /inference qualifier!
# Gene structure validation:
-Sh253G12_g190 (non-obsolete mMRNA): I
OK
# Evidence code coherence management:
-Sh253G12_g190:
Evidence Code Management: WARNING: /evidence_code value should be set for gene Sh253G12_g190!

Your changes will be committed to the database and the errors notified above will be reported as qualifiers

L(when available).
tissing_complgnes_s EF
|

wolypeptide
I polypep —
{ — e —

<] I
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File Entries Select View Goto Edit Create Run Graph Display

Entry: FN4316682 Commit

Selected feature: bases 3990 5h253GlZ gl90 (/isObsolete=false /Name=35h253GlZ glS90 /ID=SUGARGOO00S000190001 /locus tag="5h253
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File Entries Select View Goto Edit Create Run Graph Display
H
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' Date: 14:20 12/01/2011
+ Author: guignon

' Gene: 58155..62144

+mRNA: 58155..62144

+ Exon: Join(58155..58163, 58332..58516, 58638..58755, 58957..59130, 60621..60784, 60882..60969, 61169..61222, 62054..62144)
' lowner="guignon"

+ Inote="Sh253G12_g190~ cell division control protein 2 homolog 2~ CDC2~ missing_completeness”
+ /annotator_comment="Comment test for PAG/SUGESI"

' Product="cell division control protein 2 homolog 2"

+ Structural Completeness="missing_acceptor”

. Evidence Code="ISS"

: Gene="CDC2A"

+ Gene="0sl|_005505"

: Gene="cdc2TaB"

: Gene="CDKA-1"

+ Gene="CDC2"

: Gene="0sJ_005039"

: Gene="CDKA-2"

__________________________________________________________________________________________________________________________________________________

| Date: 17-59 06/08/2010
+ Author: gnpannot_admin

: Gene: 58155..62144

' mRNA: 58155..62144

+ Exon: Join(58155..58163, 58332..58516, 58638..58755, 58957..59130, 60621..60784, 60882..60969, 61169..61222, 62055..62144)
i flowner="ogarsmeur"

: Inote=[+]"Sh253G12_g190~ cell division control protein 2 homolog 2~ CDC2~ missing_completeness” - 17:59 06/08/2010
+ Product="cell division control protein 2 homolog 2"

i Evidence Code="1SS"

! Gene="CDC2A"

+ Gene="cdc2TaB"

: Gene="0sl_005505"

' Gene="CDC2"

: Gene="CDKA-1"

1 Gene="0sJ_005039"

: Gene="CDKA-2"

Date: 17:33 24/08/2009
+ Author: gnpannot

r
'
'
'

| Gene: 56155..62144
| MRNA: 58155_.62144

' Exon: [+]Join(58155. 58163, 58332. 58516, 58638. 58755, 5895759130, 60621..60784, 60882..60969, 61169. 61222, 62055. 62144) - 17:33 24/08/2009

+ Jowner="garsmeur"
1 /note="Sh253G12g_190 cell division control protein 2 homolog 2
' Product="cell division control protein 2 homolog 2"



Data Confidentiality

GBrowse Access Restriction

User Account
Login:

P asanord:

Login |7

The landmark named ShCIRA12E03 is not recognized. See the help
gy

HE Instructions User Account
Searching: Search using a sequence nameg | Welcome guignon!
Navigation: Click one of the rulers to cent Sliange passear;

New pasaword:

Examples: ShCIRO12E03, Sb024P17c, Shi
ShCIRBE210D07, Sh186P07, Sh188C19, Shi

Confirmation:

Change password

[Bookmark this] [Upload your own data] [Hid
E Search
Landmark or Region:

lShCIREHZEUB Search I

[elsAnuirce Showing 84.93 kbp from ShCIR012E03,

| Saccharum hybrid cultivar - GnpAnnot
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Data Confidentiality

Access Restriction Administration

Saccharum hybrid cultivar - GnpAnnot Annotators Management

User Account
Change password.

Database: gnpannot_sugarcane
Autl module: Bio:Graphics: Browser: AuthExtDB
Authentication database: gnpannot_accounts

Users Menu

® _Creste anewuser

Logout gnpannot_admin

Saccharum hybrid cultivar - GnpAnnot Annotators Management

User Account
Change password,

Database: gnpannot_sugarcane
Authentication module: Bio::Graphics: Browser: AuthExtDB
Authentication database: gnpannot_accounts

Edit Feature Access

Feature: FN431668 (5h253G12)

Logaut gnpannot_admi

o << Back to Main Menu Group Name Change Access
Keep current Use default Forbiden Read Write
ID User Name Groups Flags Role Comments — = 5 = = =
DisabledLocked No PasswordPassword Write Gene Admin L yors & = & . =
Password Locked  to  Access Editor Sesrncamonon
Change Access
4 dhont sugarcane_annotators - s - - - [ Edit | Remove funotator Name Groups Change Access
Tdo it caTaitators] © - - - - P R Eat | Femove | — Keep ;ml'exlt Use (:fl‘anlt Fnrl:(len R;ad \V:te
= it tat el
102zini sugarcane_annotators - - - - E K] wf Cyrile Zini _Edit | _Remove | — od Sugarcanﬁ_annotators ° c ) ) °
oC sugarcane_annotators @
9charron sugarcane_annotators - - - - A Kl R - Carine Edit | Remove & = fa I ral s 3
Charron gupannot_admin sugarcane_annotators
o] « o] 2] o]
3 ogarsmeur sugarcane_annotators - " = » = 3 3 N Eait | Remove | 2% annot_gbrowse
= guignon sugarcane_annotators © @ s} O (¢}
5sidibebocs sugarcane_annotators - - - - - A4 A Edit |_Remove P 5 = = o o
7 guignon sugarcane_amnotators - = = z E i y i Edit | Remove | —— p——————— e & 5 = rl
Ignpannot_admin  sugarcane_annotators - - - - - v A A administratoradmin Edit |_Remove | - sugarcane. amotators = = e = =
account access =
11 gnpannot_gbrowse - - - ¥ - - - | GBrowse Keep Edit |_Remove | i
jeadonty; spassword << Back to Features Menu
account.  locked” flag -
to forbid sugarcans =
S, Change data source
admin
interface.

sugarcane
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Sugarcane BAC Analysis Results

o Some statistics...

17 scaffolds representing 1892242 bp
196 predicted genes

Currently 284 genes
with an average length of 2420 bp (36% of scaffolds)

8 predicted TE (transposable elements)
Currently 132 TE
with an average length of 3943 bp (28% of scaffolds)
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Other Sequence Analysis Results

o Synteny Banana BAC / Rice

ok 10k 20k 30K 40k 50k 60k
= Eugene (polypeptide)
MadQO9F20_p010 Mad009F20_po70 Mad Ot
1]
Mad009F20_g010 ATP hinding protein, putative, expressed Mad009F20_g070 Putative Periplasmic beta-glucosidase MadOt
Mad009F20_p020 Mad009F20_p0go
= [ ]
Mad009F20_g020 Hypothetical protein MadOO9F20_g080 Putative Periplasmic beta-glucosi
Mad009F 20_p030 Mad009F20_
= [}
Mad0O9F20_g030 Putative glucan endo-1,3-heta-glucosidase § Mad009F20_
Mad009F20_p0d0 Mad009F 20_p090
== | ———————
Mad009F20_g040 Putative Minor allergen Alt a 7 Mad0O9F20_g090 Serine/threonine-protein kir
MadOO9F 20_p050 Ma¢
[ —— =
Mad009F20_g050 Chromosome chrd scaffold_150, whole genome shotgun sequence Ma¢

Mad009F 20_po60
[ ——]
Mad009F20_g060 RNA-hinding region RNP-1, putative, expressed

= Synteny Rice - Chromosome 3
cluster_858_Mad009F20_p010_0s03g53720.1 cluster_858_Mad009F20_p060_0s03g53770.1
e T

cluster_859_Mad009F20_p030_0s03g12140.1 cluster_858_Mad009F20_p070_0s03g53790.1

= [

cl|:uister‘_860_Ma4009F20_p030_0803g62860 .1 cluster_858_Mad009F20_p070_0s03g53800.1

%ster_861_Ha4009F20_p030_U303g57880 .1 cluster_858_Mad009F20_p070_0s03g53860.1
==

cl_uster‘_862_Ma4009F20_p030_0$03g46660 .1 cluster_858_Mad009F20_p080_0s03g53790.1
cluster_858_Mad009F20_p0d40_0s03g53730.1 cluster_858_Mad009F20_p080_0s03g53500.1
== —

cluster_858_Mad009F20_p080_0s03g53860.1

=
cluster_858_Mad009F20_p090_0s03g53580.1
[——— - —————————
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Other Sequence Analysis Results

URGI - GnplS - Genetic & Genomic Information System

URGi [ http:/ furgi.versailles.inra.fr/gnpis/

Advanced Search

URL || @ XML || if Perl || @ Help

GnplS advanced search
GnplS - Genetic & Genomic Informatig =
@ Count
System
Dataset
9 Quick B Qualifiers
: gi;:;an Quick search Description (% for wildcard) : -
Y You can found the indexed databases list here. nggfr':&o"%
(@ D: VVI*, WIF52, gene, trar element, AY109603, Xcfe107-38 Biol Liprary :
@ User guide o, Aributes
@ News . r» Sal pescription
i {l )
@ Release notes SSai VVIF52 Submit  TargetID/Hit & Program
Program
## Links ll;ibrary T
eature Name
g g::au;ubmission Specific modules Feature Type D New || @ Count
@ GnpArray Genetic maps and QTLs DatEser
@ GnpGenome Botrytis
=] gnpzlap Filters
8 GnpSeq EST and Polymorphism Description (% for widcard) :
@ GnpSNP other sequences % \ v d:t: 9etransport%
@ Siregal \ Program : blastx
E Library : uniprot_sprot
00 Q Attributes
o) (-] Description
() (0] Target ID / Hit
% P
Libr
\ plant i Feature Name
Genome ant genetic Feature Type
annotation data anGenomG ressources data
¥
Phenotypic and
ch;::ray genotypic data
Proteomic data
€

uick Search:
« Hibernate Search » based

# Description (% for wildcard)
) Ontology Term (% for wildcard)

O Target ID (% for wildcard)

GnplS advanced search

Ktransport%

Ktransport

Please restrict your query using criteria below

# URL |[ @ XML |[ & Perl |[ @ Help

Export all results to (File ) (TSV O Unique results only - o
Email notification to
View (20 *)rowsas  Unique results only
Feature
Description Target ID/ Hit Program | Library Foature Name Tpe
(Boving) transporier 13 - BosTaUUS ™ ioror sproliQ17QREIMOT13_BOVIN | blastx | uniprot_sprot | bidctq 0006 uniprot_sprollQ17QREIMOT13 BOVIN match
R yats transpartar 13 - Homa uniprot_sprotiQ7RTYOIMOT13_HUMAN [ blastx | uniprot_sprot | bldcta 0006 uniprot sprollQ7RTYOIMOT13 HUMAN match
Uncharacterized MFS-type transporter
C530.15¢ - Schizosaccharomyces pombe  uniprot_sprotiO748291YN2F_SCHPO | blastx | uniprot_sprot [ bldcta 0012 _uniprot sproll0748291YN2F SCHPO  match
(Fission yeast)
Uncharacterized transporter BTATT 01 - "
Senizannehasomebe pomba (Fision yoast) UNProl sproliQSHDXAIYKN1_SCHPO | blastx | uniprot_sprot | bldcta 0019 uniprol_sprollQ9HDXAIVKNT SCHPO  match
e oo (0P Jeast) UnProL sprotiQ10084IYAOS_SCHPO  [blastx | uniprot sprot | bldcta 0032 uniprot sprollQ10084IYAOS SCHPO  match
Transporter C1709.166
Senizacsachararmyeae oombs (Fagion yeast) _UNIProt_sprollQ10487IYDFG_SCHPO  [blastx | uniprot_sprot | btdcta 0032 uniprot sprollQ104871YDFG SCHPO  match
Uncharacterized transporter YHROABW - y
e o (Bakova yoast)  UniProt_sproUP3BT76IYHKS YEAST [blastx |uniprot sprot | bldcta 0032 uniprol sprollP38776IYHKS YEAST  match
Protein transport protein SECS
omyces lacts (Yeast) (Candida uniprot_sprotiQECSD1ISECS KLULA  [blastx [ uniprot_sprot | bidcta 0039 uniprot sprollQ6CSD1ISEC KLULA  match
sphaerica)
High-affinty glucose transporter
Kiuyveromyces lacts (Yeast) (Candida uniprot_sproliP49374IHGT1_KLULA  [blastx [ uniprot_sprot | bidcta 0047 uniprot sprollP49374IHGT1 KLULA ~ match
sphasrica)
Tron transport muNcopper 5xidase F
mwmf" Candida sbrans (Yem) uniprot_sprotlP78591IFET3_CANAL  [blastx | uniprot_sprot | btdcta 0048 uniprot sprotlP78591IFET3 CANAL  match
Tron transport mulicopper 0xdase FET3
pracursor - Saccharomyces coravisiae uniprot_sprotlP38993IFET3_ YEAST  [blastx | uniprot_sprot | bldcta 0048 uniprot sprollP38993IFET3 YEAST  match
(Baker's yoast)
Polyamine transportar
e e oorisiag (Bakor's yoast)  UnProt sprolP3g029ITPOS YEAST [blastx | uniprot sprot | bldcta 0080 uniprot sprollP360201TPO5 YEAST  match
Iron-sulfur clusters transporter ATM1
mitochondrial precursor - Chastomium uniprot_sprotiQZHIESIATM1_CHAGB [ blastx | uniprot_sprot | bldcta 0087 uniprot sproliQ: CHAGB  match
[ iprot_spr iprot_sp
globosum (Soil fungus)
Tron-sullur clusters transporter atm
‘mitochondrial precursor - Aspergillus uniprot_sprotiQ4WLN7IATM1_ASPFU  [blastx | uniprot_sprot | bidcta 0087 uniprot sprollQAWLNTIATM1_ASPFU  match
fumigatus (Sartorya fumigata)
Tron-sulfur clusters transporter atm
acuraor "Awe@"“s oryzas  UNDrol_sproliQ2ULHAIATMI_ASPOR | blastx | uniprot_sprot | bldcla 0087 uniprol sprollQ2ULHAIATMI ASPOR  match
Tron-sulfur Ciusters Fansporter
riochondal pracuraer  Yartowi polylca  uniprol_sproCGCENOIATMI_YARLI | blaste | uniprot_sprot | bldcta_ 0087 uniot sprotl YARLL  match
(Candida lipolytica)
High-affinty hexose transporter FIXTG -
oy s e auob {Bakors yoasyy  Uniprol_sprollP33004IHXT7_YEAST | blastx | uniprot_sprot [ bldcla 0112 uniprot_sprollP30004IHXT7 YEAST  match
Galactose trans|
Soreviae (akor yoash uniprot_spr YEAST  |blastx | uniprot_sprot [ bldcta 0112 uniprot sprollP131811GAL2 YEAST  match

Riboflavin transporter MGHS -

N ARG TTTMCIE VEAST.

WiAnin D334 cimiment cnrmlANGTTIIMACE VEAST
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Other Sequence Analysis Results

o Genome Report System

= Description

| Accession [CREERY
JREIETERN o/t arine-fuctose.6-phosphate ransarminase (isomerizng) actvty
TN olecuiar_functon
Catalysis of the reaction: L-gltaming + D-fuctoss B-phosphate = Lilutamate + D-glucasarmine B-phosphte.
D-fuctose6-phosphate amidotransferase actity
GIGNGP synthase actity
glucosamine 6-phosphate synihase actit
shcosamine uioseGphosphat s (smerg et
act

IN?

Homepage GBrowse Apollo Genomic resources Tools

nloads Links =

HID GENOME DATABASE

Glucosaming phocphats syrthace actvy
hexosephosphate aminclransferase activity
Lglutamine-D-fructose-B-phasphate amidatransferase actiity
L glutamine: D-ructase-B-phosphate isomerase (deaminating)
glucosaminephosphate isomerass

Protein Report

.26.1.16
MetaCye: L-GLN-FRUCT-6-P-AMINOTRANS-RXN

| Commert LS

[EERIME] 1 polypeptids is linked to this Cuterm or ane of its children
— ) GRS - Gmod Report System - Chado Term Root Report - Mozilla Firefox Go lo gene producis section
Ecver Eoon Affkheos Hstorus Mwauepess Qs 2 = TreaView
Transcript Report +Gbrowss 0 - c > @ et p—
s = B G0:0003674 : moleclr_funct (5003 Gene Frodcts]
+Sequence 1 ! )
2 CODO1ETE :warerane sy, v g Gt (17 Gare Practs]
— +Transcript H Go:0008433 e vy (13 Gene Prociucts] i N
© B G0:0004360 : phospt activity [1 Gene Product]
([ xm_oo1945164 — Homepage GBrowse Apolle = Gene Products
[T X _o0 1045164
Protein Similarities 1 element (out of 1) s directly finked to the curent term
SRR ACYPI003246.RA_0 | analysis | |
OETPESIE RN XP_001945199
CTIITE XM_001945164 iy XP_001945199 e-m 630
PRGN XP_001915199  GenedD ) - 7
— PR
— Transcript alignments - XP_001945199 HMPanther 3 T
L e type 1 coneib -4 & -
— ‘Whole body, - 63544+ XP_OO1945190 HMPfam
‘Acyrthosiphon pisum Whole body, nymphs and aduts, 634420+ XP_001045190 HANPTom
— ‘Whole body, 65713+
‘Acyrthosiphon pisum Whole body, nymphs and aduts, wit 59551051 3p_ooto45190 | HaMTIer
— ‘Whole body, 68651
= o 5 099277486 - Xp_001945199 Profiescan
——— isum Whoe body, i TIG3THT2 - XP_001945199 supertamnily
. boay, TR T I 1o, 1045190 [ = TreeVi
IETEIITIIN st 1o hicosasninefructose. AThoSilon pisun Wiole body, ymphs and adlt, 71563 85383
Acyrthosiphon pistm antennae 6286963368 - 40, 5
Acyrthosiphon pisum antennac 6287363522 -
Acyrthosiphon pistm antennac 63326 63551 < pioaiion
Acyrthosiphon pisum 6201163551 - wreowsr G Rpors s - spyrighe DIRA 2010
Acyrthosiphon pistm 631606353 - CVB28813
Acyrthosiphon pisum 631606353 . CVB30350
Acyrthosiphon pistim 631606353 - CVBITIT
Acyrthosiphon pistm 631606353 . CVB3T380 Ctaipin of the rescion: Lolutamine 4 0-frucose &phorphate =
Acyrthosiphon pisum 63160 63530 - CV839111 e B e T
Acyrthosiphon pistm 6316063551 - CVB31354 EE ‘,m,,ﬁ°ﬁ":' e sy
Acyrthosiphon pisum 672 - g o .
i 6286963551+  CN583870
i 67340 67595 - CN582688
i 7133271659 . CNsg6139
i T14a0 77685 - Crs8TeT7
i 8423684869+  CFS87560
Acyrthosiphon pisum 63160 63551 -
Acyrthosiphon pisum Apmis 6316063551 - CN762896
Acyrthosiphon pisum Apmis 6734067889 - CN763553
Acyrthosiphon pisum Apmis 713327165 - CN756003
‘Acyrthosiphon pisum Aphis 713271659 - CNT62A77
Acyrthosiphon pisum Apmis 7133271659 - CNZ63189 X Rachercher: [ 00436 & s A péckdent & Surborec tok ] Bespectera cases
Acyrthosiphon pistm whole insect Aphis THA0 85424 - CNTS6BTO0
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ther Sequence Analysis Results

o Methabolic Pathway

HE—#H:‘,—I:%’ The pathways herein are automatically generated and not manually

curated, hence users should take caution when interpreting the

Search Database Acyri

Powarnt by existence or absence of metabolic pathways.
Y CRos

Help ‘ Pathway ‘

Acyrthosiphon pisum (genome paper version) Pathway: UDP-N-acetyl-D-glucosamine biosynthesis Il

| Show Predicted Enzymes VI More Detail H Less Detail H Species Comparison ]

2,6,1,16

D-fructose-6-phosphate ————=———=——"®D-glucosamine-6-phosphate —= — #N-acetyl-I-glucosamine-E-phosphate \-acetyl-glucosamine-1-phosphate
{ i , uTp
L-glutamine L-glutamate acetyl-CoA coenzyme A .
H* L
“#diphosphate

UDP-N-acetyl-D-glucosamine
If an enzyme name is shown in bold, there is experimental evidence for this enzymatic activity.

Synonyms: UDP-N-acetylgalactosamine biosynthesis

Superclasses: Biosynthesis -> Amines and Polyamines Biosynthesis -> UDP-N-acetyl-D-glucosamine Biosynthesis
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Sum up

Sum up

o Many annotation tools

o High quality manual annotations
o SouthGreen platform can help you

See also...

Presentations: W315, W10/, W069, W152,
W511, W327 and W585

Posters: P0O50, P800, P805 and P820
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Thanks for your attention!




