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1. System overview

KAIKObase is an integrated silkworm genome browser with 3 map browsers, 1 gene viewer,
and 5 independent databases.

* PGmap : physical map and genetic linkage map for each chromosome.
* UnifiedMap : PGmap containing genome contigs, BAC-ends, fosmid-ends, and Fingerprint Contigs (FPC).
* GBrowse : genome annotation viewer based on GBrowse developed by GMOD.

* GeneViewer : gene information viewer based on the gene viewer of KAIKOGAAS.

* Bombyx Trap DataBase : Bombyx gene function database by transgenic works using GAL4 system.
* KAIKO 2DDB : proteomic data of various developmental stages and tissues of silkworm.

* KAIKOGAAS : An integrated database and automated annotation system.

* Full-length cDNA (FLcDNA) Database

* EST Database

KAIKObase provides three data mining approaches:
(1) Narrowing the range of data sets using PGmap or UnifiedMap in Chromosome Overview

(2) Keyword and position search
(3) Sequence search using BLAST.
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KAIKObase

2. Top page

HOME What's New About SGP Sequences Analysis Tools Public Data  References Link

KAIKObase

The top page provides access to silkworm genome KAIObase s annegrated sllorom gename browser with  map browses, 1 gens viswer,and 2 ndependent

. f t. databases. more.
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Chromosome Overview
Two choices are available for the genome maps the PGmap can be accessed by clicking the chromosome number after

1) Chromosome select: Two choices are available for the dicking PGmap (colored pink) and the Unifiechap by ciicing the chromosome number aftr cicking UnifiecMap

(colored green)

genome maps — the PGmap can be accessed by clicking Pomap

physical map and genetic linkage map for each PGmap involving genome contigs, BAC-ends,

the chromosome number after clicking PGmap (colored Sincears e S L Can e e

pink) and the UnifiedMap by clicking the chromosome e s
number after clicking UnifiedMap (colored green).

PGmap: UnifiedMap:
physical map and genetic linkage map for each PGmap involving genome contigs, BAC-ends,
fosmic-ends, and Fingerprint Contigs (FPC)

2) Keyword and Position Search: Input a keyword and Pleas ik a chromsome number o o Unifedap
choose data set from “Search Field”, “Search
Chromosome and/or Position” or “Scaffold name and/or
Position”, and “Search Data Set” delimit the area and the Lz o3 & s s 105 s omomo2om o#om
region of the search. The data sets include genes,
scaffolds, contig within scaffolds, markers, fingerprint
contigs (FPC), BAC ends, fosmid ends, BAC clones, Hiddidoadddodsea e
Locus, FLcDNAs, complete mRNAs, gene models, and
ESTs. As long as “Graphic View ON”, search results are
shown in chromosome image as well as in Excel table. 3) Sequence Search: Nucleotide or amino acid sequence can

be used as a query. Search results are shown in

e o it o KAKOtass er31) o v, Wit chromosome images.
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T — Scaffold Sequence Search KAIKObase is an integrated silkworm genome database and data mining tool with 3 map browsers, 1 gene viewer, and
5 independent databases. more.

Keyword and Position Search

- enter a keyword, position and choose from several parameters to delimit the search c Gremien | ‘ Keyword and Position Search ‘ Scaffold Sequence Search

Keyword: B Scaffold Sequence Search
Search Field (_all 2 Program: Blastn -~ [Query] Nucleotide [DB] Nucleotide =

Position: DatalLib: Sikuworm (Daizo" and Dazao' train) WGS, Ramen assemble Scaffold Buid? Registration sequences

© Chromosome %) Position - Your Query Comment:

O Scaffold Position

Your Query:

Data Set:

Oscaffold  CJcontig O FPC(Finger Print Contig)

(JSNP marker (O trait marker

OLocus OFLCDNA O Complete mRNA

 Gene model OEST

OBAC_end  Cfosmid_end OBAC fosmid

Graphical View: (on )

search) (reset)

or Upload File with FASTA Format Queries:

Search ) (_Reset )




3. Browsers, viewer, and external database

3.1 PGmap

3.2 UnifiedMap

3.3 GBrowse

3.4 GeneViewer

3.5 Bombyx Trap DataBase

3.6 Proteome Database (KAIKO2DDB)

3.7 KAIKOGAAS (An integrated database and
automated annotation system)

3.8 Full-length cDNA (FLcDNA) database

3.9 EST database



3.1 PGmap

[Features]

- Position of markers in the linkage map and physical map at the chromosome level.

[Link]

- Choose designated region and link to GBrowse.
- Choose designated region and link to view sequence.

1. Select a chromosome \

2. Specify the desired region
in the chromosome by
moving the blue frame. \

4. Specify the region for 7

GBrowse viewing or
sequence viewing by moving

5. Click “Go to GBrowse” button to view link.
6. Click “View sequence’ button to view link.

3. Click display on/off to highlight the
area for GBrowse link.

the red frame.

Bombyx trap DB trait

information is shown by

placing the indicator

| |
Region highlighted in GBrowse.

® 00 Physigal - Genetic map =]
IKObase: PGma
‘\ P Back to
Chromosome | 1 1§ |: 22395194 base (view Sequence ) {_Go to GBrowse ) [chr1: 1 mnm 2R - 13700R44 | { Display-off link-area )
chr1(22Mb) trait info | _scaffold ma physical genetic marker info
overview scale
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15Mb Chromosome Position chrd : 7.3Mb
Scaffold Position Bm_scaf8 : 1.7Mb
Genetic Position chr01:14.9cM _ St 0
== T TTTT————217.3cH  TBA3R22(8 1Mh=17_ 2cM)
3116 Local ID T043B22
200 —— I Local Number ID 01017
. £ —_— 181 Chromosome Position chr1 : 8.1
o —18.9ch ;BE Scaffold Position Bm_scaf8 : 21
< chri : 17.3cM

The top and bottom lines can be
moved to the desired region.

Tog Cenetic Position
184713

T633003(9.51b-21.0cH)
T617E208(10.,11b-21_,5cH)
T639F28(10.5Hb-21.,5cH)

TOJBKO5(10.,9Hb-22,6cH)

T888K23
T092615
T053L18(11.6Hb-24.2cH)
T691018(11,6Hb-24,2cH)
TO89A15(12.0Hb-24.2cH)
TO82K24(12,51b-24,7cH)

BO19F14(13, OHb=25, 7cH)

1620187
T627P14(14.21b-27 .8cH)

= 7. Alternatively, enter the
exact position within the
chromosome and click
“Go to GBrowse” button to
view link or click “View
sequence” button to view
link.

| Linkage map
information is
shown by placing
the indicator.

As the size of gap between adjacent scaffolds is unknown, we set an uniform space of 500 kbps between scaffolds.

The direction of a scaffold containing plural markers is defined, while the direction of a scaffold having only one marker

cannot be determined and the original direction is used.



3.2 UnifiedMap

[Features]

- Pgmap is integrated with the information of scaffolds and contigs of Build2, BAC ends, Fosmid ends, FPC, SNP markers and Trait markers.

[Link]

- Choose designated region on the physical map and link to GBrowse or get to sequence.

- Choose designated region on the linkage map. A red arrow appears on right side if marker information is available.

1. Select a chromosome

2. Specify the zooming level.

o

Chromosome [ 1 4] Zoom Level [ 1 (50px/Mb)

3. Check the desired items for display.
UnifiedMap
Back to Top Page 1

4 bisplay item: ¥ scafiold [ marker ] trait W] BAC_end

0

KAIKObase:

Detailed

BAC end terminal

T7 : blue
SP6 : red

Fosmid end terminal
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3.3 GBrowse

[Features]
- Genome annotation viewer with a graphical representation of a section of a chromosome.

[Link]

- Click designated region on “Details” and sequence and ID are displayed in another page.

- Click gene model on “Details” for link to GeneViewer and KAIKO2DDB (proteome database).
- Click trait marker on “Details” for link to Bombyx Trap DataBase.

(oMo Xe) Bombyx mori (chromosome, version 2.3): chr7:6929610..7029609
‘ )| byx mori (ch wversi...
~ @ Search

Landmark or Region: Reports & Analysis:

[chr7:6929610..7029609 Search | Annotate Restriction Sites _~| configure... Go

Data Source |
[Bombyx mori (chromosome, version 2.3) = Scrolvzoom: <</< ' [Show 100 kbp -| ' > ) Flip
= Overview

S ra- e 0
B Details KAIKOGAO031932
6930k eodon e i
—— jump to ...
Bn_scaf15 o GBrowse_details
B B H contig » GeneViewer
Bn_scaf15_contigl11439 o KAIKOGAAS(Scaffold segment
En_scaf D)
s acis
B @ 3 China gene model

Clear highlighting Update Image
m Tracks
B Overview ) Allon ) All off

¥ scaffold

B Analysis () Allon () All off
() Restriction Sites

BEPC () Allon (Al off

) FPC-Contig
B General () Allon [ ANoff

 6-frame translation ¥ DNA/GC Content
m Assembly () Allon () All off

¥ contig  scaffold

ECDNA () Allon () Alloff
COEST o Profile




3.4 GeneViewer

[Features

- Gene information viewer, showing the detailed information of the gene model.

[Link]

- “Search Results” links to results of homology search by BLASTn, BLASTp, HMMER and ProfileScan with alignments

of the sequence.

- “Analysis of amino acid sequences” links to PSORT, SOSUI, MOTIF and Gene ontology (InterProScan).
- “Sequence” provides the nucleotide sequence, spliced nucleotide sequence and translated protein sequence of the predicted gene.

Gene No. : BGIBMGA000005-TA

Genone Sequence CONA Sequence  [size= S12(op)]

11962044 OTY — puso

&

Location

Chromosome chr26

Postn [1196204.11962201 , 11062814.1962076 , 11065614.11063777 , 11967258.11067617 , 11068613.11068679
Direction

(C+GH Cortent 4700

Search Results [A}Asgnment

Blastn
[dbdna all]

No Hit

Blastp

e

HVVER |50 Cytochrome P450 <1354 0.00054 1 A1
[dbPfar)

ProfieScan

No Hi
bprosite] [©

Analysis of Amino Acid Sequence
0 PSORT
0508U
@ MOTE

@ Gene Ontology{InterP

&

Sequence
9 Nucleotide Sequence

9 Solced Nucleotide Secflence

v

SEQUENCE: BGIBMGAQ00005-TA GRG64: SAI0F 162E1E7FFES LENGTH: 303 a2
InterPro Cytochrome P450
R —— Pas0

Farmily

ETHR19383 CYTOCHROME P450
PEOOOET —— — pa50
CYTOCHROME P450
— CYTOCHROME_P450
Gytochrome P450

nolPR ograted
1.10630.1 o description

SEQUENCE: BGIBMGA000005-TA CRC64: 5AI0F162E1E7FFES LENGTH: 303 a=

InterPro | Cytochrome P450

Family PRINTS PROO3ET P50

= 3308 33008
[176-1931T [241-250]T [250-2611T
PANTHER  PTHR19383 CYTOCHROME P450 16e-05 [114-2711T

PFAM BEOO0GT 450 222-05 [143-1961T 3216 [222-273]T
PROFILE PSO00SE  CYTOCHROMEP#50 . [243-2521T

PROSITE PSO00SR  CYTOCHROME P#50 NA [243-252]7

SUPERFAMLY SSF42264 Cytochrome P450  47e-34 [132-0001T

=

4 4 0o o o

Result of domain search in Pfam database.

Detailed information of the predicted gene including chromosome number, positions
of exons and GC content.

Results of homology search using BLASTn (top 3 ESTs), BLASTp (top 10 proteins),
HMMER and ProfileScan with the alignments of the sequence.

Display the results of amino acid analysis in PSORT, SOSUI,
MOTIF and Gene ontology (InterProScan).

Links to the nucleotide sequence, spliced nucleotide sequence and translated protein
sequence of the predicted gene.

Graphical representation of InterProScan results

Character representation of InterProScan results



3.5 Bombyx Trap DataBase

[Features]

- Information on reporter expressions and positions of transposon vectors (mutators) in transposon insertion lines (enhancer trap strains, or
gene trap strains) is presented with this database.

For more details, please refer to the document, http://sgp.dna.affrc.go.jp/ETDB/howto/how_to _use Bombyx Trap_DB.pdf

[Link]
This database is linked from Keyword search result page of KAIKObase.

Bombyx Trap DataBase top page

Bombyx mori Trap DB

Word Search Options

Strain ID
Keyword

Search Position

Fluorescent Site |

Photo Image | (] ay,

—————

Pictorial Search Option

[Developmental o Spinning
stages 99 Prepupa

Apparent by
ordinary 5
images 2

[Developmental Spinning
Egg ‘ Laa | e |Cocon

stages

Larva Cocoon|  Pupa Adult Moth

19

Adult Moth

Apparent by
fluorescence




3.6 Proteome database (KAIKO2DDB)

[Features]

- Database for silkworm proteome analysis using two-dimensional polyacrylamide gel electrophoresis images of various developmental stages and

tissues.

- For more details, please refer to the document, http://au.expasy.org/ch2d/manch2d.html

[Link]

- This database is linked from Keyword search result page or GBrowse of KAIKObase.

Proteome database (KAIKO2DDB) top page

KAIKO 2DDB

Home

Search by

Maps

Query Remote Interfaces:
[All Interfaces] 7]
SWISS-2DPAGE [

World-2DPAGE 0]

¢ local DBs

KAIKO 2DDB

Two-dimensional polyacrylamide gel electrophoresis federated database
for analysis of silkworm protein.

+ | [Facts and statistics]

Tnere are some 2D databases about silkworm protein:

Developmental stage
Organ/Tissue Larva Molting Spinning Pupation
4th-instar Sth-instar
idguut 7] k i
i i

- m & - v =
niddle silkgland/male | t

=
"
E5

or UniProtK B/Swiss-Prot keywords (KW)

¥ en author
« by spotid/
« by identification methods: sc
« by pl/Mw range: scarch for spots in a pUMw rang t carch to a specific map

Maps
Several actions can be performed for the maps

11



3.7 KAIKOGAAS

[Features]
- Database of detailed annotation of a total of 192 scaffolds anchored to the 28 silkworm chromosomes.
- For more details, please refer to the KAIKOGAAS document, http://kaikogaas.dna.affrc.go.jp/howtokaikogaas.pdf

[Link]
- This database is linked from GBrowse of KAIKObase.

KAIKOGAAS top page

OO0 KAIKOGAAS (&)
ﬂ 0O KAIKOGAAS = -

About KAIKOGAAS

KAIKOGAAS isan 1 database and ation system cifically for ly ufthc silkworm

genome (Bombyx mori), also known in Japanese l.snguagl: as "KAIKO® , genome. lhc currently ¢ s the

of scaffolds derived from the whole genome sequencing (WGS) efforts of the Silkworm Genome Research Prgggram (SGP) in
Japan and the Silkworm Genome Project in China. The WGS reads independently obtained by the two groups were mn:rgcd
thereby generating a genome assembly with about 91% genome . In the also s the

of BAC clones that were used to check the quality of the WGS assembly.

All data were by an tool i for fi i and ! analysis
of the silkworm genome. This annotation system includes coding region pnedxclmn pmgrams ( GENSCAN, FGENESH, MZEF
). splice site prediction programs ( SplicePredictor ), DNA y search lysis prog: ( Blast, HMMER,
PmﬁlcScan MOTIF ), tRNA gene prediction program { tRNAscan-SE ), rep DNA lysis progr ( RepeatMasker,
Pri ). protein site ( PSORT ). .md am of ion and protein

i and (SOSUI). F , & unique fi is ically

for predicted gene by Gl ‘SclmlurK ba.\:d on the protein homology of the gene.

Annotation of Silkworm Genome Scaffolds

A total of 192 scaffolds anchored to the 28 silkworm chromosomes (total length - 417.7 Mb). The annotation scaffolds for cach
chromosome can be browsed from the ch link below. Additi , the chr_Un link includes the anntation of 4,615
scaffolds which are more than 1kb in length but with unknown position in the chromosomes.

[chr_O1 |[chr_02/[chr 03|[chr_04|[chr 05|[chr 06|[chr 07 [chr 08|[chr 09|[chr 10/[chr_11][chr 12|[chr 13|[chr 14

Chr [che_15 |[che_16[chr_17|[chr 18| [chr_19)[chr_20|[che_21|[chr_22|[chr_23|[chr 24 [chr_25 [chr_26|[chr 27 [chr 28

The scaffold segment 1D provides link to the annotation map. The position of the scaffold in the genome can be accessed via
silkworm genome database, KAIKObase.

Annotation of Silkworm BAC clones

The BAC s ces include 55 BAC clones derived from genomic libraries fnf PSOT strain (mixed sex) and C108
strain (mixed sex). The genes predicted by the system are shown in the "AutoF " row on the ion map. Manually
curated annotations are provided for two BAC clones, namely, 1213 and 4L.14.

Anal; of Your G i
\nnol.mon of your sequence can be performed using the automated annotation tool of KAIKOGAAS. The results of automated
for are summarized in an annotation viewer similar to the KAIKOGAAS annotation map.

For using this service, an e-mail address and password are necessary to protect your data from any thrid party.

How to use KAIKOGAAS (PDF).
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3.8 Full-length cDNA (FLcDNA) Database

[Features]
- 10165 full-length cDNAs (FLcDNAs) and 2,627 complete mRNAs in public database are included in the Full-length cDNA (FLcDNA) Database.

- Keyword search provides a list of BLAST top hit annotation using the NCBI NR database.

[Link]
- 9,146 FLcDNAs of 10,165 FLcDNAs and 2,555 complete mRNAs of 2,627 complete mRNA are mapped on scaffold and linked from Gbrowse of

KAIKObase.
-10,165 FLcDNAs and 2,627 complete mRNAs are linked from keyword search result page of KAIKObase

Full-length cDNA (FLcDNA) top page

List of silkkworm full-length cDNA (FLcDNA) sequences is composed of FLcDNA sequences and Bombyx complete mRNA (complete mRNA) sequences
in public database of June 2010. FLcDNA were derived from various cDNA libraries constructed using different strains, organ / tissue, development
stage etc. A search function for FLcDNA and complete mRNA data information by key word or clone name is provided.

Search Entries of full cDNA-length clone Database

| Search Options
full cDNA clone name
Keyword
’ Definition Keyword [
first ATG stop codon olyA-tail
Entity | L | po | POy~
" not specified 3 ) | not specified ) | not specified 1)

("Search Start ) ( reset )
S— N

[notes] If you search without search option, all entries are displayed.
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3.9 EST database

[Features]
- Atotal of 463,607 ESTs correspond to unreleased EST sequences, Bombyx EST sequences in public database as of March 2010, and Bombyx partial

cDNA sequences in public database as of June 2010.
-Keyword search provides a list of Top hit annotation of InterProSacn and BLAST using database of NCBI NR, Drosophila, C.elegans, Anopheles, Apis,

and Tribolium.

[Link]
- 399,510 ESTs of 463,607 ESTs are mapped on scaffold and linked from Gbrowse of KAIKObase.
- 463,607 ESTs are linked from keyword search result page of KAIKObase.

EST database top page

List of silkworm EST (cDNA) sequences is composed of unreleased EST sequences, Bombyx EST sequences in public database of March 2010, and Bombyx partial cDNA sequences in public
database of June 2010. These were derived from various cDNA libraries constructed using different strains, organ / tissue, development stage etc. A search function for EST data information by key
word or clone name is provided. The database contains unreleased clones, accession numbers FS724152-FS939542. We would like to ask for your patience not to submit papers using unpublished
EST is used for Silkworm Genome Annotation until the publication annotation paper. If you have any question regarding this regulation, please contact: kmita@nias.affrc.go.jp.

Search Entries of silkworm EST Database

Search Options
A ion Number |
Keyword
Clone Name
Keyword
Gene Ontology
Keyword
Gene Ontology Biological Process Molecular Function Cellular Component
Selection not speciied $ nat specified ¢ not specified :
NCBI-NR | Drosophila C.elegans | Anopheles Apis I Tribolium
Homology Value
[Cnot specifiea [Cnot specifiea [ _not speciied < [Cnot specifiea < [Cnot specifiea ¢ [Cnot specified
| NCBI-NR | Drosophila | C.elegans | Anopheles ‘ Apis | Tribolium

Homology Keyword

Target Sequences | @ Representative O original (No Gene Ontology)
Output Format Options
#Gene Ontology @NCBI-NR homology # drosophila homology #C.elegans homology

Display items ; .
spiay # Anopheles homology # Apis homology # Tribolium homology
Sort Order ®ASC ODESC
Number of output ™
line
(Search Start ) ("reset

D e




4. Keyword and Position search, and Sequence search

4.1 Example of keyword and position search
4.2 Example of sequence search
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4.1 Example of keyword and position search

Search for “catalase” in gene data set on whole chromosome.

Enter “catalase” in query box ———»

Do not click if all scaffolds —————

would be scanned.

Click “Gene model”

Choose “on” from pull-down menu. —»

Click “Search” button.

Keyword and Position Search
- enter a keyword, position and choose from several parameters to delimit the search.
Keyword:
Search Field (all - O] 4
Position:
© Chromosome B3] Position -
O Scaffold Position -
Data Set:
O scaffold (J contig O FPC(Finger Print Contig)
[ ) SNP marker (O trait marker
= O Locus O FLcDNA ) Complete mRNA
¥ Gene model (JEST
CJBAC_end O fosmid_end 0 BAC fosmid
Graphical View: [on 3)
oo et
_> searc| reset

I 1T

KAIKOY 33

KAIKObase Keyword Search Result

Search result is downloaded
by clicking “download hit text
data” button.

results 1-8 of 8

KAI

Search keyword:[catalase], field:[description], data_set:[gene]
8 Hits found ("download hit text data

KObase Keyword Search Result
Back to Top Pagel

20 21 22 23 24 25 26 27 28 unknown

Choose “description” from pull-down menu

/

Click any button
to view link.

Data
Data ID k3 Position Description Link Z
local ID Chromosome Position IPRO11614ICatalase, N-terminal, IPR002226|Catalase KAIKObase Link A
BGIBMGA000701 chr1: 10876713-10879032 (+) Gene Viewer v
gene Scaffold Position Other Site Link
Bm_scaf8: 5278759-5281078 (+
® KAIKO2DDB |3 )( View )
local ID Chromosome Position IPR002226ICatalase, IPRO11614ICatalase, N-terminal KAIKObase Link
BGIBMGA012691 chr22; 3937990-3939776 (-) Gene Viewer
gene Scaffold Position "~ Othersite Link
B f69: 151468-153254
m_sca ® KAIKO2DDB | )( View )
local ID Chromosome Position IPRO02226|Catalase, IPR006061IBacterial extracellular solute- KAIKObase Link
BGIBMGA011431 chr23: 13458483-13460431 (-) binding family 1, IPRO11614ICatalase, N-terminal P —.]r View)
gene Scaffold Position " OtherSiteLink
Other Site Link
Bm_scaf22: 4754065-4756013 (-,
o KaK0Z008 (3 View )

local ID
BGIBM 11430

| Chromosome Position
chr23: 13463890-13465404 (-)

l IPR0O02226|Catalase, IPR011614ICatalase, N-terminal

KAIKObase Link 4

A | Y

Resu

It of keyword search




4.2 Example of sequence search

Example of search for location of a specified amino acid sequence on scaffold build2.

Choose tBLASTn
—

Enter sequence
—l

Set parameters
—

| [ | T |

Scaffold Sequence Search

Program: tiastn - [Query) Protein D8] Nucleotide

DataLib: Sikworm (Daizo and Dazac’ strain) WGS, Scatials
Your Query Comment:

«»(C )

or Upload File with FASTA Format Queries:

Match: 2
Mismatch: 2
GapOpen: |5 |12
GapExtenc:[2 |12
G bropo: | 12
Gap Align: ExtencHit | |2
Descristions: I_;""
Alignments: !;°°

Thanks!

Now your search request is accepted.

Program t8lostn

Dotolib SW-BUILD2-SCAFFOLD-0DB]
Filter T

Gap_Align T

Descriptions 108

Alignments 100

Open 11

Exntend 1

Begin
>quer
MASROPATDQ LINYKKTLKD SPGFITTKSG APVGIKTAIQ TVGKNGPALL
QOVNFLDEMS SFORERIPER VVEAKGAGAF GYFEVTHDIT KYSAAKVFES
IGKRTPIAVR FSTVGGESGS ADTVROPRGF AVKFYTDDGY WOLVGNNTPT
FFIRDPTLFP SFIHTQKRNP ATHLKOPOMF WOFLTLRPET THQLLYLFGD
RGIPDGYRHM NGYGSKTFKL VNSQGVGYV KFHYKTNGGI KNLSVDKAGE
LASTOPDYSI ROLYNSIAKG DYPSNTFYIQ VMTMAGAESC KFNPFDLTKI
WPHAEYPLIP VGKLVLORNP KNYFAEVEQL AFSPSNLVPG IEPSPDKMLQ
GRLFAYSDTH RHRLGANYLQ IPVNCPYKVA VSTYQRDGPQ ATHNQDOCPN
YFPNSFSGPQ ECPRAGRLQP RYNVGGDVOR YDSGQTEDNF SQATALYKQY
KQRAT ANIVOKLKDA AAFIQERATK IFSQVHPELG NKVAAGLAPY
KKYHANC

”

Please chock following URL.

Click “Search” button

KAIKObase Scaffold Sequence Search Result

Jack to Top P

You can download this result--> BLASTresultzip
Note:This resultfile is compressed into zip format.

® chromosome:

+| / O Scaffold: Position -

Viewer:_Garowse(chromosome)

No. | query ID Hit Scaffold ID :';L;:T :::, m;’ ""::':’ Hit cw- omesome Link
1auery  [8m scaf 489 (9980%)  00(1013)| 19-507 |5279609-5281075 chrl:10877563-10879029 B D)
2|query  |Bm scaf8 21(9524%) 0015(420)| 121 |5278750-5278821 chrl:10876713-10876775 | Corowscichromosome) & ((View )
3| query Bm_scaf69 477 (4864%) 9e-133 (474)| 23497 151824-153215  chr22:3939420-393802 s @
4|query  |Bm scaf3ge 470 (48.72%) 6Ge-130 (466) | 23-490 11685-13055  not mapped [ corowsetscatiore) 3 )(view )
5|query | Bm scaf396 277 (4368%) 7e-120 (245) | 222-497 | 2407624879  not mapped CBrowsetscatiois) 2 (iew )
& fim srafa0R 180185008 7020 2081 | 23200 | 2140523035 nnt manned Y

Result of sequence search
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