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1985 5204420 5700 9951 %0
1986 9615371 9978 gl %
1987 15514776 14584

1988 23800000 20579 Loy [
1989 34762585 28791 T g | 4 é
1990 49179285 39533 2 2
1991 71947426 55627 5- 5011 o =
1992 101008486 78608 § 0 - E
1993 157152442 143492 § E
1994 217102462 215273 @ 301 29
1995 384939485 555694 o 20 @
1996 651972984 1021211 ol

1997 1160300687 1765847 Ly 10
1998 2008761784 2837897 o4 0
1999 3841163011 4864570 1982 1986 1990 1994 1998 2002 2006

2000 11101066288 10106023

2001 15849921438 14976310
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code || conplemen |
A

Adenine T
3 GELEnIne C
C Cytosine €
T Thymine 1)
Y Pyrimidine (C or T) =}
7S Purine (A or 3) ¥
Wy weak (A or T) Wy
S strong (G or C) 5
K keto (T or 3) ]
] amino [Cor &) K
B A, G, T (not C) H
Y A, C, G (not T} B
H £, C, T (not G) D
B C, G, T (not &) Y
K any base i
- Gap -
Il K53 38 Jsdr
o , ~ Second base
LT . c A | G
TIT  Phe (F) | TCT Ser (S) | TAT  Tyr(Y) TGT  Cys (C)
TTC  Phe (F) | TCC Ser(S) |TAC  Tyr(Y) TGC  Cys (C)
TTA  Leu (L) | TCA Ser(S) | TAA STOP TGA  STOP
| TTG  Leu (L) | TCG Ser (S) |TAG STOP TGG  Trp (W)
CTT  Leu (L) | CCT Pro (P) | CAT  His (H) CGT  Arg (R)
CTC  Leu (L) 'ccC  Pro(P) |CAC His(H) |CGC  Arg (R)
CTA Leu (L) | CCA Pro(P) |CAA GIn(Q) CGA  Arg (R)
€6 Leu (1) |CCG_ Pro(P) |CAG GIn(Q) |CGG  Arg (R)
ATT  Ile (1) | acT Thr(T) | AAT Asn(N) |AGT  Ser(S)
ATC  Tle (1) |ACC  Thr(T) |AAC Asn(N) |AGC  Ser(S)
ATA Il (1) |ACA  Thr(T) |AAA Lys(K) AGA  Arg (R)
| ATG _ Met (M) START |ACG  Thr(T) | AAG  Lys (K) AGG  Arg (R)
GTT  Vval (V) ‘ GCT  Ala(A) |GAT Asp(D) |GGT Gly(G)
GTC val (V) |GCC  Ala(A) |GAC Asp(D) |GGC Gly(G)
GTA Vval (V) 'GCA  Ala(A) |GAA Glu(E) |GGA Gly (G)
GTG  Vval (V) |GCG  Ala(A) | GAG Glu (E) GGG Gly (G)
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Inv (Invertebrate)
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VRT (other vertebrate)
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/

Nucleotide

¥

v |chitinase I 4

Save search Limit‘ Advanced >

Nucleotide

Help

Display Settings: () Summary, 20 per page, Sorted by Default order Send to: (v| Filter your results:
. . All (28099)

0 Found 32589 nuclectide sequences. Nucleotide (28099) EST (4486) GSS (4)
Bacteria {17667}

Results: 1 to 20 of 28099 Page |1 of 1405 Next> Last=» INSDC (GenBank’
(16226)

[ Allium sativum chitinase mRNA, 3' end mRNA (4520)

1. i

1,085 bp linear mRNA RefSeq (11841

Accession: M94105.1 Gl: 166344

GenBank FASTA  Graphics Manage Filters

[ Allium sativum chitinase mRNA, 3' end
1,007 bp linear mRNA

Accession: M94106.1 Gl: 166342
GenBank FASTA  Graphics

W Top Organisms [Tree]

uncultured bacterium (7338)
Vibrio cholerae (7377)
Propionibacterium acnes (533)
uncultured

N

Nucleotide Advanced Search Builder

{chitinase[Title]) AND zebrafish[Organism]

Edit
Builder
Title  |chitinase Show index list
AND ~ Organism v |zebrafish Show index list
AND « All Fields - | Show index list

or Add to history

532 4o 3 |, Chitinase dal o ST Jle Ol ge 40 .S 03Lizel NOT L OR AND I il 55 o 505 35050 05,8 55doee (51
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((chitinase[T| e nism]) AND ("2012'[Maodification Date] : "3000"[Modification Date])
Gene Name

Edit Issue
Journal

Keyword 1
Builder 1
Organism —
Page Number chitinase
Primary Accession
Primary Organism
AND ~ Modification Date > 2012 to |present - Show index list

»

Show index list

AND -

O

zebrafish Show index list

AND ~ All Fields - & €3 Show index list

or Add to history
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All (7)
esults: 7 Bacteria (0)

[[1 Danio rerio chitinase, acidic.3 (chia.3), mMRNA INSDC (GenBanko (1
1. 1,746 bp linear mRNA mRNA (7)

Accession: NM_213213.1 GI: 47086016 RefSeq (6

GenBank FASTA  Graphi Related Sequences )
GenBank FASTA Graphics Related Sequences Manage Fillers

.oMJ}MdMQ@.\’J&J

o sl o Sl V KS 3 amte a 550 V 00 S5 3 st a2 5550 YALAA 1S IS e odalie
A el 5l L sl (A S5 b e s AS 5 IS a2 by o 1S SIS et



Display Settings: [v] GenBank

Danio rerio chitinase, acidic.3 (chia.3), mRNA Sleb| e Ol
MNCEl Reference Sequence: M_2132131 [ T L
FASTA  Graphics J . Sl L
— Sl db S
o to:
Wl Soled LOCUS NM_213213 \1746 bp  mRNA  linear WRT 24-AU3-2813
emigrio chitinase, acidic.3 (chia.3), mRNA. =
ACCESST @) NM_213498
VERSTON i 3.1 GI:47086816 VRT (other vertebrate)
KEYWORDS ~ RefSeq.
SOURCE Danic reric (zebrafish)

ORGANISM Danio rerio
Eukaryota; Metazoa; Chordata; Craniata; Yertebrata; Euteleostomi;
Actinopterygii; Neopterygii; Teleostei; Ostariophysi;
Cypriniformes; Cyprinidas; Danio.
REFERENCE 1 (bases 1 to 1746)
BUTHORS Hussain,M. and Wilson,].E.
‘Cz;ﬁ TITLE New Paralegues and Revised Time Line in the Expansion of the
Wertebrate GH18 Family
JOURNAL 1. Mol. Ewol. (2213) In press
PUBMED 23558346
REMARK Publication Status: Available-Online prier to print
Sledb! —  REFERENCE 2 (hases 1 to 1746)
BUTHORS Peterson,s.M., Zhang,]., Weber,3. and Freeman,J.L.
4)\.5.@ TITLE Global gene expression analysis rewveals dynamic and developmental
J g stage-dependent enrichment of lead-induced neurcleogical gene
alterations
“ jg‘H<r§ JOURNAL  Enviren. Health Perspect. 119 (5), 615-621 (2@11)
PUBMED 21147082
| - REFERENCE 3 (bases 1 to 1746)
Lﬁ; 5 AUTHORS Jima,D.D., Shah,R.N., Orcutt,T.M., Joshi,D., Law,].M., Litman,G.W.,

cg)tf.thni_ji

FEATUURES Location/Qualifiers

source 1..1746
forganism="Danio reric"
Ffmol_type="mRNA"
fdb_sref="taxon:7955"
fchromoseme="11"
fmap="11"

Egene 1..1746
fegene="chia.3"
fgene_synonym="chiolb; wu:fd6la@2; wu:fil3f@l; zgc:5546;
Ige:77oLe"

sl SUS ‘;‘)3 fnote="chitinase, acidic.3"
fdb_xref="GenelD:426815"
Coding \ fdb_xref="ZFIN :ZDE -GENE-B4P126-2891"
cos 28..1443
Sequence %

fegene="chia.3"
fgene_synonym="chiolb; wu:fd6la@2; wu:fil3f@l; zgc:5546;
Ige:77oLe" X
feodon_start=1 wj:.w) G_)LQ..:.'
fproduct="chitinase, acidic.3 precursor"
fprotein_id="NP_g98378.1" uJ‘}; “
fdb_sref="aI:47885017" :
fdb_xref="GenelD:426815" .
fdb_sref="ZFIN:ZDE-GENE-248426-2891" ‘\L)'.'J‘ IR
Fftranslation="MaRLTLIAGLSLYLCHYAFSHEMACYFTNWSQYRPGIGKYTRL
. - WOPYLCTHLIYAFS IINQRNELYTYENNDETLYKAFHNELKNKNP TLETLLAVGENNFC
J‘j“' 4-0.?').’ SAQFSIMYSHPANRKTFIQSTIKFLRTHGFDGLDLDWEYPGARGSPPEDKQRFTLLCK
ELWAAYEAESKATGNPOLML T AAYS AGKGTIDDGYEIAETAKYLNFINYMTYDFHGTH
44. ‘5_,\13“9:15)_, ﬂ ERFTGHNSPLYQGS KDEGDLIYFNT LY AMRYWRDNG TPYEK L RMGFARYGRTFRLTSS
DT SWEAPASGPASAGTYTREAGFUSYYEICGFLEGT TIQUWIDDQKYPYATKNSENVGF
DTKESYETKYRYLK DKNFGQGAFYIWALDLDDF AGQFCSQGHNHPLMAHLRNLLDIELPPM
PSTTTPKPGQSTTRPTTTTTTTTHAPGPGFCHGKPDGLY AHPNDPHEYYS CAGGHTFY
EKCAVETYFDDSCKCCYWRKP™
sig peptide 28..87
fegene="chia.3"
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1..174&

fgene="chia.3"

fgene_synonym="chioIlb; wu:fd5lad2; wu:fil3f@1; zgc:55405;
Igc i FFoL2"

fnote="chitinase, acidic.3"

fdb_xref="GeneID:4@5310"
fdb_xref="ZFIN:ZDE-GENE -1 26-2891"

28..1443

fgene="chia.3"

fgene_synonym="chiocIb; wu:fd6la@2; wu:fil3f@l; zgc:5545;

; acttcagaaa aacatttgea aatagtgaaa caagacactg
caaatttcct taagccaaca aatgacagea aaccgtttca tatataagaa cattagtgta
1561 acctacattt atttactaaa tttgtattat gtctttatta catcttggtg acgtttatac
1621 tgtaagtgca agtacctctt tttaaatgac tgacaaaaag tttgtttctt gttcgtttct
1681 ccttgecttgt gaaattaata aactgacatc atggagaggg ga3aaaaaaa aaaaaaaaaa
1741 aaaaaa
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Danio rerio chitinase, acidic.3 {chia.3), mRNA

Ll=RETEMENCE SEQUENCE: Mh_213213 1
@ Graphics

o fo:

LOCUS HM_ 213213 1746 bp mRNA linear WRT 24-/U3-2013
CEFINITION Danio rerie chitinase, acidic.3 (chia.3), mRNA.

ACCESSION HM_ 213213 WNM_213498

YWERSTON HM_213213.1 aGI:47@86016

KEYWUCORDS Refseq.

NCBI )3 sl gt 155 (5l 5 FASTA oo b 4y plaws 4SS
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» NCEI/ BLAST Home
BLAST finds regions of similarity i ical

more

Nucleotide blast | Search a nucleotige datab

4 ase usin i
Algorithms - blastn. me 9 a nucleotide query

gablast, discontiguous megablast
protein blast Search protein database using a protein query
Algorithms: blastp , psi-blast, phi-blast, delta-blast

blastx | Search protein database using a translated nucleotide query

thlastn | Search translated nucleotide database using a protein query

l tblastx | Search translated nucleotide database using a translated nucleotide query

\ srrerransiated nucleotide query




Danio rerio chitinase, acidic.3 {chia.3), mRNA

MNCBI Reference Sequence: Mh_213213.1
GenBank  Graphics

Search With

Copy ta Mote
Speak

Dictionary
Encyclopedia

Translate

Go ta Web Address
[# Send by Mail

Homo sapiens chitinase 3-like 1 {(cartilage glycoprotein-39) (CHI3L1), mRNA

MCEI Reference Sequence: Mh_001276.2
GenBank  Graphics

i-1like 1 (cartilage

GAATAATGTGACECTC]
a4 :IJ J a1 a Search

T TaT
Search With

Copy ta Mote

Speak

Dictiohary
Encyclopedia

Translate 4

Go to Yifeh Address
22 | Send by Mail
.




kHCE BLAST! blarin wits

Align
| blach bla bla cly Hiach Hhiach
Enter Query Sequence BN
Erter accession number(= ], gif=], or FASTA sequencels] & Cipar GQuery subrange &
E'I'I'I'E ATGEAC AGCTEC ARG TECTETATT TGACCCARRCCTTAGTAATCATARCTC ARG ANACTTE HGI:IIEI_!:! & Fram
%?ITEITIII MGARCATTAGTGTAACCTACATTTATTITACTAAATTITETATTATATCTTTATTAC I:ITC'I'I'GET;

[
ol b o ol R T T T T T T e T e T e e T T LT T T T T E LT T T

or, upload file e

Job Title ] ATORE0IE] e M _ 2132131 | DA b0 ferio chithace, ..
Exier adescr [yonr BLEST feanch A

T Tar

[#] Mlign two ar more sequences &

Erter accession number(= ], gif=], or FASTA sequencels] & Cipar Subject subrange &

T TG HCTCEEEATT WG THCRC ACTTETTENTT A ATEEH A TETT THC BENTCCCC HHGECCTEEC HRGE -
BHATTTCTTE AR TOCC T S0 C Wt e TOCT T A TE i eR AT ACC AT T T TaaC hiat TETATE RCE Azt
AEERECC N ACNTCCTIC L AGAC AL AT ACE AT ACTANTTATACCCCCTRE ARAGCCEARETTAANNCE

T AT TR AT AT T T T e T T T E T TEC T T TEE RE B THE TE AT AT Ta

ACAAGAGCTTARCAGTSAAAAAAAAAAAAAAAAAAAAAADADAAAAR
ar, upload file o

Frogram Selection

Optirnize for Highlhy similar sequences (megablast)
hiore dissimilar sequences (discontiguous megablast)

@ Somewhat similar sequences (blastn)
ChocEe 3 BLAST aKortim &

BLAST Search nucleotide sequence using Blastn [Optimize for somewhat similar sequences )
. I Bhov: re wits In a nev: cAndo:

[#A gorithmn parameters Mote: Farameter values that differ from the default are highlighted




- ®
,.-j BLAST

Home  Recent Results = Saved Strategies  Help

Sign In] [Reqiste

» NCBI BLAST/ blastn suite-2sequences/ Formatting Results - 6YPB1S9J11N

Edit and Resubmit Save Search Strategies ™ Formatting options & Download YuuHowtu read this page  Blast report description

Blast 2 sequences

0il7086016{refiNM_213213.1] Danio rerio chitinase, ..

RID BYPB159111N (Expires on 10-30 14:44 pm)

Query 1D |cl|14943 Subject ID Icl|14945
Description gi|47086016|ref|MM_213213.1| Danio rerio chitinase, acidic.2 Description gi|144226250|ref|MM_001276.2| Homo sapiens chitinase 3-ike 1
(chia.3), mRMNA (cartilage glycoprotein-39) (CHIZL1), mRMNA
Molecule type nucleic acid Molecule type nucleic acid
Query Length 1746 Subject Length 1267

Program BLASTN 2.2 28+ P Citation

Other reports: »Search Summary [Taxonomy reports]

B Graphic Summary

Distribution of 2 Blast Hits onthe Query Sequence &

Mouse over to see the defline, click to show alignments ‘

Color key for alignment scores

1050 w0 o |
auery I —
I ] I 1 ] 1
1 300 600 S00 1200 1500

Sequences producing significant alignments:
Select: All hone Selected:0
1 Alignments o]

Max  Total Query E
score score cover | walue

Description ldent Accession

O] zil1442262800refkh 001276.2| Homa sapiens chitinase 3-like 1 {catilage glycoprotein-203 (CHIZLTY, mRRA 915 114 5B8%  Qe-22 B4% 300993

hax  Total Cuery E

ldent Accession
Score  score  cover  walue

915 114 &8% Held b4% 50993



oi|144226250)refiMM_001276.2| Homo sapiens chitinase 3-like 1 (cartilage glycoprotein-39) (CHILT), mRMA
Sequence ID: |cl[30993 Length: 1867 Humber of Matches: 2

Range 1: 239 to 1247 Graphics ¥ newt Match
Score Expect Identities Gaps Strand
91.5 hits{ 100) 9e8-22  BEI/1051(64%) £3/1051(5%) Plus/Plus

Query 92 AAATGECCTACTACTTCACCAACTAETCCCAATATAGACCTEGAAT TAGAAMATATACTC 151

Sbjct 239 ARCTEGTCTACTACTACACCAGCTAOTCCCAGTA- - - -COGRGARGELGATREEAG-CTG 293

Query 152 CTEC--AAATETC---GACCCTTACCTTTACACACACCTTATCTAT-GCTTTTTCAATCA 285

Shijct 294 CTTCCCAGATECCCTTEACCGCTTCCTETGTACCCACATCATCTACAGCTTTACCART -A 352

Query 286 TCAACCARMEEAATIAICT TGTCACATATAAATGEAACGATIAAACTCTATACARGGCCT 265

Sbjct 353 -ARGEAACG - -ATCACAT OGACACCTOOAMITGOAATGATATGACGLTCTAL - -5GCAT 487

Query 266 - -TCAATGAACTCAMGARCAARAATCCCACTCTTARGACCCTTTTGGL TGT TGaAIGATG 323

shict 488 GCTCAACACACTCAATAACAGIAACCCCARCCTAAAGACTCTCTTATCTATCIOATAIATG 467

Query 324 GAATTTTGGTTCGECACAG-TTCTCCATCATARTGTCCAATCCTACARALCGTARARCAT 382

shict 468  GAACTTTGAEETCT -CAARTATTTTCCAMIATAICCTCCAACACCCAGAITCACOIIACTT 526

Query 383 TTATTCAGTC - -TACCATCARATTCCTAAGAAC TCATGGATTTGATGGACTGEATCTGGA 448

sbjct 527 TCATCARGTCAITACCACCA--TTTCTACGCACCCATOICTTTGATGEACTAGACCTTEE 584

Query 441 CTEEEAATATCCCGOAGCARGARGARG TCCACCTOARGACARACALAIATTCACTCTECT  Saa

[
sbjct G&S CTEGCTCTACCCTEEACEEAEAG - -~ -~~~ -~ - -~ -~ ACARACAGCATTTTACCACCCT  &29

Query 5@l GTGCARGGAAMCTTATTGCAGCCT - -ATGARGCTOAGAGTARAICCACTOOCAATCCTCAT 558

shict B3@ AATCAAGEARATOAMIECCAAATTTATALRG - -GA-AGCCCAGCCA- -OOaAAMAAGCAT 584

Query 559 CTTATGCTAACCOCTACTATATCAGC TR AMMIGCACTATTGATGATGOATATGAGATT  B18

shict B85 CTCCTACTEMICACAHICACTATCTACGAEGAMISTCACCATTGACASCAGLTATGACATT 744

Query 619 GCAGRGATTGCCARGTACTTGAACTTCATCAARCGTCATGACTTACGACTTCCATAGCACT 675
I e A AN N A s A A

Sbjct 745 GCCAMIATATCCCARCACCTOEATTTCATTAGCATCATGACCTACGATTTTCATGEAICC BB

Query 679 TEG-GAHECGATTCACAREACACARCAICCCTCTAGTACCANGGCTCAM-AEGATGAIGEMNT 736

N N R T s |l
Shict ®@5  TGECGTESEAC-CACAGGCCATCACAITCCCCTATTCCGAGE-TCAGGAGTATACA--AG 56O

Query 737 ACCTGATCTACTT - -CAACACCAACTATACTATGOGCTAL - TOGAGEEACAATGGARCCC 793

shict #61  TOCTEACAGATTCAGCAACACTAACTATACTATEEEITACATAT TAAIACTGRGEE-CTC 919

Query 794 CTaTEEAGARACT CAGAATOGACT T TACAGCATACGOTCGCACTTTCCGTCTAACATCTT 853

shict =928 CTQCCAaTAMGCTGGTAATAEECATCCCCACCTTORRGAGEAGCTTCACTCTEGCTTCTT 979

Query 854  CAGATACCASCGTTGGAGCTCCAGCTAGTGSACCTAE--TTCAGCTAGARCCTACACTCE 911
LLE T L EEEErnn 1 LLLEE D T [_[11

Sbjct  98@ CTEAGACTAETETTGGAECCCCAAT CTCAGEACCOREARATTC - -CAGECCGaTTCACCAA 1837

Query 912 CEAGECTEG-ATTCTGATCTTACTATGAIATCTGTAGAT TCCTAGAIGGERACABCAATTC 970

Shijct 1@38 GGAGECAGEGACCCTTGCCT-ACTATGASATCTATGACTTCCTCCGCGOAICCACAGTCL 1896

Query 971 AETOGATTGATGACCAGAMGGTACCCTATGCCACARAGARCAECGAMITGRGTTEGATTTG 1230

Shict 1@97 ATAGAATCCTCAGCCAGCAGETCCCCTATGCCACCAATGICARMCCAITARETATEATACTG 1156

Query  1@31 ACACCARGGAGAGTTATGAMACGAMIGTCOGTTATCTGAARGACARGALTTTTGETGGAT 1290

shjct 1157 ACGACCATOAAASCOTCARLSICAAMIETACAGTACCTOAAIGACAIOCAICTEAOEEE0T 1216

i S it ki .

Skict 1217 CCATGGTATGEGCCCTEAACCTAGATEACTT 1247

Range 2: 1729 to 1740 Sraphics A Previous Match £ Firs
Score Expect Identities Gaps Strand
22.9 hits{24) 0.40 12,/12(100%) 0/12(0%) Plus/Minus

Query 812 TEGECTTTGCAS  BZ3

shjct 174@ TEEGCTTTGCAT 1729



SN L 55 35 ge s g ple b 5 K amslin ) BLAST 3l oslizal =1

k MCEI ELASTS blastn suite Standard Hucleotide BLAST

_| blasin | bl blantc tolanin Iolants

Enter Query Sequence

Enter accession number(s], gi(s], or FASTA sequence(s] & Cloar Query subrange &
T O TOCANO TG TOTGT T TOOCCC AT T T TN T TICAGANY, .

aTTTGs EATGATCS Frarm

AT T T O TR T G oo T OO A T T TOCT TG e TR CAGT A COaT T TN <

T T A TN T TGO T A TACAT T TATT A TAMAT T TaTAT TATGTCT TTAT TACATCTTOaTG Ta

SOaT T TATACTAT AT OO TAOTTC A TR ORI T T T T T TaT T
CET T T T T e T T ey T i T A T Sl e e i ot el f

or, upload file Y‘
Job Title |
<—

Enter 3 descriptive tithe for wour BLAST search &3

[7] Align two or more sequences &

Choosze Search Set

Datzbase Human genoemic + transcript Mouse genomic+ transcript @ Others (nr ete

Nucleotide collection (neint) v & % a

drgani=m o
optional [7] Exelude  *

Enter organism common name, binomial, or tas id. Only 20 top taxa will be (*]]
Exclude [ Models (AMEEP[T] Unculture dienvironmental zample sequences
Cptional ?
Ertrez Query
Cptional

Enter an Entrez query to limit search &

Program Selection \%
Opti mize for Highly similar sequences (megablast)
More dissimilar sequences (dizscontiguous megablast)

@ Somewhat similar sequences (blastn) % /\
q Choose a BLAST algorthm &
N BLAST Search database Mucleotide collection (nrint ) using Elastn (Optimize for somewhat similar sequences)

[ snowranuits In 3 new eandao

BLASTN program 1 search nuclsotids databansn uning 8 nuclsotide quer;, mors...

atled om0 ity s 53 1 OF g s 55le L FASTA a3 1y i 3550 g5 e ol 5o

.sﬁfj\)éﬁam;;;)yﬁlfyémﬁua}hhbgljj\wm}l}:@md‘); Y

S upload (les S e, a5 ol 5l S lF e o ol Sesliad b Y

055 2)ls G pae gt 5 05 St Slp 0l S e e nl s Y
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el Gda 55 50 (nonredundent) nr b wlie sbaollL 48
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(=)Algorithm parameters /

General Pararmeters

Max target 100

sequences Select the maximum number of aligned sequences to display &

Short queries [¥] Avtomatically adiust parameters for short inpot sequences ]
Expect threshold 10
Word size 3~

Max matches in a 0
quUery range

L I
Matrix BLOZUMEZ = &

Gap Costs Exiztence: 11 Extension: 1 = &4
Compositional Condtional compositional score matrix adjustmert » &
adjustments

Filters and Masking
Filter [] Loy complexity recions s
Mask [] Mask for lookup table only & v

[T Mask lower case lefters

i BLAST ] Search database Hon-redundant protein sequences {nr} using Blastp {protein-protein BLAST)

|:| Show results inoa mew window

L;LAJ:,al)liJ.al_.i4_§g;_.~lBLAST)>a:Lé.:_..qb)}_ndl_Ar.:J_)j_{J\‘;LAﬂbL;mﬁz@Jaﬁfub'qw|
o SO 5 isled sla s slss 015 o i cpl g a8 e OIS A 5 aslael (e ses
.>J5v.:lé.'£\)BLASTLJ)SM;)_,AQLJSZ)‘\JJ}AJ\;MTJ% Wb S sl Jlg 4 by e sl el )l
5 Jeolsd aay > aaslzel o Sl & sl aﬁf\}dangngLaﬂl)liﬁE;Jd\ﬁww\
Shls L5 45,16 JLlSS (a5 as I 5l 5 o3 50 5o ol 1 o S0 015 e 2o cnl 0o
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35 3l St o5 o 15 BLAST WS a8 Sloy a3 5m (sl el sl 5 aboy o oSl 53 JIs 035 5005 5l A
il e Sl el 5 el bl b s Lo (g et 4SS e pu\}‘m@uglj: 3550 05 |y g paies Dbl &S
cl_?u'l ool s sles o3y 355 Gemiasr S UAS o f)kc\ Colu 9w O3 f}l‘; Sy s 53 A Ll eols QLIS
e

Pl S5 a Jold S dedeo
5 addS s S ol ole b s e S nl OBty 58 5 BLAST o, S0 5,50 03 5500 03 Sl 5 ol U5l oo
el gt ys 5 e 9, Dlis) p)JQ)}..a):«SCM«HD;i.ltgbl:ué‘,wuisu.wlﬁ s eslazud 540 J
oLl 355 53 Slwed 5 i (plandl atdls w13 NCBI 3 555 (g gt 401D 0l b il 5 o (0L e 51 S8

..x.a.sda}:iﬁ\u;gléaﬂ 35 G G b aS (glesls

g ®
& BLAST

Home = Recent Results  Saved Strategies  Help

¥ MCEI/ BLAST/ blastn suitef Formatting Results - 6YTSFHHND1R
Edit and Resubrit Save Search Strategies B Formatting options & Download YoulT How to

gi7086016/refiNM_213213.1| Danio rerio

RID EYTSFMHMOLR (Expires on 10-30 15:43 pm)

Query ID Icl|98935 Database Mame nr
Description gi|470286016|ref|MM_2132132.1| Danio rerio chitinase, acidic.3 Description Mucleotide collection (nt)
(chia.2), mREMA Program BLASTM 2.2.28+ P Citation

Molecule type nucleic acid
Query Length 1746

Other reports: P Search Summary [Taxonomy reports] [Distance tree of results

Blast C’L" Jal ise

s 4 BLAST (g gt 534S Il JIsi Vov oS (5550 4 ol BLAST sl 5l (SG31S bl i ol 93 i
s S el [y cab Koglls st calid Ol il 5 IS 8 Lsd e esls 0L S, bl o) o 40 Lles]
it e Jl 53 g ek S35 00l g 58w a Sl sal OT VL L3 s ses Sliel el 5 S
S LSS S s e ol 53 a3 g e sl Shled (S gy ST, L AL S 4 a5 55 S5 L il

oS sdalia [y Gl Ol il 55 o



Distribution of 141 Blast Hits on the Query Sequence &

M:use over to see the defline, click to show alignments |

Color key for alignment scores
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1 300 600 900 1200 1500
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J_?QJJJJM‘D‘\P;JJAQ)}J gﬁ“ﬂ&)b}w|gﬁqﬂdl>— wﬁdiak‘ w\ﬁ:,bwa-Value ;‘ASC,\M\N

w‘fl_u).b}&& S e u..a}\.&}b U'i\ u,«:Lw‘fBLAST G‘L:J b}&JJLZ.:JeJAT w:mwmug)w‘ J.»;JL
Ol ks JJJJLSJ_{HL}J\‘,J:u.l_gﬂg;.al.:.j);ual;.:&.b\Sm&u‘)\jmwybbsé&ugl‘;

odd o3ls A4y Subject a5 ST, Query 3l suw s L Query cover f sl g (Identity) Slaes Ao ;3 0 o lid

.J\Ab& ;)L.:.q c&;.w‘

(=) Descriptions Y v ¥ \

Seq producing significant alignments:
Select: Al Mone  Selected:0

H Align;el‘? \; N—V V \I/ o
it

\j Description ST::L sTcD;razla f;:g vallzua Icderit Accession

D Lanio rerio chitinase, acidic. (chia.3), mRHA =gb |BCOG5S23. 1| Dania rerio zge:55908, mRNA (ecDNA clone MGC 77912 IMAGEGISFEEZ), complete cds 48 3143 100% oo 100%  Hhd 2152131

|:| Canio rerio zge: 65406, mRHA (cDMA clone MGC:S5906 IMAGE: 26026007 lete ods 3076 3076 100% oo 99%  BCO45231.4

[7] Danio rerio chitinase, acidic.2 (chia.2], mRNA =qb|BCOBSESS. 1] Danio refio zge:55941, mRNA (cDNA clone MGL 77838 IMAGEBIIBI5E), iz 1947 1947 82% oo 0% Hhi 2132991
D Canio rerio zgo:S50491, mRMA (cDMA clone MEC:S5091 IMAGE:2810282), complete ods 1943 1943 82% oo 90% BCO44599.4

[[] Canio rerio zge:55406, mRNA (cDMNA clone MGC: 191365 IMAGE 100059679), complete cds 1930 1930 62% on 99% BLC1647190.1

D Thunnus orientaliz mRMA for chitinase 3, complete cds 1031 1031 70% oo TA%  ABGTS426.1

[[] PREICTED: Pundamilia myererei acidic mammalian chitinase-like {LOC02 1985200, mRHA 1007 1007 &0% on T6% =kt 0057542497 .1
[C] PRECICTED: Maylandia zebra acidic li hiti -like (LOCAO1474572), mRHA 1000 1000 B0% oo TE%  Hhd 0045744801
[] PREDICTED: Maylandia zebra acidic mammalian chitinase-like (LOC10147 4852, franseript wariant 2, mRNS 995 955 &80% oo TE6%  xh_004579482.1
[l PRECICTED: Maylandia zebra acidic mammalian chitinase-like (LOC101474852), transeript wariant %1, mRHA 993 995 0% oo TE%  Hh_ 004574451 4
[] PREDICTED: Oreschromis niloticus acidic mammalian chitinase- like (LOC 1007037707, mRNA 954 934 &50% on F6% Eh_D03459030.2
D T i iridis full-length chNA 967 967 6% oo TE% CR734385.2

[ Tetraod i iridiz full-length cDMA 8967 967 80% oo JE% CRT29111.2

D Tetraodon nigroviridis full-length cDNA 966 966 79% oo TE% CRO55434.2

D Tetraodon nigroviridis full-length cDM& 962 952 80% oo 7a% CRT232822

[F] Zebrafish DHA sequence fram clone CH73- 16904 in linkage group 11, complete sequence 960 387 93% 00  99% CUST1319.15

D Tetraod i iridiz full-length eDMA 951 951 0% oo 75% LCRE45207.2
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. Z . . . Z
N chitinase precursorWynchus iss] wlie Gl lr wlal & Ol bl
Sequence ID: ref|NP 00AT7855.1] Le : 463 Number of Matches: .
: (Positives )
y/ v
Score Expect Method Identities Positives Gaps Fram
481 bits(1239) Ze-164 Compositional matrix adjust. 255/375(68%) 309/375(82%) &/375(1%) +2
Quer LGGWNFGSTQFSITYSTQANRQKFIQSSIKFLRTHGFDGLOLDWE YRGSRGSPPEDKHR 247 _
+GGW FG+ QFST WS+  NR KFIQSSI FLRTH FDGLDLOWEY G+RGSPPEDK R wlbas Jgt S S5
Sbjct 95 LVGGWK FGTQQFS T MYSSPOMR LKFIQSSI SFLRTHS FOGLDLDWE YPGARGSPPEDKQR 154 : "
Query 248  FTINCRELVQAYPAE ARATGKPQLMLT ARYSAGKGTIDAGYE I AET AKE LOFINVMTYDE 427 ﬁ“’ Sl £r
FTLISGEL++A+ AE A +P+L+ LTAMN+AGKGTIC+GYETAETAK LDFI+VMTYDF
Sbjct 155  FTLLCRE LLEAFEAEGKAVSRPRLLLT AAYAAGKGTIDSGYEI BETAKY LDFISWMTYDF 214 [
Query 428  HGAWDRFTOYNSPLYRGSHDSGDLIY FNTDFAMKYWRDNGTPYEK LRVGFATYGRTFRLA 687 . )
HG+W+ FTGHNGPLY+GSHD+GD IY NTDFAMKYWRD G PVEKL +GFATYGR+F+LA ol gt JIg
Shjct 215 HGSWETFTGHNMRLYQGSHOTGDHIY LNTDF AMKYWRDOGAPVEK LMMGFATYGRSFQLA 274
Query 688  SSNTGYZapasgasNagpYTREAGFWSYYETCTFLKGASIOWI DOQKVGY ATKNSEWVGE 787
S ++GWGA A+GAR+ AGP+TREAGFWSYYEICTFL+GAS QWI+DQKY YA+K ++WyGF
Shjct 275 SYDSGYGASANGARAAGMETRE AGFWSYYETCT FLOGASFQWTEDOKYPY ASKGNQWYGF 334
Query 788  DSKESYETKWRYLQDOKYGGBEYWALDLDDFAGR FCGEGEHPLLGHLRKLMDVE Lpplpp 967 . . .
Dr+ESY4+TKY YL++  +GGA LDLDDFAG+ CG+G++PL+ HL+KL+++E PPLPP L;”y 32 ) SRR L;“y
Shjct 335 DHRESYDTKWGY LKENGFGGAMVNLDLDDFAG)SCGOGHYPLISHLOK LLNIERPPLPP 394
Query 968  tttpkpGDGEQttrpttttttttAPGSIECSGKADGHY BNPADRNS FYYCAGGITYWRPPR 1147
T TP PG+ PT TT A G5 RC+GHADGHY +5FY CA GIT+4+
Shjct 395 THTPMPGE - - - - -PPTYKATTKASGS - FORGRADGLY VIKADSPSSFYHCANGITWIQSCP 448
Query 1148 ARTYFDDSCKFCYWP
A WF DSCK C WP . RO 5,0 , B o ccHl] B
> S ediS (a (081 Lasolis sluel
Shjct 449 AGLVFSDSCKCCMWP 463 hiaas 3 eliSES i ola sy plaSl g b oiaad)

Blast =15 poler i



Blastn ouls 51 (514 ges

PREDICTED: Oreochromis niloticus acidic mammalian chitinase-like (LOC100703770), mRNA
Sequence ID: ref|xh 003459030.2| Length: 1580 Mumber of Matches: 1

Range 1: 89 to 1506 GenBank Graphics

Score Expect Identities Gaps Strand
994 bits{1102) 0.0 1078/1424{7E%) 24142401 %) Flus/Flus

Query 28 ATGGGGAGACTTACACTT AT AGCAGGTTTGAGLTTGGTGCTCTGCCATGTCGCCTTTTCE &7

I
sbjct 89 ATGGCCAGGCTCACAATTCT AGCAGGTTTGTGLCTGGTGAT AAGCCAGCTGGGATCTGCC 148

e e T T T SEIT ST 7 [ 8 S e s =

Sbjct 149 AGCAGGATGGAGTGCTACTTCACCAACTGGT CCCAGT ACAGGCCTGGAGATGGAARGT -- 266 Jf_,& y & >
4 L Wless 3 e

S0 33 2 S Dole

Ol (Sense) YL s,

Llazs S

Range 5: 4543 to 4677 GenBank Graphics ¥ Hext Match A Previous Match 4 First Match
Score Expect Identities Gaps Strand
244 bits(270) 2e-60 135/135(100%:) 0/135(0%) Flus/Minus

Quary 1855 AGGTCCGTTATCTGARAGACAAGAATTTTGGTGGAGCTTTCGTTTGGGCACTTGATCTGG
CCCCLCECTEECEC TR E e e e e e et e e et e e e e

shict 4677 BGGTCCGTTATCTGARAGACAAGAATTTTGGTGGAGCTTTCGTTTGGGCACTTGATCTGG

Quary 1115 ATGACTTTGCTGGACAGTTCTGTAGTCAGGGGAACCATCCTCTCATGGCCCATCTTCGCA R osew IS
AR AR A AR R AR AR AN R AR RR AR RN _ X

shict 4617 ATGACTTTGCTGGACAGTTCTGTAGTCAGGGGAACCATCCTCTCATGGCCCATCTTCGCA JLURLY M~—«Frrﬁ

Query 1175 ATCTTCTGGATATTG 1189 oL AﬂmLig_La)rA
NRERRNRRERRANR o :

- =z
sbjct 4557 ATCTTCTGGATATTG 4543 s u§§ L ole

5 (Sense) YL aii,

ol ) 65 5,500

s S | 3 (anti-sense)
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