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-p Program Name [String]

o LR

* blastnig FHZRIT YT ZAZIR 7 51 20

* blastp@ & APV R E H T2 E

* blastx &R $EAT LRy 41| $2 L6 NORFRIPE G &
T AP EE

 thlastn@IRAS I & O P IEIR T 7 203 7 H )
KR 741 LA6 FHORF B 250 128 Jo 7 A= i 2 e 81 rh gk
TR

o thlastx@RHRAT LR T 514 6 P ORFEN 2E Al 2R )
TW&?%@%E%%V&%%U%@W@%EF
i E AT R TR




* -] Query File [File In]

o default = stdin

o FARRBIEHISCAE, BRI ystdin

* -0 Final output file name [File Out]
Optional

o (default = stdout

o R SCE, ERIAY stdout




-d Database name (if not set, second sequence
FASTA must be provided) [String] Optional

o WEEEEEIE (WA BOE ML AL

5B ANFASTAJT IS
* default = stdin
-] Subject File (for sequence sets comparison)

o NHURLFIEEEE, M EERASA 2

FASTASC 34T blast

Y

o GURANEAT M HE Y, S FASTASC

AR 4F— 2% 7 41 11 bit scoreflle value#B 41 zs HY

K




A RAAT A R EEHE T, 1T A2 4 FASTA S

136 0O
137 0O
133 0
239 0
2 S0 0O
G330
71 0O
72 0O
126 0O
1338 0
1359 0
140 0
131 0O
155 0
5770
og 0
29 0
58 0
52 0
Sl O
573 0

APBAZ: MOUSE
APBAT MOUSE
ARHGY MOUSE
CACEd MOUSE
CARI1O0 MOUTSE
COCAl MOTSE
CoEI1 MOUSE

DNMEF HMOUSE
=RIF1 MOU3E
HOMEZ MOUSE
INADL HMOUSE
ITEN1 MOUSE
ITENz MOUSE
ESchd MOUSE

Fegquences producing significant aligrmments:

4 0 AEI1 MOUSE Magne:Abil Description:dbl-interactor 1
H5S 0O ABTZ MOUSE MNagne:ibhizZ Description:ibl-interactor 2
Late &
Latme :

IMName

Marme :
IMame :

IName
Lame

Marme :
IMame :

IName
Lame

Llatne &
Llatne &
:Bp=okad Description:Ribhosomal protein 36
ESE1 MOUSE MName:EKsr Description:Einase suppressor of ras-1...

Iate

b B U R4

[abhel=zan
[ihel=saon

Aphas: Description: imyloid bheta 44 precurs. ..
Aplbhai Description:imyloid beta A4 precurs...
thirhogef? Description:Bho guanine nucleotid. ..
Cacnbd Description:Voltage-dependent L-tvy. ..
Cardlld Description:Caspase recruitmwent do...
tCollZal Description:Collagen alpha 1(XIT) ...
rCazskinl Dezcription:Caskin-1
CSEF MOUSE MName:Cask Description:Peripheral plasma menbran. ..
DDEFz MOUSE MName:DdefZ Description:Development and differe...
DLG1 MOUSE MName:Dlgl Description:Presyhaptic protein SAPD7Y7. ..
DLG2 MOUSE MName:Dlga Description:Postsynaptic density prot...
DLGE MOUSE MName:Dlgd Description:Presyhaptic protein SAP10. ..
DLGd MOUSE MName:Dlgd Description:Postsynaptic density prot...
Drnbhp Description:Dyvnamin-kbinding protein...
Fripl Description:Glutsmmate receptor-inte. ..
tHomer:? Dezcription:Homer protein homolog ...
[Inad. ..

i Inadl Description:Inal-like protein
Itznl Description: Intersectin-1 (EH and 3...
Itzns Description: Intersectin-2 (23H3 doma. ..

(hit=)

[CARK-intera...

Value
30 Ze—-04
30 Je-04
53 Se—-11
35 Se-06
32 Se-05
45 le-0&8
33 Qe-05
28 O.005
27 o.oo7
141 le-37
28 .00z
1060 0.0
Q63 0.0
963 0.0
1452 0.0
31 de-04
a4 SEe-20
26 O.003
139 le-306
28 o.005
27 O.006
30 Se-04
27 o.003



-I Query location offsets; format: “start stop”
« Applies only If query file contains 1 sequence

String] Optional
o FHBEWFHIKH—3 0 kb4 Tblastie F Sk g 2

e ntio \EI’JHE, A S RAT — 2SI

I A1 3

o IS startstop, #win -1 “1 200"

e -J Subject

location offsets; format: "start stop™;

« Applies only if subject file (-J) contains 1 sequence

String] O

ntional

« H¥¥ax

1-12 845 % Ksubject filerH 741 AL B

/\ﬁsubjectflle11/\~ Ssllinpea R - S Wk

"start stop"




el

-e Expected value [Real]

o IR

MR BRI E B R

G

LA H

yAN

o default = 10.0 2kiA410.0



fEti-efIfE, AI LIRS 2 2 41 20 5L

e value 10 1 1.00E-004 1.00E-020

seqg num 216 173 104 32



-F Filter query sequence

e

PR, RS R LU 45 R H I

32 % R X e Y g

(DUST wit
Jblastnbyf

SEGiTd & .
default=T

n blastn, SEG with others) [String]

IDUSTHRE b ye, HAth 1 A

-C Mask lower case [T/F]

—1
7

J

NS TR [TIFIERA F
default = F



-G Gap open penalty (-1 means default: non-
affine If greedy; 5 if dyn. prog.) [Integer]

default = -1
ARt VAT Ry
-E Gap extension penalty (-1 means default:
non-affine If greedy; 2 otherwise) [Integer]

default = -1

ST AT 57

Gy ey




* -Q Genetic code for translation of the query
sequence [Integer]

o BIEEWIEAI I LML, AN
0
e default=0

e -D Genetic code for translation of the
database [Integer]

o HCHRPE SRR IT T MO A DR, BRI
M0
e default=0




-M alignment view options Et %4k 5 (1) 4 H 326 1

0 = pairwise, w7~ HAAAKTILACSE R, default =0

1 = query-anchored showing identities, & 1- b [ [X

s, Wos— 28Uk
2 = query-anchored no identities, & -t F X 18, A
N2

3=fl

at query-anchored, show identities, £ - bt - [X 3

HIpE OB, Bos— 23U

4 = fl

at query-anchored, no identities, 2 if]- bt I [X 351

BESOB, AR —8E
5 = query-anchored no identities and blunt ends, & 1f)-

Lt k|

X3, ANE—EUE, BRRIMIE R




6 = flat query-anchored, no identities and blunt ends,
A-L0 BB R SOB L AR —8UE, L
RINHI 4G

7 = XML Blast output, XMLF& =X [ % H
8 = tabular, TAB#% =0 1% H
9 tabular with comment linesH7 i EFAT I TABHE 2
)
10 ASN, textA 7 2L ASNAS =k
11 ASN, binary [Integer] — k% 77 2 ASNHE 2

i




0 = pairwise, default
Query= DLG4_MOUSE (Dlg4) Postsynaptic density protein 95 (PSD-95)
(Synapse-associated protein 90) (SAP90) (Discs large homolog 4). (724
aa) (Tax_id: 10090) (724 letters)

Score E
Sequences producing significant alignments: (bits) Value
DLG4_MOUSE Name:Dlg4 Description:Postsynaptic density ... 1452 0.0
DLG4 _HUMAN Name:DLG4 Description:Postsynaptic density ... 1447 0.0

P P P P P P

>DLG4 _MOUSE Name:DIg4 Description:Postsynaptic density protein 95  (PSD-95) (Synapse-
associated protein 90) (SAP90) (Discs large homolog 4). TaxID:10090 Length =724

Score = 1452 bits (3759), Expect = 0.0
Identities = 724/724 (100%), Positives = 724/724 (100%)

Query: 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHL 30
MDCLCIVTTKKYRYQDEDTPPLEHSPAHL
Sbjct: 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHL 30



1 = query-anchored showing identities, #rifj- Lt X4, Eon—2rt (5 SRS AH R 15
5, RGN, RN N R A B AR LA B D

10 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60

238 L 60
238 L 60
2383 60
2380 71 oG HOVE Qe QMHV. . AKP. LLPSGH. . Y. ATSM. . MD. D 148
\ \
| |
STGKSAEMLHLGDSGHAPIDGIHAYT TL
2371 194 ooPoo Lo SO T T ——. 0. DAD 219
2370 194 ooPoo Lo SO T T —. 0. DAD 219
2367 107 CES..SPST.LSN. Y. .. P.. VoLV ES.DSAP. ——. . . .. AD 154
\

|
PQSPVSY



2 = query-anchored no identities, & ifj bt _F X4k, AN ER—E
Ve CRHE [R] A3 AN 1 FH ] 3R s )

10 1 MDCLCIVITKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60
2382 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60
2381 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60
2383 1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60

2380 71 KYRYHDEETPPLQHSPAHLPQMHVSPAKPVLLPSGHAPYYATSMNGMDGD 148
\ \
| |
STGKSAEMLHLGDSGHAPIDGIHAYT TL
2371 194 QANPPPVLVNTDSLETPTY---VNGTDAD 219
2370 194 QANPPPVLVNTDSLETPTY---VNGTDAD 219
2367 107 EESPPSPSTPLSNPYQANPPPVVVNTESLDSAPY---VNGTEAD 154

\

|
PQSPVSV



3 = flat query-anchored, show identities,, & if]-tt XA CE A, &

1.0

2382
2381
2383
2380
2367
2372
2373
2376
2374
2375
2369
4656
4655

71
107
180
61

461
1580
1581

N EBE R IR AE N, e S A0 adi A

MDCLCIVTT—KK—=YRYQDEDTPPLEHSPAH-L
—. . HoUE . ooQe —. STGKSAEMLHLGDSGHAPIDGIHAY

. ES. . SPST. LS-N
. VPAE. . VV-.
.. LS..—DSPHS. . ... D.S..P...FPR-.
YCALRNV . — L G. H-D. . LPR-.
YCALRNV . — L A.H-D. . LPR-.
YCALRNV . —— L G. H-D. . LPR-.
Q. ATPM-V

.D..PI.S

.D..PI.S

29
29
29
29
114
119
189
89
32
32
32
467
1587
1588



4 = flat query-anchored, no identities, & ifj- Lt |-

10 1 MDCLCIVTT--KK---YRYQDEDTPPLEHSPAH-L------=-mnmemmmmmmemmme- 29
2382 1 MDCLCIVTT--KK---YRYQDEDTPPLEHSPAH-L--------mmmmmmmem e eme 29

2381 1 MDCLCIVTT--KK---YRYQDEDTPPLEHSPAH-L----------nmmmm e 29

2383 1 MDCLCIVTT--KK---YRYQDEDTPPLEHSPAH-L--------mmmmmmememee 29

2380 71 K---YRYHDEETPPLQHSPAH-LSTGKSAEMLHLGDSGHAPIDGIHAY
114

2367 107 EESPPSPSTPLS-N------mmmmmmmmmmmmeee 119

2372 180 PVPAESPVV-L-----mmnmmmmmmmmeeeeeee 189

2373 61 LCLSTT--DSPHSYRYQDDDSPPPEHSFPR-L----m-m-mmemmmmemememe- 89

2376 5 CYCALRTNVKK---YRYQDEDGPH-DHSLPR-L----=-=-m-mmmmmmemm e 32

2374 5 CYCALRTNVKK---YRYQDEDAPH-DHSLPR-L-----nnnnsmmmmmemmmmmee- 32

2375 5 CYCALRTNVKK---YRYQDEDGPH-DHSLPR-L------==nmemmmmmmemeee- 32

2369 461 QHATPM-V--mmmemememe e 467

4656 1580 2] ) I = o ] o ———— 1587

4655 1581 PDLEPIPS-----nnmmmmmmmmmmmmeeeeeee 1588

X 8 ) i SCTE



5=

2383
2380

2371
2370
2367

2372

query-anchored no identities and blunt ends, & -t X1, ANER
— 8, TERIRINGR PpIM im0 CREREZR) 4855

1 MDCLCIVTTKKYRYQDEDTPPLEHSPAHLPNQANSPPVIVNTDTLEAPGYELQVNGTEGE 60

0 KYRYHDEETPPLQHSPAHLPQMHVSPAKPVLLPSGHAPYYATSMNGMDGD 148
\ \
| |
STGKSAEMLHLGDSGHAPIDGIHAYT TL
194 QANPPPVLVNTDSLETPTY—VNGTDAD 219
194 QANPPPVLVNTDSLETPTY—VNGTDAD 219
107 EESPPSPSTPLSNPYQANPPPVVVNTESLDSAPY—VNGTEAD 154
\
|
PQSPVSV
180 PVPAESPVVLPSQANPPPVLVNTDSLETPTY—-VNGTDAD 219
\

|
TP



6=flat query-anchored, no identities and blunt ends, & ifJ-Lt |

A B SO 3, A2k, B IR I 4h

2381 1 MDCLCIVTT—KK—=YRYQDEDTPPLEHSPAH-L 29
2383 1 MDCLCIVTT—KK—=YRYQDEDTPPLEHSPAH-L 29
2380 71 K—=———YRYHDEETPPLQHSPAH-LSTGKSAEMLHLGDSGHAPIDGIHAY 114
2371

2370

2367 107 EESPPSPSTPLS-N 119
2372 180 PVPAESPVV-L 189
2373 61  ——=LCLSTT--DSPHSYRYQDDDSPPPEHSFPR-L 89
2368

2376 5 ——CYCALRTNVKK-———YRYQDEDGPH-DHSLPR-L 32
2374 5 ——CYCALRTNVKK———YRYQDEDAPH-DHSLPR-L 32
2375 5 ——CYCALRTNVKK-———YRYQDEDGPH-DHSLPR-L 32

2379




7 = XML Blast output, XML#& =X [ % H

<?xml version="1.0"?>

<IDOCTYPE BlastOutput PUBLIC "-//NCBI//NCBI BlastOutput/EN"
"http://www.ncbi.nlm.nih.gov/dtd/NCBI_BlastOutput.dtd">

<BlastOutput>
<BlastOutput_program>blastp</BlastOutput_program>
<BlastOutput_version>blastp 2.2.15 [Oct-15-2006]</BlastOutput_version>

<BlastOutput_reference>~Reference: Altschul, Stephen F., Thomas L. Madden,
Alejandro A. Schaffer, ~Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman
(1997), ~&quot;Gapped BLAST and PSI-BLAST: a new generation of protein database
search~programs&quot;, Nucleic Acids Res. 25:3389-3402.</BlastOutput_reference>

<BlastOutput_db>syndb</BlastOutput_db>
<BlastOutput_query-1D>Icl|1_0</BlastOutput_query-1D>

<BlastOutput_query-def>DLG4 _MOUSE (Dlg4) Postsynaptic density protein 95 (PSD-
95) (Synapse-associated protein 90) (SAP90) (Discs large homolog 4). (724 aa) (Tax_id:
10090)</BlastOutput_query-def>



DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE
DLG4_MOUSE

8 = tabular, TAB# = 14 %

DLG4 MOUSE 10000 /24 0 0 1 724 1 724 0.0 1452
DLG4 HUMAN 9959 724 3 0 1 724 1 724 0.0 1447
DLG4 RAT 9945 724 4 0 1 724 1 724 0.0 1446

DLG4 BRARE 7554 744 139 7 11 /24 71 801 0.0 1089
DLG1_MOUSE 7351 721 154 4 32 724 194 905 0.0 1060
DLG1 HUMAN 7347 720 155 4 32 724 194 904 0.0 1057
DLG1L_BRARE 7115 /28 183 4 17 724 107 827 0.0 1050
DLG1_RAT 7083 744 166 6 20 7 24 180 911 0.0 1040
DLG2 BRARE 62.74 824 201 7 4 724 61 881 0.0 1000
DLG1_BRARE 7050 695 184 4 31 /24 199 873 00 978



9 tabular with comment linesvi7 V£ R4 T 1 TABAE 2 11 %y H
# BLASTP 2.2.15 [Oct-15-2006]

# Query: DLG4_MOUSE (Dlg4) Postsynaptic density protein 95 (PSD-95) (Synapse-associated protein
90) (SAP90) (Discs large homolog 4). (724 aa) (Tax_id: 10090)

# Database: syndb

# Fields: Query id, Subject id, % identity, alignment length, mismatches, gap openings, g. start, g. end, s. start, s. end, e-value, bit score
DLG4 MOUSE DLG4 MOUSE100.00 724 0 0 1 724 1 724 0.0 1452

DLG4 MOUSE DLG4 HUMAN 99.59 724 3 0 1 724 1 724 0.0 1447
DLG4_MOUSE DLG4 RAT  99.45 724 4 0 1 724 1 724 0.0 1446

DLG4 MOUSE DLG4 BRARE 75.54 744 139 7 11 724 71 801 0.0 1089

DLG4 MOUSE DLG1 MOUSE73.51 721 154 4 32 724 194 905 0.0 1060



10 ASN, textA 77 =0 ASNAE 2 i

data
align {
{
type partial ,
dim 2,
score {
{
id
str "score" ,
value
int 3759 },
{
id
str "e_value"
value
real {0,10,0}},
{



-H Produce HTML output [T/F]
default = F
DIHTMLAS 5 [T/FIBRAN F
-M Matrix [String]
default = BLOSUM®62
T FERE, BRAZEBLOSUMG2




-M BLOSUNG2 (4T {f 3557 5 80K BEAN[A])

Sequences producing significant alignments: (bits) Value

DLG4_MOUSE Name:Dlg4 Description:Postsynaptic density protein 95... 1452 0.0

DLG4 HUMAN Name:DLG4 Description:Postsynaptic density protein 95... 1447 0.0
DLG4_RAT Name:Dlg4 Description:Postsynaptic density protein 95 (... 1446 0.0
DLG4 BRARE Name:dlg4 Description:Postsynaptic density protein 95... 1089 0.0
DLG1 _MOUSE Name:DIgl Description:Presynaptic protein SAP97 (Syna... 1060 0.0
DLG1 HUMAN Name:DLG1 Description:Presynaptic protein SAP97 (Syna... 1057 0.0
DLG1L_BRARE Name:dlgll Description:Synapse-associated protein 97... 1050 0.0
DLG1 RAT Name:Dlgl Description:Presynaptic protein SAP97 (Synaps... 1040 0.0
DLG2_BRARE Name:dlg2 Description:Postsynaptic density protein 93... 1000 0.0
DLG1 BRARE Name:dlgl Description:Synapse-associated protein 97A ... 978 0.0
DLG2_RAT Name:DIlg2 Description:Postynaptic density protein PSD-9... 976 0.0
DLG2_HUMAN Name:DLG2 Description:Postsynaptic density protein PS... 969 0.0
DLG2_MOUSE Name:DlIg2 Description:Postsynaptic density protein PS... 968 0.0
DLG3 RAT Name:Dlg3 Description:Presynaptic protein SAP102 (Synap... 963 0.0

NI /2 MNMNAILICE Narma'DIAa2 Dacrrintinn-Dracyvsnanti~r nrantaim CAD1TND /Ty QR2 N N



DLG3_HUMAN Name:DLG3 Description:Presynaptic protein SAP102 (Syn... 956 0.0

DLG1 DROME Name:dlgl Description:Discs large-1 tumor suppressor ... 756 0.0
MPP5_MOUSE Name:Mpp5 Description:MAGUK p55 subfamily member 5 (P... 190 2e-48
MPP5 HUMAN Name:MPP5 Description:MAGUK p55 subfamily member 5. T... 188 9e-48
CSKP_HUMAN Name:CASK Description:Peripheral plasma membrane prot... 149 5e-36
CSKP_RAT Name:Cask Description:Peripheral plasma membrane protei... 149 6e-36
CSKP_MOUSE Name:Cask Description:Peripheral plasma membrane prot... 141 9e-34
INADL_MOUSE Name:Inadl Description:InaD-like protein (Inadl prot... 139 5e-33
MPP3_MOUSE Name:Mpp3 Description:MAGUK p55 subfamily member 3 (M... 137 2e-32
MPDZ_RAT Name:Mpdz Description:Multiple PDZ domain protein (Mult... 136 3e-32
CAKI_DROME Name:Caki Description:Calcium/calmodulin-dependent pr... 135 5e-32
MPDZ_MOUSE Name:Mpdz Description:Multiple PDZ domain protein (Mu... 134 2e-31
MPDZ_HUMAN Name:MPDZ Description:Multiple PDZ domain protein (Mu... 130 2e-30
LAP4 _DROME Name:scrib Description:LAP4 protein (Scribble protein... 125 5e-29
MPP4_MOUSE Name:Mpp4 Description:MAGUK p55 subfamily member 4 (D... 116 4e-26
PDZK1 PONPY Name:PDZK1 Description:PDZ domain containing protein... 99 7e-21
PDZK1 HUMAN Name:PDZK1 Description:PDZ domain containing protein... 99 7e-21



-M BLOSUMBS0

equences producing significant alignments: (bits) Value

DLG4 MOUSE Name:Dlg4 Description:Postsynaptic density protein 95... 1860 0.0
DLG4 HUMAN Name:DLG4 Description:Postsynaptic density protein 95... 1853 0.0
DLG4_RAT Name:DIg4 Description:Postsynaptic density protein 95 (... 1851 0.0
DLG4 BRARE Name:dlg4 Description:Postsynaptic density protein 95... 1378 0.0
DLG1 MOUSE Name:Dlgl Description:Presynaptic protein SAP97 (Syna... 1330 0.0
DLG1_HUMAN Name:DLG1 Description:Presynaptic protein SAP97 (Syna... 1323 0.0
DLG1L_BRARE Name:dlgll Description:Synapse-associated protein 97... 1310 0.0
DLG1 RAT Name:Dlgl Description:Presynaptic protein SAP97 (Synaps... 1303 0.0
DLG2_BRARE Name:dlg2 Description:Postsynaptic density protein 93... 1248 0.0
DLG1_BRARE Name:dlgl Description:Synapse-associated protein 97A ... 1214 0.0
DLG2_RAT Name:Dlg2 Description:Postynaptic density protein PSD-9... 1212 0.0
DLG2_HUMAN Name:DLG2 Description:Postsynaptic density protein PS... 1203 0.0
DLG3_RAT Name:DlIg3 Description:Presynaptic protein SAP102 (Synap... 1202 0.0
DLG3 _MOUSE Name:DIlg3 Description:Presynaptic protein SAP102 (Syn... 1202 0.0



DLG2_MOUSE Name:Dlg2 Description:Postsynaptic density protein PS... 1202 0.0
DLG3_HUMAN Name:DLG3 Description:Presynaptic protein SAP102 (Syn... 1191 0.0
DLG1_DROME Name:dlgl Description:Discs large-1 tumor suppressor ... 917 0.0
MPP5_MOUSE Name:Mpp5 Description:MAGUK p55 subfamily member 5 (P... 198 9e-51
MPP5 HUMAN Name:MPP5 Description:MAGUK p55 subfamily member 5. T... 197 2e-50
INADL MOUSE Name:Inadl Description:InaD-like protein (Inadl prot... 156 6e-38
CSKP_HUMAN Name:CASK Description:Peripheral plasma membrane prot... 149 6e-36
MPDZ_RAT Name:Mpdz Description:Multiple PDZ domain protein (Mult... 148 9e-36
CAKI_DROME Name:Caki Description:Calcium/calmodulin-dependent pr... 146 6e-35
MPDZ_MOUSE Name:Mpdz Description:Multiple PDZ domain protein (Mu... 145 8e-35
CSKP_RAT Name:Cask Description:Peripheral plasma membrane protei... 144 1e-34
LAP4_DROME Name:scrib Description:LAP4 protein (Scribble protein... 136 6e-32
MPP4_MOUSE Name:Mpp4 Description:MAGUK p55 subfamily member 4 (D... 123 3e-28
MPDZ_HUMAN Name:MPDZ Description:Multiple PDZ domain protein (Mu... 121 2e-27
MPP3_MOUSE Name:Mpp3 Description:MAGUK p55 subfamily member 3 (M... 116 4e-26
SYJ2B_RAT Name:Synj2bp Description:Synaptojanin 2 binding protei... 102 9e-22
SYJ2B_HUMAN Name:SYNJ2BP Description:Synaptojanin 2 binding prot... 100 3e-21



* -g Penalty for a nucleotide mismatch
(blastn only) [Integer]

e default =-3

o FZIR YA EEXE IS )R O 1 2 (DU

| ]

 -r Reward for a nucleotide match (blastn
only) [Integer]

e (default =

o %R

(A

bl tKXT I g LU B — Mg 1)
F-blastn)ER A M 1

T-blastn)

/
55



e -k Pattern for PHI BLAST [String] Optional

o fiPHI BLAST (Patternn Hit Initiated BLAST)
I, AR & H P 54 [ pattern [String]
Optional

« PHI-BLAST can do a restricted protein pattern
search. Pattern-Hit Initiated (PHI)-BLAST is designed to
search for proteins that contain a pattern specified by the
user AND are similar to the query sequence in the vicinity of
the pattern. This dual requirement is intended to reduce the
number of database hits that contain the pattern, but are
likely to have no true homology to the query.



-W Word size, default if O (blastn 11, others 3) [Integer]
Word size, BRiA A 0(blastn #% &2 k11, & H 5k 3)
default =0

-P Identity percentage cut-off [Real]
default =0

—E2UPA A I R B AR, BRI 0

-u Do only ungapped alignment (always TRUE for tblastx)
[T/F] default =F

DTG AN Al AN B EEXS (FEREA T tblastx I 4R 28 O L, LAl
NISK(EY)



-P 90

# BLASTP 2.2.15 [Oct-15-2006]

# Query: DLG4_MOUSE (Dlg4) Postsynaptic density protein 95 (PSD-95) (Synapse-
associated protein 90) (SAP90) (Di

scs large homolog 4). (724 aa) (Tax_id: 10090)
# Database: syndb

# Fields: Query id, Subject id, % identity, alignment length, mismatches, gap openings, q.
start, g. end, s. st

art, s. end, e-value, bit score

DLG4 MOUSE DLG4 MOUSE 10000 724 0 O 1 724 1 724
0.0 1452

DLG4_ MOUSE DLG4 HUMAN 9959 724 3 0 1 724 1 724
0.0 1447

DLG4 MOUSE DLG4_RAT 9945 724 4 0 1 724 1 724 00
1446



-b Number of database sequence to show alignments for (B)
[Integer] default =250

W7 EEXE A 1 41 22

-a Number of threads to use in preliminary search stage
[Integer] default =

CIpZ NS zéﬁz, I AL
-n Show gis in sequence ids [T/F]
{EFPAIIDH B RGlS
default =F

-N Show only accessions for sequence ids in tabular output
[T/IF] default=F

78512 5 Y 2o~ R 81 I ACCESSION-SAE 41D
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