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1. Blast - k5 DSR3I3FI 8L 5 51| FH A Ay Fh i) 94
=R o

an genomic + transcript Mouse genomic + transcript  © Others (nr etc.):

+ |Human genomic plus transcript (Human G+T) j %]
DSR33
Query ID Ic/|53499 Database Name Mouse G+T (2 databases)
Description DSR33 Description B See details
Molecule type nucleic acid Program BLASTN 2.2.27+ b Citation

Query Length 439

No significant similarity founbor reasons why,click here

Other mary [Taxonomy reports]




€ Human genomic + transcrig huse genomic + transcript  © Others (nr etc.):
+ [Mouse genomic plus transcript (Mouse G+T) j 9
DSR33
Query ID Icl|53492 Database Name Mouse G+T (2 databases)
Description DSR33 Description P See details
Molecule type nucleic acid Program BLASTN 2.2.27+ & Citation
Que

‘ @ No significant similarity found. JFor reasons why,click here

r reports: & Search Su ry [Taxonomy reports]




o000
Database " Human genomic + transcript  © Mouse genomic + transcrig ers (nr etc.) : : : :
Mucleotide collection (nr/nt) j * :: °
. O
?r?anlls.m [ Exclude .*

Distribution of 4 Blast Hits on the Query Sequence &

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

Color key for alignment scores

=40 40-50 80-200 >=200
ouery I E——
1 1 1 1 | ]
1 S0 160 240 320 400

Sequences producing significant alignments:
Select: All None Selected:(
! Alignments ‘= Download + GenBank Graphics Distance tree of resuts e

Max Total Query E JMa
score score cover  value f ident

Description Accession

livary protein MYS2 (LOC100302435), mRNA m T 9% 0.0f 98% Qi 0011631781

Acyrhosiphon pisum

Acyrhosiphon pisum ACKPI43895 mRNA, clone: 358E5, complete cds, fullinsert cDNA sequence basedonthe ESTs. 771 771 99% 0.0 98% JAK342326 1

P143895 mRNA clone: 67613, complete cds, ful-insert cDNA sequence basedonthe ESTs (¢ 771 771 99% 0.0 | 96% JAK3416421

Acyrthosiphon pisum Al

-

A for hypathetical protein, clone: 211E17, complete cds, full-insert cDNA sequence basedor 760 760 99% 0.0 | 98%) AK342003.1

\cyrthosiphon pisum
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3. remap(v6.0.1) -

# Enzymes that cut Frequency

Banl

Fok!

Aanl 1 Al 1
Al 1 A4
Ass! f AsuHPl 1
Bucr 2 BmeAl 1
Bsell 1 Beedl 1
1 Bsmi 1

Bersl 1 Besi 2
Bsupi 1 BisCl 3
Cviklt 4 cvidl - 2
l Faff 1
Hpy188ii 1 Hpydsl 4
LPlJ lwel 12
Mmel 1 M 2
PaeRl 1 Fal 1
PspXi 1 Real 1
i Spel 3
Taal l Tag 2
Tspld 3 TspDTl 2
Imi f

ISR BH RIBRATEE

AWl
AluBi
Aval

BrmeT 110!

BseGl
1
Bl
Ceil
Dol
]
HpyCH4l

Mael
Msel
Pes!
Rsal
Stal
Tasl
TspE!

l
1
1

3

BsoBl

l
1
l
FspBl

3
1
1
l
1
3
3

Acol
Al
Barl
1
Bsall
1
BstFs|
Cil
Dpnil
3

l
Maelll
M
Pet
RsaNf
Smil
Tatl
TspGiWl

1

1

1

Bpil

1
Bspiddf
]

f
2
Haelli
HyCH4Y
f

77

1

l
1
1
l

2N

)
v

Spel. Hpalll ZEcoRV

PIBL R A

Acsl 1 Al 2 At Agsl 5
Al 2 Amad7 1 Al 1 Asel 1
Bbsl 1 Bedl 1 Blal 2 Bl 3
1 Boudl 1 BsaBl 1 BsaXl 1 Bsedl 1
Bsell 1 BseNl 1 BshFl 1 BsiHKCI 1 Bsll
l BspACl 1 BspHi 1 BspPl 2 Bsri 1
BsikT 2 Bstel 2 Bsti 2 Bstvdl 1
Copfl 2 CspCl 3 Cvidll 1 Cvidl 4
Fael 1 Ecolll 1 Fal 1 Fal 2 Fal
1 Hinflh 1 Hindl 1 Hifl 1 ol 1
] HpyF10V! ! Hspd2ll 1 Kbl 2
Mal 2 Mol 2 Wholl 3 mcr 3
Mval269! 1 Mwol 2 Neeli 2 Nl 1
Pl 1 Phol 1 PshBl 1 Psil 1
Saudhl 2 Seal 1 Seff 3 SNl 2
Smol 1 Ssed 3 S 1 )/
{17/ 11/ Tutl 1 gl 1
Vspl 1 Xal 1 Xhol 1 Xl ]
J s
= FH B Sacl,
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4. pepstats(v6.0.1) - calculates statistics of | ¢
protein properties
PEPSTATS of DeRE32 p from 1 to 177
Molecular weight = 19373, 97 Eesidues = 177
Average Residue Welght = 109, 4507 Charge = 0.5

[soelectric Polnt = 6. 6955
AZ80 Molar Eztinction Coefficient = 177H0

4280 Extinction Coefficient Img/ml = 0. 972
Improbability of expression in inclusion bodies = 0, 761

E

=
H,

2

g

H /2 = 6.6955



5. garnier(v6.0.1) - Predicts protein
secondary structure using GOR method

he=11=
=he==t
tirn=s

e d 1

heli=x
=he==t
tirnis=s

e d 1

heli=x
=ha=at
tirnis=s

e d 1

heli=x
she=t
tirirrni=s

e d 1

It

- 1 - =0 - =0 - 4 - =0
MEL TASTISLOL. ITATI FGESAGL KCY TOGWHEK SOGDPFFLEDDY L WECH TR
HHHHHHHH H HHHHHHHHHH

EEEEEEE EE E
TTTTTTT TTTTTTTTTT T T
(e

- = - i - S0 - =i - 100
ATHDFNHEL GHTLN TASHAL QNEFANQWVGEFN IMNQNNMNEFNLETISEDSWGOT
HH

E E EEE EE EEE E
TT T T TTTTT TTTTTT
LA e el e L ] e e i ] e e R i i LA
1134 - 1=0 - 1=0 - 14O - 150
EWvWL THGED IWVEYARGTSY Y NEADL . CEGMQEL DDETL K TLEKY COGSCDDDGCT]
HH HHHHHHHHHHHHHHHHHE
EEEEE EEEEE
TTTTTT TTTTTTTTTTTT
(i
10 - 17O
GORSLESSAVATIL TTHMATCL  FYERELGOH
HHH HHHHHHH
E EEEEEE
TTT T TT
L

Eesidue totals: H: Bl E: =28 T: b8 L 30

percent: H: 31.7 E: 253.6 T: 36,0 C: 135.6

H: a-1Zjie E: B-¥12 T M C: LG
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6.pepwindow(v6.0.1) - Draw a Kyte-Doolittle | 222
hydropathy plot for a protein sequence °

Hydropathy plot of residues 1 to 177 of sequence DSR33 Using Kyte & Doolittle hydropathy parameters

i | M /\ﬂ
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1

-

Hvdropathy walus

— 1

100 150
Residue Number




7.tmap(v6.0.1) - T RE L5

Tmap
™ - \ —
“ | | | | 5ID | Fe-el,s‘idlue Ihléﬁgbelr | | | 1 tl_jo
A — A ES IR S -
Start End TransMem Sequence

4 22 1 TASISLCLIALFGSSAGLK



8. pepwheel(v6.0.1) - braw a helical wheel

diagram for a protein sequence
Helical wheel of fasta:286798:05R33-p

Sat 19 Jan 2013 195144

o fii Fll pepwheel, 75 %[ 52 B 81— 1 B A 7% 32




Helical wheel of fasta:586837  Hydrophob

Sat 19 Jan 2013 Z0:28:57
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Helical wheel aof fasta 588837 ' Hydrophaob

Sat 19 Jan 20135 Z0:08:18
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9. TMHMM Server v. 2.0 (Prediction of

transmembrane helices in proteins)

TMHMM posterior probabilities for DSR33

1.2

=
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probability
|
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04 |
02t ;
o LI _ . . . . . . {
20 40 B0 80 100 120 140 160
transmembrane inside outside




o #

o #
o #

DS
DS

DS

R33 Length: 177
R33 Number of predicted TMHs: 0 ¢ 7

R33 Exp number of AAs in TMHSs:

11.82865

e # DSR33 Exp number, first 60 AAs: 10.10426 #
DSR33 Total prob of N-in: 0.48341

e # DSR33 POSSIBLE N-term signal sequence
DSR33 TMHMM1.0 outside 1 177



10. TargetP 1.1 Server (predicts the
subcellular location of eukaryotic proteins )

##4# targetp vl.l prediction results HHH#H4H4H$4HEEEEEHEEH0000HUHHHE
Number of query sequences: 1

Cleavage site predictions not included.

Using NON-PLANT networks.

Name Len mTP SP | other Loc RC
DSR33 177 0.018 ) 0.965 | 0.066 S 1
cutoff 0.000) 0.000 ) 0.000

N-terminal presequences: chloroplast transit peptide (cTP),
mitochondrial targeting peptide (mTP)
or secretory pathway signal peptide (SP).



11. GPI Modification Site Prediction
(http://mendel.imp.ac.at/gpi/cgi-bin/gpi_pred.cgi)

Output of the prediction tool:

B T T N R R T W L T T W T B i L T T Wi W T A W ]

Querv sequence DSR33 (length 177 amino acids) :

MELTASISLC LTALFGSSAG LECYTCGWWS KSCGDPFLED DYLLVECNTR AINDENHELG
NTLNTASNAL QNFANQVGFN INQNNNFNLP TISEDSVGCT KVVLTHGEDI VRVARGCVYN
KADLCEKGMQE LDDELEKTLEY CGSCDDDGCN GSESLESSAV ATILTTMATC LEYRLQH

The site with the best score is shown in black.

B T T N L T W T & i T W P T W W W i B TR T W

B T T N L T W T & i T W P T W W W i B TR T W

Use of the prediction function for METAZOA
lone potential GFI—modificationW
Among al b e ———————— bosition 149 had the best score.

Typically, the existence of a@l peptide Ie@s sufficient.




12. antigenic(v6.0.1) - Finds antigenic sites

(1] Score 1.210 length 24 at residues 4— 327
*
Seguence: TASTSICITATFGESAGLECYTCG

I I
4 =

Max =core_pos: 12

(2] Score 1.182 length 35 at residuez 94— >123
*

Sequence: EDSWGCTEVVLTHGEDIVEYARGC VY HEATTLCEGH

= 125
Max =core_pos: 100
(3] Score 1.168 length 11 at residuaes Z39-—>49
b
Sequence: EKIDYLIVECHT

I I
39 49

Max =score_pos: 44

(1] Score 1.150 length 20 at residues 155174
*

Seguence: LESSAVATILTTMATCLFYER

I I
155 174

Max =core_po=s: 1T3

5] Score 1.150 length © at residues 137T—>144
b

Sequence: TLEYCGSC

I I
137 144

Max =core_po=s: 141

RIAAAT B HI PR DL A




13. ESyPred3D Tl 3744 45 14
(ESyPred3D Web Server 1.0)
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