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EXPASY Proteomics tools

Protein identification and characterization] (MS#H5%)
'DNA -> Protein]

'Similarity searches] }(?ﬂﬁ?‘%)

Sequence alignment]

Pattern and profile searches] (domain/motif#H3<)
Post-translational modification prediction]

Topology prediction] CEf7, A

Primary structure analysis] )
'Secondary structure prediction] ¢ (ZE#JFH3<)
‘Tertiary structure]
Phylogenetic analysis] (ﬁﬂdﬂﬂé)
Biological text analysis]
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« Anserindicus Latham, i/ E XK SR

e« i 4. Bar-headed Goose

o PILME, JEH, WSEL, ME. RIER—F, K=k FAMHEEOLH
ME4. BEEmRE, HZ2500-350077%, KERBL BT, SEan
B, AR, KBEFIHH, Wi —Rf, ME—REHE, MEE,
B — M, KT R ETATA8000K L E, & H K4T300F|5004 B, &
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19794 Braunitzer G, Oberthir W. LS T A AR (1 1M 21 25 A ok
FBEE, KIIKMERIZFERE 7 H AN TASHIAE Z5R, ER 405 A
SEAFTERAR, A b B BE Sk ME R HENIBE 52 1 4k 3

19804FBlack CP, Tenney SM{t / — 5T TAE, Bk fEFIL Y
CORRURIBESKMEAD =, (HAERAEMAIN, ANBE KA R KEERE )
7y — AN, RIS A E A m SR, B ERA R 3
EAR4, (EAE WY I 25 & E T RE J1EIA 8 98

19824, Oberthir W, Braunitzer G, Wurdinger .58 A3
IR Sk JHRE RN ¢ e ) 1L 21 B E%ﬁ@f?ﬂlﬁﬁT’\*ﬁ Hrp
Bk fEaiE119 firAla 1E K MEHAZ 1K T Pro, ﬁ‘ﬁﬁ'ﬂf%)@ﬁ&
125 fizAsp ZZ Rl 1 Glu, XA Z IR AR L2183 H ag Al
B%ﬂEEI’J%/:T Mo FRRERERE 7 ARG BT Sk HE 45 S 4 RE

JI5E ) JE A
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ProtParam tool
Compute pl/Mw
PeptideCutter
PeptideMass
|sotopident



1. ProtParam tool: 25 R I ZIEER 4 K 70T &= PIZEIEARFR LI 04T

KDk M2 8 H e Al o iz LR A, Al A 40 T 45
R

Number of amino acids: 142

Molecular weight: 15467.8

Theoretical pl: 8.54

Amino acid composition:

Ala (A) 19 13.4%
Arg(R) 3 2.1%
Asn (N) 3 2.1%
Asp (D) 7 49% ......

Total number of negatively charged residues (Asp + Glu): 13
Total number of positively charged residues (Arg + Lys): 15
Atomic composition:

Carbon C 702

e 5 A it
Oxygen O 196 ggg%iag
Sulfur S 4 ??ﬁﬁj{ ﬁ;}\?zﬁ
Formula: C;,H110,N1900196S4 e ® ®
Total number of atoms: 2194 #ﬁﬁqx %‘%)ﬁ
Extinction coefficients/Estimated half-life /Instability index N E YN

/Aliphatic index B



2.Compute pl/Mw: i&3id 5UniProt Knowledgebaset & A i L&t 5 H
WEENHEL S TESEFHEA.

PABEK e LT 2 A ou ], S5 R4 h

Theoretical pl/Mw (average) for the user-entered sequence:

10 20 30 40 50 60
MVLSAADKTN VEGVFSKISG HAREEYGAETL ERMFTAYPQT KTYFPHFDLQ HGSAQIKARHG
70 80 50 100 110 120
KEVVAALVEA VNHIDDIAGA LSELSDLHAQ KLRVDEVNFE FLGHCFLVVV ATHHPSALTA
130 140
EVHASLDKFL CAVGTVLTAK YR
Theoretical pl/Mw: 8. 54 / 10467 .87

ZBAE s R AR 2 E A U FREMEREE A NER, H
e B A R — 20 .



3.PeptideCutter: 25 [ 5 BED) 4 b1

DB Sk JfE 10 I 21 2 1 R 43l

SHNE -

A 2 Phililg ] AR, e e B Trypsin;

Trypsin A1Chymotrypsinfifid n] LR $ERE D) 2505, s vz BB fe AR 2% 9100%:;
ER AT R A, B U TR, R B LR AR E B R

Available enzymes

The enzyme(s) that you have chosen:

« Trypsin
You have chosen to display all possible cleaving enzymes.

These enzymes cleave the sequence:

Name of enzyme|No. of cleavages|Positions of cleavage sites
Trypsin 6 8 (100%) 12 (100%) 32 (100%) 91 (100%) 93 (100%) 100 (100%)

1 PR B AR AR N 90%H -

Name of enzyme No. o cleavages Positons of cleavage sites
Trypsin 12 8(100%)12 (944%) 17 (100%) 32 (100%) 41 (93.4%) &7 (95.3%) 61 (52.%%) 83 (100%) 91 (100%) 93 (100%) 100 (100°%) 140 (100%)



4.PeptideMass: & HEFVIS R ILE R 7 FEIFE (WA ULEE#FEE
1&11)

CLERE Sk JiE 1) 1 21 5 5 941,

SR E

B TrypsintE B fE 77 #7

Cysteinesft & H TAC R I FE A B AL B g vE W mT DL T 8 86, LBl e %
“nothing (in reduced form) 7 ;

WATLLXT “missed cleavages™#t 1T &, MEIHREAN “07;

I A] DA IR B ) 2 s 7 sCdE AT 1 5, FE Wos SN, s A e B
~>500 Daf ik, FF4aH RN HES

R



The peptide masses from your sequence are:

[Theoretical pl: 8.72 / Mw (average mass). 15257.55 / Mw (monoisotopic mass): 15247 93]

mass __|position#MC modifications|peptide sequence

2996.4894 63-91 0] VADALTNAVAHVDDMPNALS ALSDLHAHK
2967 6124 101126 0O LLSHCLLVTLAAHLPAEFTP AVHASLDK
1833.8918 4257 0 TYFPHEDLSHGSAQVK
1529.7342 18-32 0] VGAHAGEYGAEALER
12527147 129140 O FLASVSTVLTSK
1071.5543 33-41 8] MFLSFPTTK
8604546 1.8 0] MVLSPADK
8184406 94100 O VDPVNFEK
5322878 1317 0 ALWGK

90.8% of sequence covered (you may modify the input parameters to display also peptides < 500 Dal:

10 20 30 ag 50 60

MVLEPADEtn vkKARAWCGEVGEAR HAGEYGAEAT, ERMFLSEFPTT EKETYFPHFDLE HGSRAQVEghg

70 80 S0 100 110 120

kKkVADALTNA VAHVDDMPNA LSALSDLHAH EKlrVDPVNFE LLSHCLLVTL AAHLPAEFTP
130 140

AVHASTLDEFL ASVSTVLTSEK yr

HpeptideCutter b3 0 #r: PeptideMass iS5 H45 R B0, FHUAER
e EHF R BRI 7+ = "ERT I IR &
AR E, T HIER X “missed cleavages ittt W E . H4b, Y]
ok B 1) 7 7 A B Peptide Cutter 58 111 58 3



5.1sotopident: FI SR A& 8 H Bl AR Brak 2 J0% 5 B HE I R 2 70 A 1 O »
AR DATHS 12 8 H BUIR B B — AL R U 1 0 s AR HAR TS DL B B

A AT RAFER AL R A G IR TR 1 &

RAH-

LB S e 0 ML 20 3 1 o9 91

Element Tass

Crp  [3431.5114
Hjgo  (1110.7499
Ngg  [2661.2730
O |3135.8324

54 128. 2600
bverage mass: 15467, 6767

The monoisotoplc mass 1s:

15458, 0988

Nonoisotopic combination:

120
lH1102
4y
16
325‘11

02

190

Intensity
=l = L= =
F=a (%] =N (=2}

T T T

==
=T
T

R

=L

Isotopic distribution

=]
o
T

ol

‘ ‘ ‘ | 0 i O O i J

1
1.5460

1
1.6465

1
1.6470

1.5474 1.5480 16485 1.5490

miz

XL

| peak .

4
®10

B AE 7

Most likelv isotope
combination:

Exact mass is 15465, 1223
Probability of combination
is 3. 0B6%

The most likely combination
is 32.92% of
those masses rounding to
15457 amu,

[ Download the data ]




() Protein >DNA

e Reverse Translate
e Genewise



1.Reverse Translate: FH KM H BT HIHEMDNATZ1, W] LA KXt
S ANFEE R K A i E J T 5t

CADHE Sk e B .21 8 5 70 i o9 1]

ZHNE: X Hdefault codon usage table,

ZE RN -

>reverse translation of Untitled to a 426 base sequence of most likely codons.
atggtgctgagcgcggceggataaaaccaacgtgaaaggcgtgtttagcaaaattageggce
catgcggaagaatatggcgcggaaaccctggaacgcatgtttaccgegtatccgcagacc
aaaacctattttccgcattttgatctgcagcatggcagcgegcagattaaagcgceatgge
aaaaaagtggtggcggcgctggtggaageggtgaaccatattgatgatattgcgggegeg
ctgagcaaactgagcgatctgcatgcgcagaaactgcgegtggatccggtgaactttaaa
tttctgggccattgctttctggtggtggtggcegattcatcatccgagegegctgaccgeg
gaagtgcatgcgagcctggataaatttctgtgcgeggtgggcaccgtgetgaccgcgaaa
tatcgc

>reverse translation of Untitled to a 426 base sequence of consensus codons.
atggtnytnwsngcngcngayaaracnaaygtnaarggngtnttywsnaarathwsnggn
caygcngargartayggngcngaracnytngarmgnatgttyacngcntayccncaracn
aaracntayttyccncayttygayytncarcayggnwsngcncarathaargcncayggn
aaraargtngtngcngcnytngtngargcngtnaaycayathgaygayathgcnggngen
ytnwsnaarytnwsngayytncaygcncaraarytnmgngtngayccngtnaayttyaar
ttyytnggncaytgyttyytngtngtngtngcnathcaycayccnwsngcnytnacngen
gargtncaygcnwsnytngayaarttyytntgygcngtnggnacngtnytnacngcnaar
taymgn



[FIN ek gs 1, BB T M ST BRI B R BRI IR, W
Graph of base probabilities:

3 L first

g 0.00

a 0.00

[TTTTTTTTTTTTTTTTTTTTTTTITTT 0.26
CCCCCCCCCCCCCCrrerreeeeeecceeecceeeeceeececeecececececececcecececcececcccecececceccecececccececcecececccec0.74

3 L second
g 0.00
a 0.00

TTTTTTTTTTTTTTTTITTITITTI T T I T T T T T I T T I T T I T T I T T I T T T T I T T I T T I T T I T T T T TI T T I TTITITTITTTITTITTTITTTTTTITTITTTTITTITTTITTTITT 1.00

C 0.00
3_L_third
0999999999999999999999999999999999999999999999999999999999ggggg 0.62

daaaaaaaaaaaaaaaaa 0.17
TTTTTTTTTTTO.11
CCccceceececececnon.10

ZAERER T AT LGP F s 1S 1 I s o, I BAT R 45 R B BN R B I xS L ) A
T HIEEANL B R AZH TR 1 H BRI



2.Genewise: AJ LUK —NEBHRFIHE—NIERFHADNAFFIFEAT R, &
TR RT3 K PR ) 5 1 e 5
W Bk e 1 21 3 7 21 5 S Rat ) if 2185 [ 2E R Y CDs P 81k A7 text, 15
+
ﬁﬂyﬁD—T:éEI .EHBDSS_DDl 1 MYVL3Aa DK THVEGVFSEISGHAEREY GAE TLERMFTAYPQTETY FFHFD'L .,
MVL34a DETHNHE + KI GH EY¥G E L4+BRMF i4F TETYF HAD+ .
MVLSADDETHIFNMCWGEIGCFHGGEYGEEALPMFALFPTTEIYFSHIDY
EMEOSIS 001 1l agoctgggaaaaaattgaaggocgggtgyggccaatggtocaaaattoocagg
tttocaaacataagyatggaygaagaactagttoctococcacatcatat

gootatcaccogoogygttoctttatoyoagyyoctoccoogoocctotta

EMEOSS: 001 50 OHGRAQTFAHGERVVALLVEAVIHIDD TAGALSKLSD LHAQELEWD PV
G3A0+FEAHGFEY AL +4& +HHD+ GALS LSDLHa2 ELRVDPVN .
SPEEAVEAHGEEVADALAFAADHVED LPGALSTLSD LHAHK LEVDEPWVI .

EMEOSS_ 001 148 acgtbgogagocgaagogydtgagygocggyocgyctacagococgcaccgycga .
Jogccatacagaatcactcaccaataatocgoctocctgatacaatgtacta |
coctogogbtococggbttogoatacccacyttogotyococytocagbgtboo

EMEOSS_ 001 99 FEFLGHCFLVYVWVATHHP SALTAEVHASLDEFLCAVGETVLTAKTYTE a
FEFL HC+LW +& HHF T HHASLDEFL +V TVLTHEYER a
FEFLSZHCLLYTLACHHPGD FIPAMHASLDEFLASWITWLTIE YR .

EMEO3IS 001 295 tatcactoogatgtoccocggtacgacgtogatcgtgaagqoatate o
tattgagttootogaacyatocctacctaattcctyc tECc caag a
cgcgcocgggogtooctatcaccgochycactotgc g oot "

A

Gene 1.

Gene 1 4z6 |.

Exon 1 426 phase 0.,
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e BLAST
e Fasta3
e MPsrch



1.BLAST: HRIFEEAMFEVEFS, FHARYERVRE AR SRS B RHEN A
MR ARG E . BLASTH#E B 2 FE A A R G 2 R 57k, 2k
1N PAFEEXPASY H X BT Sk e 1) L 21 25 7 41 14T BLAST 5 -

Db AC Description Score E—value
[0 sp P015%0 HBA ANSIN Hemoglcbin subunit alpha-A (Hemoglobin alpha... 285 8e-76
[0 sp P0198% HBA ANSAN Hemoglcbin subunit alpha-2Z (Hemoglobin alpha... 280 2e-74
[0 sp P01991 HBA BRACA Hemoglobin subunit alpha-A (Hemoglobin alpha... 275 8e-73
0 sp P01987 HBA CAIMO Hemoglobin subunit alpha-2A (Hemoglobin alpha... 274 2e-72
[0 sp P22740 HBA ANAPE Hemoglobin subunit alpha-A (Hemoglobin alpha... 273 4e-72
[l sp P0O1588 HBA ANAPP Hemoglcbin subunit alpha-A (Hemoglobin alpha... 272 7e-72
O tr Q5XME0 OXYVI Alpha A hemoglcbin [Oxyura vittata (Lake duck)] 272 Te-72
[0 tr Q5XMDS OXYJA Alpha A hemoglobin [Oxyura jamaicensis Jjamaicensis] 272 7e-72
O tr Q5xXMD8 9AVES Alpha A hemoglcbin [Oxyura australis (blue-bille... 272 7e-72
[0 tr Q5xXMD7 OXYLE Alpha A hemoglobin [Oxyura leucocephala (White-h... 272 7e-72
[0 tr Q5xXMD& SAVES Alpha A hemoglcbin [Oxyura maccoal 272 Je-172
0 sp P0199%2 HBA CYGOL Hemoglcbin subunit alpha-A (Hemoglobin alpha... 271 9e-72

MBLASTZE el IE S, H A H ERHemoglobin subunitf 1R i 1 [F1YE M,
L EAAFIE B 8 A2 PSRRI 208 AR, 38 B e HEI H i & B T R I 4
W ARG E T Re AL



2.Fasta3: FHFASTAFISSEARCH programsiEAT 2K A AU #1822
PABE Sk e i) I 21 2 1 945 -

Length Identity%s Similar% Overlap  El)

10 UNIPROT-HBA_AMNSIN Hemoglobin subunit alpha-A OS5 142 1000 1000 (142  6.7e-58
5] UNIPROT-HBA_ANSAN Hemoglobin subunit alpha-A OS5 142 979 99.3 142 9 9e-58
3[] UNIPROT:HBA BRACA Hemoglobin subunit alpha-A OS5 141 96.5 99.3 141 1.4e-56
4] UNIPROT-HBA_CAIMO Hemaoglobin subunit alpha-A Q3 142 951 98.6 142 1.7e-56
5[] UNIPROT-HBA ANAPE Hemoglobin subunit alpha-A O35 (142 951 98.6 142 |de-56

5] UNIPROT:Q5XMED_OXYV] |Alpha A hemoglobin O5=0xyu 142 |33.7 99.3 142 5 6e-56
T UNIPROT:Q5XMDT_OXYLE |Alpha A hemoglobin O5=0xyu 142 |33.7 99.3 142 5.6e-56
8] UNIPROT:-Q5XMDS_OXYJA | Alpha A hemoglobin 05=0xyu 142 |33.7 99.3 142 5 be-5b
9] UNIPROT-Q5XMD6_3JAVES |Alpha A hemoglobin O5=0Oxyu |142 |33.7 99.3 142 5 be-5b
101 UNIPROT:Q5XMDE_9AVES |Alpha A hemoglobin O5=0xyu 142 |33.7 99.3 142 5. be-56




3.MPsrch: a biological sequence comparison tool that implements the
true Smith and Waterman algorithm.

AR Sk e ) ML 21 28 1 o9 451 -

| Length Match® Query Score Pred.No.

| Match® |
1] UNIPROT-HBA AMNSIN Rechame: Full=Hemoglobin subunit alpha- 142 100.0 1000 1212 |4.37e-296

AAltName: Full=Hemoglobin alpha-4&
chain;AltMame: Ful=Alpha-A-globkin;

vl ol UNIPROT:-HBA AMSAN RecName: Full=Hemoglobin subunit alpha- 142 97 9 98.5 1194 4 94e-291
AAltName: Full=Hemoglobin alpha-4&
chain;AltMame: Full=Alpha-A-globin;

3] UNIPROT-HBA CAIMO Rechame: Full=Hemoglobin subunit alpha- 142 95:1 96.7 1172 | 7.36e-285
AAltName: Full=Hemoglobin alpha-4&

chain;AltName: Full=Alpha-A-globin;

400 UNIPROT-HBA_BRACA RecName: Ful-Hemoglobin subunit alpha- | 141|965 965 1170 |2.68e-284
A AltName: Full=Hemoglobin alpha-4&

chain; AliMame: Full=Alpha-A-globin;

5[] UNIPROT-Q5XMDE_SAVES | SubMame: Full=Alpha A hemoglobin; (142 |93.7 96.2 1166 | 3.54e-283
5] UNIPROT-Q5XMDT_OXYLE |SubMame: Full=Alpha A hemoglobin; (142  |93.7 96.2 1166 | 3.54e-283
T[] UNIPROT-Q5XMDE_9AVES | SubMame: Full=Alpha A hemaoglobin; | 142 |93.? iEE-.E 1166 | 3.54e-283
s8] UMIPROT-Q5XMD3_0OXYJA | SubMame: Full=Alpha A hemoglobin; (142  |93.7 595.2 1166 | 3.54e-283
8] UMIPROT-Q5XMED_OXYV] | SubMame: Full=Alpha A hemaoglobin; | 142 |93.T !95.2 1166 | 3.54e-283
10 UNIPROT-HBA_ANAPE Rechame: Ful-Hemoglobin subunit alpha- (142 (951 | 96.1 1165 |b.76e-283

A AltName: Full=Hemoglobin alpha-4&
chain;AltMame: Full=Alpha-A-globin;



IR =R T E A EER

Fasta3 i {8 FH ) SSEARCH ™ #% 4% & Smith-Waterman &=
HEHEAT AL 73 2%, FASTAN S TR AR U (K P
Ao i et B T —M; MPsrch H B #% A N & B R B
IR B T E, 248 FH Smith-Waterman B, {H
‘B A A T exhaustive algorithm, TBLAST and FASTA

AE JE & 2T
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e Three-/one-letter amino acid converter
e ScanSite pl/Mw



1.Three-/one-letter amino acid converter: 7] LK 25 &L IR 751 B =N
BER RN — P REEIR, RZIFRS

AR Sk e ) ML 21 28 1 o9 451 -

One letter sequence:

> 142 aminoacids; Mw=15469.79Da

MVLSAADKTNVKGVFSKISG

HAEEYGAETLERMFTAYPQT

KTYFPHFDLQHGSAQIKAHG

KKVVAALVEAVNHIDDIAGA

LSKLSDLHAQKLRVDPVNFK

FLGHCFLVVVAIHHPSALTA

EVHASLDKFLCAVGTVLTAK

YR*

Three letter sequence:

> 142 aminoacids; Mw=15469.79Da
MetValLeuSerAlaAlaAspLysThrAsnValLysGlyValPheSerLyslleSerGly
HisAlaGluGluTyrGlyAlaGluThrLeuGluArgMetPheThrAlaTyrProGInThr
LysThrTyrPheProHisPheAspLeuGInHisGlySerAlaGlinlleLysAlaHisGly
LysLysValValAlaAlaLeuValGluAlaValAsnHislleAspAsplleAlaGlyAla
LeuSerLysLeuSerAspLeuHisAlaGInLysLeuArgValAspProValAsnPhelys
PhelLeuGlyHisCysPhelLeuValValValAlalleHisHisProSerAlaLeuThrAla
GluValHisAlaSerLeuAspLysPhelLeuCysAlaValGlyThrValLeuThrAlaLys
TyrArg***

HERAEEEE (PDB) H =745 %R, MEARTI.
e NI = 6 AR R RS o AV B N O O R e ol 1 PO T =
PR S . H A T A B i R . DAL, A
IR R, A2 H A o T A A



2.ScanSite pl/Mw: 1] LTt 8 AR S PR WIRES T4 8 XS
AP Sk JE B4 .21 2 o A3

i Phosphates Holecular Weight Isoelectric Point

0 15479, Th36 . od
1 15557, 7476 T. 38
Z 15635, 7116 6. 84
3 15713, 6756 b, B2
4 15791, 6396 b, 42
2 15869, 6036 B, Z2h
& 15947, 5676 6. 03
i 16025, 5316 5. 95
= 16103, 4956 5ol

AT 35 RUR AR B B 2R RS IR S ) B AL B
19347
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1.GOR: A —REEM T Bk A 21 38 H 96 -

10 20 30 40 50 =] TO

| | | 1 | | 1
MV LS A A DK TN VHEGVESKI SCHAREYGAE TLERMFTAY PO TR TYFPHFDLOHGS AQTKAHGRKKVVALTWVEDL

Seguence length = 142
SOR4 =
Alpha helix (Hn) = &2 i= a7 _89%
Sag helisx (o) 0 i= 0 .00%
Pi helix (T4} = 0 is O.00%
Betca bridge (Bb) = 0 is D.00%
Extended strand (Ee) = 18 4is=s 12.68%
Beta turn (T) = 0 is D.00%
Bend region i j] = 0 is D.00%
Random coil i h] = E6 i= 329.4944%
SZmbhigous States (2) = 0 is=s D.00%
Cther =tates H 0 is O.00%
T T T T
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Sap helix (Gar) 0 is= D.00%
Pi helix (X4 0 i= O.00%
Beta bridge (Bb) 0 is 0.00%
Extendaed strand [(Ee) 19 i=s 1=3.383%
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Bend region i =) 0O is=s O.00%
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1.ProP:
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HName Fos=s Context Score Pred
ol
Seguence E=] WLSPOADEL | TH O.066 -
Seguence 1z ODETHWVE | Bl o.074a =
Seguence i WEDDWEE | WS O.0D68 -
Saegquence 32 CGAFELT.FR | MF oO.D99 -
Seguence - 3u LSFEPTTE|TY o.068 -
Seguence Lo HGSDOWVE | GH oO.0949 =
Seqguence i VHIGHGE | BV 0.0931 -
Seguence 52 WEIGHGEEL | VA 0.136 -
Seguence 91 SDLHALHE | LR o.assS -
Segquence 93 LHAHKI.R | VD 0.a85 o
Segquence 100 WVDEPVHFEFE | L.L oO.D64a -
Seqgquence 1z28 WHASIL.DE | FL 0.0685 -
Segquence 1490 STWVLTSEI|YR O.0D683 -
Seguence 1432 WVLEISEYER|] —— O.08 -

FroF 1.@8:= predicted propeptide cleavage sites in Segquences furin—speci fic prediction
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Fhosphorylation potential

2.NetPhos: 431 2% [ Jfi 'serine, threonine A tyrosine it B & 1457 15
DLABE Sk e (47 121 2 1 9 45)

Threonine predictions

Sequence position

Hame Pos Context Score FPred
v
Sequence g PADKTNVEA 0.540 *T#
Serine predictions Sequence 39 LSFPTIETY 0.184
Sequence 40 SEPTERTYE: 05137
Sequence 42 PTTKTYFPH 0.341
Hame Pos Context Score Pred Sectenre P ADALTNAVE 0.041
¥ Sequence 109 CLLVTLARH 0.005 .
Sequence 4 -MVLSPADE 0.226 Sequence 119  PAEFTEAVH 0.800 *#T*
Sequence 36 EMFLSFPIT 0.009 Sequence 2 o] ASVSTVLTS 0.022 c
Sequence 50 HFDLSHGSA 0.477 Sequence 138 STVLTSEYR 0.668 %Tw
Sequence 53 LSHGSAQVK 0.005 o
Sequence 82 PNALSALSD 0.028 i o
Sequence 85 LSALSDLEAR 0.133 SETasine predichions
SiEilsn e FKFLSjCPL Han1l Hame Pos= Context Score. Pred
Sequence 125  AVHASLDKF 0.009 =
Sequence 132 KFLASVSIV 0.037 Sequence 25 HAGEYGAEA 0.234
Sequence 134  LASVSTVLT 0.087 o Sequence 43 TIKTYFPHF 0.010
Sequence 139 TVLTSEYR- 0.B59 *5¥ Sequence 141 LTSEYR--- 0.035
HetFPhos £.8:% predicted phosphorylation sites in Segquence
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Codon Plot

Codon Usage

CpG Islands

DNA Molecular Weight
DNA Pattern Find

ORF FINDER

Pairwise Align DNA
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