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Distribution of 100 Blast Hits on the Query Sequence €

|r'uflnuse—|:|~;er to show defline and scores. click to show alignments

Query

Color key for allgnment scores
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Description

Sheen MHC class Il ({OVAR-DQB1) mRNA comolete cds
Qwis aries clone QW3 MHC class Il antiaen mRMNA complete cds
Capra hircus maior histocompatibility class || DAB1 (Cahi-DAB1Y mRNA. Cahi-DAB1.2 allele. comol
PREDICTED: Bos mutus bola class Il histocomoatibility antioen. DQB*0101 beta chain-like (LOC10:
Bos taurus MHC class |l antigen (BoLA-DQB) mRMA, complete cds
Bos taurus MHC class Il antigen (BLA-DQB), mRMNA
Bos taurus MHC class Il antiaen. mRMNA (cDNA clone MGC:128114 IMAGE 7951454). complete cds
Bos taurus MHC cell surface alvcoorotein (LA-DQBY. mRMNA
Bos taurus hvoothetical orotein LOC790858. mRMNA (cDNA clone MGC: 140279 IMAGE: 8183463 con
Bos taurus clone IMAGE: 7961470 MHC class |l antigen mRMNA, complete cds
Bos taurus BolLA-DGB mRNA for MHC class I, complete cds. clone: NB25

PREDICTED: Pantholops hodasonii bola class Il histocompatibility antigen, DQB*0101 heta chain-li

IMax score Total score

1447
1426
1227
1188
1188
1160
1160
1155
1155
1133
1127
1122

1447
1426
1227
1188
1188
1160
1160
1155
1155
1133
127
1122

Query

cover
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

100%

E value

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

Ident

100%
99%
95%
94%
94%
93%
93%
93%
93%
93%
93%

92%

Accession

LO87821

JO824377.1

X 0059037481

AYF3I07281

MM 00103

BC102959.1

MM 0010808232

BC118120.1

XM 005957558 1
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--------- e A
1 atgggtgttgactaccattacttcttgctttgttctctatctggg 50

--------- L Iy B By
51 atggtggctctgcggatccccagaggcectttggacggcagctgtgatggt 100

--------- N B B S
801 agccagaaggggcttgtgcg (@ tcccgaggatactttgatggagatt 850
--------- S e S

851 ggacttcgctcttctgtaatagctgcgtgtcttgccagaattcccagcetg 900
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EUniProt {8 R ERINT:

UNPfﬂ,E,;‘ y UniProtKB Downloads - Contact - Documentation/Help
Search Blast Align Retrieve |D Mapping *
Searchin Query
|F‘rutein Knowledgehase {UniProtkB) V| |MHC AND gene:OVAR-DQE1 ‘ L Search l [ Advanced Search » J [ Clear ]

1 result for MHC= AND gene:OVAR-DQB1 = in UniProtKB
ax Reduce sequence redundancy to 100%, 90% or 50%

Results ¢
» Did you mean MHC AND gene:OVAR-dgb (28)7 ‘
Entry ~Entryname  Status ~Protein names “Gene names  Organism “ Length

[0 Q30839 Q30839 SHEEP =  Major histocompatibility complex class I OVAR-DQB1  Ovis aries (Sheep) 260



PEPSTATS of Q30839 SHEEP from 1 to 260

Molecular weight = 29768.95 Residues = 260
Average Residue Weight = 114.496 Charge = 8.0
Isoelectric Point = 9.1336

A280 Molar Extinction Coefficient = 45660

A280 Extinction Coefficient Img/ml = 1.53
Improbability of expression in inclusion bodies = 0.753



ST

Residue Number Mole% DayhoffStat

A =Ala
B = Asx
C =Cys
D =Asp
E=Glu
F = Phe
G =Gly
H = His
| = lle

J=---

K= Lys
L=Leu
M = Met

14
0
4

10

17
9

19
6
12
0
5

23
!

5.385
0.000
1.538
3.846
6.538
3.462
7.308
2.308
4.615
0.000
1.923
8.846
2.692

0.626
0.000

0.531
0.699
1.090
0.962
0.870
1.154
1.026

0.000
0.291
1.195

1.584

Residue Number Mole% DayhoffStat

N=Asn 8 3.077 0.716
O=-- 0 0.000 0.000
P=Pro 10 3.846 0.740
Q=GIn 13 5000 1.282
R=Arg 27 10.385 2.119
S=Ser 16 6.154 0.879
T=Thr 20 7.692 1.261
= 0 0.000 0.000
V=Val 25 9615 1.457
W=Trp 6 2308 1.775
X=Xaa 0 0.000 0.000
Y=Tyr 9 3462 1.018
Z=GIx 0 0.000 0.000



ST

Property Residues Number Mole%
Tiny (A+C+G+S+T) 73 28.077

Small (A+B+C+D+G+N+P+S+T+V) 126 (48.462

Aliphatic (A+I+L+V) 74  28.462
Aromatic (F+tH+W+Y) 30  11.538

Non-polar (A+C+F+G++L+M+P+V+W+Y) 138 (53.077
Polar (D+E+H+K+N+Q+R+S+T+2) 122 (46.923 )

Charged (B+D+E+H+K+R+Z) 65  25.000
Basic (H+K+R) 38 14.615
Acidic (B+D+E+Z) 27 10.385

1ZEBRYZEE 289 1336, S AR EEER 546. 923%,
JE M 553, 077%, wEINSEEEEF5), 525. 00% Bt
FYER a7 = /8. 0,
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TMHMM posterior probabilities for tr|Q30839]330839_SHEEP
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|:| I 1 1 .| .__l:. -!il
100 150 200 250
transmembrane inside outside

# tr|030839|Q30839_SHEEP Length: 260

# tr|Q30839|930839 SHEER Mumber of predicted TMH=z: 1

# tr|Q30839|Q30839_SHEEP Exp rumber of Ads in TMH=: 25,4142
# tr|Q30839|Q30839_SHEEP Exp rumber, first 60 Ads: 5. 13484

# +r|Q30839[930839_SHEEP Total prob of N-in: 0. 30254
tr|Q30839[Q30839_SHEEP TMHMMZ. O outzide 1 230
tr|Q30839|Q30839_SHEEP TMHMMZ. O Thhelix 231 250
tr|Q30839[Q30839_SHEEP TMHMMZ. O ins1de 281 260
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Score

C-score —
1.0 ¢ S-score ——
Y-score  ———
0.8 r 4
0.6 f A 4
04 t 4
0.2 t 4
oo LTI T T,
MSGMVYA LRI PRGLWTAAVKYT LAVLEST PGA BEGRDS PODFVYHOFKGLCY FTHGT ERVRLVT RY | YN REEY A
0 16 26 36 46 56 66
Fosition

SignalP-4 .1 prediction (euk networks): tr_ Q30839 Q30839 SHEEFR

# Measure Position Value

max. 33
max. T 33
max. 5 12
mean 5 =gt
D =5

.
0. 626
a.
1]
1]

a02

Q31

. 800
. T20

Cutoff 2ignal peptide?

0. 450 @

70
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#22 targetp vwl.1 prediction results EEEEddddddddddddddddddddddddidind
Number of query sequences: |1

Cleavage site predictions not included.
Uzing NON-PLANT networks.

Name Len alP SP other Loc RC

tr_Q30839_Q30839_5SHE 260 0.160 0.879 0.025 5 2

cutoff 0.000 0.000 O0.000
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PROE =cc HEETETHHEETE EEEEEEEEE EEEEEE EEEEEE
Rel sec L 4455 aaa 5 5 15 € 1566
SUB_sec ,E.,,,El,,
03 acc bbbbbbbbbbhbbbbbhbbbbhbbhbbbbbbbbhbbbbhbbhbbbhbbbbhbhbbbbhbhbbbhbbbh bbb
P_3 _acc bbbb bbhbbbbhbb b b bbh bbbb b Bhbbh Bhbbbb
el acc = S36L37zaa =y =g = = Sla4azela

SUB ace  -..... B oo SCEE E?}iﬁfﬂ:*’] IJ_'_III_,\

seaespamesTacnsngannssBacsnsgasscTanrsnpgensalBicagosaalleocnaeageeealdlE
ah R E TV LPEFNN I THFE IO SALPN I VS RN LD L LM SN FTPATND IPEVAYEFPESS
DS sec

EREe e e e EEBIRIE 06%, 3

SUB_sec ..-........-.............-,,,,.,,,,,,..........ﬂ!ﬂ!..!....l.
03 arc bbbbbbhbbBbbbhhbbbbhbbBbbbhhhbbbbhbbbbbhbbbhbbbBbhbhbbbhhbbbhbhbhbb bbb bbb
Bel acc = = = = F=23I=233I3I330420=2 = =223 = 28 47/
N I ey 1 T e e e N R RN =R =Rl =R =Rl RN R R =R RN =R =R R R =R RN =R R =R R R =R R RN =R =Rt =R =R == _E_ £ 0 b
I TR I TR 1 AR - RPN £ RPN
Tl WILGIPHNI LICOWDNIFPPVINL I WY NG VARG AR TIF Y PESDHSFLEFSYLTEFYEPA I 1 éi 470
OnS  sec 1 1 -—n l.‘ . 0 ,
PROE e EEEFEFER EEFEFEEE EEFEEEEFEEE " =
Rel sec AS6E7543] 57876 25 5 5 7ETS —"l-l- __'?'TT'?B'- 57
SUB_sec OO, SEEES. ... .. EEES. . W - . - TS
S —ry LY
\? A Lttt 1B =
N R T T - i R - T ey - P - | x:: | 1 \E
i SEDFYDCRVEHWGLEEP LVFHWEPFKEIPTPTSELTETWYCALGLPMGLEMGIVYWGTVLILEY —— J\ r 1 X
0BS5S _sec
PRIIE'_BGC EEEEEEEE EEEEE EEEEEHHHHHHHHHHHHHHEEEEEEE
Bel sec E7A-ETTEEE 15 TEE 41 - A587TTEA 1 5577777654 AEEE S
SUB sec 1. .OOOmws. . . AR ......BAAAAR. . ........ TEEEEEEeE. ... .. EEER ET;"I% °
0 3 acc bbbbbbbhbbhbbbbbbbhbbhbhbhbbbbbbbhbhbhbhbbhbbbbbbbbbhbhbhbhbbbbbbhbhbhhhl
P_'i_a.l:‘l:‘ b b b b bl 4] b bbbbbbbbbbhbbhbhbbbhbbbbbbhbhhl
Rel aco 34151 58463 3 IDZ0Z202 = 6667658997296 T7T8655645 2
SUE acc bBbhbbbbhhhhhhhhbhhll ] .

Fr RCESGAASREPRERAMSHGLEDGEERNYFISVFALLSGADDHOPHAALTIC FR
DES =sec

PROF =ec EE

Rel =sec E6555 55454555445 5494 AEEE55567554 =
SUB_sec B . 1. 1, Y 1 L L L L L LL L L
0 3 acc bbbbbbbbbbbbbbbbbbhbhbhbbbbbbbbbbhbhbhhbhbhbbbbbbbbbbhhhhbhi
P_3 acc Bbhbhh Bhhbhb

'Rul [T =l = 212 212 3

S N O et R e e e e e e R g NN =R =R =R ==
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