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MHC Class-11 Binding Peptide Prediction Results

|HELP ||HOME IMHC & Prediction Algorithm |

INPUT & PARAMETER INFORMATION

Anti gen Nane t est

Tue Jan 5 13: 24: 31
2010

Length of input sequence 89 am no aci ds

Scanned on

Nunber of nanomers from i nput sequence 81

Nunber of nanonmers with obligatory P1 anchor
resi due

Threshol d setting 3

24

Nunber of alleles in query

Nunber of top scorers to be displayed

ALLELE: Threshold for 3 %w th |[H ghest Score achi evabl e by
DRB1 0101 score: 0.14 any peptide: 6

Sequence At Position % of Hi ghest Score
| NI AVAPLC 28 22. 83

MSRLGGVTL 39 20. 00

I AHLAAGQL 2 . 0
LRELLSAFG 10
VAPLCNAMS 32
| ATARKI NI 22
LCNAMSBRLG 35

ALLELE: Threshold for 3 %w th [|H ghest Score achi evabl e by
DRB1 0102 score: 0.7 any peptide: 6
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Rank |[[Sequence At Position Scor e % of Hi ghest Score
1 | NI AVAPLC 28 2. 3700 39.50

2 MBRLGGVTL 39 2. 2000 36. 67

3 | AHLAAGQL 2 0. 5000 8. 33

4 LRELLSAFG 10 0. 5000 8. 33

5 VAPL CNAMVS 32 -0.2000 (|0

6 | ATARKI NI 22 -0. 7000 0

7 LCNAMSRLG 35 -0.8100 (|0

ALLELE:
DRB1_ 0301

2.96

Threshold for 3 %w th
score:

any peptide:

H ghest Score achi evabl e by

9.5

Sequence

At Position

% of Hi ghest Score

LAADVRAAS

77

46. 32

LRLQE DVG

52

38. 95

I NI AVAPLC

28

31.58

LQG DVGDP

54

30. 53

| ATARKI NI

22

24.21

VTLSKAG-R

45

24.21

LRELLSAFG

10

13. 68

1
2
3
4
5
6
7
8

LGGVTLSKA

42

10. 21

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0305 score: 1.7 any peptide: 9.1

Rank [|Sequence At Position Score % of Hi ghest Score

1 LAADVRAAS 77 3. 0000 |32.97

2 I NI AVAPLC 28 2. 0000 21.98

3 FGSGDI ATA 17 1.9000 [|20.88

4 LRLQE DVG 52 1.3000 |[|14. 29

5 LQGE DVGDP 54 0. 9000 |[9.89
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VI AHLAAGQ 1 0.6000 |[6.59
| ATARKI NI 22 0. 4000 ([4.40

ALLELE: Threshold for 3 %w th ||H ghest Score achi evabl e by
DRB1_ 0306 score: 2.08 any peptide: 8.8

Seqguence At Position % of Hi ghest Score
LAADMRAAS 77 45. 45
LRLQE DVG 52 29.55
VI AHLAAGQ 1 18. 18
| NI AVAPLC 28 18. 18
| ATARKI NI 22 12. 27
FGSGDI ATA 17 10. 23
| AVAPLCNA 30
LGGVTLSKA 42

o|[~|[o|[a[s][w]|[S][ -
UL A

ALLELE: Threshold for 3 %w th |[H ghest Score achi evabl e by
DRB1 0307 score: 2.08 any peptide: 8.8

Seqguence At Position % of Hi ghest Score
LAADVRAAS 77 45. 45
LRLQE DVG 52 29. 55
VI AHLAAGQ 1 18. 18
I NI AVAPLC 28 18. 18
| ATARKI NI 22 12. 27
FGSCGDI ATA 17 10. 23
| AVAPLCNA 30
LGGVTLSKA 42

o|[N][o|[a][&~][w]|[N][ -
I I Rl R (R N

’ALLELE: HThreshoI d for 3 %wth HHi ghest Score achi evabl e by ‘
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DRB1_0308

”SCOFGI

2.08

||any peptide: 8.8

Page 4 of 21

Sequence

At Position

% of Hi ghest Score

LAADVRAAS

77

45. 45

LRLQE DVG

52

29.55

VI AHLAAGQ

1

18. 18

I NI AVAPLC

28

18. 18

| ATARKI NI

22

12. 27

FGSCGDI ATA

17

10. 23

I AVAPLCNA

30

0| NIl oof o] &[] Wl N|| F

LGGVTLSKA

42

e S | | e | A |

ALLELE:
DRB1_0309

Score:

Threshold for 3 %w th

2.4

H ghest Score achi evabl e by
any peptide:

9.5

Sequence

At Position

% of Hi ghest Score

LAADVRAAS

77

35.79

LRLQE DVG

52

28.42

I NI AVAPLC

28

21.05

FGSGDI ATA

17

20. 00

LQG DVGDP

54

20. 00

| ATARKI NI

22

13. 68

VTLSKAGLR

45

13. 68

Q| Nl off o &[] W[ N]||

LRELLSAFG

10

3.16

ALLELE:
DRB1 0311

Score:

Threshold for 3 %w th

2.08

H ghest Score achi evabl e by

any peptide:

8.8

Rank |[Sequence At Position Score % of Hi ghest Score
1 LAADVRAAS 77 4. 0000 ||45.45
2 LRLQAE DVG 52 2. 6000 [|29.55
3 VI AHLAAGQ 1 1. 6000 18. 18
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4 I NI AVAPLC 28 1. 6000 ||18.18
5 | ATARKI NI 22 1. 0800 ||12. 27
6 FGSGDI ATA 17 0. 9000 |[10. 23
7 | AVAPLCNA 30 0. 7000 |[7.95
8 LGGVTLSKA 42 0. 7000 |[7.95

ALLELE: Threshold for 3 %w th |[H ghest Score achi evabl e by
DRB1 0401 score: 1.48 any peptide: 8.6

Sequence At Position % of Hi ghest Score
VAPL CNAMVS 32 24. 42

VI AHLAAGQ 1 19. 77

LRLQGE DVG 52 18. 60

LRELLSAFG 10 9. 30

| NI AVAPLC 28 6.98

LQGE DVGDP 54 0
FGSGDI ATA 17 0

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0402 score: 1.8 any peptide: 9.6

Sequence At Position % of Hi ghest Score
VI AHLAAGQ 1 . 29. 17

LCNAVSBRLG 35 : 22.92

VAPL CNAVS 32 : 17.71

| NI AVAPLC 28 : 13. 54

LSKAGLRLQ 47 . 8. 33

LRELLSAFG 10 . 4.17

LRLQGE DVG 52 0
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ALLELE:
DRB1_0404

Threshold for 3 %w th
score: 1.8

Hi ghest Score achi evabl e by
any peptide: 8.8

Sequence At Position
VAPL CNAMS 32
LRELLSAFG 10
I Nl AVAPLC 28
LRLQGE DVG 52
LQAE DVGEDP 54
VI AHLAAGQ 1
LGGVTLSKA 42
LSAFGSGDI 14

% of Hi ghest Score
37.50

22.73

14. 77

10. 23

10. 23

6. 82

6. 82

2.27

o|[N|[o][a|[&][w]|[ N[+~
SN LULULEN @

ALLELE
DRB1_0405

Threshold for 3 %w th
score: 2.0

Hi ghest Score achi evabl e by
any peptide: 9.4

Seguence At Position
LRELLSAFG 10
VAPL CNAMS 32
LRLQA DVG 52
LPQVAATPE 64
VI AHLAAGQ 1
I NI AVAPLC 28
LQAE DVGDP 54
LLSAFGSGD 13

% of Hi ghest Score
24. 47

24. 47

12. 77

7.45

4.26

3.19

3.19

2.13

o|[N|[o|[a|[ ®][w][ N[+~
SN LlLULEN™NS

ALLELE:
DRB1_0408

Threshold for 3 %w th
score: 1.2

H ghest Score achi evabl e by

any peptide: 8.8

Rank |[[Sequence At Position Scor e % of Hi ghest Score
1 VAPL CNAMVS 32 2. 3000 26. 14
2 LRELLSAFG 10 1. 0000 11. 36
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3 | NI AVAPLC 28 0.3000 |[3.41
4 LRLQG DVG 52 -0.1000 |[0
5 LQG DVGDP 54 ~0.1000 |[0
6 VI AHLAAGQ 1 ~0.4000 |[0
7 LGGVTLSKA 42 ~0. 4000 |[0

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 0410 score: 2.6 any peptide: 9.4

Seguence At Position % of Hi ghest Score
LRELLSAFG 10 35.11
VAPL CNAVS 32 35.11
LRLQE DVG 52 : 23.40
LPQVAATPE 64 : 18. 09
VI AHLAAGQ 1 : 14. 89
I NI AVAPLC 28 : 13. 83
LQAE DVGDP 54 . 13. 83
LLSAFGSGD 13 : 12. 77

Q| N off o &[] W[ N]||

ALLELE: Threshold for 3 %w th [|H ghest Score achi evabl e by
DRB1 0421 score: 2.3 any peptide: 9

Sequence At Position % of Hi ghest Score
LRLQA DVG 52 : 33. 33

VAPL CNAMS 32 : 27.78

LRELLSAFG 10 : 24. 44

VI AHLAAGQ 1 : 11. 11

I NI AVAPLC 28 : 6. 67

LQGE DVGDP 54 : 5. 56

http://www.imtech.res.in/tmp/file48451.html 1/5/2010



Prediction Results Page 8 of 21

ALLELE:
DRB1_ 0423

Threshold for 3 %w th
score: 1.68

H ghest Score achi evabl e by
any peptide: 8.8

Sequence At Position % of Hi ghest Score
VAPL CNAMS 32 37.50

LRELLSAFG 10 22.73

I NI AVAPLC 28 14. 77

LRLQA DVG 52 10. 23

LQGE DVGDP 54 10. 23

VI AHLAAGQ 1 6. 82

LGGVTLSKA 42 6. 82

LSAFGSGDI 14 2.27

o|[N|[o][a|[&][w]|[ N[+~
SN LLLE N

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0426 score: 1.6 any peptide: 8.6

Sequence At Position % of Hi ghest Score
VAPL CNAMS 32 : 24. 42

VI AHLAAGQ 1 . 19. 77

LRLQE DVG 52 : 18. 60

LRELLSAFG 10 : 9. 30

| NI AVAPLC 28 : 6. 98

LQGE DVGDP 54 0
FGSCGDI ATA 17 0

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0701 score: 4.1 any peptide: 11.6
Rank [|Sequence At Position Score % of Hi ghest Score
| ATARKI NI 22 3.7000 |31.90
MBRLGGVTL 39 3.0000 |[25. 86
3 L SAFGSGDI 14 2.9000 |[25.00
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4 I AHLAAGQL 1. 8000 ||15.52
5 LAAGQLREL 1. 1000 ||9. 48
6 I Nl AVAPLC 28 1.1000 ||9.48
7 LQGE DVGDP 54 1. 0000 ||8.62
8 VTLSKAG-R 45 0. 7000 ||6.03

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 0703 score: 4.0 any peptide: 11.6

Seguence At Position % of Hi ghest Score
| ATARKI NI 22 31.90

VBRLGGVTL 39 25. 86

LSAFGSGDI 14 : 25. 00

I AHLAAGQL 2 : 15. 52

LAAGQLREL 5 : 9.48

I NI AVAPLC : 9.48

LQA DVGDP : 8.62

VTLSKAGLR : 6. 03

Q| N off o &[] W[ N]||

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0801 score: 1.8 any peptide: 8.6

Sequence At Position % of Hi ghest Score
LRELLSAFG 10 . 10. 47

LQGE DVGOP 54 . .81

VI AHLAAGQ 1 . . 65

FGSGDI ATA 17 . . 65

| NI AVAPLC 28 . . 16

VAPLCNAMS 32 . . 16

LRLQE DVG 52
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ALLELE: Threshold for 3 %w th [|H ghest Score achi evabl e by
DRB1_ 0802 score: 1.0 any peptide: 8

Sequence At Position % of Hi ghest Score
FGSGDI ATA 17 5.00
| NI AVAPLC 28 1.25
VAPL CNAMS 32 1.25
LQGE DVGOP 54 1.25
| AVAPLCNA 30
LAADVRAAS 77
VI AHLAAGQ 1

ALLELE: Threshold for 3 %w th [|H ghest Score achi evabl e by
DRB1 0804 score: 1.6 any peptide: 8

Seqguence At Position % of Hi ghest Score

I NI AVAPLC 28
VAPL CNAMS 32
LQE DVGDP 54
I AVAPLCNA 30
LAADVRAAS 77
VI AHLAAGQ 1
LRELLSAFG 10
| ATARKI NI 22

13.75
13.75
13.75
8.75
.75
.50
. 50
. 50

o[ N[ oo &[NS+~
el elelelrlr|r

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 0806 score: 2.4 any peptide: 8.6
Rank [|Sequence At Position Score % of Hi ghest Score
LRELLSAFG 10 1.9000 [|22.09
LQGE DVGDP 54 1.5000 ||17.44
3 VI AHLAAGQ 1 1.4000 |[|16.28
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4 I NI AVAPLC 28 1.1000 ||12.79
5 VAPLCNAMS 32 1.1000 ||12.79
6 LRLQGE DVG 52 0. 8000 |[9.30
7 | AVAPLCNA 30 0. 7000 |/8.14
8 LAADVRAAS 77 0. 7000 |[8.14

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 0813 score: 1.9 any peptide: 8.7

Sequence At Position % of Hi ghest Score
LGGVTLSKA 42 8. 05
FGSGDI ATA 17 4. 60
| NI AVAPLC 28 3.45
VAPL CNAMS 32 1.15
| ATARKI NI 22 0.92
0
0

| AVAPLCNA 30
LRLQGE DVG 52

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 0817 score: 2.8 any peptide: 10.1

Seqguence At Position % of Hi ghest Score
I NI AVAPLC 28 : 12. 38

| ATARKI NI 22 : . 90

LRELLSAFG 10 : .91

LQGE DVGDP 54 : .94

VI AHLAAGQ 1 : . 96

FGSCGDI ATA 17 : . 96

VAPL CNAVS 32 : .99
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ALLELE
DRB1 1101

Threshold for 3 %w th
score: 1.1

Page 12 of 21

Hi ghest Score achi evabl e by

any peptide:

8.3

Sequence

At Position

% of Hi ghest Score

| NI AVAPLC

28

15. 06

| ATARKI NI

22

9. 64

LQG DVGDP

54

9. 64

VAPLCNANVS

32

6. 02

FGSCDI ATA

17

0

ALLELE
DRB1 1102

Score:

1.8

Threshold for 3 %w th

Hi ghest Score achi evabl e by
any peptide:

8.4

Sequence

At Position

% of Hi ghest Score

VI AHLAAGQ

1

36. 90

LRLQE DVG

52

23.81

I NI AVAPLC

28

21. 43

LSKAGLRLQ

47

19. 05

VAPLCNAMS

32

9.52

I AVAPLCNA

30

8. 33

LCNAMSRLG

35

7.14

|| N ©ff o1 B Wl N||

| ATARKI NI

22

SUL LN«

5.95

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1104 score: 2.0 any peptide: 8.3

Rank [|Sequence At Position Score % of Hi ghest Score

1 I NI AVAPLC 28 2. 2500 27.11

2 | ATARKI NI 22 1. 8000 21. 69

3 LQGE DVGDP 54 1.8000 [|21.69

4 VAPL CNAVS 32 1.5000 |(|18.07

5 VI AHLAAGQ 1 1.0000 |(|12.05
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LRELLSAFG 10 1. 0000 ||12. 05
I AVAPLCNA 30 0. 7000 |(8.43

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1106 score: 2.0 any peptide: 8.3

Seqguence At Position % of Hi ghest Score
I NI AVAPLC 28 : 27.11
| ATARKI NI 22 : 21. 69
LQGE DVGDP 54 : 21. 69
VAPL CNAVS 32 : 18. 07
VI AHLAAGQ 1 : 12. 05
LRELLSAFG 10 : 12. 05
| AVAPLCNA 30

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 1107 score: 2.1 any peptide: 9.1

Sequence At Position % of Hi ghest Score
LAADVMRAAS 77 43. 96
I NI AVAPLC 28 32. 97
LRLQE DVG 52 25. 27
LQAE DVGDP 54 20. 88
VI AHLAAGQ 1 17. 58
I ATARKI NI 22 15. 38
LGGVTLSKA 42 10. 66
FGSGDI ATA 17

o S | R | | R | B |

|| Nl off o & W[ N[

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1114 score: 1.3 any peptide: 8.4
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Rank |[[Sequence At Position Scor e % of Hi ghest Score
1 VI AHLAAGQ 1 2.1000 25. 00

2 LRLQAE DVG 52 1. 0000 11. 90

3 | NI AVAPLC 28 0. 8000 9.52

4 LSKAGLRLQ 47 0. 6000 7.14

5 FGSGDI ATA 17 -0. 1000 (|0

6 VAPL CNAMS 32 -0.2000 (|0

7 | AVAPLCNA 30 - 0. 3000 0

ALLELE:
DRB1 1120

Threshold for 3 %w th
score:

2.1

Hi ghest Score achi evabl e by
any peptide:

8.8

Sequence

At Position

% of Hi ghest Score

LRLQE DVG

52

27. 27

VI AHLAAGQ

1

15.91

LCNAMSRLG

35

11. 36

I NI AVAPLC

28

9.09

LRELLSAFG

10

7.95

| ATARKI NI

22

4.55

VAPLCNAMS

32

2.27

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1121 score: 1.8 any peptide: 8.4

Rank [|Sequence At Position Scor e % of Hi ghest Score

1 VI AHLAAGQ 1 3.1000 |[36.90

2 LRLQGE DVG 52 2.0000 |[23.81

3 I NI AVAPLC 28 1. 8000 21.43

4 LSKAGLRLQ 47 1. 6000 [|19.05

5 VAPL CNAVS 32 0. 8000 |[9.52

6 | AVAPLCNA 30 0. 7000 |/8.33
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LCNAMVSRLG 35 0.6000 ||7.14
| ATARKI NI 22 0. 5000 |[5.95

ALLELE: Threshold for 3 %w th ||H ghest Score achi evabl e by
DRB1 1128 score: 2.15 any peptide: 8.7

Sequence At Position % of Hi ghest Score
LQGE DVGDP 54 . 20. 69

| ATARKI NI 22 . 19. 54

LRELLSAFG 10 : 16. 09

| NI AVAPLC 28 : 14. 37

VAPL CNAMVS 32 : 10. 34

LRLQGE DVG 52 . 2. 30

I AHLAAGQL 2 0

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1301 score: 2.6 any peptide: 8.8

Sequence At Position % of Hi ghest Score
LRLQAE DVG 52 38. 64
VI AHLAAGQ 1 27. 27
LCNAMSRLG 35 22.73
I NI AVAPLC 28 20. 45
LRELLSAFG 10 19. 32
I ATARKI NI 22 15.91
VAPL CNAMS 32 13. 64
LSKAGLRLQ 47 10. 23

1 | e B A L B

|| Nl off o & W[ N[

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1302 score: 2.1 any peptide: 8.8
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Rank [|Sequence At Position Scor e % of Hi ghest Score
1 LRLQE DVG 52 2.4000 |27.27

2 VI AHLAAGQ 1 1.4000 15. 91

3 LCNAVSRLG 35 1. 0000 |(|11. 36

4 | NI AVAPLC 28 0. 8000 |[9.09

5 LRELLSAFG 10 0. 7000 ||7.95

6 | ATARKI NI 22 0. 4000 4. 55

7 VAPL CNAMS 32 0. 2000 |[2. 27

ALLELE:
DRB1_1304

2.6

Threshold for 3 %w th
score:

Hi ghest Score achi evabl e by
any peptide:

9

Sequence

At Position

% of Hi ghest Score

VI AHLAAGQ

1

43.

33

LRLQE DVG

52

36.

67

LSKAGLRLQ

47

26.

67

LCNAMSRLG

35

21.

11

I NI AVAPLC

28

20.

00

LRELLSAFG

10

17.

78

VAPLCNAMS

32

1
2
3
4
5
6
7
8

| ATARKI NI

22

o | | R | B | e | R

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 1305 score: 2.2 any peptide: 8.7

Rank |[[Sequence At Position Scor e % of Hi ghest Score

1 LQA DVGDP 54 1. 8000 20. 69

2 | ATARKI NI 22 1. 7000 19. 54

3 LRELLSAFG 10 1. 4000 16. 09

4 | NI AVAPLC 28 1. 2500 14. 37

5 VAPL CNAMVS 32 0. 9000 10. 34
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LRLQE DVG 52 0. 2000 2.30
I AHLAAGQL 2 -0. 1400 ||O

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1_ 1307 score: 0.6 any peptide: 6.8

Sequence At Position % of Hi ghest Score
LQGE DVGDP 54 10. 29

VAPL CNAMS 32 7.35

| NI AVAPLC 28 1. 47

FGSGDI ATA 17 0
| AVAPLCNA 30 0

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1311 score: 2.0 any peptide: 8.3

Seqguence At Position % of Hi ghest Score
I NI AVAPLC 28 : 27.11
| ATARKI NI 22 : 21. 69
LQGE DVGDP 54 : 21. 69
VAPL CNAVS 32 : 18. 07
VI AHLAAGQ 1 : 12. 05
LRELLSAFG 10 : 12. 05
| AVAPLCNA 30

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1321 score: 2.2 any peptide: 8.9

Rank [|Sequence At Position Score % of Hi ghest Score

1 LRELLSAFG 10 1.3000 |(|14.61

2 I NI AVAPLC 28 1.2500 ||14.04

http://www.imtech.res.in/tmp/file48451.html 1/5/2010
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3 LQE DVGEOP 54 1. 2000 ||13.48
4 | ATARKI NI 22 1. 0000 ||11. 24
5 VI AHLAAGQ 1 0. 8000 |(8.99
6 VAPL CNAMS 32 0. 5000 |[5.62
7 LRLQE DVG 52 0.1000 |[1.12

ALLELE:
DRB1_ 1322

Threshold for 3 %w th
score: 1.8

H ghest Score achi evabl e by
any peptide: 8.4

Sequence

At Position

% of Hi ghest Score

VI AHLAAGQ

1

36. 90

LRLQE DVG

52

23.81

I NI AVAPLC

28

21. 43

LSKAGLRLQ

47

19. 05

VAPLCNAMS

32

9.52

I AVAPLCNA

30

8. 33

LCNAMSRLG

35

7.14

Q| N off o &[] W[ N]||

| ATARKI NI

22

5.95

ALLELE:
DRB1_ 1323

Threshold for 3 %w th
score: 1.3

Hi ghest Score achi evabl e by
any peptide: 8.4

Sequence

At Position

% of Hi ghest Score

VI AHLAAGQ

1

25.00

LRLQE DVG

52

11. 90

| NI AVAPLC

28

9.52

LSKAGLRLQ

47

7.14

FGSCDI ATA

17

VAPL CNAMS

32

| AVAPLCNA

30
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ALLELE:
DRB1 1327

Score:

2.6

Threshold for 3 %w th

Hi ghest Score achi evabl e by
any peptide:

Sequence

At Position

% of Hi ghest Score

LRLQE DVG

52

38.

64

VI AHLAAGQ

1

27.

27

LCNAMSRLG

35

22.

73

I NI AVAPLC

28

20.

45

LRELLSAFG

10

19.

32

| ATARKI NI

22

15.

91

VAPLCNAMS

32

13.

64

|| Nl Off o1 B Wi N||

LSKAGLRLQ

47

| |l e e A L B

10.

23

ALLELE
DRB1_1328

Scor e:

2.6

Threshold for 3 %w th

Hi ghest Score achi evabl e by
any peptide:

Sequence

At Position

% of Hi ghest Score

LRLQG DVG

52

38.

64

VI AHLAAGQ

1

27.

27

LCNAMVSRLG

35

22.

73

I NI AVAPLC

28

20.

45

LRELLSAFG

10

19.

32

| ATARKI NI

22

15.

91

VAPLCNAMS

32

13.

64

0| NIl oof| o1 &[] Wl N|| F

LSKAGLRLQ

47

i | | | e R L B L B

10.

23

ALLELE:
DRB1_1501

Score:

3.25

Threshold for 3 %w th

Hi ghest Score achi evabl e by
any peptide:

Rank [|Sequence At Position Scor e % of Hi ghest Score
1 LSAFGSCGDI 14 3.4000 |34.69
2 I NI AVAPLC 28 2. 6000 |[26.53

http://www.imtech.res.in/tmp/file48451.html

1/5/2010
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3 MSRLGGVTL 39 2.2000 |[[22. 45
4 | ATARKI NI 22 1. 9000 ||19.39
5 LGGVTLSKA 42 1. 4000 (|14. 29
6 LRELLSAFG 10 1. 3000 (|13. 27
7 I AHLAAGQL 2 1. 2000 ||12. 24
8 VAPLCNAMS 32 1. 2000 ||12. 24

ALLELE:
DRB1_1502

SCor e:

3.25

Threshold for 3 %w th

Hi ghest
any peptide:

Score achi evabl e by

9.8

Sequence

At Position

% of Hi ghest Score

LSAFGSGDI

14

24

.49

I NI AVAPLC

28

16

.33

MSRLGGVTL

39

12

.24

| ATARKI NI

22

9.18

FGSCGDI ATA

17

7.65

LGGVTLSKA

42

4.08

LRELLSAFG

10

3. 06

0| NIl oof| o1 &[] Wl N|| F~

I AHLAAGQL

2

2.04

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB1 1506 score: 3.1 any peptide: 9.8

Rank [|Sequence At Position Score % of Hi ghest Score

1 LSAFGSGDI 14 3. 4000 34. 69

2 I NI AVAPLC 28 2. 6000 26. 53

3 VBRLGGVTL 39 2. 2000 22.45

4 | ATARKI NI 22 1. 9000 19. 39

5 LGGVTLSKA 42 1.4000 14. 29

6 LRELLSAFG 10 1. 3000 13. 27

7 I AHLAAGQL 2 1. 2000 12. 24

http://www.imtech.res.in/tmp/file48451.html
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|8 ||VAPLCNAI\/B ||32 ||1 2000 ||12. 24 |

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB5 0101 score: 2.3 any peptide: 9.8

Seguence At Position % of Hi ghest Score
VTLSKAGLR 45 : 26. 53
I AHLAAGQL 2 : 17. 35
I NI AVAPLC 28 : 7.14
LCNAVBRLG 35 7.14
VBRLGGVTL 39 : 7.14
5
2

LRELLSAFG 10 . 10
LQGE DVGDP 54 .04

ALLELE: Threshold for 3 %w th |H ghest Score achi evabl e by
DRB5 0105 score: 2.3 any peptide: 9.8

Sequence At Position % of Hi ghest Score
VTLSKAGLR 45 : 26. 53

I AHLAAGQL 2 : 17.35

I NI AVAPLC 28 : 7.14

LCNAVSBRLG 35 : .14

VBRLGGVTL 39 : .14

LRELLSAFG 10 : .10

LQGE DVGDP 54 : .04

http://www.imtech.res.in/tmp/file48451.html 1/5/2010



