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APPENDIX A

PEPTIDE AND AMINO ACIDS INFORMATION

’f/}perﬁes of standard amino acids and
N (4'

list of all peptide in the database.

— ~ e ——
Table A-1 Some propeciies ofstandard ami;
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Lys 29.1 79 ¢ 1 o v 3.9
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Phe 1 147 .1 2.8
Pro 97.1 -1.6
Ser 87.0 -0.8
Thr 101.1 -0.7
Trp 186.2 -0.9
Tyr 163.19 10.13 0 -1 -1.3

Val 9.1 4.2




Table A-2 List of peptides in the CU Peptide Database

No. Peptide Name Category Sequemce pl Hydropathic index Product
: Code

1. ]JADRENOCORTICOTROPIC| #1 |Ser-Tyr-Ser-Met-Glu-His- 9.3455 1-10.3-9.9-8.6-13.3-11-7.9- | A 0423
HORMONE (ACTH 1-39; Trp-Gly-Lys-Pro-Val-Gly 4.7 -15.9 -10.8 -14.4 -20.1 -12 -
Corticotropin A) Arg-Arg-Pro-Val-Lys-Val - 10.4-14.3-152-129-13.5-8.4

Asn-Gly-Ala-Glu-Asp-@ L 2.4 4124448468 138 -
Glu-Ala-Phe-Pro-Leu-G 15.1-9.8 -6.6-10-2.7-2.7 3.6

2. |ADRENOCORTICOTROPIC| #1 |[Ser-Tyr-Ser-Met-GI 14582.5 9.8846 |-10.3-9.9-8.6-13.3-11-7.9- [A 7075
HORMONE (ACTH 1-39; Trp-Gly-Lys-Pro-Val-Gl 4.7 -15.9 -10.8 -14.4 -20.1 -12 -
Corticotropin A) Arg-Arg-Pro-Val-Lys- V& K 10.4-143-15.2-12.9-13.5-3.8

Asn-Val-Ala-Glu-As 25.6-75-6.7-11.7 -8.6 -10.5 -
Glu-Ala-Phe-Pro-Leu-Gl 52-66-10-2.7-2.73.6

3. |[ADRENOCORTICOTROPIC| #1 |[Ser-Tyr-Ser-Met 486.2 5.7 A 2782
HORMONE FRAGMENTS
(Fragment 1-4)

4. ]JADRENOCORTICOTROPIC| #1 |Ser-Tyr-Ser-Met-Glu-His-P} -A; g L] 1298.9( 7.602 [-10.3-9.9 A 1709
HORMONE FRAGMENTS Trp-Gly
(Fragment 1-10) ~

5. [ADRENOCORTICOTROPIC| #1 [Ser-Tyr-Ser-Met- Glu-Hxs-Phe’Aﬁg* - 13 1 H mi= 1624.2| 96 |-10.3-9.9-8.6-13.3-11 A 5555
HORMONE FRAGMENTS Trp-Gly-Lys- Pro-Vé_h { )

(Fragment 1-13) - —|

6. ]ADRENOCORTICOTROPIC| #1 Ser—Tyr—Ser-Met-éthus-Phe-Arg 14 11681.2| 96 |-10.3-9.9-86-13.3-11-7.9 A 8804
HORMONE FRAGMENTS Trp-Gly-Lys-Pro-Val: jy "

(Fragment 1-14) J

7. JADRENOCORTICOTROPIC| #1 [Ser-Tyr-Ser-Met-Glu-His-Phe-Arg| 16 | Human 1939.4(10.6464|-10.3-9.9-8.6-13.3-11-7.9- | A 8929
HORMONE FRAGMENTS Trp-Gly-Lys-Pro-Val-Gl g A 4.7 -15.9
(Fragment 1-16) P ‘ %J_%{ RINAS

8. ]ADRENOCORTICOTROPIC| #1 [Ser-Tyr-Ser-N 71 |IHdma L' 12096.6]11.1082[-10.3-9.9-8.6-13.3-11-7.9- | A 2407
HORMONE FRAGMENTS 4.7 -15.9-10.8
(Fragment 1-17) ¢ 7 F-% ) ./

9. [ADRENOCORTICOTROPIC| #1 %‘ Wﬂ fg 1[] ﬂﬂ]’_ﬂ% -10.3-99-86-133-11-7.9- |A 0298
HORMONE FRAGMENTS y: 4.7 -15.9-10.8 -14.4 -20.1 -12 -
(Fragment 1-24) Arg-Arg-Pro-Val- Lys -Val-Tyr-Pro 10.4-14.3-152-12.9

10. JADRENOCORTICOTROPIC| #1 |Ser-Phe-Ser-Nle-Glu-His-Phe- 24 | Human 2922.5 A 6552

[4:]



His-Leu

h

No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl Hydropathic index Product
Residus| | Bridge Code
HORMONE FRAGMENTS Arg-Trp-Gly-Lys-Pro-Val-Gly-Lys-| " |© W
(IPhe2,Nle4]-Fragment 1- Lys-Arg-Arg-Pro-Val-Lys-Vali Ty |11 &
24) Pro e ’ ‘

11. JADRENOCORTICOTROPIC| #1 [Met[O]-Glu-His-Phe-D-Lys=Phe~+ 6 “| Human{— | 706.5 A 0526
HORMONE FRAGMENTS . |
([Met(O)4,D-Lys8,Phe9]- I
Fragment 4-9) %,\\\L.

12. [ADRENOCORTICOTROPIC| #1 1067.9| 7.557 A 7181
HORMONE FRAGMENTS -~
(Tyr-Fragment 4-9)

13. JADRENOCORTICOTROPIC| #1 [Met-Glu-His-Phe-Ar L..§961.8 7.663 A 0401
HORMONE FRAGMENTS
(Fragment 4-10) \

" 14. JADRENOCORTICOTROPIC| #1 [Tyr-Met-Glu-His-Phe-Arg-Trp- 111249 7.557 A 9054
HORMONE FRAGMENTS
(Tyr-Fragment 4-10) ;

15. ADRENOCORTICOTROPIC| #1 [Met-Glu-His-Phe-Arg-Trp- -Ly ‘ 1090.9| 10.029 A 7056
HORMONE FRAGMENTS
(Fragment 4-11)

16. [ADRENOCORTICOTROPIC[  #1  [Phe-Arg-Trp-Gly-Lys-Pro-Val-Gly-{ 32 | Huma 3659.8]10.0684|-4.7-15.9-10.8 -14.4 -20.1 -12 -| A 1527
HORMONE FRAGMENTS Lys-Lys-Arg-Arg-Pre-Val-Lys-Val- ‘ . 10.4-14.3-152-12.9-13.5-8.4
(Fragment 7-38) Tyr-Pro-Asn-Gly-Ala- =Gl ‘ -2.1-4-12.1-11.3-16.3-13.2-

Ser-Ala-Glu-Ala-PhaPro-Leu-Glu i) 15.1-9.8 -6.6-10-2.7 -2.7

17. [ADRENOCORTICOTROPIC| #1 Lys-Pro-Val-Gly-Lysjs-Arg-Arg- 14 ! -]657.5 11.8232(-20.1-12-10.4 -14.3 -15.2 -12.9| A 2532
HORMONE FRAGMENTS Pro-Val-Lys-Val-Tyr-Pro - '

(Fragment 11-24)

18. JADRENOCORTICOTROPIC| #1 |Arg-Pro-Val-Lys-Val-Tyf-Rro-Asn-| 22 2461.7|3.86608|-8.4 -2.1 -4 -12.1 -11.3-16.3- |A 0673
HORMONE FRAGMENTS Gly-Ala-Gl lﬁimgqiﬁl EJ 1/ ‘j ﬂ =1 13.2-15.1-9.8 6.6 -10 -2.7 -2.7
(Fragment 18-39 ; CLIP) Ala-Phe-Pro- e , 3.6

19. JANGIOTENSIN | #2  |Asp-Arg-ValsTyr-lle-His-Pro-Phe- | 10 1296 | 8.02 [-5.81.5 A 9650
(Hypertensin |) His-Leu ¢ a/

20. JANGIOTENSIN | #2 Aﬁﬂﬂyﬁﬁwﬂ h 1(3\f 87 |-6.4.9 A 3053

ASn=L
21. |[ANGIOTENSIN | #2 Aankrg-VaI-Tyr-Val-His—Pro—Phe- - 10 |Goosefis 1282.1| 9.4845 |-6.1 1.2 A 3178

€9



No. Peptide Name Category Sequemce Totalfl Source |Disulfid | MW pl Hydropathic index Product
Residué{ | | . | Bridge Code
22. |[ANGIOTENSIN | #2 |Asn-Arg-Val-Tyr-Val-His-Pro-Phe- fDI‘ r’ / 1259.1| 9.484 [-6.4 .9 A 2928
Asn-Leu '* MU

23. JANGIOTENSIN | (des- #2 |Arg-Val-Tyr-lle-His-Pro-Phe-His=-| 9 é—r 1182 | 9.5591 | 1.5 A 5778
Asp1-Angiotensin ) Leu — e

24. JANGIOTENSIN | ([Val5]- #2 Asp-Arg-VaI-Tyr-Val-I-w 10 ] 1282 | 8.02 [-6.11.2 A 9402
Angiotensin |) His-Leu F" /i ———

25. JANGIOTENSIN I #2  |Asp-Arg-Val-Tyr-lle-Hig=Pro-Rhe |~ '8 Human M045.8 7.87 A 9525

26. [ANGIOTENSIN 1T ((p- #2  |Asp-Arg-Val-Tyr-lle-p-Amifio-RRed 7 8 | 1070.8 A 1811
Amino-Phe6)-Angiotensin Il) Pro-Phe g 2% .

27. JANGIOTENSIN Il ([b-Asp1]-| #2 |b-Asp-Arg-Val-Tyr-lle-His-Pr %8B 4'\\ 931.8 A 9410
Angiotensin |1) - \

28. |ANGIOTENSIN 1T ([SarT}- | #2 [Sar-Arg-Val-Tyr-llesHlis-Pfo-Pe /[ & $\ 1\ 19020.9 A 4410
IAngiotensin 11) Ao oy \

29. |ANGIOTENSIN 1T ([Val5]- #2 |Asp-Arg-Val-Tyr-Val-His-Pfo-Phe | "8 |~ . | . |10318| 7.87 A 2900
Angiotensin |I) P b E \ \

30. |JANGIOTENSIN Il #2  |Asn-Arg-Val-Tyr-Val-His-Pro-Phe ﬁ' '8 JLE‘ \ ~ [1031.9] 9.484 A 6402
([Asn1,Val5]-Angiotensin I1) = — = N

31. JANGIOTENSIN I #2  [Sar-Arg-Val-Tyr-lle-His-Pro-Ala =18 - %ﬂf - 944.8 A 8026
([Sar1,Ala8]-Angiotensin II) _-_ .,

32. [ANGIOTENSIN || #2  [Sar-Arg-Val-Tyr-lle-His-Pro-Giy=-F-8  “ SSSss A 7401
([Sar1,Gly8]-Angiotensin Il) »

33. JANGIOTENSIN 11 #2 Sar-Arg-VaI-Tyr-Y{ejﬁaBsa—Uo— A 8776
([Sar1,lle8]-Angiotensin II) w

34, [ANGIOTENSIN II #2 [Sar-Arg-Val-Tyr-lle-His-Pro-Leu A 8276
([Sar1,Leu8]-Angiotensin Il) ‘

35. JANGIOTENSIN I #2 Sar—Arg-VaI-Tyr-lIe-HisaPro-Thr 8 974.9 A 9900
([Sar1,Thr8]-Angiotensin Il) P N Y A

36. [ANGIOTENSIN Il # Sar—Arg-V?i‘yfwlﬁj-ﬁrgA'F | E}a ﬁ‘ EJ y A 2275
([Sar1,Val5,Ala8]-
Angiotensin Il ; Saralasin) Y _

37. [ANGIOTENSIN Il (Ala-Pro- | #2 |Ala-Pro-Gly-Asp-Arg-lle-Tyr-Val- | "1 = 12709 786 |-4-7.4-3 A 0289
Gly-[lle3,Val5]-Angiotensin PﬁW{] a‘ \3 ﬂ ’j gu l 1}1 ’] q W H a EI
D) )

38. JANGIOTENSIN I #2  [ValTyr-lle-His-Pro-Phe 6 Human 7746 | 7.815 A 3950

FRAGMENT 3-8

14°]



No.

Peptide Name

Category

Sequemce

Total

ource

Disulfid
Bridge

MW

pl

Hydropathic index

Product
Code

(Angiotensin 1V)

/
7/

39.

ANGIOTENSIN I
ANTIPEPTIDE

#2

GIu-GIy-VaI-Tyr-VaI-His-Pro-y‘él’;

897.7

5.059

A 4184

40.

ANGIOTENSIN Il (des-
Asp1-Angiotensin Il)

#2

Arg-Val-Tyr-lle-His-Pro-Phe=

41.

IANGIOTENSIN 1II ([lle7]-
Angiotensin 1l

#2

931.8

9.5588

A 0903

Arg-Val-Tyr-lle-His-Pro-lle

.

/Al

897.8

9.5588

A 0911

42.

ANGIOTENSIN lIl ([Val4]-
Angiotensin Ill)

#2

Arg-Val-Tyr-Val-His-Pr e

43.

ANGIOTENSIN IlI
([Val4,lle7]-Angiotensin I11)

#2

917.8

9.5588

A 6277

Arg-Val-Tyr-Val-His-Pro

. [ANGIOTENSIN lII

ANTIPEPTIDE

#2

Gly-Val-Tyr-Val-His-Pro-

45,

ANGIOTENSIN-
CONVERTING ENZYME
INHIBITOR

#2

"

883.8

9.5588

A 1036

.
769.6

7.829

A 4809

pGlu-Trp-Pro-Arg-Pro-Gln-lle-Pro-

Pro

1119.1

A 0773

46.

ANGIOTENSINOGEN
FRAGMENTS (Fragment 1-
13 ; Angiotensinogen 1-13)

#2

Asp-Arg-Val-Tyr-lle-His-Pr:
His-Leu-Val-lle-His

8.11

-5.81.510.210.58.6

A 4057

47.

ANGIOTENSINOGEN
FRAGMENTS (Fragment
11-14)

#2

A

Val-lle-His-Asn e

|
[l

48.

N-NICOTINOYL-TYR-Ne-
(Na-CBZ-ARG)-LYS-HIS-
PRO-ILE

#2

N-Nicotinoyl-Tyr-Ne<(Na-CBZ-
Arg)-Lys-His-Pro-lle j

7.89

A 0417

N 5014

49.

RENIN SUBSTRATE
TETRADECAPEPTIDE
(Angiotensinogen 1-14)

#2

Asp-Arg-Val-Tyr-lle-His-Pro-Phe-
His-Leu-Val-lle-His-Asn"

50.

RENIN SUBSTRATE
TETRADECAPEPTIDE
(Angiotensinogen 1-14)

#2

51.

N -Acetyl-RENIN
SUBSTRATE
TETRADECAPEPTIDE

#2

14

Human

Poicin

-5.81.510.210.5 8.6 4.1

R 5880

-5815989.89.84.5

R 8380

i

R 5755

52.

N -Acetyl-RENIN

#2

Acetyl-Asp-Arg-Val-Tyr-lle-His-

Porcine

R 5380

gS



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residuel | 4 , | Bridge Code
SUBSTRATE Pro-Phe-His-Leu-Leu-Val-Tyr-Serf = | [/
TETRADECAPEPTIDE - AL /
53. [ATRIAL NATRIURETIC #3 |Met-Met-Arg-Asp-Ser-Gly-Cys- | 29 | Chit 3165.2| 11.243 |-5-2.4-13.3-4.3 -8 -3.5-3.1 -6/ A 9052
PEPTIDE Phe-Gly-Arg-Arg-lle-AspaA%E;t P -9.6-54-1724-229995.4
Gly-Ser-Leu-Ser-Gly-Met- - — ‘ 1.919-1.9-56-9.1
_ Cys-Asn-GIy-Ser—Arg- / _:‘_
54. |ATRIAL NATRIURETIC #3 [Ser-Ser-Asp-Cys-Phe.Gly-Sei 4-20. | 2564.6| 8.9751 |-1-.2-6.4 6-2.3-33-6.4 6.4-| A 0929
PEPTIDE (fANP-24) ‘ Arg-lle-Asp-Arg-lle-Gly-2 23-49-1852.3.7-56-3.8
Ser-Gly-Met-Gly-Cys s
Phe \
55. [ATRIAL NATRIURETIC #3 |Cys-Phe-Gly-Ser-Arg- | 4.20 |2276.6]11.2854]|.6-23-3.3-6.4-64-2.3-49- | A0804
PEPTIDE (Fragment 4-24 ; lle-Gly-Ala-GIn-Ser-€ B < 1.852.3.7-56-3.8
fANP-21) Cys-Gly-Arg-Arg-Phe A '
56. |ATRIAL NATRIURETIC #3 |Ser-Leu-Arg-Arg-Ser-Se 28 - 13085.1| 10.967 |-2.7 -2.3-10.6-4.2.3-2.4-1.6 - | A 1663
PEPTIDE Phe-Gly-Gly-Arg-Met-Asp fada 45-55-86-9-49-3.17.126
Gly-Ala-Gln-Ser-Gly-Let Nl -1.3-.33.2-1.8
Asn-Ser-Phe-Arg-Tyr s £ S
57. |ATRIAL NATRIURETIC #3  [Ser-Leu-Arg-Arg-Ser-Ser-Gys- /|26 W@ 723 |3067.1] 10.967 [-2.7-2.3-10.6-1.62.9.21-1.0 | A 2288
PEPTIDE (rANP) Phe-Gly-Gly-Arg-lle-Asp-Arg-lle- — = -29-6-64-23-3.17126-1.3
Gly-Ala-GIn-Ser-Gly-Leu- GIy-Cys- b/ A .-,a,:"_f- - -.33.2-1.8
Asn-Ser-Phe-Arg-Tyr - ‘ £
58. |ATRIAL NATRIURETIC #3  |Arg-Ser-Ser-Cys-Phe-Gly-Cly- 1616.1[12.1795]-1.62.9.21-1.9-2.90 -4.1 A 1802
PEPTIDE (des- Arg-lle-Asp-Arg- IIW ,J
(GIn18,Ser19,Gly20,Leu21, INH2 - =
Gly22)-Fragment 4-23 i | 8 |
Amide) ‘J U
59. |ISO-ATRIAL NATRIURETIC| #3 Ser-GIn-Asp-Ser-Ala-Glu-Arg-lle- | 45 23-39 | 5040.4| 9.8767 |-13.8-16.5-16.5-10.2-9.4 - A 9179
PEPTIDE (Iso-rANP) GIn-Glu-Ar ‘ ~ F~ o 15.7-16.5-12-18.5-13.2-12.9 -
LYS-Met-AI@ﬁg ? % EJ V] ‘j w EJ d 9.2-13.8-10.1-4.1-53-24-
Phe-Gly-GI s-l - 42-4.4-23-15-44-54-8
Gly-Ala-Val- r-Arg Leu GIy-Cys- P 4 . os [1958.6371076.2274.7.5
ASP:Gly;Leu-Ar silolonol~ anlgr ~ 01676
60. [[deamino-Cys3,D-Ala5]- #3 1 ‘pqat IS EE IR ATA71

ATRIOPEPTIN IlI

FRAGMENT 3-24 AMIDE

e BL LR

er-Gly-Leu-Gly-Cys-Asn-

99



No. Peptide Name Category| Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residdel | § _ | Bridge Code
Ser-Phe-Arg-Tyr-NH2 WIS/
61. [URODILATIN (Thr-Ala-Pro-| #3 [Thr-Ala-Pro-Arg-Ser-Leu-Arg-Arg-| 32 27 [3511.5(11.7934(-11.8-11.9-11.2 -6.8 -2.7 -2.3 - | U 5754
Arg-Arial Natriuretic Peptide Ser—Ser—Cys-Phe-GIy-GIy-A;g-___"""b: -~ e 106-42.3-24-16-45-55-
Met-Asp-Arg-lle-Gly-Ala-Glia-Sei=| 9 86-9-49-3.17126-1.3-3
Gly-Leu-Gly-Cys-Asn-Ser-Rhe==1_ | S 3.2-1.8
Arg-Tyr A —
62. [BRADYKININ #4  |Arg-Pro-Pro-Gly-Phe- \ 3\ 11061.9(12.4802( -9.4 B 3259
Phe-Arg
63. |lle-Ser-BRADYKININ (T- #4  |lle-Ser-Arg-Pro-Pro- {1 =i 2% 1262 [12.4816(-4 -5.7 -9.4 B 1643
Kinin) Pro-Phe-Arg A _!1: \
64. |Lys-BRADYKININ (Kallidin)| #4 [Lys-Arg-Pro-Pro-Gly-P ' 1191 |12.4971|-8.8-9.4 B 4889
Pro-Phe-Arg 3 . -
65. |Lys-[Ala3]-BRADYKININ #4  |Lys-Arg-Pro-Ala-Gly-Ph 107+ / 1164.9]112.4971|-5.4 -6 B 1525
Phe-Arg - \
66. [Met-Lys-BRADYKININ #4  |Met-Lys-Arg-Pro-Pro-Gly- U IREL \ ~ [1322.1]12.4972|-9.7-8.8 9.4 B 5014
Ser-Pro-Phe-Arg T3l F \
67. [Tyr-BRADYKININ #4  |Tyr-Arg-Pro-Pro-Gly-Phe-S rglﬁg' 1225 | 11.167 |-6.2-9.4 B 4764
Phe-Arg Pl
68. [Hyp3]-BRADYKININ #4  |Arg-Pro-Hyp-Gly-Phe-Ser-Pro- 1—5 1077.9 B 7775
Phe-Arg Bl ety
69. [[Lys1]-BRADYKININ #4 Lys-Pro-Pro-Gly-Ph‘giSer-Pro- 3.8| 11.642 [-8.2 B 0890
Phe-Arg N =4
70. |[D-Phe7]-BRADYKININ #4  |Arg-Pro-Pro-Gly-PhesS 1114.9[12.4802-10.6 -1.6 B 7894
Phe-Arg - ™
71. |[Thr6]-BRADYKININ #4  |Arg-Pro-Pro-Gly-Phe-Thr-Pro- 9 1 1076 [12.4802[-9.3 B 1400
Phe-Arg
72. |[Tyr8]-BRADYKININ #4  |Arg-Pro-Pro-Gly-Phe-Ser-RPio-Tyr{ 9 LY A 1077.9‘ 11.162 |-13.5 B 7885
73. [[p-Cl-Phe5,8]-BRADYKININ [  #4  |Arg-Pro-Pro-Gly- 30.9 1B 1776
: Ser-Pro-p-Chioro-Phe-Arg
74. |D-Arg,[Hyp3,D-Phe7]- #4  |D-Arg-Arg-Pro-Hydroxy-Pro-Gly- 0 = 1285.1 L7 B 1775
BRADYKININ Phé-Sei D:Phe-Piie- ﬂQ‘ﬁIQMQR"‘"\V%"
75. |[Thi5,8,D-Phe7]- #4  |Arg-ProsPro-G -ThienyllAta-h 1® of V1 0 7 B 8144
BRADYKININ Ser-D-Phe-b-[2-Thienyl]Ala-Arg
76. |D-Arg,[Hyp3,Thi5,8,D-Phe7]| #4 |D-Arg-Arg-Pro-Hydroxy-Pro-Gly- 10 990.9 B 1650

LS



No. Peptide Name Category Sequemce F Hydropathic index Product
Code
-BRADYKININ b-[2-Thienyl]Ala-Ser-D-Phe-b-[2- ] _{/
Thienyl]Ala-Arg ‘ %

77. [Na-Adamantaneacetyl-D- #4 |Na-Adamantaneacetyl-D-Aig-Al == B 6029
Arg-[Hyp3,Thi5,8,D-Phe7]- Pro-Hydroxy-Pro-Gly-b-[2-Fhi y -
BRADYKININ Ala-Ser-D-Phe-b-[2-Thien

Arg

78. IBRADYKININ FRAGMENTS| #4 |Arg-Pro-Pro-Gly-Phe B 1401
(Fragment 1-5) /

79. |IBRADYKININ FRAGMENTS| #4 |Arg-Pro-Pro-Gly-Phe- : B 1526
(Fragment 1-6) / '

80. BRADYKININ FRAGMENTS| #4 |Arg-Pro-Pro-Gly-Phe-Ser-Pr B 1651
(Fragment 1-7)

81. IBRADYKININ FRAGMENTS| #4 |Pro-Pro-Gly-Phe-Ser-Pro B 2151
(Fragment 2-7)

82. |des-Arg1-BRADYKININ #4  |Pro-Pro-Gly-Phe-Ser-Pro-Phe- B 1901

83. |des-Pro2-BRADYKININ #4 _ |Arg-Pro-Gly-Phe-Ser-Pro-Phe-Arg B 2026

84. |des-Arg9-BRADYKININ #4 _ |Arg-Pro-Pro-Gly-Phe-Ser-ProsPhe B 4397

85. |des-Arg9,[Leu8]- #4  |Arg-Pro-Pro-Gly-Phe-Ser-Pro-Let!= B 6769
BRADYKININ .

86. |IBRADYKININ #4  |pGlu-Gly-Leu-Pro-Pro-Arg-Pro-- } B 0507
POTENTIATOR B Lys-lle-Pro-Pro W |

87. |IBRADYKININ #4  |pGlu-Gly-Leu-Pro-Pro=Gly-Rio 89 B 0632
POTENTIATOR C Pro-lle-Pro-Pro & /. g

88. [pGLU-LYS-TRP-ALA-PRO #4  [pGlu-Lys-Trp-Ala-Pro = 629.5 P 8772

89. |VAL-GLU-SER-SER-LYS #4 _|Val-Glu-Ser-Ser-Lys _ ' V 6128

90. [N-ACETYL-MET-LEU-PHE #5 |Acetyl-Met-Leu-Phe . A 4536

91. |JALA-GLY-SER-GLU #5 |Ala-Gly-Ser- - A 5902

92. |N-t-BOC-MET-LEU-PHE #5 N-t—BOC-Me%u‘-’Pre 41N m‘i B 0511

93. [N-t-BOC-NLE-LEU-PHE #5 N-t-BOC-NIe]Ié& — o B 3886

94. IN-t-BOC-PHE-D-LEU-PHE- | #5 |N-t-BOC-Phe-D-Leu-Phe-D-Leu- 55, ‘ B 2386
D-LEU-PHE Phe P

95. NtBOC-PHE-LEU-PHE- | #5 NWW ' \ I3 B 5639
LEU-PHE ' ‘

96. [N-FORMYL-ALA-GLY-SER-| #5 Formﬁ-Ala-Gly-Ser-Glu F 8631

89



No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl Hydropathic index Product
Residud| | J , | Bridge Code
GLU \NiF 77
97. IN-FORMYL-MET-ALA #5 [Formyl-Met-Ala ) 2 r@ 248.1 F 8502
98. [N-FORMYL-MET-LEU-p- #5 FormyI-Met-Leu-p-lodo-Pha;__"f"-“-;_ F3 3 e — 563.2 F 6882
I0DO-PHE —_— = e—
99. IN-FORMYL-MET-LEU-PHE | #5 |Formyl-Met-Leu-Phe 27 3 e Ml 437.3 F 3506
(Chemotactic peptide) ’// -
100. |IN-FORMYL-MET-LEU-PHE | #5 |[Formyl-Met-Leu-Ph y ? 1 290.2 F 9758
BENZYLAMIDE [
101. IN-FORMYL-MET-LEU-PHE | #5 |Formyl-Met-Leu-Ph nz 33 7N A% 11290.2 F 6758
BENZYL ESTER 2= B
102. |N-FORMYL-MET-LEU-PHE-| #5 [Formyl-Met-Leu-Phe- - = \ 1 290.2 F 0762
0-FLUOROBENZYLAMIDE Fluorobenzylamide . (1<) &
103. [N-FORMYL-MET-LEU-PHE-| #5 [Formyl-Met-Leu-Phe- a5 | 290.2 F 0887
m-FLUOROBENZYLAMIDE Fluorobenzylamide o -
104. IN-FORMYL-MET-LEU-PHE-| #5 [Formyl-Met-Leu-Phe-p- ) ‘,‘ 290.2 F 1012
p-FLUOROBENZYLAMIDE Fluorobenzylamide o
105. [N-FORMYL-MET-LEU-PHE-| #5 [Formyl-Met-Leu-Phe-Lys T 566.4 F 2385
LYS g
106. IN-FORMYL-MET-LEU-PHE | #5 |Formyl-Met-Leu-Phe-OMe - T 290.2 F 6632
METHYL ESTER LTy
107. IN-FORMYL-MET-LEU-PHE-| #5 Formyl-Met-Leu-Pha-Phe 4 F 2009
PHE T :
108. |N-FORMYL-MET-LEU-TYR | #5 [Formyl-Met-Leu-Tys 3 F 5256
109. IN-FORMYL-MET-MET-MET| #5 [Formyl-Met-Met-Met 3 F 2635
110. [N-FORMYL-MET-PHE #5 |Formyl-Met-Phe - 2 824.2 F 8506
(Neutrophil Dysfunction Test
Pepide) SRL-L- D P .
111. IN-FORMYL-MET-PHE-MET| #5 |Formyl-MetPhe-Met' = | * 3 3. F 2510
112. [N-FORMYL-MET-TRP #5 [Formyl-Met-Trp & L - R 363.3" F 6128
113. [N-FORMYL-MET-VAL #5 FormyI-Met-adl 2 276.2 o — F 5003
114. IN-FORMYL-NLE-LEU-PHE #5 lle-Le p /B2 o~ F 3631
115. IN-FORMYL-NLE-LEU-PHE-| #5 Nje-| _ 5 9‘ t F 2259
3,5-DIIODO-TYR (3 ! :
116. [N-FORMYL-NLE-LEU-PHE #5 |[Formyl-Nle-Leu-Phe-OMe 3 | 131.1 F 1760

6S



No. Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
Resid y Bridge Code

METHYL ESTER T/ j

117. [N-FORMYL-NLE-LEU-PHE-| #5 Formyl-NIe-Leu-Phe-NIe~Tyr;l_._?; SYUILES S 701.6 F 0267
NLE-TYR-LYS — ;

118. IN-FORMYL-NLE-LEU-PHE-| #5 |Formyl-Nle-Leu-Phe-Tyfwt 4 e 441.3 F 2134
TYR - s —

119. [ILE-VAL-PRO-PHE-LEU- #5  [lle-Val-Pro-Phe-Leu-Gly-Pr 13 \ \\ 1368.1 14 [19.314.41419.415.912.1 13516
GLY-PRO-LEU-LEU-GLY- Leu-Gly-Leu-Leu-Thr- ‘ A -
LEU-LEU-THR-AMIDE // b

120. [MET-LEU-PHE #5 |Met-Leu-Phe /.3 P 14093 57 M 6014

121. |VAL-GLY-ASP-GLU #5 |Val-Gly-Asp-Glu & - EAW 416.2 | 2.8707 V 6253

122. |VAL-GLY-SER-GLU #5 |Val-Gly-Ser-Glu At A\ .889.2 | 3.085 V 8878

123. |VAL-GLY-VAL-ALA-PRO- #5 [Val-Gly-Val-Ala-Pro-Gly 1A 4 \ 6 V1008
GLY

124. [DYNORPHIN A #6  |Tyr-Gly-Gly-Phe-Leu-Arg-Afg-|je-- i 11.5658(0-4.8 -4.4 -4.1 -6.9-155-15.5-| D 8147

Arg-Pro-Lys-Leu-Lys-TrpAsps < + = 10-21.5
IAsn-GlIn ; ol .

125. IDYNORPHIN A #6  [Tyr-Gly-Gly-Phe-Leu-Arg-A 1 Pw : 869.7 | 11.167 D 4524
FRAGMENTS (Fragment 1- ! A ’-y' Y
7) . e — L,

126. [DYNORPHIN A #6  |Tyr-Gly-Gly-Phe-Leu-Arg-Arg-lie-{- | 11.167 D 4899
FRAGMENTS (Fragment 1- |
8) "«r = ’

127. IDYNORPHIN A #6 Tyr-Gly-GIy-Phe—lﬁArg-Arg-Ile- 12.1852|0 D 4036
FRAGMENTS (Fragment 1- Arg T
9)

128. IDYNORPHIN A #6 Tyr—GIy-GIy-Phe-Leu-Arg,—Arg-lIe- 12.1852(0-4.8 D 4774
FRAGMENTS (Fragment 1- Arg-Pro ‘ i =
10) ‘ | )

129. IDYNORPHIN A #6 Tyr-GIy-GIyM 2.229410-48-4.4-41-69 D 7017
FRAGMENTS (Fragment 1- Arg-Pro-Lys-Lgu-Lys
13) ¢ = LA

130. [DYNORPHIN A #6  [Tyr-Gl e ﬂﬁ% i 31]% e ’g ‘V 1@?’4 1&{“4.5 586.26.63.8 D 9148
FRAGMENTS ([D-Arg6]- lle@gwm ‘ ‘
Fragment 1-13) q

131. [DYNORPHIN A #6 _ |Tyr-Gly-Gly-Phe-Leu-Arg-Arg-D- 13 | Porcine 1652.5112.2294(-4.5-3.2-2.8-2.4-5.2-13.5 D 9783

09



No.

Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
i Bridge Code
FRAGMENTS ([D-Arg8]- Arg-Arg-Pro-Lys-Leu-Lys
Fragment 1-13) , >
132. IDYNORPHIN A #6 GIy-Gly-Phe-Leu-Arg-Arg-ugwh — o [1445.3112.7945|-48-4.4-4.1-6.9 D 4399
FRAGMENTS (Fragment 2- Pro-Lys-Leu-Lys — | —
13)
133. [IDYNORPHIN B (Rimorphin| #6 [Tyr-Gly-Gly-Phe-Leu-Arg i 1573.3| 11.523 [-5.2-3.9-3.21.4-21 D 1398
; Prodynorphin 228-240) Phe-Lys-Val-Val-Thr \1
134. |TYR-GLY-GLY-PHE-LEU- #6  [Tyr-Gly-Gly-Phe-Leu-Ar | 1664.6 T 7908
ARG-ARG-ILE-ARG-PRO- Arg-Pro-Arg-Leu-Arg- -
ARG-LEU-ARG-GLY 5- Aminopentylamide
AMINOPENTYLAMIDE "
(Dynorphin A analog k -
ligand ; DAKLI)
135. |N-t-BOC-TYR-GLY-GLY- #6 |N-t-BOC-Tyr-Gly-Gly- B 5277
PHE-LEU-ARG-ARG-ILE- IArg-Arg-lle-Arg-Pro-Arg-L
ARG-PRO-ARG-LEU-ARG- Gly 5-Aminopentylamid
GLY 5-
AMINOPENTYLAMIDE
(BOC-DAKLI)
136. [a-ENDORPHIN (b- #7  [Tyr-Gly-Gly-Phe-Met-Thr-Ser-Glu-- 6.57 |-24-58-89-9.2-136-11.7- |E6136
Lipotropin 61-76) Lys-Ser-GIn-Thr-ProsLeu-Val-Thr 6.8 -6.7
137. [b-ENDORPHIN (b- #7  |Tyr-Gly-Gly-Phe-Met-Thr-Ser-Glu- .4(10.6985 [-2.4-58-8.9-9.2-13.6-11.7- | E 0637
Lipotropin 61-91) Lys-Ser-GIn-Thr-Pro-Le ; 9 168-6.7.67.38.17.76.712.8
Leu-Phe-Lys-Asn-Ala-lle-lle-Lys- - 13.59.36.1 .6-54-5-1.9-8-16
Asn-Ala-His-Lys-Lys-Gly-Gln I
138. |b-ENDORPHIN (b- #7  |Tyr-Gly-Gly-Phe-Met-Thr-Ser-Glu- 3466.4/10.1913[-2.4-5.8-8.9-9.2-13.6-11.7 - | E 6261
Lipotropin 61-91) Lys-Ser-GIn-Thr-Pro-Led-Val-Thr- Qs 6.8-6.7.67.38.17.76.712.8
Leu-Phe-L)ﬁs aslle-| ‘ s [ f 13.59.36.1 .6-3.5-3.10-6.1 -
Asn-Ala-Ty s-Eg-&IGla E E | ” | ﬁ EJ ] ﬂ 14.1
139. [b-ENDORPHIN (b- #7 Tyr-GIy-GIy-lmp- et-Thr-Ser-Glu-{ 31 | Rat 3468.5|10.6985 [-2.4 -5.8-8.9-9.2-136-11.7- |E 1142
Lipotropin 61-91) Lys-Ser-GIn-Thr-Pro-Leu-Val-Thr-| ¢ o O, [68-6.7.67.38.17.76.712.8
: Fa f] v Fa 35936.13-3-26.5-5.6-
3.6
140. [N-Ac-b-ENDORPHIN #7 let-Thr- 17| "Human| = " [3303.3 A 1660

Ser-Glu-Lys-Ser-GIn-Thr-Pro-Leu-

T9



No. Peptide Name Category Sequemce Tota *b iource Disulfid | MW pl Hydropathic index Product
nge Bridge Code
VaI-Thr-Leu-Phe-Lys-Asn-AIa-Q—;,
lIe-Lys-Asn-AIa-Tyr-Lys-Lys-QLk___‘
Glu poez
141. |Arg-b-ENDORPHIN #7  |Arg-Tyr-Gly-Gly-Phe-Me 32 3623.6(10.4786 |-6.9-2.4-58-8.9-9.2-13.6 - E 7638
Glu-Lys-Ser-GIn-Thr-Pzo 9 11.7-6.8-6.7 .67.38.17.76.7
Thr-Leu-Phe-Lys-Asn-Ala- i 12.813.59.36.1.6-3.5-3.10-
Lys-Asn-Ala-Tyr-Lys | j - 6.1-14.1
142. |BIOCYTIN-b-ENDORPHIN #7  [Ne-Biotinyl-Lys-Tyr-Gly-Gly-Phe- i 3466.4 E 8139
Met-Thr-Ser-Glu-Ly - s S
Pro-Leu-Val-Thr-Leu-Phgdly o
Asn-Ala-lle-lle-Lys-Asn=Ala-Tyr — Y
Lys-Lys-Gly-Glu -5 (i} A
143. |[Leu5]-b-ENDORPHIN #7  |Tyr-Gly-Gly-Phe-Leu-Thf-Se 3¥.r 1,(‘4448.4 10.1913(-5-3.9-7-7.3-11.7-11.7-6.8 - | E 3130
Lys-Ser-GIn-Thr-Pro-Léu-Val- Tar-| =1 ' 6.7.67.38.17.76.712.8135
Leu-Phe-Lys-Asn-Ala-lle-|ie-Lys- 4 ~ =} 9.36.1.6-3.5-3.10-6.1-14.1
Asn-Ala-Tyr-Lys-Lys-GlyGlu p PRI
144, IN-Ac-b-ENDORPHIN #7  |Acetyl-Tyr-Gly-Gly-Phe-Met-Thr-. %ﬁ ma 2860 E 0762
(Fragment 1-27) Ser-Glu-Lys-Ser-GIn-Thr-P -Lé:d- it 1
Val-Thr-Leu-Phe-Lys-Asn-Ala-lle-~——
lle-Lys-Asn-Ala-Tyr P 1 ,
145. |b-ENDORPHIN (Fragment #7  [Tyr-Gly-Gly- Phe-MéThr—Ser—Glu- 27 j@gﬁ [ 9.9271 |-2.4-58-8.9-9.2-13.6-11.7- | E 6636
1-27) Lys-Ser-GIn-Thr- Thi=y )j 6.8-6.7.67.38.17.76.712.8
Leu-Phe-Lys-Asn le-lle-Lys- E 13.59.36.1 .6-3.5
Asn-Ala-Tyr ! o
146. |g-ENDORPHIN (b- #7 Tyr-GIy-Gly-Phe-Met_ﬂw-Ser—GIu- 11858.3| 6.57 [-2.4-58-8.9-92-136-11.7- |E 6386
Lipotropin 61-77) Lys-Ser—GIn-Thr-Pro-Leu-VaI Thr- 6.8 -6.7 .6
Leu L7
147. |des-Tyr1-g-ENDORPHIN #7  [Gly-Gly-P ﬂuﬁj l - Ef‘ﬂ ‘j W EJ ¥ . ; 69 |[-58-8.9-92-136-11.7-6.8- |E 3005
(b-Lipotropin 62-77) Lys-Ser-Gl Vdl-Thr- 6.7 .6
Leu
148. |b-LIPOTROPIN #7  |Glu-Leu-Ala- GIy-AIa Pro-Pro-Glu- Porcine | =, 948.6 | 3.0382 |-4.8 .5 L 5261
FRAGMENTS (Fragment 1- Prﬂ%f] a \3 ﬂ ‘j J;]J Em ' CV El ' a E“
10)
149. [b-LIPOTROPIN #7  [Asn-Ala-Gly-Ala Human 331.1 5.6 L 5894

FRAGMENTS (Fragment

c9



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Regidue| | § , | Bridge Code

14-17) rr,

150. |b-LIPOTROPIN #7  |Lys-Lys-Asp-Ser-Gly-Pro-Tyr | 794.4 | 9.5335 L 2759
FRAGMENTS (Fragment
3945) 1 1 ——

151. |b-LIPOTROPIN #7  |Lys-Lys-Gly-Glu e — 461.3 | 9.8104 L0134
FRAGMENTS (Fragment
88-91) -~

152. [a-NEOENDORPHIN #7  |Tyr-Gly-Gly-Phe-Leu l ‘ \ 1230.9(10.4757 |-6.8 -5.5 N 9633

Pro-Lys : ‘ LY 9
153. |b-NEOENDORPHIN #7  [Tyr-Gly-Gly-Phe-Leu & \ 101.8(10.0723|-6.8 N 9758
Pro i

1564. [TYR-GLY-GLY-PHE-LEU- #7  |Tyr-Gly-Gly-Phe-Le 81 4 79988 | 11.523 T 5765
ARG-LYS-ARG ([Arg8]-a- e ‘
Neoendorphin 1-8) Lafidh |

155. [LEUCINE ENKEPHALIN #8  [Tyr-Gly-Gly-Phe-Leu a8 ks & [5553] 57 L 9133

156. |[3,5-DiBr-Tyr1]-LEUCINE #8 |3,5-Dibromo-Tyr-Gly-Gl eu| 45 )% ™ B | 713.1 E 8257
ENKEPHALIN E__ellll N

157. |[D-Ala2]-LEUCINE #8  [Tyr-D-Ala-Gly-Phe-Leu I T ffr}g 569.3| 5.7 E 5008
ENKEPHALIN - =

158. |[Ala2]-LEUCINE #8 [Tyr-Ala-Gly-Phe-Leu _TARTE N TV N 569.3| 5.7 E 1892
ENKEPHALIN b

159. |[D-Ala2,D-Leu5])- #8 Tyr-D-AIa-GIy-th:_a’;Lgu_ 5.7 E 7131
ENKEPHALIN LY,

160. |[D-Ala2]-LEUCINE #8  |Tyr-D-Ala-Gly-Phe-L.eu-Arg 9.6183 E 1766
ENKEPHALIN-Arg j
(Dalargin)

161. |des-Tyr1-LEUCINE #8 |Gly-Gly-Phe-Leu 5 o 6 E 7255
ENKEPHALIN )

162. |des-Tyr1,[D-Ala2,D-Leu5]- #38 |D-Ala-Gly-Phe- 0 E 5390
ENKEPHALIN 4l

163. |LEUCINE ENKEPHALIN- #8  |Tyr-Gly-Gly-Phe-Leu-Arg 916183 E 8757
Arg (Dynorphin A Fragment Q Wf] a m a E"
1-6)

164. [LEUCINE ENKEPHALIN- #8 Tyr@lj—dly-P'he-Leu-Lys 9.554 E 0134
Lys

€9



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residuel ¥ , | Bridge Code

165. |[D-Ser2]-LEUCINE #8 [Tyr-D-Ser-Gly-Phe-Leu-Thr Sa\/, 686.4 | 5.6 E 7388
ENKEPHALIN-Thr — Wl

166. |[D-Thr2]-LEUCINE #8 [Tyr-D-Thr-Gly-Phe-Leu-Thr .| 6 7005 | 56 E 0139
ENKEPHALIN-Thr - \ ,

167. |[3,5-Dil-Tyr1,D-Thr2}- #8  |3,56-Diiodo-Tyr-D-Thr-Gly- 6 1 e 9523 E 8884
LEUCINE ENKEPHALIN-Th Leu-Thr W; ﬁ S~

168. |LEUCINE #8 [Tyr-Gly-Gly-Phe-Leu- / \ w5713 962 E 3756
ENKEPHALINAMIDE \

169. |[D-Ala2]-LEUCINE #8 [Tyr-D-Ala-Gly-Phe-L = ». | 5853 | 9.62 E 3381
ENKEPHALINAMIDE 2 B AL\

170. |[D-Ala2,D-Leu5]- #8 [Tyr-D-Ala-Gly-Phe-D- 5 \ 585.3 E 7756
ENKEPHALINAMIDE Ll 4 \ -

171. |des-Tyr1-LEUCINE #8 [Gly-Gly-Phe-Leu-NH2 o \ \ 4082 14 E 3506
ENKEPHALINAMIDE il |

172. |des-Tyr1,[D-Ala2]-LEUCINE| #8 |D-Ala-Gly-Phe-Leu-NH2 2l el fa \ 4222 1 E 5256
ENKEPHALINAMIDE AT

173. [METHIONINE #3  [Tyr-Gly-Gly-Phe-Met 38 == \ 5733 | 56 M 6638
ENKEPHALIN SYedini s < | il

174, |[D-Ala2]-METHIONINE #8 [Tyr-D-Ala-Gly-Phe-Met . = — 587.3| 56 E 2757
ENKEPHALIN _ AN N

175. [[Ala2]-METHIONINE #8  [Tyr-Ala-Gly-Phe-Wet 5 ﬁ?.s 5.6 E 3757
ENKEPHALIN o i

176. |[Met(O)5]-ENKEPHALIN #3 442 2 E 7133
(Methionine-enkephalin yn
sulfoxide)

177. |[D-Trp2}-METHIONINE #3 7025| 56 E 2882
ENKEPHALIN

178. |[D-Ala2,3]-METHIONINE #8 5.6 E 5631
ENKEPHALIN

179. |[D-Ala2,D-Met5)- #8 5873 | 56 E 3507
ENKEPHALIN ¢ | e

180. |des-Met5-METHIONINE # |T: “Ph ; . E 2628
TWTANNIPNR VI T

181. |des-Tyr1-METHIONINE #8  |Gly«Gly-Phe-Met 4 | 1410271 6 E 2256
ENKEPHALIN

v9



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residusl | J , | Bridge Code

182. |des-Tyr1,[D-Ala2,D-Met5]- #8 [D-Ala-Gly-Phe-D-Met H;’( [ / 4242 0 E 3632
ENKEPHALIN S 7/ 4

183. [METHIONINE #8 Tyr-Gly-Gly-Phe-Met-Arg-aE‘g_‘E 7 el | 877696183 E 5757
ENKEPHALIN-Arg-Phe —_— A

184. IMETHIONINE #8  [Tyr-Gly-Gly-Phe-Met- 7 8 || 900.6 [ 9.6183 E 6515
ENKEPHALIN-Arg-Gly-Leu il T

185. IMETHIONINE #8 [Tyr-Gly-Gly-Phe-M / RN, 024 | 9.554 E 1760
ENKEPHALIN-Lys Y. p

186. [METHIONINE #8 [Tyr-Gly-Gly-Phe-M 2 1574 2 [ 5893 962 E 5381
ENKEPHALINAMIDE ! ‘i‘*\

187. |[D-Ala2]-METHIONINE #8 [Tyr-D-Ala-Gly-Phe- L= \\ 6033 | 9.62 E 2006
ENKEPHALINAMIDE 4 s I FANAY

188. [[Ala2]-METHIONINE #8 [Tyr-Ala-Gly-Phe-Met- ) \ \ | 6033 9.62 E 3382
ENKEPHALINAMIDE Ww-- W

189. |[D-Trp2]-METHIONINE #8  [Tyr-D-Trp-Gly-Phe-Met-NH2 & |55 [ \ 7185 | 962 E 3007
ENKEPHALINAMIDE , NATA

190. |[D-Ala2,3}-METHIONINE #8  [Tyr-D-Ala-D-Ala-Phe-Met- = e | W 617.3 | 9.62 E 9881
ENKEPHALINAMIDE et - [N

191. |[D-Ala2,D-Met5]- #8  [Tyr-D-Ala-Gly-Phe-D-MetNH2 — | 5 | == 603.3 E 3882
ENKEPHALINAMIDE B AN o

192. |des-Tyr1-METHIONINE #3  [Gly-Gly-Phe-Met-Nk2 ’ 14 E 3631
ENKEPHALINAMIDE b e .

193. |des-Tyr1,[D-Ala2)- #38 [D-Ala-Gly-Phe-Met-NH2 1 E 5131
METHIONINE ™
ENKEPHALINAMIDE __J

194, |[3,5-Dil-Tyr1,D-Ala2}- #8 3.5—Diiodo-Tyr-D-AIa-G!)(-Phe- 5 , 855.1 E 9009
METHIONINE Met-NH2 - e o/
ENKEPHALINAMIDE 'H«‘V %‘W‘%}I 18

195. [TYR-D-ALA-PHE-MET #38  [Tyr-D-Ala-Phe- 546.30 9.62 T 0395
AMIDE (des-gly3,[D-Ala2]- U
Methionine ¢ == /s
Enkephalinamide) GASANI9I98YN 1[1 elN

196. [N-CARBOXYMETHYL-PHE-| #8 [N-Carboxymethyl*Phe-Leu o ol.w20+ o1 1o | 1143711 C 7030
LEU q

197. IN-([R,S}-CARBOXY-3- #8 IN-([R,S]-Carboxy-3-Phenyl- 1 C 8906

g9



No. Peptide Name Category Sequemce Total \| :Source [Disulfid | MW pl Hydropathic index Product
Reﬁj&b [S / 4 | Bridge Code

PHENYL-PROPIONYL)-L- Propionyl)-L-Leu f/ /
LEUCINE — {,4!

198. [DERMENKEPHALIN #8  [Tyr-D-Met-Phe-His-Leu-Met-Asp. | L# = 19706 9.6202 D 2289

199. |[D-Met2,Pro5]- #8 [Tyr-D-Met-Gly-Phe-ProNH2 — I” 5 | " |6204]| 962 E 8380
ENKEPHALINAMIDE — ™ —

200. |[D-Pen2,5]-ENKEPHALIN #8 [Tyr-D-Pen-Gly-Phe-D-Peqr i/ " 25 | 385.2 E 3888

201. |[D-Pen2,5,p-Cl-Phed]- #8 [Tyr-D-Pen-Gly-p-Chiofo-P v/, 2.5 "419.7 E 6264
ENKEPHALIN Pen / — '\

202. ([D-Pen2,Pen5]- #8 |Tyr-D-Pen-Gly-Ph n / e X\ 2-5 85.2 E 2260
ENKEPHALIN / i i) |

203. [D-Ala2,N-Me-Phe4,Gly5-ol]| #8  [Tyr-D-Ala-Gly-N-Metayl-Phe- = A | 309.1 E 7384
LENKEPHALIN (DAGO) ol f EV A

204. |[3,5-Dil-Tyr1,D-Ala2,N-Me- | #8 |3,5-Diiodo-Tyr-D-Ala- waNid | 560.9 E 9134
Phe4,Gly5-0l-ENKEPHALIN Methyl-Phe-Gly-ol Ahreder ¥ k '

205. [[D-Ala2 N-Me-Phe4Met(O) | #8  [Tyr-D-Ala-Gly-[N-MethyiPheffMel ~ 4 [ = \ ~ [ 3091 E 0506
5-0l]-ENKEPHALIN [O}-ol RVl TN

206. [PREPROENKEPHALIN #8 [Gly-Gly-Glu-Val-Leu-Gly-Lys-Arg={ 13 _[Ovine,bo| = [1370.9 9.8578 | -6.4-6.4-64-1-24 P 7162
FRAGMENT 128-140 Tyr-Gly-Gly-Phe-Met ~IF= ﬂﬁ'

207. [DL-THIORPHAN #8 |DL-3-Mercapto-2-benzy! P ITT I :‘E_“ : T 6031

208. [TYR-D-ALA-GLY #8  [Tyr-D-Ala-Gly . Sl 5.7 T 2774

209. [TYR-GLY-GLY #8  [Tyr-Gly-Gly ..~ 3 : 57 T 9005

210. | CALPAIN INHIBITOR II #9 | N-Acetyl-Leu-Leu*Niethioninal | 2 | - .

211. | CALPAIN INHIBITOR | #9 | N-Acetyl-Leu-Leu-Norleucinal 3 -

212. | ACETYL PEPSTATIN #9 Aoetyl-VaI—VaI-Sta;léI!la-Sta 5| -

213. | AMASTATIN #9 | [(2S,3R)-3-Amino-2-hydroxy-5- | 3 -

methyhexanoyl]-Val-Vil-Asp

214. | (4-NITROPHENYL) #9 | (4-NITROP T m -
BUTANOYL-L-LEUCINE BUTANOYLL- E

215. | ANTIPAIN #9 | Phe-CO-Arg:Val-Arg-al 4 -

216. | BASTATIN #9 | (2S,3R)-3-AMINO-2- ] o/ -

n
o TN 13 U a

217. | Na-t-BOC- #9 Nﬁt—BOC-Léu-‘[éu-Krg'—ar bl i ) N

DEACETYLLEUPEPTIN
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No. Peptide Name Category Sequemce Tot urce [Disulfid | MW pl Hydropathic index Product
Resi f ) 4 | Bridge Code
218. | CHYMOSTATIN #9 Phe-CO-Cpd-X-Phe-al g\ /, - -
219. | EGLIN ¢ FRAGMENT 60- #9 Thr-Asn-Val-Val-OMe iy & : =
63 METHYL ESTER — —m—
220. | ELASTATINAL #9 Leu-CO-Cpd-GIn-Ala-al 4 3] - = - -
221. | EPIAMASTATIN #9 5-Methylhexanoyl-Val-Val- 3. 1 s - 'ﬂ =
222. | EPIBASTATIN #9 | 4-Phenylbutanoyl-L- 77 -0 . I "
223. | LEUPEPTIN #9 Acetyl-Leu-Leu-Arg-al - - -
224. | PROPIONYL-LEUPEPTIN #9 | Propionyl-Leu-Leu-Asg-al 3 =- 1% - N -
225. | NAZUMAMIDE A #9 2,5 Dihydroxybenzoyl-Aig-Fi0- R \ -
lle-Abu = 9
226. | NLE-STA-ALA-STA #9 | Nle-Sta-Ala-Sta ML #\ ™~ -
227. | PEPSINOSTREPTIN - #9 Isobutyryl-Val-Val-Sta-Ala-3ta & | 4. {2 - -
228. | PEPSTATIN A #9 Isovaleryl-Val-Val-Sta-Ala=St 4! %‘L N * -
229. | HYDROXYPHOSPHINYL- | #9 | Hydroxyphosphinyl-Leu-Trp & | & 2 ’? % \ \ B
LEU-TRP A, 1
230. |ARG-GLY-ASP #10_|Arg-Gly-Asp =2 —— | 8 [3462] 644 A 8052
231. |[ARG-GLY-ASP-SER #10 |Arg-Gly-Asp-Ser E e e T Jein Y 433.2 | 645 A 9041
232. |JARG-GLY-ASP-SER-PRO #10_ |Arg-Gly-Asp-Ser-Pro —0 =, N 1001.5| 9.8843 [-15.1-11.6 A 6677
233. [ARG-GLY-GLU-SER #10 _|Arg-Gly-Glu-Ser e s Y I o 4473 | 6.53 A 5686
234. |ARG-PHE-ASP-SER #10 Arg-Phe-Asp-Ser y 4 ] 5233 6.45 A 1675
235. [CYS-GLN-ASP-SER-GLU #10 [Cys-GIn-Asp-SerGiti—d A0 7.9] 3.9986 |-11.9-15.7 C 8287
236. [ECHISTATIN #10 |Glu-Cys-Glu-Ser-@ly-Pro-Cys- 49 6424 | 7.4952 (-2.3-3.3-6.8-3.3-36.62.2- |E2138
CVS-Arg-Asn-Cys-L)@?he-Leu- r 7.7-106-681.2125.1-16-
Lys-Glu-Gly-Thr-lle-Cys-Lys-Arg- J 8.1-42-56-5.2-8-14.1-20.5-
Ala-Arg-Gly-Asp-Asp-Met-Asp- 20.7 -16.5-15.8 -11.3-14.8 -
IAsp-Tyr-Cys-Asn-Gly-Lys<Thr- o 14.8-12.4-11.8-11.8-58-6.1 -
Cys-Asp-Cﬁ%r AsA-Pr EJ Vl i‘ EJ AN 12.1-9.6 -14.3-136 -12.9-19.7
His-Lys-Gly-Pro-Ala-Thi i1 1 ¢ -17.8-18.5-17.6
237. [FIBRINOGEN-BINDING #10 His-His-Leu-@y-GIy-A|a-Lys-GIn- 12 1188.6| 7.832 |-7.2-44-12-43 F 9145
INHIBITOR PEPTIDE Ala-Gly-Asp-Val ¢ F—% /s
(Human fibrinogen-g q W’] ﬂ \3 ﬂ "ﬁ u w ’] Nl E I 8 a E
fragment 400-411) A 7 ;
238. |[FIBRINOGEN RELATED #10 |Gly-GIn-Gln-His-His-Leu-Gly-Gly-| 15 1501.8| 8.043 (-9-8.6-12.5-7.2-44-1.2-4.3 |F 3643
PEPTIDE Ala-Lys-GlIn-Ala-Gly-Asp-Val

29



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Raﬂi‘dl J . | Bridge Code
Glu-Asp-Thr-Leu-Pro-Lys-Val 14 4.7-55-13.2-59
240. [FIBRONECTIN TYPE Il #10 |Asp-Glu-Leu-Pro-GIn-Leu-Val- AU 2727.1| 3.9829 |12.84.75-41.25-2-6.6-7.5- | F 5007
CONNECTING SEGMENT Thr-Leu-Pro-His-Pro-Asn- ; : e 148-8.7-1.7-364.1-1311.8
(Fragment 1-25) GIy—Pr&GIu-IIe-Leu-Asﬁi - e —
Ser-Thr 1{”,‘ [
241. [FIBRONECTIN TYPE Il #10 |Gly-Glu-Glu-lle-GlIn-lie-Gly- 7 \ T 2375.7| 4.1895 |-1-2.21.3-3.2-7.7-3.5-8 -12.4| F 6398
CONNECTING SEGMENT IIIe-Pro-Arg-GIu-AspM/T«*r \\ “‘\L -12.4-13.1-12.8-9.9
(Fragment 90-109) His-Leu-Tyr-Pro y / ,
242. [GLY-ARG-ALA-ASP-SER- #10 |Gly-Arg-Ala-Asp-Se 7 730.4 110.2775 G 4144
PRO-LYS K i;:- \
243. |GLY-ARG-GLY-ASP #10 |Gly-Arg-Gly-Asp b AR 403.2 | 6.83 G 9022
244. |GLY-ARG-GLY-ASP-SER #10 |Gly-Arg-Gly-Asp-S ITNET Tj AT 490.2 | 6.83 G 4391
245. |GLY-ARG-GLY-ASP-SER- #10 |Gly-Arg-Gly-Asp-Ser-Pio-L a2 s \ i\ | 716.4 110.2775 G 1269
PRO-LYS 'FAEZC NN
246. [GLY-ARG-GLY-ASP-THR- | #10 [Gly-Arg-Gly-Asp-Thr-Pro, A -"r \ ‘ 601.4 | 6.85 G 5646
PRO ' 20
247. |GLY-ARG-TYR-ASP-SER #10__|Gly-Arg-Tyr-Asp-Ser —b—5— :"E e | B 596.3 | 6.75 G 2275
248. |[SER-ASP-GLY-ARG-GLY #10 [Ser-Asp-Gly-Arg-Gly PEEEERES "IN 490.2 | 6.56 S 3771
249. |b-ALA-TRP-MET-ASP-PHE | #11 |b-Ala-Trp-Met-Asp-Phe-NH2 . 1—*__5 iy o 612.4 A 4032
AMIDE (des-BOC- o G
Pentagastrin) )
250. [ALYTESIN ([Gly2,thr6]- #11 pGIu-GIy-Arg-Lem Thi-Gline 14 A 2803
Bombesin) Trp-Ala-Val-Gly-HisdLeu-Met-NH2
251. [N-t-AMYLOXYCARBONYL- | #11 N-t-Amonxycarbony‘!j rp-Met- 4 A 5771
TRP-MET-ASP-PHE AMIDE Asp-Phe-NH2 )
(Gastrin Related
Tetrapeptide) ; ) ‘o )
252, [BIOCYTIN- #11 @Biotinyl-ﬁ%ﬁefﬂ/éy | B B 8530
NEUROPEPTIDE Y Pro-Asp-Asn-Pro<Gly-Glu-Asp
(Biocytin porcine Ala-Pro-Ala“Glu-Asp-Leu-Ala-Arg-
neuropeptide Y) Tyr-Tyr-Ser-Ala-Leu-Arg-His-Tyr- ¢ F-3 s
lle-As - -
ol T ST a ol AN VEI A 2
253. |N-t-BOC-b-ALA-TRP-MET- | #11 |N-t-BOC-b-Ala-Trp-Met-Asp-Phe-| 5 612.4 B 1636
ASP-PHE AMIDE NH2
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No. Peptide Name Category Sequemce Total Disulfid [ MW pl Hydropathic index Product
Bridge Code
(Pentagastrin) "\
254. N-t-BOC-b-ALA-TRP-MET- #11 [N-t-BOC-b-Ala-Trp-Met-Asp "“'x 53 B 9758
ASP(Benzyl)-PHE AMIDE (Benzyl)-Phe-NH2 —
(Pentagastrin, blocked) -
255. [N-t-BOC-GLY-TRP-MET- #11 |N-t-BOC-Gly-Trp-Met- B 1386
ASP-PHE AMIDE (N-t- NH2
BOC-CCK Fragment 29-33)
256. [N-t-BOC-GLY-TRP-MET- #11 |N-t-BOC-Gly-Trp-Met-A B 9883
ASP(Benzyl)-PHE AMIDE -Phe-NH2
(Gastrin Related
Pentapeptide, blocked)
257. |N-t-BOC-MET-ASP-PHE #11 |N-t-BOC-Met-Asp-Phe-N B 3884
AMIDE
258. IN-t-BOC-TRP-ASP-PHE #11 |N-t-BOC-Trp-Asp-Phe-NH ' B 3019
AMIDE (des-Met2-Gastrin P
Related Peptide)
259. [N-t-BOC-TRP-MET-ASP- #11  IN-t-BOC-Trp-Met-Asp-Phe NH2 B 4009
PHE AMIDE (Gastrin Aagleis. -
Related Tetrapeptide) !
260. |N-t-BOC-TRP-MET-PHE #11 |N-t-BOC-Trp-Met-Phe-NH2 - =4 B 3144
AMIDE (des-Asp3-Gastrin . ‘3
Related peptide)
261. |BOMBESIN #11 |pGlu-GIn-Arg-Le B 4272
Trp-Ala-Val-Gly-His-=eu-Met-NH2
262. ([Leu13-y(CH2NH)-Leu14]- | #11 [pGlu-GIn-Arg-Leu-GlysAsn-Gin- | L] B 1025
BOMBESIN Trp-Ala-Val-Gly-His-Leu-y-
[CH2NH]-Leu f o
263. [[Lys3]-BOMBESIN #11 |pGlu-Gin-Lys:L -Gl EJ B 1647
Trp-Ala-Val-Gly-His-Leu-Met-NH:
264. |[D-Phe12]-BOMBESIN #11  |pGlu-GIn-Arg-Leu-Gly-Asn-GIn- 14 1664.3 B 0775
Trp-Ala-Val Gly-D-Phe-Leu-Met- | & PN Q/
AN <4019 %q_%_g’nem ]
265. [[D-Phe12,Leut4]- #11 |p rgiLeu=Gly*AsnGin- 1|14 I|1646.3| Y L B 0990
BOMBESIN Trpq\la-VaI -Gly-D-Phe-Leu-Leu-
NH2
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No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
RSN} 4 Bridge Code
266. |[Tyr4]-BOMBESIN #11 |pGlu-GlIn-Arg-Tyr-Gly-Asn-Gin-_ | M‘ W ‘ 1704.3 B 5397
Trp-Ala-Val-Gly-His-Leu-Met-NH2| | /
267. |[Tyr4,D-Phe12]-BOMBESIN| #11 |pGlu-GIn-Arg-Tyr-Gly-Asn-Gln= | '&__, 1714.3 B 0650
Trp-Ala-Val-Gly-D-Phe- - —"
NH2 - i . —
268. |[deamino-Phe6,His7,D- #11 Deamino-Phe-His-Trpﬂ'ﬂf "9 ' 949.7 B 7033
Ala11,D-Pro13-y(CH2NH)- Ala-His-D-Pro-y[CH2 c ’;/ J ! \_
Phe14]-BOMBESIN NH2 ‘
FRAGMENT 6-14
269. BOMBESIN FRAGMENT 8- | #11 |[Trp-Ala-Val-Gly-His- HE|J-i7 14 B 1150
14
270. |CAERULEIN #11  |pGlu-GIn-Asp-Tyr[SO C 9026
Trp-Met-Asp-Phe-NH2
271. |CHOLECYSTOKININ (CCK)| #11 |lle-Lys-Asn-Leu-GIn- ASp- 7.883 [-4.7-10-9.3 C 9269
FRAGMENTS (Fragment Pro-Ser-His =
10-20)
272. |CHOLECYSTOKININ (CCK)| #11 |Lys-Ala-Pro-Ser-Gly-Arg-V. Ser-1 11.6384|-414325.213-1.81.915 |[C 2296
FRAGMENTS (Fragment 1- Met-lle-Lys-Asn-Leu-GIn- o 2.3-47-10-9.3-5.8
21) sp-Pro-Ser-His-Arg =
273. |CHOLECYSTOKININ (CCK)| #11 Asp-Tyr[SOSH]-Met-GIy-NH2_,,;_I_;';.}, C 5033
FRAGMENTS ([Tyr(SO3H) 5
27]-Fragment 26-29 Amide)
274, [CHOLECYSTOKININ (CCK)| #11 Arg-Asp-Tyr[smW C 2421
FRAGMENTS ([Tyr(SO3H) Nle-Asp-Phe-NH2 ™
27,Thr28,Nle31]}-Fragment _.J\
25-33 Amide)
275. [CHOLECYSTOKININ (CCK)| #11 [Asp-Tyr[SO3H]- -Met-Gly-Trp-Met- C 2175
FRAGMENTS ([Tyr(SO3H) Asp-Phe- ‘
27]-Fragment 26-33 Amide ; W u EJ (g Qﬂ
CCK-8,sulfated)
276. |ICHOLECYSTOKININ (CCK)| #11 Asp-Tyr-Meﬁély-Trp-Met-Asp- -~ 9145 | g, C 2901
FRAGMENTS (Fragment
26-33 Amide Non-Sulfated) W Ui | MH ’.1 ?‘
277. |N-Acetyl- #11 I-Asp-Tyr-Met-Gly-NH2 ‘ 121 C 3422
CHOLECYSTOKININ

0oL



No.

Peptide Name

Category

Sequemce Disulfid

Bridge

FRAGMENTS (Ac-
Fragment 26-29 Amide Non-
Sulfated)

MwW

pl

Hydropathic index

Product
Code

278.

N-Acetyl-
CHOLECYSTOKININ
FRAGMENTS (Ac-[Tyr
(SO3H)27]-Fragment 26-30
IAmide)

#11

Acetyl-Asp-Ty[SO3H]-Mek
Trp-NH2

279.

N-Acetyl-
CHOLECYSTOKININ
FRAGMENTS (Ac-
Fragment 26-30 Amide Non-
Sulfated)

#11

C 4408

Acetyl-Asp-Tyr-Met-

280.

N-Acetyl-
CHOLECYSTOKININ
FRAGMENTS (Ac-[Tyr
(SO3H)27]-Fragment 26-31
Amide)

#11

Acetyl-Asp-Tyr[SO3
Trp-Met-NH2

F—.

J,rr-r
J,La...{-.u

281.

N-Acetyl-
CHOLECYSTOKININ
FRAGMENTS (Ac-
Fragment 26-31 Amide Non-
Sulfated)

#11

C 4533

C 2795

Acetyl-Asp-Tyr-Met-Gly-Trp-Mel- €
NH2 )
) P et

.

(A

\(-

282.

N-Acetyl-
CHOLECYSTOKININ
FRAGMENTS (Ac-[Tyr
(SO3H)27]-Fragment 27-33
IAmide)

#11

Acetyl-Tyr[SO3H]-M
Met-Asp-Phe-NH2

283.

b-ENDOTHELIN
(Vasoactive intestinal
contractor)

#11

284.

GALANIN

#11

C 2546

C 9524

.85

-7-106-73-56-3.4.236-
3.43.97.812314.39.2

E 9512

-24186568141.74.36.7
6.78-25-6.3-11.2-6.8-4.4-

G 0278

TL



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residl J , | Bridge Code
Gly-Asn-His-Arg-Ser-Phe-Ser- 1 fy 6.2-13.9-20.9-17.8-10.8 -7 -7
Asp-Lys-Asn-Gly-Leu-Thr-Ser s 0{&
285. |GALANIN #11 |Gly-Trp-Thr-Leu-Asn-Ser-Ala-Gly-| 29 | Por S 3226 | 9.6554 (-2.41.86.56.81.41.74.377.4|G5773
Tyr-Leu-Leu-Gly-Pro-His-Alalles ol it 5.2-5.3-9.1-14-9.6-9.6 -11.4 -
Asp-Asn-His-Arg-Ser-Phe-Hi ; 1 22.9-21.1-18-11-4.7-3.9
Asp-Lys-Tyr-Gly-Leu-w “ | ﬂ-.'.““"’
286. |GALANIN #11 |Gly-Trp-Thr-Leu-Asn- f’ 9 \ .Rat .| 3180 [ 9.8582 [-241.8656.81.41.74.37 7.4| G 8272
Tyr-Leu-Leu-Gly-Pro-Hi ' 52-5.3-9.1-14-96-7.2-9-
Asp-Asn-His-Arg-Ser L =4 N N 20.5-20.6-17.5-10.5-6.7 -5.9
Asp-Lys-His-Gly-Leu-Th - L
287. [GALANIN MESSAGE #11 |Glu-Leu-Glu-Pro-Glu- 41 | Porcine)| 4653.2(4.38537|-13.5-16.1 -20.3-17.2-12.8 - |G 4646
IASSOCIATED PEPTIDE Ala-Arg-Pro-Gly-Gl B 4 ) 12.8-9.3-6.5-11.8-8.1-10-9.6
FRAGMENTS (Fragment 1- Arg-Leu-GIn-Ser-Glu-A [ . \ -12.7-17.6-96-5.1-14.1 -6.1 -
41 Amide ; Preprogalanin Ala-lle-Arg-Thr-lle-Me ahi.al 4 . \*-i‘ | 3.4-342910610.68.917.2
65-105 amide) Leu-Ala-Phe-Leu-His-Le il [« |ekdy % 14.7141218272334 .2
Glu-Ala-Gly-Ala-Leu-NH T 1
288. |GALANIN MESSAGE #11 |Leu-Gin-Ser-Glu-Asp-Lys-Ala-lle-4'426 |~ ‘ 2959 | 7.863 |-5.1-14.1-6.1-3.4-3.42.910.6|G 4521
ASSOCIATED PEPTIDE Arg-Thr-lle-Met-Glu-Phe-L.é -Afa{;_;_f}.. eiatd 10.68.917.214.71412.18.2
FRAGMENTS (Fragment Phe-Leu-His-Leu-Lys-Glu-Ala- “—— 72334 .2
16-41 Amide ; Preprogalani Gly-Ala-Leu-NH2 A I fieif-
80-105 amide) Rl P P
289. |GALANIN MESSAGE #11 [Thr-lle-Met-Glu- E_helLeu-Ala-Phe- 17 ; 7.57 |17.2147141218.27.2334 |G 4396
ASSOCIATED PEPTIDE Leu-His-Leu-Lys -Gly= 2
FRAGMENTS (Fragment Leu-NH2 _‘,
25-41 Amide ; Preprogalani
89-105 amide)
290. |GALANIN MESSAGE #11 |Leu-Pro-Gly-Leu- Pro-S@ la-AIa- 3985 [614-5-1-56-44-71-9.7- |G 4271
ASSOCIATED PEPTIDE Ser—Ser—Gl 11.5
FRAGMENTS (Fragment NH2
44-59 Amide ; Preprogalani
108-123 amide)
291. |GASTRIC INHIBITORY #11 24-11-3.7436.59.16.3-1.7| G 2269

POLYPEPTIDE (GIP)

Lh

rp-Leu- Leu-AIa Gln Lys-GIy-Lys-

-30-22-49-94-11.9-96-10
-6.6-73-355851.4-6.3-3.2

-6.2-13.5-21.7 -23.5 -27.1 -23.2

clL



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residle] ! J , | Bridge Code
Lys-Asn-Asp-Trp-Lys-His-Asn-lle-| \_‘ 'V// ‘ -21.8-18.6 -18.2
Thr-GIn , L (4 ’&
292. |GASTRIC INHIBITORY #11 [Tyr-Ala-Glu-Gly-Thr-Phe-lle- 42 | Po 2l 4974.3| 9.2842 (2.4-1.1-3.74.36.59.16.3-1.7| G 5512
POLYPEPTIDE (GIP) Asp-Tyr-Ser-lIe-AIa-MetMH; -‘ e —— -.33.2-35-6.2-10.7-13.2-10.9
IIe-Arg-GIn-GIn-Asp-Pw; —T ] -11.3-79-86-355851.4-
Trp-Leu-Leu-Ala-Gin-Lys-G! \ a 6.3-3.2-7-10.8-19-20.8-24.4 -
Lys-Ser-Asp-Trp-Lys-Hi A\ \__ 20.5-19.1-15.9-15.5
Thr-Gln \ s
293. |GASTRIC INHIBITORY #11 |Tyr-Ala-Glu-Gly-Thr-P, ( W@SS.I& 4.4227 |2.4-11-3.74.36.59.16.3-1.7| G 5404
POLYPEPTIDE Asp-Tyr-Ser-lle-Ala- \ -332-3.5-6.2-10.7-13.2-10.9
FRAGMENT 1-30 AMIDE lle-Arg-GIn-GiIn-Asp-Ph -11.3-79-86-355851.8
Trp-Leu-Leu-Ala-Glné \ -
294. |GASTRIN (Big Gastrin | ; #11 |pGlu-Leu-Gly-Pro-GIn-Gi 3876.7 G 5024
HG-34 ; Gregory structure) Pro-His-Leu-Val-Ala- [ 'h
Lys-Lys-GIn-Gly-Pro-Trp-|
Glu-Glu-Glu-Glu-Ala-Tyr-C
Met-Asp-Phe-NH2 24
295. |GASTRIN (Gastrin ) #11 |pGlu-Gly-Pro-Trp-Leu-Glu-G U~u1P 4“17 21255 G 9020
Glu-Glu-Glu-Ala-Tyr-Gly-Trp-Mét={ =
Asp-Phe—NH2 el IR _."?l-":' )
296. [GASTRIN (Gastrin 1) #11 |pGlu-Arg-Pro-Pro-M t-GIu-GIu— 17 | Rat . 2 4 6 G 1276
Glu-Glu-Glu-Ala- IFFSSIy-Trp-Met-
Asp-Phe-NH2 Y
297. |GASTRIN ([Leu15]-Gastrin | #11 [pGlu-Gly-Pro-Trp-Leu=Glu-Glu- 17 &l T07 5 G 9145
1) Glu-Glu-Glu-Ala- Tyr-E}y-Trp—Lelr ——ll |
Asp-Phe-NH2
298. |GASTRIN (Mini Gastrin | ; #11 |Leu-Glu-Glu-Glu-Glu-Glg- &Tyr- 138 Hl@pn 1657.1| 3.3396 |-13.6 -18.3-12.9-9.4-6.6 -3.1 |G 0267
HG-13) Gly-Trp-Me — FfaLal-
299. [GASTRIN | FRAGMENTS #11  |pGlu-Gly-Pro-Tr, -m Huma 1P3'.1 G 6261
(Fragment 1-13) Glu-Glu-Glu- y
300. [GASTRIN | FRAGMENTS #11 [pGlu-Gly-Pro-Trp-Leu- Glu Glu- #4 | Human | 1717.3| au G 6386
(Fragment 1-14) Glu-Glu-6 a-Tyr- N 1 allog Al ~
301. [GASTRIN I #11 PRV Il d v "%ﬁ a E G 1260

e
et-Asp-Phe-NH2

€L



No. Peptide Name Category Sequemce Total ource Disulfid [ MW pl Hydropathic index Product
Resi Bridge Code
302. [GASTRIN RELEASING #11 |Val-Pro-Leu-Pro-Ala-Gly-Gly-Gly- | 27 IFV 2877.2|111.7071|4.74.710.1567.23.4251.3 |G 8022
PEPTIDE (GRP) Thr-Val-Leu-Thr-Lys-Met-Tyr-Pro-| 1.7-25-6.7-17.2-17.4 -11.7 -
Arg-GIy-Asn-His-Trp-AIa-% ___, 9.4-85-10.1-1.8 .54
His-Leu-Met-NH2 - , ——
303. |GASTRIN RELEASING #11 |Ala-Pro-Val-Ser-Val-Gly- -V | Porciﬁ"é"-h. 2823 |11.7133|15.98.313.711.312.15.953.8 | G 1649
PEPTIDE (GRP) Thr-VaI-Leu-AIa-LysW f‘ / \ 4.20-42-14.7-17.4-11.7-94 -
Arg-Gly-Asn-His-Trp-AlaVal-8l -1/ \_ 8.5-10.1-1.8 54
His-Leu-Met-NH2 A
304. |GLUCAGON #11 |His-Ser-GIn-Gly-Thr- " |8481.3| 7.622 [-7.3-8.9-8.9-5.4-10.2-5.7-8.5/G 1774
Asp-Tyr-Ser-Lys-Tyr-LeusAs ' -12.1-14.8-12.3-13.7 -16.4 -
Ser-Arg-Arg-Ala-GIn-Agp-Phe- \ 3 Y 125-119-11.5-11.5-116-3.3
Val-GIn-Trp-Leu-Met*AsnaThr, k B 3.113.6
305. |des-His1,[Glu9]- #11 [Ser-GIn-Gly-Thr-Phe-Thr-S - 3374.3| 9.4298 (-8.9-8.9-54-10.2-5.7-85- |G 1651
GLUCAGON AMIDE Tyr-Ser-Lys-Tyr-Leu-Asp- 0 ; | 12.1-11.3-12.3-13.7-16.4 -
Arg-Ala-GIn-Asp-Phe-ValkGIn-Trg 125-11.9-11.5-11.5-11.6 -3.3
Leu-Met-Asn-Thr-NH2 2 3.11.3.64.1
306. |GLUCAGON 37 #11 |His-Ser-GIn-Gly-Thr-Phe-T -Sgr:'i—r‘a = ‘ 4423.1110.3568|-7.3-8.9-8.9-5.4-10.2 -5.7 -8.5| G 4146
(Oxyntomodulin) Asp-Tyr-Ser-Lys-Tyr-Leu- p-a;l_i:-i i -12.1-14.8 -12.3 -13.7 -16.4 -
Ser-Arg-Arg-Ala-Gin-Asp-Phe- 12.5-11.9-11.5-11.5-116-3.3
Val-GIn-Trp-Leu-Met-Asn-The- - {4 3.113.641-26-11.3-11.3-
Lys-Arg-Asn-Lys-A%’-Asn-IIe-AIa 14.3-21.6-22.5-17.2
307. |GLUCAGON 37 #11 |Lys-Arg-Asn-Ly -Asn-lle-Ala 11.8107 G 5899
FRAGMENT 30-37
308. |GLUCAGON-LIKE PEPTIDE| #11 His-Asp-GIu-Phe- Iu’-uf\rg-His-Ala- 4.75768|-20.3-17.5-14.7-8.4-11.9-9.2 | G 3265
| (GLP 1; Preproglucagon Glu-Gly-Thr-Phe-Thr-Ser-Asp-Val -4.7-8-34-7-1629-3.4-31
72-108) Ser-Ser-Tyr-Leu-Glu-Gly-GIn-Ala- -5.8-5-29-2.1-8.7-46-3.9
Ala-Lys-Glu-Phe-lle-Ala-Tgp-Leu- 1.4.9821064.98411.94.2
Val-Lys-Gl i
309. [GLUCAGON-LIKE PEPTIDE| #11 |His-Ala-Glu-Gly -Thr- 5.3695 | -4.7-8-34-7-1629-3.4-3.1[G 8147
| FRAGMENTS (Fragment IAsp-Val-SersSer-Tyr-Leu-Glu-Gly- -5.8-5-29-21-87-46-39
7-36 Amide ; Gln-AIa-Ala Lys-GIu Phe-lle-Ala- gs [14.9821064.98411.946
Preproglucagon 78-107 g m gl @ g ||
Amide)
310. |GLY-TRP-THR-LEU-ASN- #11 15. :

SER-ALA-GLY-TYR-LEU-

-2418656.81414-13-3
2938381923

G 1278

v



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residu Bridge Code
LEU-GLY-PRO-GLN-GLN- Phe-Phe-Gly-Leu-Met-NH2 b ‘1 | .
PHE-PHE-GLY-LEU-MET b
AMIDE (Galantide)
311. [MOTILIN (Gastric motor #11 |Phe-Val-Pro-lle- Phe—Thﬁm_ -!l Canin@spss | 2686.2(10.5047|4.55.5-22-6-4.5-7.3-146- |M 3278
stimulatory peptide) Glu-Leu-GIn-Lys- IIe-W l -;"1--.___ 11.4-18-14.5-22.8 -26.7 -23.2 -
Glu-Arg-Asn-Lys-Gly- o 31.2
312. [MOTILIN (Gastric motor #11 |Phe-Val-Pro-lle-Phe. —5 x:o,rcine ]2699.2 9.5314 [6.87.8.11.7-54-11.7 -145- |M 4505
stimulatory peptide) Glu-Leu-GIn-Arg-Met-G 13.2-20.2-16.7 -25-29.5 -24.8 -
Lys-Glu-Arg-Asn-Ly - L3 ‘ 30.2
313. [[Leu13]-MOTILIN #11 |Phe-Val-Pro-lle-Phe-TheTyr:Cly= | .22 ;I% in 2681.2| 9.5314 |16.87.8.11.7-3.5-9.8-126- |M 7530
Glu-Leu-GIn-Arg-leu-GIn-Giu- : m\ Jh‘ 11.3-18.3-14.8-23.1 -27.6 -
Glu-Arg-Asn-Lys-GIy-Gl ) : \ ' 22.9 -30.2
314. [NEUROPEPTIDE K #11 |Asp-Ala-Asp-Ser-Ser-lie-Gl 6 $orcin \ 3996.4|10.1887|-13.2-55-551.86.4 7.2 .6 7.9| N 7392
(Substance K precursor GlIn-Val-Ala-Leu-LeusLys- e ; > 10.513.66.24-3.3-26.5-45-
peptide) Tyr-Gly-His-Gly-Gin-lle-Ser- % ‘ 8.3-10.9-18.2-15-19.2-15.7 -
Lys-Arg-His-Lys-Thr-Asp-S - 24.5-20.9-135-10-1.73.4 7.3
v Phe-Val-Gly-Leu-Met-NH2 sline N
315. [NEUROPEPTIDE Y (NPY) | #11 [Tyr-Pro-Ser-Lys-Pro-Asp-Asn+i=4+.-36 - f@ 4287 | 9.2009 (-18.2-20.4 -18.8 -19.7 -17.4 -14| N 5017
Pro-Gly-Glu-Asp-Ala- Pro-AIa-GTur_ -14-10.5-10.5-8.3-8.3-7.1 -
Asp-Met-Ala-Arg-Tyr-Tyr-Ser-Ala-" -~ { L8 ol 10.2-9.4-94-2114-8.2-11.3
Leu-Arg-His-Tyr-lle-Asn-Leu-lle- / ﬂ { . -2.3-1.65934-49-39-7-
Thr-Arg-GIn-Arg=Tyi-NH2 - 24 . |5.2-13.2
316. INEUROPEPTIDE Y (NPY) | #11 [Tyr-Pro-Ser-Lys-Pro-Asp-. 69 | 9.2009 (-18.2-20.4 -18.8 -19.7 -17.4 -14| N 3266
Pro-Gly-Glu-Asp-Ala-Pro-Ala-Glu- = -14-10.5-8.6-6.4-6.4-52-8.3 -
. Asp-Leu-Ala-Arg-Tyr-Tyr-Ser-Ala-| U 7.5-7.5-23.3-82-11.3-2.3-1
} Leu-Arg-His-Tyr-lle-Asn-Leu-lle- .65934-49-39-7-52-13.2
b Thr-Arg-GIn-Arg-Tyr-NH2~. aJ
317. INEUROPEPTIDE Y #11 [Tyr-Pro-S e 9.2009 [-18.2-16.9-18.8 -19.7 -17.4 -14| N 6269
Pro-Gly-Asp- ﬁ%ﬂg% V ﬁ‘ W EJ q ﬁﬁ -14-10.5-8.6-6.4-6.4-52-8.3 -
Asp-Leu- rg-Tyr-Tyr-Ser-Ala- 75-75-233-82-11.3-2.3-1

Leu-Arg H|s yr-lle-Asn-Leu-lle-

o [65934-49-39-7-52-132

318. [[O-Methyl-Tyr21]- #11 THP er-l ﬁ%
NEUROPEPTIDE Y Pro:Gly-Glu-Asp-Ala-

Asp—Met—Ala-Arg-Tyr-Tyr[ e]-Ser-

AR

SL



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residue| § 4 Bridge Code
Ala-Leu-Arg-His-Tyr-lle-Asn-Leu- |~ © ]if//
lle-Thr-Arg-Gin-Arg-Tyr . L m&
319. |[Leu31,Pro34]- #11 |Tyr-Pro-Ser-Lys-Pro-Asp-Asn- .| 36 | Hu — 4256 | 9.2009 |-18.2-20.4 -18.8 -19.7 -17.4 -14| N 6146
NEUROPEPTIDE Y Pro-Gly-Glu-Asp-Ala-Pr. = —— -14-10.5-10.5-8.3-8.3-7.1 -
Asp-Met-Ala-Arg-Tyr-Tyr- = S 10.2-94-94-2114-82-11.3
Leu~Arg-His-Tyr-lIe-Aw %) S~ 12.3-1.65227-56-27 .5-4-
Thr-Arg-Pro-Arg-Tyr- j;l \ 12
320. ([Leu31,Pro34]- #11 [Tyr-Pro-Ser-Lys-Pro-As f B6 lPé(cine ' 4238 | 9.2009 |-18.2-20.4 -18.8 -19.7 -17.4 -14| N 7768
NEUROPEPTIDE Y Pro-Gly-Glu-Asp-Ala- 3 -14-10.5-8.6 -6.4 -6.4 -5.2 -8.3 -
IAsp-Leu-Ala-Arg-Tyr-Tyr 75-75-23.3-8.2-11.3-2.3 -1
Leu-Arg-His-Tyr-lle-Asn-Le - 65227-56-27.5-4-12
Thr-Arg-Pro-Arg-Ty. 2 i
321. INEUROPEPTIDE Y #11 [Tyr-Pro-Ser-Lys-Pro-Asp-A e 4.1456 |-18.2-20.4 -18.8 -19.7 -17.4 -14| N 4896
FRAGMENTS (Fragment 1- Pro-Gly-Glu-Asp-Ala-Rro-Ala-Glu- -14-10.5-10.5-8.3-8.3-7.1 -
24 Amide) Asp-Met-Ala-Arg-Tyr-Tyr-Ser-Ala+| <+ 10.2-94-94-2114
Leu-NH2 L0
322. INEUROPEPTIDE Y #11  [Pro-Ala-Glu-Asp-Leu-Ala-Afg-Tyr-:224" - 10.7227|-8.3-7.5-7.5-23.3-8.2-11.3-| N 6521
FRAGMENTS (Fragment Tyr-Ser-Ala-Leu-Arg-His-T -Ilejs;: v | 23-165934-49-39-7-52
13-36) Asn-Leu-lle-Thr-Arg-GIn-Arg-Tyr= -13.2
323. INEUROPEPTIDE Y #11 |Ala-Arg-Tyr-Tyr-Ser-Ala-Leu-Arg- 12.0282|-8.2-11.3-2.3-1 .65.93.4-4.9 |N 1272
FRAGMENTS (Fragment His-Tyr-lle-Asn-Leu-lle-Thr-Arg- -3.9-.7-52-13.2
18-36) Gln-Arg-Tyr-NH2 | "7
324. INEUROPEPTIDE Y #11 |Ala-Arg-Tyr-Thr-Ser-Ala-Leu-Arg- 11.2784)|-7.6 -10.7 -1.7-4 6 59 3.4 -4 9| N 1147
FRAGMENTS ((Tyr-OH)36- HIs-Tyr-Ile-Asn-Leu-_!!j‘Thr-Arg- -3.9-.7-5.2
Fragment 18-36) Gln-Arg-Tyr
325. [PANCREASTATIN #11  (Gly-Trp-Pro-GIn-Ala-Pro-Ala-Met- 5113.4(4.41744(-2.5-6-3.3-2.1 1.4-5-3.8-3.8 | P 2794
Asp-Gly-Ala=GlysLys<Thr-Gly- ‘ i 9.2-9.2-7-12.3-13.5-11.2-14 -
Glu-Glu-Alﬁlrﬂ%%}a-m ﬂ i 14-15.8-16.6 -11.3-13.1 -17.6 -
Lys-Gly-Ala-Arg-Glu-His-Ser-Arg- ' 19.2-18.4 -14.9-22.5-22.1 -
GIn-Glu-Glu-Glu-Glu-Glu-Thr-Ala- [ & = o [252-30.5-29.5-29.5-27-24.4 -
P 20.3-15-13.1-13.1-10-2.7 3.6
; p E | 4.3-2.4-2
326. [PANCREASTATIN #11 orcine 9.3] 3.8939 (-20.3-15-13.1-13.1-10-2.7 [P 2919

FRAGMENTS (Fragment

3643-24-2

9L



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Reii‘ﬂ |y Bndge Code
33-49) Gly-NH2 S\ 7 7d
327. [PANCREASTATIN #11  |Glu-Glu-Glu-Glu-Glu- Met-AtM N, | 1831.4| 3.8939 -5.4-3.5-3.5-46.913211.3 [P 9809
FRAGMENTS (Fragment Val-Pro-GIn-Gly-Leu-Phe-, - — — 4.6 .4
37-52 ; Chromograinin A NH2 =  I—
Fragment 286-301) [
328. |PANCREATIC #11 |Gly-Pro-Ser-GIn-Pro- ’ L) 4251.1| 53735 |-11.9-11.5-13.4-14.3-12.4- | P 9653
POLYPEPTIDE Gly-Asp-Asp-Ala-Pro- ' NL 6.6-94-81-62-1.3-1.34.9
Asp-Leu-lle-Arg-Phe-Ty N, 25-52-14-14-87-145-6.2-
Asn-Leu-GIn-GIn-Tyr. \\-; 9-7.735-3-45-1-55-12.8
Val-Val-Thr-Arg-His-Arg- . '
329. |PANCREATIC #11 |Ala-Pro-Leu-Glu-Pro-G = i ‘ 4240.2 47172 |-7.9-9.7-11.6 -17.1 -14.3-14.3 [ P 9778
POLYPEPTIDE Gly-Asp-Asp-Ala-The- . I / ‘ -14.3-16.5-13-10.8 -10.8 -8.6 -
Met-Ala-GIn-Tyr-Ala-Alz ' 8.6-6.1-8-728-36-11.2-3.2
Arg-Arg-Tyr-lle-Asn-Mét | 11.9-5.3-3.3-5-8.8-5.9-1.4 -
Arg-Pro-Arg-Tyr-NH2 5.9-13.9
330. [PANCREATIC #11 |Ala-Pro-Leu-Glu-Pro-Va ‘ ;88 4197.2| 9.5779 |-.2-2-3.9-9.4-6.6 -6.6 -14.3 - | P 9903
POLYPEPTIDE Gly-Asp-Asn-Ala-Thr-Pro-G T 16.5-13-10.8-10.8 -8.6 -8.6 -
Met-Ala-GIn-Tyr-Ala-Ala- fefadnmis | | 2 hanl 6.1-45-728-36-11.2-3.2-
Arg-Arg-Tyr-lle-Asn- Met-Leu-Th={—— — 19-53-33-5-88-59-14-
Arg-Pro-Arg-Tyr-NH2 e 5.9-13.9
331. [PANCREATIC #11 |Ala-Pro-Leu-Glu-Pro-Met-Tyr-Pro-| 36 | Rat ?15.6 9.8954 |-25-43-75-9.5-6.7-8.3-13.7[ P 6410
POLYPEPTIDE Gly-Asp-Tyr-Ala-T! Hns-Glu-Gln- : e -15.9-14.3-16.6 -16.6 -16.6 -
Arg-Ala-Gln-Tyr-GITT — J 21.9-219-22.2-14.9-159 -
Arg-Arg-Tyr-lle-Asn-Ih r-Leu-Thr- 11.4-19-11-9.7-104-59-3.1 -
Arg-Pro-Arg-Tyr-NH2 | —~—— | 11.4-8.5-4-8.5-16.5
332. [PEPTIDE YY #11  [Tyr-Pro-lle-Lys-Pro-Glu-Ala-Pro- Human 4325.3| 9.2009 |-7.6-9.8-8.2-14.4-11.3-11.3-| P 1306
Gly-Glu-Asp-Ala-Ser-Pro-Glu-Glu- o/ 11.3-16.6-11.2-10.8 -14.3 -
Leu-Asn-A : ‘s =y 13.1-16.2-13.6 -12.8-55-2 -
Arg- Hls-TyE)%ZEJa q ﬂ E‘I v] ‘j EJ d 13.6-11.3-3-1.7-12324-59
Arg-Glin-Ar -4.9-1.7-6.2-13.5
333. [PEPTIDE YY (PYY) #11 Tyr-Pro-AIa Lys-Pro-Glu-Ala-Pro- | 36 | Porcine =~ 4256.1 92009 |-10.3-12.5-10.9-14.4-11.3- | P 5801
e 11.3-11.3-16.6 -11.2-11.6 -
%ﬁﬁﬁiﬁ$ u l ﬂ ’] ’g w El a E 11.6-10.4-13.5-10.9-10.1 -2.8
Arg~ is-Tyr-L n-Leu-Val-Thr- ‘ .7-10.8-11.3-3-1.7-12324-
Arg-Gln-Arg-Tyr-NH2 5.9-4.9-1.7-6.2-13.5

LL



No. Peptide Name Category Sequemce Total I Source |Disulfid | MW pl Hydropathic index Product
Residuél| | J , | Bridge Code
334. |PHI-27 #11 [His-Ala-Asp-Gly-Val-Phe-Thr-Ser-| 27 lw P 3010.8| 9.56993 |.22.7.13.63.329-.3-3.11.5 | P 5048
Asp-Phe-Ser-Arg-Leu-Leu-Gly- 4232-546-44-44-75-48
GIn-Leu-Ser-Ala-Lys-Lys-Tyr-Leus. = -4.8.5-5.2
Glu-Ser-Leu-lle-NH2 ot $ cfom
335. |PHI-27 #11 |[His-Ala-Asp-Gly-Val-Phe- - V? Rat "“'“---..-.3026.8 94484 |.2-14-4-5-8-12-44-72- | P 4420
Asp-Tyr-Ser-Arg-Leu-Leu-G i " 1.9.839.253-3.7-3.7-6.8 -
Gin-lle-Ser-Ala-Lys-Lysyr-Loaf * / \ — 4148552
Glu-Ser-Leu-lle-NH2 j '
336. |PHM-27 (Human PHI) #11 |His-Ala-Asp-Gly-Val-Phe % '__, - 3000.7| 9.5537 |.22.7.13.63.935.3-252.1 [P 4295
Asp-Phe-Ser-Lys-Leu-Le A N 4.838.74.6-4.4-44-75-48-
Gln-Leu-Ser-Ala-Lys-Lys- == | 4.8-2.1-7.8
Glu-Ser-Leu-Met-N - , -
337. |SECRETIN #11 |His-Ser-Asp-Gly-Thr-Phg - Human \ 3056.3| 12.0041(-10.8 -3.8 -3.8-.3-.6 .1 -10.7- [ S 7147
Glu-Leu-Ser-Arg-Leu-A Raliv. A 10.4-7.8-4.3-88-11.5-7-115
Gly-Ala-Arg-Leu-GIn-Arg- p MILCRRRD K \ -3.2-32-32-12753.7
Leu-GIn-Gly-Leu-Val-NH N J’g; )
338. [SECRETIN #11 |His-Ser-Asp-Gly-Thr-Phe-TheSer | <27 | P ! 3072.2| 12.0041(-10.8 -3.8 -3.8-3-.6 .1 -7.2 - S 0137
Glu-Leu-Ser-Arg-Leu-Arg-ASp- Jifoc o | i 10.8-8.2-4.7-92-11.9-7.4 -
Ser-Ala-Arg-Leu-GIn-Arg-Leu- +—— 11.9-36-36-3.2-1.2753.7
Leu-GlIn-Gly-Leu-Val-NH2 ..« T e =
339. [deamino-Tyr-b-Ala- #11 |3-[4-Hydroxyphenyijpropionyl-b- ) S 4515
SECRETIN Ala-His-Ser-Asp-Gly=Thr-Phe-Thr-| -
Ser-Glu-Leu-Ser-Ard-Leu-Arg-
Asp-Ser-Ala-Arg-Leu-Gin-Arg-
Leu-Leu-GIn-Gly-Leu-Val-NH2 |
340. [TRP-MET-ASP-PHE AMIDE| #11 [Trp-Met-Asp-Phe-NH2 4 6124 | 6.66 T 6515
341. |VALOSIN (Peptide VQY) #11 |Val-GIn-Tyr-Pro-Val-GlusHigsPro- | 25 | Porgine 2928.1| 9.5668 |-6.3-14-11.6-6.5-49-10.2- |V 6505
Asp-Lys-Phe-Led:L y [ f - 71-2-11.8391.1-71.121
il d NIWING B3
Phe-Tyr 1
342. [VASOACTIVE INTESTINAL| #11 His-Ser—Asp-;!J'a-Val-Phe-Thr- 28 | Porcine | = 3344.4110.7382|-2.9-45-44-9-34-76-14.9 -] V 3628
PEPTIDE (VIP) Asp=Asn-Tyr=Thr-Arg- £ Fa ‘ 'a 1.6-16.2-10.9-54-9.2-4.1 -
Lv%ﬁﬁf%ﬂ@ﬂﬁ- ;u N ‘w rJ ‘V H ] a EI3.1 -48-9-17.92.9-52-4.8
Leu-Asn-Ser-lle-Leu-Asn-NH2
343. |[D-Phe2]-VASOACTIVE #11 [His-D-Phe-Asp-Ala-Val-Phe-Thr- 28 | Porcine 3404.5|10.7332|-3.2 V 8754

8L



No. Peptide Name Category Sequemce Total ource [Disulfid [ MW pl Hydropathic index Product
Rey y Bridge Code
INTESTINAL PEPTIDE Asp-Asn-Tyr-Thr-Arg-Leu-Arg-_ | = =17 [/
Lys-GIn-Met-Ala-Val-Lys-Lys- Tyk WM
Leu-Asn-Ser-lle-Leu-Asn- :
344, |[D-p-Cl-Phe6,Leu17]- #11 [His-Ser-Asp-Ala-Val-D-p-Ghigie=- 28 = Porcinesf==w |3360.9 V 4380
VASOACTIVE INTESTINAL Phe-Thr-Asp—Asn-Tyr—'KTW”; —T
PEPTIDE Leu-Arg-Lys-GIn-Leu-Ala-ValsLy " / \ .
Lys-Tyr-Leu-Asn-Ser-lig=Leu-AS N ‘\,_
NH2 | \ N
345. |[Lys1,Pro2,5,Arg3,4,Tyr6]- #11 |Lys-Pro-Arg-Arg-Pro-i " Parci T~~h&489.9 11.6776|-25.5-22.5-21.6 -21.6-13.3- |V 2132
VASOACTIVE INTESTINAL Asn-Tyr-Thr-Arg-Leu \ 11.7-14.9-21.6 -16.2-10.9 -5.4
PEPTIDE (Vasoactive Met-Ala-Val-Lys-Lys- \ -9.2-41-131-48-9-17.929
Intestinal Peptide Ser-lle-Leu-Asn-NHz LN - -5.2-4.8
Antagonist) L \
346. VASOACTIVE INTESTINAL | #11 [His-Ser-Asp-Ala-Val-E | 1423.9]| 5.1343 |-2.9-45-44 -9 V0131
PEPTIDE (Fragment 1-12) Asp-Asn-Tyr-Thr-Arg P S
347. VASOACTIVE INTESTINAL | #11 [Tyr-Thr-Arg-Leu-Arg-Ly 197 -~ |2229.8 V 5380
PEPTIDE (Fragment 10-28 Ala-Val-Lys-Lys-Tyr-Leu-A: Ser =
; VIP 10-28) lle-Leu-Asn-NH2 ok
348. |[pGlu16])-VASOACTIVE #11 pGIu-Met—AIa-VaI-Lys-Lys-Tyr— =3 1512.1 V 0879
INTESTINAL PEPTIDE Leu-Asn-Ser-Val-Leu-Thr-NH2/ 27+ 4/ M-
(Fragment 16-28 ; VIP 16- i
349. |IGROWTH HORMONE #12 [Tyr-Ala-Asp-Ala-lle- 126.8111.0958(1.11.1-4.2-1.7-3.2-39-7.1- |G 0644
RELEASING FACTOR Ser-Tyr-Arg-Lys-Val-keu-Gly-Gln- 99-26-26.51144.1.1-35
Leu-Ser-Ala-Arg- Lysqkbu -Leu- -2.3.4-59-43-45-11.8-16-
GlIn-Asp-lle-Met-Asn-Arg-GIn-Gin- 16-12.5-21.5-30.4 -30.4 -29.4 -
Gly-Glu-Arg-Asn- Gln Glu- Qﬂ Gly- (Y 26.3-21-20.6-16.8-15.8-9.5-6
Ala-Lys-Va AT | o]y a
350. |IGROWTH HORMONE #12 [Tyr-Ala-Asp-A f |H%ai 4 [} |5058.6§11.4208[1.11.142-17-32-39-71- | G 8895
RELEASING FACTOR Ser-Tyr-Arg-Lys- 99-26-26.51144.1.1-35
Leu-Ser-Ala-Arg- Lys Leu Leu- i oy s [23.4-22-16-1.8-9.1-13.3-
G t-Ser- 's 13.3-10.6 -15.1 -24 -26.7 -22.2 -
G@' ;?F@*gi\ﬁ@ Vi r] fg V H a Ezs.e -18.3-17.9-17.1-19.8 -
Ala-Arg-Ala-Arg-Leu- ) 13.5-10
351. |GROWTH HORMONE #12 [Tyr-Ala-Asp-Ala-lle-Phe-Thr-Asn- | 44 | Porcine 5127.8111.4208(1.11.1-4.2-1.7-3.2-3.9-7.1- | G 0769

6.



No. Peptide Name Category Sequemce Disulfid | MW pl Hydropathic index Product
Bridge Code
RELEASING FACTOR Ser-Tyr-Arg-Lys-Val-Leu-Gly-Gin= 99-26-26.51144.1.1-3.5
Leu-Ser-Ala-Arg-Lys-Leu-Leu- | -2.3.4-22-16-1.8-9.1-13.3-
GlIn-Asp-lle-Met-Ser-Arg-Gla- e — 13.3-9.8-18.8-27.7 -30.4 -29.4
Gly-Glu-Arg-Asn-GIn-Glu - ——— -26.3 -21-20.6 -17.4 -16.4 -10.1
AIa-Arg-VaI-Arg-Leu-NMf-‘ . h"'!'-F -6.6

352. |IGROWTH HORMONE #12 |His-Ala-Asp-Ala-lle-Phe-Thr-Ser- ! \\ 5235.1] 11.263 [1.938-151-8-15-4.7-7.5- | G 6646

RELEASING FACTOR Ser-Tyr-Arg-Arg-lle-L - Yo 29-34-3-342-4-4-32-
Leu-Tyr-Ala-Arg-Lys-Leu- 32-25.7-56-4-42-115-
Glu-lle-Met-Asn-Arg- Y 16.7 -16 -12.5-21.5-30.4 -30.4 -
Glu-Arg-Asn-GIn-Glu-GIn- 29.4 -25.9 -27.7 -27.3 -25.5 -
Ser-Arg-Phe-Asn \ 24.5

353. |GROWTH HORMONE #12 [Tyr-Ala-Asp-Ala-lle- A 7344.1 9.9847 [1.11.1-42-17-3.2-39-7.1- |G 8770
RELEASING FACTOR Ser-Tyr-Arg-Lys-Val-Leu s 09-26-26.51144.1.1-3.5
FRAGMENTS (Fragment 1- Leu-Ser-Ala-Arg-Lys- N\ -2.3.4-22-16-1.8-9.1-13.3-

40) GIn-Asp-lle-Met-Ser-Arg- 13.3-10.6 -15.1 -24 -26.7 -22.2 -
Gly-Glu-Ser-Asn-GIn-Glu 2 % 23.6-18.3
Ala el TN '

354. GROWTH HORMONE #12 [Tyr-Ala-Asp-Ala-lle-Phe-ThEAsni .29 - | s@ 3403.4[10.4712|[1.11.1-42-1.7 -32-3.9-7.1- | G 0394
RELEASING FACTOR Ser-Tyr-Arg-Lys-VaI-Leu-Gly-Ger-‘”--j = 99-26-26.51144.1.1-3.5
FRAGMENTS (Fragment 1- Leu-Ser-Ala-Arg-Lys-Leu-Leu- .t o= k0 ‘ -2.3.4-59-43 -1
29 Amide) Gln-Asp-lle-Met-Asn:Arg-NH2 | d s :

355. |IGROWTH HORMONE #12 [Tyr-Ala-Asp-Ala-lle-Phe-Thr-Asn- | 29 37613[10.4712[1.11.1-42-17-32-39-71- |G 6771
RELEASING FACTOR Ser—Tyr—Arg-Lys-Vé'ls-fﬁ 1.J 9.9-26-26.51.144.1.1-3.5
FRAGMENTS (Fragment 1- Leu-Ser-Ala-Arg-Lys“Leu-Leu- 2.3.4-22-161.7
29 Amide) Gln-Asp-lle-Met-Ser-Arg-NH2 il

356. [GROWTH HORMONE #12 [Tyr-D-Ala-Asp-Ala-lle-Phe-Thr- 76.3(10.4712|-1.3 G 3646
RELEASING FACTOR Asn-Ser-Tyr-Arg-Lys-VaU_EtGIy— o/

FRAGMENTS ([D-Ala2]- Gln-Leu-Ser, rg- ‘ T
Fragment 1-29 Amide) Leu-GIn-Asﬁfi%gﬁg&% H E | .] ﬂ

357. |IGROWTH HORMONE #12 |N-Acetyl-Tyr-D-Arg-Asp-Ala-lle- uman 3299.4 G 3644
RELEASING FACTOR Phe-Thr-Asn-Ser-Tyr-Arg-Lys-Val| ¢ . 'Y
FRAGMENTS ([N-Acetyl- Leu-Gl -keu-Ser-Ala;Arg-Lys- -~ .

e eV VRN B BE
Amide) NH2 1 UPpK |
358. |GROWTH HORMONE #12 L'yr-A?a-Asp-Ala-IIe-Phe-Thr—Asn- 29 | Human 3376.4 G 6521

08



No. Peptide Name Category Sequemce Total hSource Disulfid | MW pl Hydropathic index Product
Residue| * 4 _ | Bridge Code
RELEASING FACTOR Ser-Tyr-Arg-Lys-Val-Leu-Gly-Gln-| '} ¥ // g
FRAGMENTS ([Nle27]- Leu-Ser-Ala-Arg-Lys-Leu-Leu- k
Fragment 1-29 Amide) GIn-Asp-lle-Nle-Ser-Arg-NH -
359. |IGROWTH HORMONE #12 [His-Ala-Asp-Ala-lle-Phe-Thi=S at 3491.6(10.6792(1.93.8-1.51-8-1.5-4.7-7.5- | G0519
RELEASING FACTOR Ser-Tyr-Arg-Arg-lle-Leu- .,_"" 29-34-3-342-4-4-32-
FRAGMENTS (Fragment 1- Leu-Tyr-Ala-Arg-Lys-Le \ 32-25.7-56-4-7
29 Amide) Glu-lle-Met-Asn-Arg-NH '\ 1
360. [D-LYS-TYR-D-TRP-D-TRP-| #12 |D-Lys-Tyr-D-Trp-D-Trp-P 3 845.7 0 L 4135
PHE AMIDE LA =Y
361. |D-TRP-ALA-TRP-D-PHE #12 |D-Trp-Ala-Trp-D-Phe-NH EE \ 624.5 T 9768
AMIDE . %
362. [TYR-GLY-D-TRP-PHE-D- #12 [Tyr-Gly-D-Trp-Phe- # \ \ 4.5 T 4517
PHE AMIDE
363. [TYR-D-TRP-ALA-TRP-D- #12 |Tyr-D-Trp-Ala-Trp-D-P i \ 787.6 T56517
PHE AMIDE e
364. [TYR-D-TRP-ALA-TRP-D- #12 [Tyr-D-Trp-Ala-Trp-D-Ph EF/R \ | 8016 T9142
PHE METHYLAMIDE 1
365. |LH-RH #13 |pGlu-His-Trp-Ser-Tyr-Gly-Leu- £13440" | ¢ = [1216.9 L7134
Arg-Pro-Gly-NH2 L ——— :

366. |LH-RH #13  [pGlu-His-Trp-Ser-Tyr-Gly-Trps- =+ 10 SW; 1245.9 L 4897
Leu-Pro-Gly-NH2 '

367. |[GIn8]-LH-RH #13 pGIu-His-Trp-Ser—T@M— 5 L 0637
GIn-Pro-Gly-NH2 . /
368. |[Gly-OH10]-LH-RH (LH-RH | #13 |pGlu-His-Trp-Ser-Tyr=Gly-Leu- L 8008
free acid) Arg-Pro-Gly r‘-ﬁ
369. ([D-Ala6]-LH-RH #13 [pGlu-His-Trp-Ser-Tyr-D-Ala-Leu- | 10 1230.9 L 1898
Arg-Pro-Gly-NH2 ¢ o " _

370. |[D-Lys6]-LH-RH #13 pGIu-His-Tﬁ FlTlrE -I:)é} Ef mf] ‘j H EJ ; L 5022
Arg-Pro-Gly:NH2 .

371. |[D-Trp6]-LH-RH #13  [pGlu-His-Trp*8er-Tyr-D-Trp-Leu- | 10 1346.1 L 9761
Arg-Pro-Gly-NH2 ¢ o o/

372. [[Hyp9)-LH-RH #13 |p “Ser.Tyr-Gl T 01 ""WW _a“E[[ L7154
Arg- - ‘ ON

373. |des-pGlu1-LH-RH #13 [His-Ttp-Ser-Tyr-Gly-Leu-Arg-Pro-{ 9 - 1088.8| 11.341 [-9.3 -6.1 L 8762

Gly-NH2

I8



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residle]  J . | Bridge Code
374. |[D-Ala6,N-Me-Leu7]-LH-RH | #13 [pGlu-His-Trp-Ser-Tyr-D-Ala-N-_{ 10 *| ¥ [/ ‘ 1117.8 L 6884
Methyl-Leu-Arg-Pro-Gly-NH2 * | 4
375. |[D-Phe2,D-Ala6]-LH-RH #13 pGIu—D-Phe-Trp-Ser—Tyr—%_ 10 f_____, 1240.9 L 0387
Leu-Arg-Pro-Gly-NH2 o f e ——
376. ([D-Phe2,6,Pro3]-LH-RH #13 |pGlu-D-Phe-Pro-Ser-Tyr-D-Phe 10 "“M 1227.9 L 4261
. Leu-Arg-Pro-Gly-NH2 71 S
377. |[D-pGlu1,D-Phe2,D-Trp3,6]-| #13 |D-pGlu-D-Phe-D-Trp-Ser | /? Y 1228 L 6524
LH-RH Trp-Leu-Arg-Pro-Gly-NH2 ]
378. |[Ac-3,4-dehydro-Pro1,D-p-F | #13 |Acetyl-D3-Pro-D-p-F 1078 2% 1246 L 9886
Phe2,D-Trp3,6]-LH-RH Trp-Ser-Tyr-D-Trp-Leu-Arg S
Gly-NH2 = L
379. |[Ac-D-p-Cl-Phe1,2,D- #13 |Acetyl-D-p-Chloro-P! 100\ & \ \ 1247.5 L 9011
Trp3,D-Arg6,D-Ala10]-LH- Chloro-Phe-D-Trp-Ser- A /i
RH Leu-Arg-Pro-D-Ala-Ni: i . \ \
380. |[Ac-D-Trp1,D-p-Cl-Phe2,D- | #13 |Acetyl-D-Trp-D-p-Chloro-E LR \ 1475.7 L0137
Trp3,D-Arg6,D-Ala10]-LH- Trp-Ser-Tyr-D-Arg-Leu-A - [ 30A I A
RH D-Ala-NH2 e .
381. |des-Gly10-LH-RH #13  |pGlu-His-Trp-Ser-Tyr-Gly-Leu- /429" ‘f"‘rfﬁ . 1046.8 L 0262
Ethylamide Arg-Pro-NHEt — = il
382. [des-Gly10,[D-Ala6]-LH-RH | #13  [pGlu-His-Trp-Ser-Tyr-D-Ala-Leti= {78~ |~ " 1060.8 L 4513
Ethylamide Arg-Pro-NHEt 5 1 '
383. |des-Gly10,[D-Phe6-LH-RH | #13 |pGlu-His-Trp-Ser-fyr-D-Phe-Leu- L 8886
Ethylamide Arg-Pro-NHEt & &
384. [des-Gly10,[D-Trp6)-LH-RH | #13 |pGlu-His-Trp-Ser-Tyr=D-Trp-Leu- L 5386
Ethylamide (Deslorelin) Arg-Pro-NHEt J
385. |des-Gly10,[D-His(Bzl)6]-LH-| #13 [pGlu-His-Trp-Ser-Tyr-D-His[BzI]- L 2761
RH Ethylamide Leu-Arg-Pro-NHEt = ¢ 7 _
386. [LUTEINIZING HORMONE #13 |Trp-Ser-Tyt-Gly-Leu-Arg-Pro-Gly- BT ‘j w EJ T] 11.35 L 5512
RELEASING HORMONE ' .
FRAGMENTS (Fragment 3-
10)
387. |LUTEINIZING HORMONE #13 L 5387
RELEASING HORMONE

FRAGMENTS (Fragment 4-
10) ‘

c8



No. Peptide Name Category Sequemce Disulfid [ MW pl Hydropathic index Product
Bridge Code
388. |LUTEINIZING HORMONE #13 |Leu-Arg-Pro-Gly-NH2 458.4 17 L 3398
RELEASING HORMONE
FRAGMENTS (Fragment 7-
10)
389. [ANTIDE #13 |Acetyl-b-[2-Naphthyl]-D-Ala- A 8802
Chloro-Phe-b-[3-Pyridyl]-D-
Ser-Ne-[Nicotinoyl]-L.
[Nicotinoyl]-D-Lys-Leu-Ne
[Isopropyl]-Lys-Pro-D-
390. [a-MELANOCYTE #14 |N-Acetyl-Ser-Tyr-Ser- M 4135
STIMULATING HORMONE His-Phe-Arg-Trp-Gly-L
(a-MSH) NH2
391. [a-MELANOCYTE #14 [N-Acetyl-Ser-Tyr-Ser-M M 7892
STIMULATING HORMONE His-Phe-Arg-Trp-Gly-
([Val-OH13]-a-MSH ; a-MSH
free acid)
392. |a-MELANOCYTE #14 |Ser-Tyr-Ser-Met-Glu-His-Phg-Arg 10.4986|-10.3-9.9-8.6-13.3-11-7.5 M 8267
STIMULATING HORMONE Trp-Gly-Lys-Pro-Val-NH2
(des-Ac-a-MSH)
393. [a-MELANOCYTE #14  |N-Acetyl-Ser[Ac]-Tyr-Ser-Met- ..+ 1 M7896
STIMULATING HORMONE GIu-His—Phe-Arg-TrﬁGly-Lys-Pro-
([Di-Ac]-a-MSH) Val-NH2 s
394. [a-MELANOCYTE #14 |N-Acetyl-Ser-Tyr- Nie- 1 M 8901
STIMULATING HORMONE D-Phe-Arg-Trp-Gly-Ly
(INle4,D-Phe7]-a-MSH) NH2 il I
395. [N-Ac-[Cys4,10,D-Phe7]-a- #14 |N-Acetyl-Cys-Glu-His-D-Phe-Arg-| 10 [Disulfid | 1249.1 M 7907
MELANOCYTE Trp-Cys-Lys-Pro-Val-NH2 . (V) e
STIMULATING HORMONE , e’ -
FRAGMENT 4-13 ﬂig%l gp E'Illlﬁ‘ glil]ﬂ
396. |[D-Trp7,Ala8,D-Phe10]-a- #14 His-D-Trp-Aqu' rp-D-Phe-Lys- S T 18907 14 M 2910
MELANOCYTE NH2 g = 'Y,
STIMULATING HORMONE P
FRAGMENT 6-11 AMIDE g p
397. |b-MELANOCYTE #14 |Ala- 2659.9 -19.8-21.6-20.7 -20.3-19.6 - |M 6513
STIMULATING HORMONE Tyr-Arg-Met-Glu-His-Phe-Arg-Trp-

13.3-9.8-14.8-13.6-13.1-10.2

€8



No. Peptide Name Category Sequemce Total | Source [Disulfid | MW pl Hydropathic index Product
Residue| | § Bridge Code
Gly-Ser-Pro-Pro-Lys-Asp 17, -13.7-10.2-10.9
398. |b-MELANOCYTE #14 Asp—GIu-Gly-Pro-Tyr-Lys-Met-Gtu 18 | Pe 2174.5( 5.3486 (-19-12.7-9.2-14.2-13-12.5- [M 2018
STIMULATING HORMONE His-Phe-Arg-Trp-Gly- Ser-P_;g - 10.2-13.7-10.2-10.9
« Lys-Asp ap— ::.r
399. [g-MELANOCYTE #14 [Tyr-Val-Met-Gly-His- Phe-w; 12 - 15712 9.617 |-1.4-36-9.5-11.8 M 9638
STIMULATING HORMONE Asp-Arg-Phe-Gly { il _::-
400. [d-MELANOCYTE #14 |Ser-Met-Glu-Val-Arg- T f/?/ \ . | 863.7| 6.64 M 4517
STIMULATING HORMONE }
401. [Tyr-[Trp2]-MSH Inhibiting #14  |Tyr-Pro-Trp-Gly-NH 4 =8 2 | 6374 | 9.62 M 8009
Factor v 7 ;ﬁ“\\
402. |[KINETENSIN #15 |lle-Ala-Arg-Arg-His-Pro=Tyr e, - \k 1174 111.2296|-2.2 K 1879
Leu - [ X ; \‘x -
403. [NEUROTENSIN #15 [pGlu-Leu-Tyr-Glu-Asn-Lys-Pfo- = [~ 13 "% - \ 1691.5 N 6383
Arg-Arg-Pro-Tyr-lle-L = W \ i
404. ([3,5-DiBr-Tyr11]- #15 |pGlu-Leu-Tyr-Glu-Asn-Lys-Pro- | “13 | \ 1849.3 N 3010
NEUROTENSIN Arg-Arg-Pro-3,5-Dibro yi=lle- r. }- {’i o \
Leu - — e
405. [[GIn4]-NEUROTENSIN #15 |pGlu-Leu-Tyr-GIn-Asn-Lys- ro“-'e'3:‘_13‘ s 1691.5 N 9885
Arg-Arg-Pro-Tyr-lle-Leu s — = ..
406. [D-Phe11]-NEUROTENSIN | #15 pGIu-Leu-Tyr—Glu-Asn -Lys- Pro {243 1 BTG o 1675.5 N 0136
Arg-Arg-Pro-D-Pheslie-Leu
407. |[Phe11]-NEUROTENSIN #15 |pGlu-Leu-Tyr-Glu= S— 5.5 N 0386
Arg-Arg-Pro-Phe-lle-Leu Y
408. [[D-Trp11]-NEUROTENSIN #15 |pGlu-Leu-Tyr-Glu-Asr: iLys-Pro- 13 ]714.6 N 2760
Arg-Arg-Pro-D-Trp-Ile- e |
409. |[D-Tyr11]-NEUROTENSIN #15 |pGlu-Leu-Tyr-Glu-Asn-Lys-Pro- 13 1691.5 N 0261
Ar-Ar-Pro-D-T r-IIe-L uSh o )
410. INEUROTENSIN #15 |pGlu-Leu- A v/ ET j EJ ﬂ N 9760
FRAGMENTS (Fragment 1- . t‘.l
6)
411. INEUROTENSIN #15 pGIu-Leu-Tyr-‘G!u-Asn-Lys-Pro— 8 i, 1047.9| O N 0509
FRAGMENTS (Fragment 1- AQ Wf'] ﬂ \3 ﬂ j‘ ﬂ ﬂ . a L
8) [
412. NEUROTENSIN #15 |pGluiLeu-Thr-Glu-Asn-Lys-Pro- 8 985.9 N 6638
FRAGMENTS ([Thr3]- Arg

v8



No. Peptide Name Category Sequemce Total | Source [Disulfid | MW pl Hydropathic index Product
Residdel | § , | Bridge Code
Fragment 1-8) AT

413. NEUROTENSIN #15 |pGlu-Leu-Tyr-Glu-Asn-Lys-Pro= | 11 | " 1465.3 N 0634
FRAGMENTS (Fragment 1- Arg-Arg-Pro-Tyr B
11) — 8 =

414. INEUROTENSIN #15 |Arg-Arg-Pro-Tyr-lle-Leu =T ~— 818.8 | 11.162 N 5266
FRAGMENTS (Fragment 8- / () 2
13) 7/ BRSNS

415, INEUROTENSIN #15 |Acetyl-Arg-Arg-Pro-Tyr-llg ‘ \ ~ .| 8608 N 0511
FRAGMENTS (Na-Ac- | / T \ e
Fragment 8-13) o) LO10 ERNY

416. INEUROTENSIN #15 |Lys-y-[CH2NH]-Lys-Prg = - Q33.5 N 0522
FRAGMENTS (Lys8-y- Leu a2 (X 4 \ -

(CH2NH)-Lys9]-Fragment 8- St '
13) & .-'ill'JI h

417. |Na,Ne-di-t-BOC-[Lys9]- #15 [[t-BOC]2-Lys-Pro-Tyr-lle-Leu- = - < 1AEA 4 \ \ 535.4 N 9140
Fragment 9-13 Methyl Ester OMe 21N e

418. |JADRENAL PEPTIDE E #16  [Tyr-Gly-Gly-Phe-Met-Arg-Arg-Val-*"25 " 1 ‘ 3158.5| 103 |[-2.6-1.3-7-10.1-13.8-16.6- |A2159
(BAM-3200) Gly-Arg-Pro-Glu-Trp-Trp-Mét-Asp-< - - 10.2-5.7 -14.7 -17.8 -13.3-15.6

Tyr-Gln-Lys-Arg-Tyr-Gly-Gly-Phe=—— -17.9-17.4-16.9-16 -8.7
Leu = _'_*;:h‘,':'

419. JALA-GLY-GLU-GLY-LEU- #16 |Ala-Gly-Glu-Gly-Leu-Ser-Ser-Pro-| 18 11.1751.9-1.8-22517.353451.8 |A5296
SER-SER-PRO-PHE-TRP- Phe-Trp-Ser—LeuﬁaAla-Pro-Glm 34-11-2
SER-LEU-ALA-ALA-PRO- Arg-Phe-NH2 ﬁ'

GLN-ARG-PHE AMIDE = —

420. [BOVINE ADRENAL #16 |[Tyr-Gly-Gly-Phe-Met-Arg-Arg-Val-| @41 3] 103 |-26-1.3-7-10.1-13.8-16.6- |B 4264
MEDULLA Gly-Arg-Pro-Glu-Trp-Trp-Met-Asp 10.2-5.7-14.7 -17.8 -13.3-15.6
DOCOSAPEPTIDE (BAM- Tyr-Gin-Lys-Arg-Tyr-Glyt" o, o/ -17.9-17.4
22P) ‘ : fa. e

421. [BOVINE ADRENAL #16 [Tyr-Gly-Gly:Phe-Met-Arg-Arg-Val- Eﬁk h | ﬁ b H E I 1;2‘.2‘;11.073 -2.6-1.3-7-10.1 B 4139
MEDULLA Gly-Arg-Pro-

DODECAPEPTIDE (BAM- "1 £ o/
12P) 000N qu:]ia :F Eif‘

422. [a-CASEIN FRAGMENTS #16 Arﬂy“u-qyw .6 7 C 1658
(Fragment 90-95)

423. |a-CASEIN FRAGMENTS #16 Arg-%/r-Leu—Gly-Tyr-Leu-GIu 7 912.7 6.5 C 1783

g8



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Reside| ' ; | | Bridge Code
(Fragment 90-96) AT
424. [b-CASOMORPHIN #16 _[Tyr-Pro-Phe-Pro-Gly-Pro-lle AU 7896 | 57 C 5900
425. [b-CASOMORPHIN #16 [Tyr-Pro-Phe-Val-Glu-Pro-l| e | 862.7 | 3.195 C 0783
426. |b-CASOMORPHIN #16 ([Tyr-Pro-Phe | 4253 | 5.6 C 3146
FRAGMENTS (Fragment 1-
3) |
427. |[b-CASOMORPHIN #16 [Tyr-D-Ala-p-Chloro-P : C 2408
FRAGMENTS ([D-Ala2,p-
Cl-Phe3]-Fragment 1-4
Amide)
428. |b-CASOMORPHIN #16 [Tyr-Pro-Phe-Pro-Gly 5.7 C 5147
FRAGMENTS (Fragment 1- ‘
5)
429. [b-CASOMORPHIN #16 [Tyr-D-Ala-Phe-D-Ala- 9.62 C 2283
FRAGMENTS ([D-
Ala2,4,Tyr5]-Fragment 1-5
Amide)
430. [b-CASOMORPHIN #16 |Pro-Phe-Pro-Gly-Pro-lle 6.7 C 3396
FRAGMENTS (des-Tyr1- 3
Fragment) =
431. |N-CBZ-PRO-D-LEU #16 |N-CBZ-Pro-D-Leu C 4644
432. |CYCLO(LEU-GLY) #16 |Cyclo(Leu-Gly) \.E___ C 3526
(Morphine tolerance peptide | |
; 3-Isobutyl-2,5- =
piperazinedione) !
433. IDERMORPHIN #16 |Tyr-D-Ala-Phe-Gly-Tyr-Pro-Ser- 7 819.4 | 9.4221 D 6160
NH2 _ -9 .
434. |[Ser(Ac)7]-DERMORPHIN #16 Tyr-D-AIa-Fﬁ -‘ll' Frd—'je%f 7 lj‘ D 9910
[[Ac]-NH2 7 7
435. [DERMORPHIN #16 |Tyr-D-Arg-PhigtLys-NH2 4 630.5 | 9.62 D 9424
FRAGMENTS ([D- ¢ . /s
Arg2,Lys4]-Fragment 1-4 : ~ ~
i) AWIANNILUBRTAYEITA
436. [DERMORPHIN #16 Tyr-ﬁ-A"rg-'Phe'—Pﬁe'—NHz' S 4 1 ' 648.5| 9.62 D 9549

FRAGMENTS ([Phe4-

98



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residugl ' ' / _ | Bridge Code
Fragment 1-4 Amide) NN,
437. [KYOTORPHIN #16 [Tyr-Arg e O/ 338.3 | 9.6183 K 2001
438_ |[D-Arg2]-KYOTORPHIN #16 [Tyr-D-Arg —] 338.3| 55 K 0252
439. [MORPHICEPTIN (b- #16 |Tyr-Pro-Phe-Pro-NH2 4 % - 538.4 | 9.62 M 4264
Casomorphin[1-4] amide) | ol —
440. |PHE-LEU-PHE-GLN-PRO- #16 |Phe-Leu-Phe-GIn-Pro-Gin- k \ 1098.9 17 P 3293
GLN-ARG-PHE AMIDE Phe-NH2 f/ A -
441. [TYR-D-ALA-PHE-ASP-VAL-| #16 |Tyr-D-Ala-Phe-Asp-Val- I _,_! \’ 7844 | 6.48 T 0533
VAL-GLY AMIDE ([D-Ala2}- NH2 E 1A \ -
Deltorphin 1) e AR
442. [TYR-D-ALA-PHE-GLU-VAL-| #16 [Tyr-D-Ala-Phe-Glu-ValsVal-Gly- 7= \\ 2‘98‘5 6.57 T 0675
VAL-GLY AMIDE ([D-Ala2}- NH2 4 f; #
Deltorphin 1) A \ kL
443.[TYR-GLY-GLY-PHE-MET- | #16 |[Tyr-Gly-Gly-Phe-Met-Afg-Aig-val | 8~ I ~= "986.8 | 11.167 T 8156
ARG-ARG-VAL i ;‘J% 4 ‘
(Metorphamide, free acid ; Folres N
Adrenorphin, free acid) s ==
444, |TYR-GLY-GLY-PHE-MET- #16 [Tyr-Gly-Gly-Phe-Met-Arg-Arg-Vaks = 8 ~Es " 11002.8[12.4842 T 8281
ARG-ARG-VAL AMIDE NH2 ’
(Metorphamide ; =t
Adrenorphin) (N
445, |TYR-PRO-VAL-PRO AMIDE| #16 Tyr-Pro-Val-Pro~NT’r5; 9.62 T 3024
([Val3]-Morphiceptin) wdi
446. |ISOTOCIN #17 Cys-Tyr-Ile-Ser—Asn-?-Pro-lle- 8.314 [6.43.9 16131
Gly-NH2 :
447. |OXYTOCIN (a- #17 Cys-Tyr-lIe-GIn-Asn-CysaFro-Leu- 8.314 |3 .5 0 6379
Hypophamine) Gly-NH2 T &
448 [[Asu1,6]-OXYTOCIN #17 _[Tyr-lle-Gn- uiProLau EJ ‘Fm 01627
S e o PTHEEY
449. |[Thr4,Gly7]-OXYTOCIN #17 Cys-Tyr-IIe-TﬂJAsn-Cys-GIy-Leu- 9 16 | 958.7| 8.314 (745 0 6380
Gly-NH2 _ - ¢l la |l | ol
450. |TYR-PRO-LEU-GLY AMIDE| #17 Tyfaow-ﬁlr-mﬁ ﬂ 'j Pu "J w o "J |ﬂ§ ] mj T 2899
([Tyr6]-Oxytocin Fragment DM ¢ ‘ ‘
6-9) q
451. [TOCINOIC ACID ([lle3]- #17 |Cys-Tyr-lle-GIn-Asn-Cys 6 1-6 | 7426 | 4.95 T 3149

.8



No. Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
Code
Pressinoic acid) \
452. [[Arg8]-VASOPRESSIN #17 |Cys-Tyr-Phe-GIn-Asn-Cys-P. K SOy 1103.9] 9.3437 |-7-9.5 V 9879
(Antidiuretic hormone ; b- Arg-Gly-NH2 i
Hypophamine ; Arginine ‘ B
vasopressin) : S [l
453. |[Lys8]-VASOPRESSIN #17 |Cys-Tyr-Phe-GIn-Asn-Cys- \ , 1075.8| 9.3016 |-6.4 -8.9 V 6879
(Lysine vasopressin ; Lys-Gly-NH2 ' N\ -
Lyspressin) :
454. |[Arg8,Gly-OH9J- #17 |Cys-Tyr-Phe-GIn-As s-Br / {/@ : \ 1-6 1087.9| 8.3139 |-7 V 2380
VASOPRESSIN Arg-Gly 214N\ .
455. |[Asu1,6,Arg8]- #17 [Tyr-Phe-GIn-Asn-Asu-Pro- §97.7 V 6254
VASOPRESSIN Gly-NH2 -
456. |[deamino-Cys1,D-Arg8]- #17 |3-Mercaptopropionyl-T 1089.9 V 1005
VASOPRESSIN GIn-Asn-Cys-Pro-D- |
(Desmopressin)
457. |[deamino-Cys1,D-3-(Pyridyl)| #17 |3-Mercaptopropionyl-D- 1074.8 V 2257
-Ala2,Arg8]-VASOPRESSIN -Ala-Phe-GIn-Asn-Cys-Pro-
Gly-NH2 Iz
458. [[deamino-Pen1,Val4,D- #17 [3-Mercapto-3-methylbutyryl-Tyr- | 1088.9 V 2005
Arg8]-VASOPRESSIN Phe-Val-Asn-Cys-Pro-D-Arg-Giy= - -
NH2 Y .
459. [[deamino-Pen1,0-Me- #17 3-Mercapto-3-me% —_— J 9 V 1880
Tyr2,Arg8]-VASOPRESSIN [O-Methyl]-Phe-Gla-Asn-Cys-Pro- )
Arg-Gly-NH2 - & i
460. |[b-Mercapto-b,b- #17 [1-Mercaptocyclohexﬂacetyl—Tyr —— 1-6 1808.7 V 4253
cyclopentamethylenepropio [O-Ethyl}-Phe-Val-Asn- C;ys-Pro-
nyl1,0-Et-Tyr2,Val4,Arg8]- Arg-Gly-NH2 L
VASOPRESSIN ~LETI] f"\ tF | a =
461. |[b-Mercapto-b,b- #17 |[1-Mercaptacyclohéxyllacetyl-Tyr 7 V 2255
cyclopentamethylenepropio [O-Methyl]-PRé-GIn-Asn-Cys-Pro-
nyl1,0-Me-Tyr2,Arg8)- Arg-Gly-NH2 ¢ . a/
VASOPRESSIN (Manning : ' L.
Compound) Q W’.] ﬂmﬂiﬂ ’;] V H a
462. |des-Gly-NH29,[Arg8]- #17 Cys-ﬁ'yr—Phe-Gln—Asn -Cys-Pro- 8 o 1-6  [1030.9] 8.3139 V 0380
VASOPRESSIN Arg

88



No. Peptide Name Category| Sequemce Total ource |Disulfid [ MW pl Hydropathic index Product
Rei“i‘. i | Bridge Code

463. |Ala-Gly-[Arg8]- #17 |Ala-Gly-Cys-Tyr-Phe-Gln-Asn- W W 1-6 [1231.9] 9.1573 |-.7-2.5-7-9.5 V 5378
VASOPRESSIN Cys-Pro-Arg-Gly-NH2 = i 4

464. |Val-Asp-[Arg8]- #17 |Val-Asp-Cys-Tyr-Phe-Gln=Asa-__| 11 =0 | 1317 | 8.288 [-1.4-9.1-7-9.5 V 5253
VASOPRESSIN Cys-Pro-Arg-Gly-NH2 i ‘ﬂ S —

465. ([pGlu4,Cyt6,Arg8]- #17 |pGlu-Asn-Cys[Cys]-P - ?6 “"7"-_ 791.7 V 0255
VASOPRESSIN (Fragment NH2 ( / “\\

4-9) | L\ -

466. |des-Gly9-[b-Mercapto-b,b- #17 |[1-Mercaptocyclohexy! | - N T 751.7 V 4503
cyclopentamethylenepropio [O-Ethyl]-Phe-Val- 2 '-‘: =
nyl1,0-Et-Tyr2,Val4,Arg8]- Arg-NH2 P = T T
VASOPRESSIN — \ \

467. [[Adamantaneacetyl1,0-Et- | #17 [1-Adamantaneacetyl-D-Tyr| 4 8l lé # 1257.9 V 2381
D-Tyr2,Val4, Ethyl]-Phe-Val-Asn-Ab ‘:"' %G !

Aminobutyryl6,Arg8,9]- Arg-NH2 = " " '
VASOPRESSIN e

468. [VASOTOCIN ([Arg8]- #17 |Cys-Tyr-lle-GIn-Asn-Cy: _,‘P;, TN -6 [1069.9] 9.3437 [-53-7.8 V 0130
Vasotocin) Gly-NH2 & —— — "

469. VASOTOCIN ([Arg8,Gly10])-| #17 [Cys-Tyr-lle-GIn-Asn-Cys-Pro-Atg--"10 | 16 |1110.9] 8.3139 |-5.3-8.2 V1133
Vasotocin ; Hydrin 2) Gly-Gly = =

470. [VASOTOCIN ([Lys8,Gly- #17 |Cys-Tyr-lle-GIn-Asn-Cys-Pro-tys=|- = x 8.3112 |-4.7 V 2880
OH9]-Vasotocin) Gly N

471. [VASOTOCIN #17 Tyr-lle-Gln-Asn-A‘t%esﬂg V 6877
([Asu1,6,Arg8]-Vasotocin) NH2 A

472. VASOTOCIN #17 Cys-Tyr—IIe-GIn-Asnﬂs-Pro—Arg- 10.2442|-5.3-8.2-6.9-15.3 V 1258
([Arg8,Gly10,Lys11,Arg12]- Gly-Gly-Lys-Arg .

Vasotocin ; Hydrin 1) "

473. |HYPERCALCEMIA OF #18 |Ala-Val-Ser-Glu-His-Gln-Leu-Leu-| 40 | H p 4 4.2.:_10.1124 -6-24-10.1-13.6-10.1 -11.6 - | H 4644
MALIGNANCY FACTOR-40 His-Asp—Lyﬁlﬂsﬁ‘r- e G?] E] 1/'] EJ ﬁ | 36-10.9-14.7-11.2-11.6 -8.3 -
(PTH-Like Adenylate IAsp-Leu-Arg-Ar e-FPhe - g 16.3-10.2-6.6 -7.3-7-6.7 -6.7
Cyclase Stimulating Protein Leu-His-His-Léu-lle-Ala-Glu-lle- 2.3869.611.353.85855
; PTH-Related Peptide [1- His-Thr-Ala-Glu-lle-Arg-Ala-Thr- ¢ i oS 16.21.7-280-5.3
40]) %ﬁﬂﬂ’{ﬂlq QR"\"‘\V%P e

474. |[HYPERCALCEMIA OF #18 |Ala-Val-Ser-GlusHis-GlniLeu-Leus| 1 Humanl| & 1] 8.062.-6-2.4-10.1-13.6-10.1-11.6 - | H 3270
MALIGNANCY FACTOR His-Asp-Lys-Gly-Lys-Ser-lle-GIn 3.6-10.9

FRAGMENT 1-16 (PTH-

68



No. Peptide Name Category Sequemce Total ource |Disulfid pl Hydropathic index Product
Resid Code
Related Peptide [1-16]) A

475. |HYPERCALCEMIA OF #18 |Ala-Val-Ser-Glu-His-Gln-Leu-Leu-| 34" 10.8215|-.6-2.4-10.1 -13.6 -10.1 -11.6 - | H 9148
MALIGNANCY FACTOR His-Asp-Lys-Gly-Lys-Ser-i o 3.6-10.9-14.7 -11.2-11.6 -8.3 -
FRAGMENT 1-34 AMIDE Asp—Leu-Arg-Arg-Arg-Phrﬁhe—w: 16.3-10.2-6.6-7.3-7-6.7 -6.7
(PTH-Related Peptide [1-34] Leu-His-His-Leu-lle-Ala- ? 2.3869.611.35.3.8589
Amide) His-Thr-Ala-NH2 s

476. |HYPERCALCEMIA OF #18 |Leu-Leu-His-Asp-Ly 11.5468|-3.6-10.9-14.7 -11.2 -11.6 -8.3 | H 4022
MALIGNANCY FACTOR Ser-lle-GlIn-Asp-Leu-Ar 2N -16.3-10.2-6.6 -7.3-7 -6.7 -6.7
FRAGMENT 7-34 AMIDE Phe-Phe-Leu-His-Hi ] 2 4 - 2.3869611.353.8589
(PTH-Related Peptide [7-34] Glu-lle-His-Thr-Ala-NH2 " -‘;‘ﬁ ,

Amide) — \

477. |HYPERCALCEMIA OF #18 [Thr-Arg-Ser-Ala-Trp .54 3 aj \ \ 20.5 | 10.79 H 2649
MALIGNANCY FACTOR M /i \ H\

FRAGMENT 107-111 - W \

478. |HYPERCALCEMIA OF #18 [Thr-Arg-Ser-Ala-Trp-Leu- 4 ° 1 ‘\ 3446 |3.95626|-6-1.12731.51111418- |H2774
MALIGNANCY FACTOR Gly-Val-Thr-Gly-Ser-Gly-leu- o o JL" L 9.1-46-5-42-8-126-9.8 -
FRAGMENT 107-139 Gly-Asp-His-Leu-Ser-Asp-T p "___,_7 —= — 101-74-4-77-31.4-32-24

Ser-Thr-Thr-Ser-Leu-Glu-Léu- 44« | i)
Asp-Ser-Arg e

479. [PARATHYROID HORMONE| #18 _|Ala-Val-Ser-Glu-lle-Gin-Phe-MaL- | 134 | Bovine |- |4108.1]10.0006|4224 15 1124 9219~ [P 3671
FRAGMENTS (Fragment 1- His-Asn-Leu-GIy-Ly&His-Leu- ‘ d " 5.5-8.2-3.1-3.1-6.9-6.8-6.4-

34) Ser-Ser-Met-Glu-; ‘g‘.ﬁl-Glu-Tro- 4.1-41-3.3-7-128-94-8.4 -
Leu-Arg-Lys-Lys- GIn-Asp- 12.6 -8.4-10.7 -19-10.7
Val-His-Asn-Phe  —

480. |PARATHYROID HORMONE| #18 [Ser-Val-Ser-Glu-lle-Gln-Leu-Met- 9.7177 |26 3.4-5-13.4-8.2-9-47- |P 3796
FRAGMENTS (Fragment 1- His-Asn-Leu-Gly-Lys-His-Leu- 10.9-5.8-5.8-9.6-9.5-9.1-6.8 -

34) Asn-Ser-Met-Glu-Arg-Val-Giu-Trp 6.8-3.3-7-12.8-9.4-8.4-126-
Leu-Arg-Ly u ‘ 8.4-10.7-19-10.7
Val-His-As il ?T Y

481. |PARATHYROID HORMONE| #18 |Ala-Val-Ser-Glu-lle-Gin-Leu-Met- | 34 Rat 4058.1(10.5771(5.23.4-5-13.4-8.2-9-2.9- | P 3921

FRAGMENTS (Fragment 1- His-Asn-Leu-Gly-Lys-His-Leu-Ala-| & o s [561818-2-42-38-15-15-
34) S g:Met- , a ~ 3.3-7-16.1-11.7-10.7 -126 -
ﬁmﬁm‘m HU N IVIE | Eparoristos
Asn-Phe ‘
482. PARATHYROID HORMONE| #18 |Ala-Val-Ser-Glu-lle-GIn-Phe-Nle- 34 4140.3 P 2905

06



No. Peptide Name Category Sequemce Total Source Disulfid | MW pl Hydropathic index Product
Reiidt ‘ Bridge Code
FRAGMENTS His-Asn-Leu-Gly-Lys-His-Leu- A1 //
(INle8, 18, Tyr34]-Bovine Ser-Ser-Nle-Glu-Arg-Val-Glu-Trp- | /4
Fragment 1-34 Amide) Leu-Arg-Lys-Lys-Leu-GIn- 4 ‘
Val-His-Asn-Tyr-NH2 | s (—
483. |PARATHYROID HORMONE| #18 |Ala-Val-Ser-Glu-lle-Gln-L. =34 Pl 4090.3 P 1803
FRAGMENTS His-Asn-Le-Gly-Lys HIE-L euettELf? n S~
(INle8,21, Tyr34]-Rat Ser-Val-Glu-Arg-Nle-Gig /4 T
Fragment 1-34 Amide) Arg-Lys-Lys-Leu-GIn-Asp-V/z
Asn-Tyr-NH2 N
484. PARATHYROID HORMONE| #18 |[Ser-Val-Ser-Glu-lle-Gin- 4457.4] 9.7177 |2.63.4-5-13.4-82-9-4.7- | P 9034
FRAGMENTS (Fragment 1- His-Asn-Leu-Gly-Lys- ' 10.9-5.8-5.8-9.6-9.5-9.1 -6.8 -
38) Asn-Ser-Met-Glu-Ar. < 6.8-3.3-7-12.8-9.4-8.4-12.6-
Leu-Arg-Lys-Lys-Leu-G \ 8.4-10.7-19-10.7-2.6 3.1 31
Val-His-Asn-Phe-Val- i\ A9 6.2
485. [PARATHYROID HORMONE| #18 [Ser-Val-Ser-Glu-lle-GIn-L_¢ . |5063.9[/10.5005|2.6 3.4-5-13.4-82-9-4.7- | P 0279
FRAGMENTS (Fragment 1- His-Asn-Leu-Gly-Lys-His | 10.9-58-58-9.6-9.5-9.1-6.8 -
44) Asn-Ser-Met-Glu-Arg-Val-G Trp_ - - 6.8-3.3-7-12.8-9.4-8.4-12.6 -
Leu-Arg-Lys-Lys-Leu-GIn-Asp-jf-a o | o 8.4-10.7 -19-10.7 -2.6 3.1 3.1
Val-His-Asn-Phe-Val-Ala-Leu- GTy- = 6.211.55.712.71813.6 9.4
Ala-Pro-Leu-Ala-Pro-Arg P TR
486. [PARATHYROID HORMONE| #18 |[Ser-Glu-lle-GlIn-Phe:Nle-His-Asn- N P 3030
FRAGMENTS Leu-Gly-Lys-His-Let:Ser-Ser-Nle-
([Nle8,18,Tyr34]-Bovine Glu-Arg-Val-Glu-Tr, -
Fragment 3-34 Amide) Lys-Leu-GIn-Asp- ls-Asn- =
Tyr-NH2 i
487. |PARATHYROID HORMONE| #18 |Lys-His-Leu-Asn- SerMet-Glu- 22 | Human 809.3110.5047(-9.5-9.1 -6.8 -6.8 -3.3 -7 -12.8 - | P 2780
FRAGMENTS (Fragment Arg-Val-Glu-Trp-Leu-Arg-Lys-Lys- a/ 9.4 -8.4-12.6-8.4-10.7 -19 -
13-34) Leu-Gln-qu-Valesﬂqnﬁen F'a 8 10.7
488. |IPARATHYROID HORMONE| #18 Tyr-Leu-Gl%p% EI} | ﬁ b ﬂ E I I—iﬁﬁi 5.1356 [03.13.16.211.55.712.718 |P 2405
FRAGMENTS ([Tyr27]- Phe-Val-Al L U- ‘ 13.69.43.1-24-24-5
Human ; Fragment 27-48) AIa-Pro—Arg p-Ala-Gly-Ser P ar
489. [PARATHYROID HORMONE| #18 is- 1 4136 13.13.16.211.55.712.7 18 P 5519
FRAGMENTS (Fragment Sq? @%ﬁnﬁazu u W”] ,g V E | E13.6 9431-24-24-5
28-48) ro- -Asp-Ala-
490. |PARATHYROID HORMONE| #18 |Ala-Pro-Leu-Ala-Pro-Arg-Asp-Ala-| 30 | Human 3285.3]| 9.9981 [-2.4-5-6.9-10.7 -18.6 -21.5- | P 4403

16



No.

Peptide Name Category Sequemce pl Hydropathic index Product
Code
FRAGMENTS (Fragment GIy-Ser-GIn-Arg-Pro—Arg-Lys-Lys- 20.5-17.4 -26.6 -26.2 -28.9 -
39-68) Glu-Asp-Asn-Val-Leu-Val-Glu- 24.7 -16.4 -10.6 -9.6 -6.5 -5.8 -
Ser-His-Glu-Lys-Ser-Leu- 5.8-5.8-3.5-3.9-8.1

491. |PARATHYROID HORMONE| #18 |Ala-Pro-Leu-Ala-Pro-Arg-Asp=Ala-| _ 9.7868 |-2.4-5-6.9-10.7-18.6 -21.5- | P 7046
FRAGMENTS ([Asn76]- Gly-Ser—Gln-Arg-Pro—Aw 20.5-17.4 -26.6 -26.2 -28.9 -

Human : Fragment 39-84) GIu-Asp—Asn-Val-LeuL-W i’ 24.7 -16.4-10.6-9.6 -6.5-5.8 -
Ser-His-Glu-Lys-Ser- ‘ ! 58-58-3.5-39-8.1-15.8-10.5
Ala-Asp-Lys-Ala-Asp-Va | -9.7-10-86-4.7-32-7-591.4
Leu-Thr-Lys-Ala-Lys- -1.1-1542-111.2-6.5

492. |IPARATHYROID HORMONE| #18 (Tyr-Arg-Asp-Ala-Gly-Ser 9.4565 |-18.3-21.5-20.5-17.4-26.6 - |P 2530
FRAGMENTS ([Tyr43]- Pro-Arg-Lys-Lys-Glu- - 26.2 -28.9 -24.7 -16.4 -10.6 -9.6
Human : Fragment 43-68) Val-Leu-Val-Glu-Ser-His- S -6.5-5.8-5.8-58-3.5-3.9-8.1

Ser-Leu-Gly

493. IPARATHYROID HORMONE| #18 [Arg-Asp-Ala-Gly-Ser-GIn-Arg-Pro- 9.615 [-21.5-20.5-17.4-266-26.2- |P 3155
FRAGMENTS (Fragment Arg-Lys-Lys-Glu-Asp-AsnVal-+ - 28.9-24.7 -16.4 -10.6 -9.6 -6.5 -

44-68) Leu-Val-Glu-Ser-His-GlusLys-Ser- 5.8-5.8-5.8-3.5-3.9-8.1
Leu-Gly -

494. [PARATHYROID HORMONE| #18 [Tyr-Lys-Lys-Glu-Asp-Asn-Val- ¢/ 5.4922 (-7.4-96-6.5-5.8-5.8-5.8-3.5- P 5046
FRAGMENTS Leu-Val-Glu-Ser-His-Glu-Lys-Ser-| 3.9-8.1-15.8-10.5-9.7-10-8.6
([Tyr52,Asn76]-Human : Leu-Gly-Glu-Ala-Asp-Lys-Ala-.- =4 -4.7-32-7-5914-11-1542
Fragment 52-84) Asp-VaI-Asn-VaI-Lej-Thr-Lys-Ala- -1.11.2-6.5

Lys-Ser-Gin e

495. IPARATHYROID HORMONE| #18 ([Tyr-Lys-Lys-Glu- Asn-Val- , 4.8103 |-7.4-96-6.5-5.8-5.8-5.8-3.5-| P 2655
FRAGMENTS Leu-Val-Glu-Ser-His-Glu-Lys-Ser- — 3.9-8.1-158-10.5-9.7-10-8.6
([Tyr52,Asp76]-Human : Leu-Gly-Glu-Ala-Asp-Lys-Ala- Lj -4.7-32-7-591.4-11-1542
Fragment 52-84) IAsp-Val-Asp-Val-Leu-Thr-Lys-Ala -1.11.2-6.5

Lys-Ser-Gin -9 aJ )

496. IPARATHYROID HORMONE| #18 |Lys-Lys-Gly=A | 8.2} 54923 [-9.6-6.5-58-58-5.8-35-3.9 P 1921
FRAGMENTS ([Asn76]- Val-Glu-Ser-His-Glu-Lys-S l:y- EJZW w EJ . 4; 8.1-15.8-10.5-9.7-10-8.6 -4.7
Human : Fragment 53-84) Gly-Glu-Ala-Asp-Lys-Ala-Asp-Val- -3.2-7-5914-11-1542-11

IAsn-Val-Leu-Thr-Lys-Ala-Lys-Ser-| ¢’ . ars [1.2-65
Gl AN alalapAN [

497. |PARATHYROID HORMONE| #18 |Gl r-& y!Su#Ala-x#ph 81 V1 div '%72‘ a7% -10-8.6-4.7-3.2-7-5.9 1.4 -1.1| P 6157
FRAGMENTS ([Asp76]- Lys-Ala-Asp-Val-Asp-Val-Leu-Thr -1.542-1112-65
Human : Fragment 64-84) Lys-Ala-Lys-Ser-Gln

c6



No.

Peptide Name Category Sequemce Total ource |Disulfid [ MW pl Hydropathic index Product
RN J Bridge Code

498. IPARATHYROID HORMONE| #18 |Ala-Asp-Val-Asp-Val-Leu-Thr-Lys{ 12 f [// 1273.7 7 42-1112-65 P 1905
FRAGMENTS ([Asp76]- Ala-Lys-Ser-Gln Sl
Human : Fragment 73-84) e '

499. |ALA-ASP-ALA-GLN-HIS- #19  |Ala-Asp-Ala-Gin-His-Ala=thrPro={ 21 “mpeeee 12407.6110.3161(-8.7 -14 -10.9 -16.6 -17 -18.3 - | A 5688
ALA-THR-PRO-PRO-LYS- Pro-Lys-Lys-Lys-Arg-| ;? -:'f"‘-.‘ 19.8-22.6 -21-24.5-245-245 -
LYS-LYS-ARG-LYS-VAL- Asp-Pro-Lys-Asp-Phe /-' / \ \ 17.4
GLU-ASP-PRO-LYS-ASP- L\ ™ -

PHE (CSH 103) : N'"t _ “,

500. |JALA-GLY-ASN-LYS-VAL- #19 |Ala-Gly-Asn-Lys-Va ; 1660.2] 9.0661 [-.5-5.8-89-9.3-6-18.2-202 |A 5314
ILE-SER-PRO-SER-GLU- Ser-Glu-Asp-Arg-Arg-Gl 9
IASP-ARG-ARG-GLN-CYS
(Cys327-Protein Kinase C
Isozyme Fragment 313-326)

501. |[ARG-ARG-LEU-ILE-GLU- #19 |Arg-Arg-Leu-lle-Glu- 6.73 |-10.7-4419-19-11.3 A 7433
ASP-ALA-GLU-TYR-ALA- Tyr-Ala-Ala-Arg-Gly
ALA-ARG-GLY

502. JARG-ARG-LEU-ILE-GLU- #19 |Arg-Arg-Leu-lle-Glu-Asp-A 6.73 |[-16-12.2-59-9.7-19.1 A 7907
ASP-ASN-GLU-TYR-THR- Tyr-Thr-Ala-Arg-Gly
ALA-ARG-GLY

503. |JARG-ARG-LYS-ALA-SER- #19 |Arg-Arg-Lys-Ala-Ser-Gly-Pro— =~ 12.497 A 3651
GLY-PRO Y

504. JARG-LYS-ARG-ALA-ARG- | #19 Arg-Lys-Arg-AIa-i{j"«il vs-Glu 12.2247 A 8186
LYS-GLU o A

505. [ARG-THR-LYS-ARG-SER- | #19 |Arg-Thr-Lys-Arg-Ser-8ly-Ser-Val- 10.8873|-12.7 -11.7 -12.6 -4.9 -4 1 A 3317
GLY-SER-VAL-TYR-GLU- Tyr-G|u-Pro-Leu-Ly§§e 7
PRO-LEU-LYS-ILE
(Malantide) ¢ o

506. [CALMODULIN- #19 |Leu-Lys-L sfirAla“Arg -11.9-16.8-15.8-12.3-13.3- | C 4926
DEPENDENT PROTEIN Arg-Lys-Leu-Lys-Gly+Ala-lle-Leu- 5.3-3.3.54.310.110.115.8
KINASE || FRAGMENT 290- Ll‘hr—Thr-Metdﬁpu-Ala
309

507. |GLN-LYS-ARG-PRO-SER- | #19 -23.1-24.8 -17.1 G 5777

GLN-ARG-SER-LYS-TYR-
LEU (Bovine myelin basic
protein fragment 4-14)

C N
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No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residudl | J , | Bridge Code
508. |GLY-ARG-GLY-LEU-SER- #19 |Gly-Arg-Gly-Leu-Ser-Leu-Ser-Arg ‘ 12.4817 G 1391
LEU-SER-ARG -
509. |[Val6,Ala7]-KEMPTIDE #19 |Leu-Arg-Arg-Ala-Ser-Val-Ala 12.4815 K 2877
510. |KEMPTIDE (Phosphate #19 |Leu-Arg-Arg-Ala-Ser-Leu-Gly- | 12.4815 K 1127
acceptor peptide)
511. |LEU-ARG-ARG-ALA-HSE- | #19 |Leu-Arg-Arg-Ala-Hse-Leu- /i L 8022
LEU-GLY j( /]
512. |LEU-ARG-ARG-TRP-SER- | #19 [Leu-Arg-Arg-Trp-Ser-LeusGly 12.4815 L 3523
LEU-GLY
513. |LYS-ARG-THR-LEU-ARG- #19 |Lys-Arg-Thr-Leu-Arg-Ar: 12.7877 L 7897
ARG
514. |pGLU-LYS-ARG-PRO-SER-| #19 |pGlu-Lys-Arg-Pro-Ser-Glp=Ar P 2186
GLN-ARG-SER-LYS-TYR- Ser-Lys-Tyr-Leu
LEU ([pGlu4]-Myelin Basic =
Protein 4-14) B
515. |PRO-LEU-SER-ARG-THR- | #19 [Pro-Leu-Ser-Arg-Thr-Let-Ser-Val 11.8863|5.28.6 4.8 -2.8 P 5307
LEU-SER-VAL-ALA-ALA- Ala-Ala-Lys-Lys =
LYS-LYS s
516. [PROTEIN KINASE A #19 [Thr-Tyr-Ala-Asp-Phe-lle-Ala-Ser- | 12.1852(4.24.91-1223-5-14-17.5- | P 6062
INHIBITOR FRAGMENT 6- Gly-Arg-Thr-Gly-Arg-Arg-Asn-Ala-{- - 12.2-16.3
22 AMIDE lle-NH2 i
517. |PROTEIN KINASE C #19 Leu-Leu-Tyr-Glux?pLﬂkAla:_ 3.5464 |6.44.4-13.13.1.8-65-83- |P 2303
FRAGMENT 530-558 Gly-Gln-Ala-Pro-Rhe-Glu-Gly-Glu- 14.9-11.4-20.2-14.8 -14.8 -
Asp-Glu-Asp-Glu-Lew=Phe-Gln- 148-162-72-18-1.8-152-
Ser-lle-Met-Glu-His-Asn-Val-NH2 1 1.1-3.9
518. [PROTEIN KINASE #19 [Thr-Thr-Tyr-Ala-Asn-Phe-lle-Ala- | 20 2222.6|11.0724|3.94.24.91-122.3-5-14 - P 0300
INHIBITOR (Rabbit Ser-GIy-Arg-Thr—GIy-Arg'-m:g.-Asn- 17.5-12.2-15-10.5
Sequence) Ala-lle-HisAspQ | 01 ™ % r 2 i
519. |SYNTIDE 2 #19 [Pro-Leu-Ala-Arg:-ThriLeu-Ser-Val 1510.1]11.8863|7.89956 9.7 10.4 2.7 S 2525
Ala-Gly-Leu4Pro-Gly-Lys-Lys
520. |VAL-ARG-LYS-ARG-THR- #19 |Val-Arg-Lys-Arg-Thr-Leu-Arg-Arg- 1202.3|12:9613|-10.8 V2131
LEU-ARG-ARG-LEU L ‘ L @
(Protein kinase C substrate) Q W f] a\ mz L
521. |SOMATOSTATIN (SRIF; #20 Ala-qIy'-CS/s-L'ys-Asn-Phe-Phe- 1641.2| 9.2123 [1.2-52-2-5.2-2.13.9 S 9129

Growth hormone release

Trp-Lys-Thr-Phe-Thr-Ser-Cys

v6



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residue| l y Bridge Code
inhibiting factor) \Wi/7. j
522. |SOMATOSTATIN (Tyr- #20 |Tyr-Ala-Gly-Cys-Lys-Asn-Phe- 15 S/ )14 1804.3| 9.5979 |-112-52-2-52-2.1391.1 |S8133
Somatostatin) Phe-Trp-Lys-Thr-Phe-Thr-Ser-Cy -
523. |SOMATOSTATIN ([D-Trp8]| #20 |Ala-Gly-Cys-Lys-Asn-Phe-Phe-D={ 14 3=l | 1494.1 S 2511
Somatostatin) Trp-Lys-Thr-Phr-Thr-Ser- - '1*-..,_h
524. |SOMATOSTATIN ([Tyr1]- #20 ([Tyr-Gly-Cys-Lys-Asn-Phe-P. :’7 14 3-14 |1733.3| 8.8744 [-1.9-52-2-52-2.13.9 S 4633
Somatostatin) Trp-Lys-Thr-Phe-Thr- y /7l / |L A\ -
525. [SOMATOSTATIN ([Tyr11]- | #20 [Ala-Gly-Cys-Lys-Asn-PhasPhes | 7|} 314 [1657.2] 9.1175 [1.2-52 6.1 -9.3 6.2 -.2 S 8508
Somatostatin) Trp-Lys-Thr-Tyr-Thr- y 1 27X 2
526. |SOMATOSTATIN ([D- #20 |Ala-Gly-Cys-Lys-Asn-Phg=Ph 14 .:.. = 3-14 11641.2| 10.139 (2.1 .3.7-5.7-1.4565.3 S 4508
Trp8,D-Cys14]- Trp-Lys-Thr-Phe-Thr-Ser-D- — '\ .
Somatostatin) o [T & »
527. [SOMATOSTATIN (des- #20 |Cys-His-His-Phe-Phe-DATrp-Lys 127 ﬂ"'-!.f, 3-14 |1544.2| 8.3327 |1.7-82.4562.8 S 2261
Ala1,Gly2,[His4,5,D-Trp8]- Thr-Phe-Thr-Ser-Cys Boedrs \
Somatostatin) i L 1
528. [SOMATOSTATIN 25 #20 [Ser-Asn-Pro-Ala-Met-AlafProdArg] 25 10} 1\25" 2881.2[10.5141]-10-12.7-10.2-10.7 -12.9-12.3| S 1007
Glu-Arg-Lys-Ala-Gly-Cys-Lys- | = = -14.1-209-126-6.3-271.2-
Asn-Phe-Phe-Trp-Lys-Thr-Phe-Z /4= | = 52-2-52-213.9
Thr-Ser-Cys _— =
529. [SOMATOSTATIN 28 #20 |[Ser-Ala-Asn-Ser-Asn-Pro-Ala-= =128 | =/} 47-28 [3153.3[11.0558|-2.9-3.7-9-10-12.7 -10.2 -10.7| S 6135
(Prosomatostatin) Met-Ala-Pro-Arg-GlusArg-Lys-Ala- | { -12.9-12.3-14.1-20.9-12.6 -6.3
Gly-Cys-Lys-Asn-Phe-Phe-Tip — o .2.71.2-5.2-2-52-2.1391.1
Lys-Thr-Phe-Thr- yS .v...,J
530. [Tyr-SOMATOSTATIN 28 #20 Tyr-Ser-Ala-Asn-Ser-jn-Pr&Ala- 29 '3?16.4 10.1676|-6-2.9-3.7-9-10-12.7 -10.2 - | S 6260
Met-Ala-Pro-Arg-Glu-Arg-Lys-Ala- i 10.7 -12.9-12.3 -14.1 -20.9 -
Gly-Cys-Lys-Asn-Phe-Phe-Trp- 126-6.3-271.2-52-2-52-
Lys-Thr-Phe-Thr-Ser-Cy& v/ 2.139
531. |[Leu8,D-Trp22, Tyr25]- #20 Ser-Ala-Asm-Aﬁ- E}aw g} ﬂ 0.1773[-1-1.8-7.1-8.1-10.8 -8.3-8.8-| S 2636
SOMATOSTATIN 28 Leu-Ala-Pro-Arg-Glu-Arg-Lys-Ala- a 11-12.3-14.1 -20.9-12.6 -6.3 -
Gly-Cys-Lys-Asn-Phe-Phe-D-Trp- 5721.3.7-57-14562.8
Lys-Thr-Tyr-Thr-Ser-Cys ¢ - e/
532. |ISOMATOSTATIN 28 #20 |Ser-Al £Ser: - 4714 w L. /J Tf 1 14,47 2.9-3.7-9-10-12.7 -10.2 S 2386
(Fragment 1-14) lMﬁla A -Alg ‘ 7 :
533. |CYCLO(7- #20 |Cycle(7-Aminoheptanoyl-Phe-D- 4 607.4 . C 4801
AMINOHEPTANOQYL-PHE- Trp-Lys-Thr[BZL])

G6



No. Peptide Name Category Sequemce Disulfid | MW Hydropathic index Product
Bridge Code

D-TRP-LYS-THR[BZL])

534. [CYCLO(D-TRP-LYS-THR- #20 |Cyclo(D-Trp-Lys-Thr-Phe-Pro- 825.7 C 6273
PHE-PRO-PHE) Phe) — :

535. |CYCLO(D-TRP-LYS-THR- #20 [Cyclo(D-Trp-Lys-Thr-Phe=Pio=ly# |- ssmst——— | 678.6 C 6398
PHE-PRO-TYR) . -

536. |b-(2-NAPHTHYL)-D-ALA- #20 [b-(2-Naphthyl)-D-Ala-Cys ’ 918.8 N 9642
CYS-TYR-D-TRP-LYS-VAL- Trp-Lys-Val-Cys-Thr- e
CYS-THR AMIDE

537. |SUBSTANCE P (Substance| #21 |Arg-Pro-Lys-Pro-Gin-€ 1366.1 -134-51-1623 S 6883
P) Phe-Gly-Leu-Met-NH2

538. |SUBSTANCE P ([Met- #21 |Arg-Pro-Lys-Pro-GIn-G 1350.1 -13.4-51-16 S 2136
OH11}-Substance P ; Phe-Gly-Leu-Met .
Substance P free acid)

539. [SUBSTANCE P ([Met- #21 |Arg-Pro-Lys-Pro-GIn-G 1381.1 S 2011
OMe11]-Substance P ; Phe-Gly-Leu-Met-OMe g '
Substance P methy! ester) bl 1

540. [SUBSTANCE P ([Nle11]- | #21 |Arg-Pro-Lys-Pro-Gin-GIn-Phie- _ _;"*;' ' 1219 S 1136
Substance P) Phe-Gly-Leu-Nle-NH2 it o

541. [SUBSTANCE P ([Pro9]- #21 |Arg-Pro-Lys-Pro-GIn-GiIn-Phe- E_ 1 = 1406.2 -146-6.3-281.1 S 7029
Substance P) Phe-Pro-Leu-Met-NH2 S e o

542. [SUBSTANCE P ([Sar9]- #21 |Arg-Pro-Lys-Pro-GIn-Gin-Phe- S 6636
Substance P) Phe-Sar-Leu-Me

543. |SUBSTANCE P ([Tyr8]- #21 |Arg-Pro-Lys-Pro-Gla-GIn-Phe-Tyr -175-92-57-1.8 S 6008
Substance P) Gly-Leu-Met-NH2 =/

544. |SUBSTANCE P ([p-CI- #21 |Arg-Pro-Lys-Pro-Gln-Gin-p- S 5382
Phe7,8]-Substance P) Chloro-Phe-p-ChoIoro-I:p&Gly-

Leu-Met-NH2_ . — _

545. |SUBSTANCE P ([Dehydro- | #21 Arg-DPro-ﬂﬂﬁG’ﬁgﬂ&l EJ " ; S 3258
Pro2,4]-Substance P) Phe-Gly-Leu- I

546. [SUBSTANCE P ([Dehydro- | #21 |Arg-DPro-Lys-DPro-GIn-GIn-Phe- 1212 S 7154
Pro2,4,Pro9]-Substance P) Phe-Pro-Leu-Met-NH2

547. [SUBSTANCE P ([Sar9,Met | #21 A@Wﬁ ; S 2150
(02)11]-Substance P) Phe:Sar-Leu-Met[02 |

548. [SUBSTANCE P ([D-Pro2,D| #21 |Arg“D-Pro-Lys-Pro-GIn-Gin-D- 1534 .4 261919191919 S 0145

Trp7,9]-Substance P)

Trp-Phe-D-Trp-Leu-Met-NH2

96



No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl - Hydropathic index Product
Residdel | J , | Bridge Code

549. [SUBSTANCE P ([D-Pro2,D{ #21 |Arg-D-Pro-Lys-Pro-GIn-GIn-D- ’\rﬂ.] ¥ ![/ 14953| 17 |1.15656565.656 S 5635
Phe7,D-Trp9]-Substance P) Phe-Phe-D-Trp-Leu-Met-NH2 | |/

550. |SUBSTANCE P ([D- #21 |Arg-D-Trp-Lys-Pro-GIn-Gla-D- ! 1 e | 1623.5 17 261919191919 S 1636
Trp2,7,9]-Substance P) Phe-D-Trp-Leu-Met-NH2 o | 4' i el

551. [SUBSTANCE P ([D-Arg1,D-{ #21 |D-Arg-D-Pro-Lys-Pro-Gln-Gin=E 1';“-“1446.2 16 |-14.1-141-17.3-11.9-6.1 -4.5| S 3639
Pro2,D-Phe7,D-His9]- Phe~Phe-D-His-Leu-Me \ W\
Substance P) ‘ % \ -

552. [SUBSTANCE P ([D-Arg1,D-| #21 |D-Arg-Pro-Lys-Pro-Gln- / n © [15164] 15 [19191919191.9 S 0274
Trp7,9,Leu11]-Substance P Trp-Phe-D-Trp-Leu-Let-N ' _ \ “‘H.;
; Spantide) SN

553. [SUBSTANCE P ([D-Arg1,D{ #21 |D-Arg-D-Pro-Lys-Pro- 1@16.4 15 -14.1-141-15-96-19-3 S 4152
Pro2,D-Trp7,9,Leut1]- Trp-Phe-D-Trp-Leu- 5 3 4 -
Substance P) A

554. [SUBSTANCE P ([D-Arg1,D{ #21 |D-Arg-Pro-Lys-Pro-D-P s , 5354 15 |[-7-7-162266 S3144
Phe5,D-Trp7,9,Leu11]- Trp-Phe-D-Trp-Leu-Leu- 4
Substance P)

555. |SUBSTANCE P #21 |Arg-Pro-Lys-Pro ] 498.5 | 11.6393 S 7646
FRAGMENTS (Fragment 1- \
4)

556. |SUBSTANCE P #21  |Arg-Pro-Lys-Pro-GIn-GIn-Phe-- = 901.8 [11.6393 S 6272
FRAGMENTS (Fragment 1- i
7)

557. |SUBSTANCE P #21 |Arg-Pro-Lys-Pro- 11.6393|-13.4 S 1761
FRAGMENTS (Fragment 1- Phe-Gly
9)

558. |SUBSTANCE P #21 |Pro-Lys-Pro-GIn-GIn-Phe-Phe- 10 1061.8 S 0272
FRAGMENTS (Fragment 2- Gly-Leu-Met-NH2 F— L L
11) GelelN d Faks

559. |SUBSTANCE P #21 |Lys-Pro-GIn-Gln-Phe-Phe-Gly- 1.8 15 [-1623 S 7511
FRAGMENTS (Fragment 3- Leu-Met-NH2] |
11) ¢ Fou @/

560. [SUBSTANCE P #21 |Arg-Gy2GIhD;T m gmf‘ fg ﬁ a S 6642
FRAGMENTS [Oﬁl] O] ﬁt& ‘

q

(Arg4,Gly5,D-Trp7,Asp(di-t-

butyl)10]-Fragment 4-10)

L6



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residde| | J , | Bridge Code

561. [SUBSTANCE P #21 |Pro-GIn-GIn-Phe-Phe-Gly-Leu- 15 S 0397
FRAGMENTS (Fragment 4- Met-NH2
11)

562. [SUBSTANCE P #21 |D-Ala-GIn-GIn-Phe-Phe-! 1 S 3383
FRAGMENTS ([D-Alad]- IMet-NH2
Fragment 4-11)

563. |SUBSTANCE P #21 |D-Pro-GIn-GIn-D-Trp- S 6647
FRAGMENTS ([D-Pro4,D- Leu-Nle-NH2
Trp7,9,Nle11]-Fragment 4-
11)

564. [SUBSTANCE P #21 |D-Pro-GIn-GIn-D-Trp-P, 1. S 6397
FRAGMENTS ([D-Pro4,D- D-Trp-Met-NH2
Trp7,9,10]-Fragment 4-11)

565. |ISUBSTANCE P #21 |D-Pro-GIn-GIn-D-Trp-E 1 S 6522
FRAGMENTS ([D-Pro4,D- D-Trp-Phe-NH2
Trp7,9,10,Phe11]-Fragment
4-11)

566. |SUBSTANCE P #21 |GIn-GIn-Phe-Phe-Gly-Leu- 14 S 1261
FRAGMENTS (Fragment 5- NH2
11) i) Sy =

567. [SUBSTANCE P #21 |pGlu-GIn-Phe-Phe-Gly-Leu-Met- 7 ) ?5.6 S 2886
FRAGMENTS ([pGlu5)- NH2 T — J
Fragment 5-11) \Z )

568. [SUBSTANCE P #21 [pGlu-GIn-Phe-N-Methyl-Phe-Sar- | 7 70.6 S 4391
FRAGMENTS ([pGlu5,N- Leu-Met-NH2 ﬁ [ — |
Me-Phe8,Sar9]-Fragment 5- '
11) ‘o 9/

569. |[SUBSTANCE P #21 |GIn-Phe-Phe-Gly:L W 14 S0772
FRAGMENTS (Fragment 6- ”LETM}-‘V Ej Tq i EJ 1;
11) ql

570. [SUBSTANCE P #21 |pGlu-Phe-Phe-Gly-Leu-Met-NH2 | 6 = 7575 @f S 3136
FRAGMENTS ([pGlu6]- : ; 'S L
Fragment 6-11) b M ﬂﬁﬂiﬁiﬁ_ﬂ% 11114

571. [SUBSTANCE P #21 |pGluzPhe-Phe-Pro-Leu-Met-NH2 T ' 797.6 S 6764

FRAGMENTS ([pGlu6,Pro9

86



No. Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
Residue|' | Bridge Code
572. |ISUBSTANCE P #21 |Arg-D-Trp-N-Methyl-Phe-D-Trp- | \g\]' ! // 807.8 S 6392
FRAGMENTS ([Arg6,D- Leu-Met-NH2 . "x"':""‘ 14
Trp7,9,N-Me-Phes]- — —_—
Fragment 6-11) —
573. [SUBSTANCE P #21 |Acetyl-Arg-Phe-Phe-Sar- S 2275
FRAGMENTS (Acetyl- [02]
[Arg6,Sar9,Met(02)11]-
Substance P Fragment 6-
11)
574. |SUBSTANCE P #21 |Succinyl-Asp-Phe-N- et 9 ’ S 6772
FRAGMENTS (Succinyl- Gly-Leu-Met-NH2 k. —
[Asp6,N-Me-Phe8]- 5
Fragment 6-11 ; Senktide) o
575. |SUBSTANCE P #21 |Phe-Phe-Gly-Leu-Met iy S 2394
FRAGMENTS (Fragment 7- 1T
11) 2 rad
576. |[SUBSTANCE P #21 |Phe-Gly-Leu-Met-NH2 o S 0897
FRAGMENTS (Fragment 8- g e
11)
577. |SUBSTANCE P #21 |Gly-Leu-Met-NH2 S 1022
FRAGMENTS (Fragment 9-
11) '
578. |4-(2-ACETAMIDO-2- #22 |N-Acetyl-D-Gluco A 4310
DEOXY-b-D- N-Acetylmuramyl-L-
GLUCOPYRANOSYL)-N- Isoglutamine
ACETYLMURAMYL-L-ALA-
D-GLU AMIDE (N-Acetyl-D- S a
glucosaminyl-b-[1-4]-N-
acetylmuramyl-L-ala-D- u EJ ’g V EJ
isoglutamine) ‘ |
579. [N-ACETYL-ASP-GLU #22 |Acetyl-Asp-Glu & . A 5930
580. [N-ACETYL-MET-ASP-ARG-| #22 |Acetyl- -Arg-Val-Leu- : A 9924
VAL-LEU-SER-ARG-TYR AWLU
581. [N-ACETYLMURAMYL-D- #22 IN-A(Ety muramyl-D-Alanyl-D- 1 ' A 0640
ALANYL-D-ISOGLUTAMINE Isoglutamine

66



No.

Peptide Name Category Sequemce al ource |Disulfid | MW pl Hydropathic index Product
Regu / 4 | Bridge Code

582. IN-ACETYLMURAMYL-L- #22 |N-Acetylmuramyl-L-Alanyl-L- ally J//i A 4773
ALANYL-L-ISOGLUTAMINE Isoglutamine s I/ 4

583. [N-ACETYLMURAMYL-ALA-| #22 |N-Acetylmuramyl-Ala-D- = | i A 0936
D-ISOGLUTAMINYL-N-e- Isoglutaminyl-N-e-Stearoyleys| -

STEAROYL-LYS . — ] —

584. N-ACETYLMURAMYL-6-O- | #22 |N-Acetyimuramyl-6-O-St 77 A 0300
STEAROYL-L-ALANYL-D- Alanyl-D-Isoglutami 7)1} o
ISOGLUTAMINE y.!

585. [N-ACETYL-PHE-NLE-ARG-| #22 |Acetyl-Phe-Nie-Ar . 1469.5 A 2163
PHE AMIDE : =\

586. |ACETYL-SER-ASP-LYS- #22 |Acetyl-Ser-Asp-Lys-P \ 3582 A 6433
PRO y 4

587. |IACETYL-SER-GLN-ASP- | #22 |Acetyl-Ser-GIn-Asp-Ty, | 4232 A 0931
TYR

588. |ACETYL-SER-GLN-ASP- | #22 |Acetyl-Ser-GIn-Asp-Tyr- | | 745 A 0806
TYR-PRO-VAL-VAL AMIDE Val-NH2 ‘

589. [N-ACETYL-THR-ILE-NLE-y-| #22 [Acetyl-Thr-lle-Nle-y-[CH2 7 | 563.6 A 8305
[CH2NH]-NLE-GLN-ARG GlIn-Arg-NH2
AMIDE

590. |ACYL CARRIER PROTEIN | #22 |Val-GIn-Ala-Ala- IIe-Asp-Tyr-He'a-' i 3.125 |85 4 A 6700
FRAGMENT 65-74 Asn-Gly ™\

591. |ADENYLATE CYCLASE #22 |His-Ser-Asp-Gly-llezPhe-thi-Ass 10.4757|-56 -3.7 -3.7 -.2 -5.6 -10.1 -17.4| A 9808
ACTIVATING Ser-Tyr-Ser-Arg-T rg-Lys-Gln- -24.1-18.7 -16.1 -10.6 -14.3 -9.2
POLYPEPTIDE-27 Met-Ala-Val-Lys-Lys-Tyr-Leu-Ala- -13.1-4.8.96.28.510.52.4
(PACAP-27) Ala-Val-Leu-NH2

592. [ADENYLATE CYCLASE #22 Phe-Thr-Asp-Ser-Tyr r-Arg-Tyr 10.7978[-10.1 -17.4 -24.1 -18.7 -16.1 - |A 6938
ACTIVATING Arg-Lys-Gln- et—AIa- s- g 10.6-14.3-9.2-13.1-4.8 962
POLYPEPTIDE Tyr-Leu-AﬁA % C‘yfl | ‘j 8510524
FRAGMENT 6-27 AMIDE

593. |[ADENYLATE CYCLASE #22  |His-Ser-AspiGly-lle-Phe-Thr-Asp- 11.152 [-5.6-3.7-3.7-.2-5.6 -10.1 -17.4] A 1439
ACTIVATING Ser-Tyr-Ser-Arg-Tyr-Arg-Lys-Gln- =1 AS  124.1-18.7-16.1-10.6 -14.3-9.2
POLYPEPTIDE-38 M&“mﬂyﬁ\ﬂyﬁﬁgu l ‘w ’] ’g ‘V] H ’] a H-13.1 -48.96.28510.5595.9
(PACAP-38) u- ‘ 9.8531.5-7.7-9.5-14-17.8 -

Gln#Arg-Val-Lys-Asn-Lys-NH2 25.2 -25.4 -20.3

594. |ADIPOKINETIC HORMONE| #22 |pGlu-Leu-Asn-Phe-Ser-Ala-Gly- Locusta 937.6

A 8421

(002



No. Peptide Name Category, Sequemce Total 4 Source [Disulfid [ MW pl Hydropathic index Product
Residliel | J , | Bridge Code
] Trp-NF2 ' wrﬁw
595. |JADIPOKINETIC HORMONE| #22 pGlu—Leu-Asn-Phe-Ser-T% '8 Schvﬁ&__- 967.7 A 3797
I Trp-NH2 ‘ = o Clmmp—
-, | gregafia
596. |ADJUVANT PEPTIDE #22 [N-Acetylmuramyl-L-Alanyi- 7 A 9519
Isoglutamine all \"‘“w
597. [ALA-ARG-PRO-GLY-TYR- | #22 |Ala-Arg-Pro-Gly-Tyr-Le 12.4859(.8-55.925 A 7052
LEU-ALA-PHE-PRO-ARG- Pro-Arg-Met-NH2
MET AMIDE (Small
Cardioactive Peptide A ;
SCPa)
598. [b-ALA-ARG-SER-ALA-PRO-| #22 |b-Ala-Arg-Ser-Ala-Pro-Thr-Pro- A 2666
THR-PRO-MET-SER-PRO- Met-Ser-Pro-Tyr “
TYR 7
599. |ALA-D-g-GLU-LYS-D-ALA- #22 |Ala-D-g-Glu-Lys-D-Ala-D=Al A 0910
D-ALA -
600. [ALA-D-ISOGLUTAMINYL- #22 |Ala-D-Isoglutaminyl-Lys-D-Ala- gt A 1035
LYS-D-ALA-D-ALA Ala 7 ;
601. |JALA-LEU-ALA-LEU #22 |Ala-Leu-Ala-Leu B e 6 A 3546
602. |JALA-LEU-ILE-LEU-THR- #22 Ala~Leu-Ile-Leu—Thﬂ.eu-Val—Ser 6 A 1061
LEU-VAL-SER -
603. |ALA-LYS-PRO-SER-TYR- #22 |Ala-Lys-Pro-Ser- 1yp-Hyp- A 7060
HYP-HYP-THR-TYR-LYS Thr-Tyr-Lys =
604. [ALA-PRO-ARG-LEU-ARG- | #22 |Ala-Pro-Arg-Leu-Arg-Phe-Tyr 11.2484 A 5058
PHE-TYR (a-Bag Cell
Peptide 1-7) . ¢ o o/ _
605. [ALA-PRO-ARG-LEU-ARG- | #22 AIa-Pro-Arﬁw‘ - ‘B j w EJ 1?7]).‘8‘ 11.2484 A 5183
PHE-TYR-SER (a-Bag Cell l *
Peptide 1-8) U .
606. |JALA-PRO-ARG-LEU-ARG- | #22 [Ala-Pro-Arg-Leu-Arg-Phe-Tyr-Ser N F- 1123.9( 1172484 -5 A 5308
PHE-TYR-SER-LEU (a-Bag L W \3 ﬂ j u CV:I ’] fa CV' H . a E
Cell Peptide 1-9) m ’] a‘ [ ‘
607. |JALA-PRO-GLY-PRO-ARG #22 |Ala-Pro-Gly-Pro-Arg 5 497.4 | 11.175 A 6931
608. |JALA-PRO-GLY-TRP-NH2 #22 |Ala-Pro-Gly-Trp-NH2 4 445.3 14 A 0813

T0T



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residue | J Bridge Code
609. [ALA-SER-HIS-LEU-GLY- #22 |Ala-Ser-His-Leu-Gly-Leu-Ala-Arg EE ,r[/ 8245 11.175 A 8651
LEU-ALA-ARG _;% \W /4
(Anaphylatoxin C3a :
Fragment 70-77) e
610. |b-ALA-SER-HIS-LEU-GLY- | #22 [b-Ala-Ser-His-Leu-Gly- 3.8 — 753.5 A 2916
LEU-ALA-ARG ([b-Ala1]- Arg WK /) -
Anaphylatoxin C3a V/ f \
Fragment 70-77) '
611. [ALA-SER-THR-THR-THR- #22 |Ala-Ser-Thr-Thr-Thr-/ A 0800
ASN-3,5-DIIODO-TYR-THR Diiodo-Tyr-Thr
([3,5-Diiodo-Tyr7]-Peptide T
612. |JALA-SER-THR-THR-THR- #22 |Ala-Ser-Thr-Thr-Th 6 A 2297
ASN-TYR-THR (Peptide T)
613. [D-ALA-SER-THR-THR- #22 [D-Ala-Ser-Thr-Thr-T 0 A 2422
THR-ASN-TYR-THR AMIDE Thr-NH2
([D-Ala1]-Peptide T amide) |
614. |ALA-LYS(TFA)-PRO-SER- | #22 [Ala-Lys(TFA)-Pro-Ser-Tyr- A 7185
TYR-HYP-HYP-THR-TYR- Hyp-Thr-Tyr-Lys
LYS
615. [ALDOSTERONE #22 |Ala-Leu-Arg-Gly-Pro-Lys-Met- ¢ 11.7652|-1-7.3-154-113-84-4-5- |A 7555
SECRETION INHIBITING Met-Arg-Asp-Ser-Gly-Cys-Phe- 2.4-133-5-15-42-3.8-6.7 -
FACTOR (1-35; ASIF) Gly-Arg-Arg-Leu-Asp-Arg-lle-Gly- 10.3-6.1-241.71.74811.8
Ser-Leu-Ser-Gly-LeG-Gly-Cys- X ) 7.38.4139.25.5 1
Asn-Val-Leu-Arg-Arg-Tyr —
616. [ALLATOSTATIN | #22 Ala-Pro-Ser-Gly-AIa -Arg-Leu- j352 8111.4082|-4.7-6.9-25-2.12.1.3 A 9929
Tyr-Gly-Phe-Gly-Leu- ,
617. |ALLATOSTATIN Il #22 |Gly-Asp-Gly-Arg- Leu-T;f -Ala- 10 o/ 1083.6] 9.9523 |-2.12.15.6 A 9804
Phe-Gly-L [ 1 % %ﬁ" o] =
618. [ALLATOSTATIN IlI #22 |Gly- Gly-séﬁ%%%%‘m LJ Q1Q.4q 9.955 [6.36.7 A 9679
Leu-NH2 Q)
619. |ALLATOSTATIN IV #22 |Asp-Arg- Leu-Tyr-Ser-Phe-GIy- ‘ £ 985.6 | 1@:012 A 9554
LeusN ' a %{_‘ N
620. [ALLATOSTATIN B2 #22 AID% S Va ﬂﬁ -3-8.7-8.1-89-3.4-89-8.1- |A6575
(Cockroach) Lys-Arg-Leu- ‘ 5.3-4.43.37.8
Phe-Gly-Leu-NH2

cot



No. Peptide Name Category Sequemce Totalei ource [Disulfid | MW pl Hydropathic index Product
Reﬂd i Bridge Code
629. [AMYLOID b-PROTEIN #22 [Tyr-Glu-Val-His-His-GIn-Lys- Leu- ‘ ‘ 1446.1| 7.706 |-6.4-2.34 A 6825
FRAGMENTS (Fragment Val-Phe-Phe e N
10-20) — ,
630. |JAMYLOID b-PROTEIN #22 |Val-His-His-GIn-Lys-Leu=Vai=Phe= o 1 1954.3| 8.009 |41.61.3458.7122763.4- |A3180
FRAGMENTS (Fragment Phe-Ala-Glu-Asp-Val-Gly:Ser=""|.- - T — 2.9
12-28) Asn-Lys -
631. JAMYLOID b-PROTEIN #22 |Gly-Ser-Asn-Lys-Gly- ~11060.6] 10.285 [1.4568.3 A 4559
FRAGMENTS (Fragment Gly-Leu-Met
25-35)
632. JAMYLOID b-PROTEIN #22 [lle-lle-Gly-Leu-Met 545.4 6 A 5075
FRAGMENTS (Fragment 3
31-35) \
633. [AMYLOID b-PROTEIN #22 [lle-Gly-Leu-Met ' F432.3 6 A 4950
FRAGMENTS (Fragment .
32-35)
634. JAMYLOID b-PROTEIN #22 |Val-Val-Gly-Gly-Val-Met-Leu 4324.7| 5.1816 [21.621.919.519.519.911.8 [A 2326
FRAGMENTS (Fragment lle-lle-Ala-Gly-Lys-Asn-Ser- 5614615-10-10-6.8-17.6
40-1) Val-Asp-Glu-Ala-Phe-Phe-Val- /4= s 12212611.31.64-23-6.4-
Leu-Lys-Gln-His-His-Val-Glu-Tyr-}=— = 11-15.6 -11.7 -14.9-11.7 -10.2 -
Gly-Ser-Asp-His-Arg-Phe-Glu-Ala+- -~ = 17.9-126-11.3
Asp
635. JANANTIN #22 Cyclo[Gly-Phe-II%- A 4316
Asn-b-Asp]-lle-Ph -His-Tyr-
Ser-Gly-Asp-Phe !
636. ]JANEMONIA SULCATA #22 [Gly-lle-Pro-Cys-Leu- Qs-Asp -Ser- [Disulfid{: 735-26-1.8-1-3.9-11.3-7.8/A6061
TOXIN II,ILE-ISOTOXIN Asp-Gly-Pro-Ser-Val-Arg-Gly-Asn e -11.2-3.9-43-3.12.2256.1
Thr-Leu-Ser-Gly-lle- Ile-frmhpu- Bridges: 10.315.6 159 14.6 13.8 13.4
Ala-Gly-Cy: T] w 6-] ﬂ = 8.53.1.8-3-58-54-11.8-17.3
Asn-Cys-Lys- )ﬂ Hﬁﬁr 7- a -16.9-18.1-17.9-10.2-7.1 -10.5
Thr-lle-Gly-Tep-Cys-Cys-Lys-GIn 45 -4.12.355-15
637. JANGIOGENIN #22 |Glu-Asn-Gly-Leu-Pro-Val-His-Leu 1780.4| 759 |-4-3.9-123.72.743-44 A 9429
FRAGMENTS (Fragment A L
105122 WA AR
638. JANGIOGENIN #22 |Glu-Asn-Gly-Leu-Pro-Val-His-Leu 6 1877.5( 7.759 |-4-3.9-1.23.72.74.3-44-7.3[A 9304

FRAGMENTS (Fragment

Asp-GIn-Ser-lle-Phe-Arg-Arg-Pro

€01



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residdel ! J , | Bridge Code
108-123) \\i/s
639. |JAPAMIN #22 |Cys-Asn-Cys-Lys-Ala-Pro-Glu- 18 ‘"@ulf d|[2049.7| 8.7952 |-4.6-3.32.7259-4-8-8-3.6/A 1289
Thr-AIa-Leu-Cys-Ala-Arg-Am,'-'_"_"’i d e -8.6 -12.4
Cys-GIn-Gin-His-NH2 | ~ |Bridges:
— T ﬁ““;‘gﬁ
640. |APOLIPOPROTEIN B #22 [Thr-Arg-Leu-Thr-Arg- 135 | ~|47185] 17 [-116-154-65-85-85-22 |A4183
FRAGMENT 3358-3372 Leu-Lys-Leu-AIa-Thr-AIa- 5.510
AMIDE NH2 =B
641. JARG-GLY-PRO-PHE-PRO- | #22 |Arg- GIy-Pro-Phe-Pro-II 5 - :33 \ 686.6 | 10.736 A 2152
ILE - v .
642. |[ARG-HIS-PHE #22 |Arg-His-Phe s 3 [ T i '459.4 | 10.736 A 2541
643. |JARG-LYS-ASP-VAL-TYR #22 |Arg-Lys-Asp-Val-Tyr ‘ ﬁp 680.5 | 9.4958 A 4777
(Thymopoietin Il Fragment el \ \
32-36 ; TP-5) i L \
644. |ARG-LYS-GLU-VAL-TYR #22 |Arg-Lys-Glu-Val-Tyr | 694.6 | 9.4958 A 2042
(Splenin Fragment 32-36 ; = ——
Splenopentin ; SP-5) {.1.1-"'_'*' -
645. |ARG-SER-ARG-HIS-PHE #22 |Arg-Ser-Arg-His-Phe 703.6 | 12.4802 ' A 2791
646. |ARG-TYR-VAL-VAL-LEU- #22 |Arg-Tyr-Val-Val-Leu-Pro-Arg- Pro-{- 2430.2(10.0652|12.99.9146.32.1-6-2.52-1.2 | A 8430
PRO-ARG-PRO-VAL-CYS- Val-Cys-Phe-Glu- L9_§ Gly-Met- 6.1-4.4-7.2
PHE-GLU-LYS-GLY-MET- Asn-Tyr-Thr-Val- A(g:
ASN-TYR-THR-VAL-ARG
(Laminin B1 Chain 641-660)
647. |ASN-GLU-ALA-TYR-VAL- #22 Asn~GIu-Ala-Tyr—Val-_les-Asp-Ala- 51822 |-8.8-1.124-47 4-3.8 A 4940
HIS-ASP-ALA-PRO-VAL- Pro-Val-Arg-Ser-Leu-Asn
ARG-SER-LEU-ASN ¢ o v/
648. |[ASP-ALA-GLU-ASN-LEU- #22 |Asp-Ala-Glu-Asn-Lé -Asp-Ser- EJS? 1& EJ 1487.91,2.7862 |-1.9-1.9-7.2 .88.5 A 5667
ILE-ASP-SER-PHE-GLN- Phe-GIn-Glu-lle- 1;
GLU-ILE-VAL ql
649. |ASP-LEU-TRP-GLN-LYS #22 |Asp-Leu-Trp-Gin-Lys & F-— 688.5 | 6186 A 4182
(US-Peptide) akl.La QY4 | Qﬂﬂﬂ"‘"“l‘}f el QOE
650. |ASP-SER-ASP-PRO-ARG #22 |AspsSerAsp-ProsArgy | | o BB 71 a §87.3 | @907 A 3526
(IgE peptide Il ; Hamburger q

pentapeptide)

140)8



Ser-Arg-Ser-Gly-Gly-Val-Val-Lys-

43226321459153-24-
9.6-13372522-2-55-2.7

No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
' Residle| | § , | Bridge Code
.| 651. |BEAUVERICIN #22 |Cyclo-[D-a-Hydroxyisovaleryl-L-N| 3 | © W B 7510
Methylphenylalanyl]3 ﬁ_‘h Ll | 1S 4‘
652. |N-t-BOC-GLU-GLU-ILE #22 |N-t-BOC-Glu-Glu-lle-OMe 3 s | 146.1 B 2137
METHYL ESTER E___.= e —
653. |[N-t-BOC-GLU-GLU-LEU #22 |N-t-BOC-Glu-Glu-Leu-O =K Ml 200.2 B 1011
IMETHYL ESTER i s e
654. |N-t-BOC-GLU-GLU-VAL #22 |N-t-BOC-Glu-Glu-Val- “li146.1 B 9886
METHYL ESTER
655. |IBRAIN NATRIURETIC #22 |Ser-Pro-Lys-Met-Val- 32 _|"Human | 10-26"|3470.4(11.5668(-5.3-22.4594 -4.7 -32-2.8- | B 5900
PEPTIDE-32 (BNP-32) Gly-Cys-Phe-Gly-Arg-Ly CIEalY A\ 55-51-84-12-124-87-5.2-
Asp-Arg-lle-Ser-Ser-S — [ \ " 3.3-26.823348885.1-2.2
Leu-Gly-Cys-Lys-V: S 1 4 \'\ -
Arg-His P,
656. |IBRAIN NATRIURETIC #22 |Ser-Pro-Lys-Thr-Met-A 321 -Paicine [110-26 |8575.7| 11.2543(-14.3 -11-6.6 -3.1 -2.4 -13.3 -5 -{ B 6651
PEPTIDE-32 (BNP-32) Ser-Gly-Cys-Phe-Gly-Arg- Gt 1) " 15-42-38-67-10.3-6.1-2.4
Leu-Asp-Arg-lle-Gly-Ser-Leu-Ser-| " J:‘ﬁ \ 1.7174811.87.38.4139.2
Gly-Leu-Gly-Cys-Asn-Val-Le - 5.5 .1
Arg-Arg-Tyr R
657. |BRAIN NATRIURETIC #22 |Asn-Ser-Lys-Met-Ala-His-Ser-Ser+4—3: 10-26 | 3456.2( 9.7636 [-10.1-4.1-53-2.4-42-4 4- |B 9901
PEPTIDE-32 (BNP-32) Ser-Cys-Phe-Gly-Gln-Lys-lle-Asp-f- - = 23-15-44-54-81958 .6
Arg-lle-Gly-Ala-Val-Ser-Arg-Leu- 3.710.76.22747.5679
Gly-Cys-Asp-Gly: Arg-Leu-
Phe \ 7
658. |IBRAIN NATRIURETIC #22 |Ser-GIn-Asp-Ser-Ala-Phe-Arg-lle-| 45 10.731 |-7.5-10.2-10.2-3.9-3.1-9.4 - [B6154
PEPTIDE-45 (BNP-45) GIn-Glu-Arg-Leu-Arg-Asn-Ser- 16.5-12-18.5-13.2-12.9-9.2 -
Lys-Met-Ala-His-Ser-Ser-Ser-Cys- 13.8-10.1-41-53-24-42-4
Phe-Gly-Gin-Lys-lle-AspsArg:lle- o/ 4-23-15-44-54-81958
Gly-Ala-Val-Sér-Ar ‘ ' - 63710.76.227475679
AstlY-Leﬁgﬁgae g F E I ﬁ | ‘j QN ?’J ] ﬂ
659. [BUCCALIN #22 Gly-Met-Asp'ﬁ'fr- eu-Ala-Phe- i e ' 1068.4| 6.83 |44446.398 B 4528
Ser-Gly-Gly-Leu-NH2 g o~ Qs
660. [BURSIN #22 i Mo gy Balloan A Ya P B 5644
661. |[CALCITONIN GENE #22 p- ﬁx}r{tﬁ s-Val #{/Human -% i%k? 1& 7.222-38255287.38.63.6/C0167
RELATED PEPTIDE -th- la-Gly- et-l.@;-; Wd‘J Wa B

SOt



No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl Hydropathic index Product
Residu f J Bridge Code
Asn-Asn-Phe-Val-Pro-Thr-Asn- i1/ / 42-7-21-5
Val-Gly-Ser-Lys-Ala-Phe-NH2 " I/ ?&

662. [CALCITONIN GENE #22 Ser-Cys-Asn-Thr-AIa-Thr-QEi?t:. 37 Al @s7 13824.7| 8.9646 |4.62.2-3.82.552.87.38.6 3.6|C 0292

RELATED PEPTIDE Val-Thr-His-Arg-Leu-Ala-Gly-keu-{ - 4 4 43226.321459153-24-
Leu-Ser—Arg-Ser—GIy-W; - 96-1.3372522-2-55-2.7
Lys-Asp-Asn-Phe-Val-Pro-T / i \ ~ 7-3-17-1
Asn-Val-Gly-Ser-Glu- K / \"‘w..
NH2 / '\

663. |CALCITONIN GENE #22  |Val-Thr-His-Arg-Leu-Ala-Glysley- | 20 | Human 31453| 17 |[8.6364.3226.3214591 |C 2806
RELATED PEPTIDE Leu-Ser-Arg-Ser-Gly-GlyMal-Vald| £4 = |= & 53-24-96-1.3372522-2-
FRAGMENT 8-37 Lys-Asn-Asn-Phe-Val-Rro-Thr- = " 55-2.742-7-21-5

Asn-Val-Gly-Ser-Lys#Ala-Rhe- & J., 3 4 -
NH2 g

664. |b-CALCITONIN GENE #22 |Ala-Cys-Asn-Thr-Ala-Thr-Cys-Val{ 37 “Human [ 27 J‘*"{5814.7 11.652 |17.22.2-3.82552.87.38.63.6|C 1044
RELATED PEPTIDE Thr-His-Arg-Leu-Ala-Gly-Leu-Leus| « & e & 4\ 43226.32122683-55-9.2
(CGRP-II) Ser-Arg-Ser-Gly-Gly-MetVal-Lys-| . " J:‘ﬁ \ -9412926.7-28.7.742-7

Ser-Asn-Phe-Val-Pro-Thr-Agh- == o, -2.1-5
Val-Gly-Ser-Lys-Ala-Phe- s | vl
665. |CALPAIN INHIBITOR #22 |Asp-Pro-Met-Ser-Ser-Thr-Tyr-lle-4—27 , 3134.4| 4644 |-58-58-4-27-1.9-5-12.3- |C 9181
PEPTIDE Glu-Glu-Leu-Gly-Lys-Arg-Glu-Val-t- .+ 3 /45 6.8-12-4-21-75-11-8.4-3.9 -
Thr-Ile-Pro-Pro-Lysv._Iyr-Arg-GIu- 8.4-8.8-43-7
Leu-Leu-Ala s
666. |[CARASSIN #22 |Ser-Pro-Ala-Asn-Ala-Gln-lle-Thr- 8| 17 |-2-57-8-17.5-14-152-11.7-|C 2055
Arg-Lys-Arg-His-Lys-lle-Asn-Ser- — 20.5-17 -8.3-4.83.58.6 12.5
Phe-Val-Gly-Leu-Met-NH2 I

667. |ICARBOMETHOXYCARBON| #22 |Carbomethoxycarboniyl-D-Pro-D- 2 C 4924
YL-D-PRO-D-PHE BENZYL Phe Benzyl Ester ¢ o /s
ESTER 1D ‘ | ) )

668. |Na-CBZ-ARG-ARG-PRO- #22 Na-CBZ—EﬁW _ﬁ | ﬁ b H || [ 8087 t C 9415
PHE-HIS-STA-ILE-HIS-Ne- Sta-lle-His- q:P -Lys-OMe
BOC-LYS METHYL ESTER Qs

669. [CBZ-LEU-VAL-GLY #22 F e C 9546
DIAZOMETHYL KETONE L L H a

670. [N-CBZ-D-PHE-PHE-GLY #22 y o e 222.1 C 9405

671. IN-CBZ-PRO-LEU-GLY #22 |N-CBZ-Pro-Leu-Gly Hydroxamate| 3 131.1 C 8537

90T



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residuell | J , | Bridge Code
HYDROXAMATE NS,
672. |CD4 FRAGMENTS #22 |Ser-lle-GIn-Phe-His-Trp-Lys-Asn-| 34 r/ 3844.6110.7923 (-9.3 -8.5-20 -12 -14.8 -11 -6.3 - | C 5292
(Fragment 25-58) Ser-Asn-GIn-lle-Lys-lle-Leu- o — 8 [28.7-55-24.3-146.31.1-
Asn-GIn-Gly-Ser-Phe-Leusliinet— # s 2.7-6.6-47-2-1.6-9-3.7-11 -
Lys-Gly-Pro-Ser-Lys-Leu— - — 17.7-12.6 -12.2
IAsp-Arg-Ala-Asp M:HF
673. |CD4 FRAGMENTS #22 |Lys-lle-Leu-Gly-Asn- " }1790.2[11.0988(-1.46.31.1-2.7-6.6 -4.7 -2-1.6|C 5167
(Fragment 37-53) Phe-Leu-Thr-Lys- GIy-Pro i -9
Lys-Leu 2 2N -
674. |CD4 FRAGMENTS ([Cys #22 [Thr-Tyr-lle-Cys[Bzl] ‘ 4 "*., 1378 C 2796
(Bzl)]84-Fragment 81-92) Asp-GIn-Lys-Glu-Glu = % -
675. |CECROPINS (Cecropin A) | #22 |Lys-Trp-Lys-Leu-PheLys- 437( 3 i 4 \ 4024.9(11.4487(-8.9-5-38-3-76-14.3-55- |C 9421
Glu-Lys-Val-Gly-Gln-As - / ‘ - [1.6-106-11-26-23-1.9-5
IAsp-Gly-lle-lle-Lys-AlasC . "‘_'_—'; M A 26-352810.512.712.4 121
Ala-Val-Ala-Val-Val-Gly-Gla-Ala- o « &/ o ' 156 10.312513.48.18.48.4
Thr-Gin-lle-Ala-Lys-NH2 AT | 4.2-3.9
676. [CECROPINS (Cecropin B) #22 |Lys-Trp-Lys-Val-Phe-Lys-Lys ELodans ‘ 3856.9|11.9494|-8.5 -4.6 -5.7 -2.2 -6.4 -17.6 -8.8| C 1796
Glu-Lys-Met-Gly-Arg-Asn-llg-Args} s | i -4.9-13.9-143-59-36-7.7-.8
Asn-Gly-lle-Val-Lys-Ala-Gly-Pro- | 2.3-3.82.510.512.712.4 12
Ala-lle-Ala-Val-Leu-Gly-Glu-Alas -1 15.510.212.41410.19.47.6
Lys-Ala-Leu-NH2 -
677. |CECROPINS (Cecropin P1)] #22 |[Ser-Trp-Leu-Ser-Lys-T hr-Ala-Lys-1 31 11.3276(-5.4 -4.7-7.3-11.1 -146 -89 - [C 7927
Lys-Leu-Glu-Asn- T’ la-Lys- 8.2-17.8-17.8-10-14.6 -14.6 -
Lys-Arg-lle-Ser-Glu-Cly-lle-Ala- 11.5-62-62227916.98.9
lle-Ala-lle-GIn-Gly-Gly-Pro-Arg 9.312.411.26.7
678. |CEREBELLIN #22 [Ser-Gly-Ser-Ala-Lys-Val-Ala-Phe-| 16 1633.9111.6422(3.96.511.412251834.1- |C 8412
Ser-Ala-lle-Arg-Ser-Thr-Asp=His ‘ 4.4
679. [CHARYBDOTOXIN #22 |Glu-Phe-ThrA l-Ser-Cys- [ IEF .51,8.8846 (-423-5-7.2-1.2-6.3-6.3-4.6/C 7802
Thr-Thr-Ser -T s%[ E] m j & | | | a -14-42-73-2.1-24-57-57
Val-Cys-GIn-Arg-Leu-His-Asn- Bridges: -9.9-17.3-18.3-10.7 -12.6 -12.9
Thr-Ser-Arg-G y-Lys-Cys-Met- "1 7-28; os |-94-126-13.2-8.7-10.3-7.7 -
, ~ ; ' 1
LAARTENEIA
680. [CHORIONIC #22 Human [~  [3873.5] 4.3806 [-12-15.6 -18.9 -16.2-13.5-16.4| C 9288

GONADOTROPIN (b-Chain

GIn-Asp-Ser-Ser-Ser-Ser-Lys-Ala-

-9.5-13.9-12-10.1-10.1 -5.5 -

101



No.

Peptide Name Category Sequemce Totag iource Disulfid [ MW pl Hydropathic index Product
Resid J Bridge Code
Fragment 109-145) Pro-Pro-Pro-Ser-Leu- Pro-Ser—Pro A W ‘ 6.3-6.3-4-66-5-4.1-4.1-3.7-
Ser-Arg-Leu- Pro-GIy-Pro-Seg“' N éﬁ 9.1-83-7.5-10.1-10.9-1.9-1.9
Asp-Thr-Pro-lle-Leu-Pro- ey’ -1.9 -5
681. [CHROMOGRANIN A #22 Trp-Ser-Lys-Met-Asp—G’n-!!u-——: 14 | Human"|===""|1648.1| 4.3208 [-5.1-11.6 -7 -3.8 -3.9 -3.9 C 6446
FRAGMENT 324-337 Ala-Lys-Glu-Leu-Thr- ? *-:"""""--H
682. [CHROMOSTATIN-20 #22 |Ser-Asp-Glu-Asp-Ser-Asp- / 1948.9| 3.4497 |-19.5-24.8 -24.8-19.5-16.8- |C 1680
Asp-Arg-Pro-GIn-Al \‘ 17.6-145-10.3-7.2-4.3-3.1 -
Leu-Gly-Pro-Gly-Pro 4 e 1.2
683. |JASN-PRO-ASN-ALA-ASN- #22 |Asn-Pro-Asn-Ala-A 0-ASn- _.‘2‘ i A%\ 11206.9] 56 [-17.1-152-17.1-11.8 A 6546
PRO-ASN-ALA-ASN-PRO- Ala-Asn-Pro-Asn-Ala Lo rl-'m N
ASN-ALA - X Y
684. |ICONANTOKIN G #22 |Gly-Glu-g-CarboxyGlu-g- TR EOW \ 1416.1 C 4311
CarboxyGlu-Leu-Gln-g- _-:"‘ ) *
CarboxyGlu-Asn-Gin W i
CarboxyGlu-Leu-lle-Arg- e
CarboxyGlu-Lys-Ser-As asiely
685. [[Asn-OH17]-CONANTOKIN-| #22 |Gly-Glu-g-CarboxyGlu-g- — ‘ 1400.1 C 2051
G (Conantokin-G Free Acid CarboxyGlu-Leu-GIn-g- Er -
CarboxyGlu-Asn-Gln-g- P TeATe
CarboxyGlu-Leu-lle-Arg-g- == 4= =" ; S )
CarboxyGlu-Lys-SérAsn L)
686. [[Ala-OH21]-CONANTOKIN- | #22 |Gly-Glu-g-Carbo: j.s C 2176
T (Conantokin-T Free Acid) CarboxyGlu-Tyr- Lys-Met-Leu- A
g-CarboxyGlu-Asn-Let-Arg-g- |
CarboxyGlu-Ala-Glu-Val-Lys-Lys-|
Asn-Ala
687. [CONOTOXIN GlI #22 GIu-Cys Cys-Asn-Pro-Ma@s 13 " |[Disulfid| 1458.1 -.-8‘0091 3-39-77-11-5-34 C 8653
TN TN
es |
2-7; 3-
¢ = v/
688. [m-CONOTOXIN GIIIA #22 ‘ [Disu a E C 7420
Sty emanand 14 ol V1105
Cys ys-Hyp—GIn-Arg -Cys-Cys- Bridges
Ala- Undefin

801



No. Peptide Name Category| Sequemce Total | Source [Disulfid | MW pl Hydropathic index Product
Resid i y Bridge Code
Gly-Trp-Thr-Asn-NH2 I/,
696. [CORTICOSTATIN (CS-I) #22 |Gly-lle-Cys-Ala-Cys-Arg-Arg-Arg-| 34 4010.5(10.3242|.23.1-3-5.5-11.6-17.6 -17.6 - | C 1921
Phe-Cys-Pro-Asn-Ser-Glu-Arg- | 10.3-6.6-9.8-13.6-9.5-6-5.5 -
Phe-Ser-Gly-Tyr-Cys-Arg=Val=| Cf—— 6.5-14-24-16-7-15-85-15
Asn-GIy-AIa-Arg-Tyr—V; T — . -3.2-5-.1-10.9
Cys-Ser-Arg-Arg _ 7 —
697. |CORTICOTROPIN #22 |Ser-GIn-Glu-Pro-Pro-lie 4 _ |4710.4| 6.0815 [-3.5-2.4 46.75.1 10.59.8 10.6| C 2671
RELEASING FACTOR Asp-Leu-Thr-Phe-His-Le -1.26.56.53.7285.31.5-44
(CRF ; CRH) Arg-Glu-Val-Leu-Glu- - 1-34-38-58-58-11.2-8.7-8
Ala-Asp-Gin-Leu-Ala-Gln -13.3-9.8-9.8-18.1-20-12.7 -
His-Asn-Asn-Arg-Lys- 9.2-10-5-5
Asp-lle-Ala-NH2
698. |[CORTICOTROPIN #22 |Ser-Glu-Glu-Pro-Pro-lle-Ser- 5.3458 |-3.5-2.4 .46.75.110.5 9.8 10.6| C 3042
RELEASING FACTOR Asp-Leu-Thr-Phe-His -1.26.56.53.7287.84-25-
(CRF ; CRH) Arg-Glu-Val-Leu-Glu-Met-Ala- 15-15-19-39-39-9.3-9.3-8
Ala-Glu-GlIn-Leu-Ala-Glr, : -10.6-7.1-7.1-15.4-17.3-11.9 -
His-Ser-Asn-Arg-Lys-Leu-Met- | 11.9-92-15-4.2
Glu-lle-lle-NH2 ik
699. [CORTICOTROPIN #22 |Ser-GIn-Glu-Pro-Pro-lle-Ser-Leu- 6.0815 |-3.5-2.4 .46.7 5.1 10.5 9.8 10.6| C 3167
RELEASING FACTOR Asp-Leu-Thr-Phe-His-Leu-Leu- - 1.4/ -1.26.56.53.72.85.31.5-44
(CRF ; CRH) Arg-Glu-Val-Leu-Giu-Met-Thr-Lys-| .1-34-38-58-58-11.2-8.7-8
Ala-Asp-Gin-Leu-Ala-GIn-Gln-Ala- -10.6 -7.1-7.1-15.4-17.3-10 -
His-Ser—Asn-Arg-Ly‘E]r‘eﬁﬁﬂ-_" 6.5-7.3-23-5
Asp-lle-Ala-NH2
700. [Tyr-CORTICOTROPIN #22 |Tyr-Ser-Glu-Glu-Pro-Pro-lle-Ser- 5.3457 (-4.8-3.5-2.4 .46.75.110.59.8|C 6426
RELEASING FACTOR Leu-Asp-Leu-Thr-Phe-His-Leu- 106-1.26.56.53.7287.84-
Leu-Arg-Glu-Val-Leu-Glg-Met-Ala /s 25-15-15-1.9-39-39-9.3-
Arg-Ala-GlusGlnskeu-Ala- ‘ ‘s = 9.3-8-10.6-7.1-7.1-154-17.3
AIa-His—Seﬁn%ﬁ»&;-m-v EJ 1“ rj Q,Hd EJ ﬂ a -11.9-11.9-92-1.5-4.2
Met-Glu-lle-lle-N
701. [Tyr-CORTICOTROPIN #22 |Tyr-Ser-GIn-Glu-Pro-Pro-lle-Ser- | 42 Ovine | .. 4846.4| 6.0813 (-4.8-3.5-2.4 .46.75.1 10.59.8|C 0922
RELEASING FACTOR L hr-Rhe-His-Leu-- P Fa 06-1265653.728531.5-
LeC :ﬁu‘:}laﬁ%‘ﬁﬁ 1] w ,g V H a 4.1-34-38-58-58-11.2-
Thr-Lys-Ala-Asp-GIn-Leu-Ala-Glin- 8.7-8-10.6-7.1-7.1-154-17.3
GIn-Ala-His-Ser-Asn-Arg-Lys-Leu -10-6.5-7.3-2.3-5

60T



No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl Hydropathic index Product
Resid Bridge Code
Leu-Asp-lle-Ala-NH2 \ '

702. [CORTICOTROPIN #22 |Asp-Leu-Thr-Phe-His-Leu-Leu- T X I -~ 3836.8| 4.2678 |-1.2424214 5551.7-4.2- [C 2917
RELEASING FACTOR Arg-Glu-Met-Leu-Glu-Met- -1 _-:_""_“...-‘ 3.2-3.2-8.6-10.6-10.6 -16 -16 -
IANTAGONIST (a-Helical Lys-Ala-GIu-GIn-GIu-AIa-Glu-Glm: ﬂ_’ T|— 10.3-8.3-48-48-207.37.32
CRF [9-41)) Ala-Ala-Leu-Asn-Arg-L - —~ i 2-53

Leu-Glu-Glu-Ala-NH2 7l & h‘::'

703. |C-PEPTIDE (Insulin Chain #22 |Arg-Arg-Glu-Ala-Glu-. 3 Human 18614.5] 4642 [-13.2-91-81-4-5.7164.7 .5|C 5051

C) Gln-Val-Gly-GIn-Val-Glu- il ) 36-22-2231-15121.2-19
Gly-Gly-Pro-Gly-Ala- ' - -3.11.1458.7343.43434
GlIn-Pro-Leu-Ala-Leu-Glu 345-27
Leu-GlIn-Lys-Arg L

704. [Tyr-C-PEPTIDE (Tyr-Insulin| #22 [Tyr-Arg-Arg-Glu-Ala \ 3%‘7.6 4642 |-18.7-13.2-9.1-8.1-4-571.6 | C 9781

Chain C) Gln-Val-Gly-GIn-Val-GlI , 4.7 .636-22-2231-151.2
Gly-Gly-Pro-Gly-Ala- A" 12-1.9-3111458.73.43.4
Gln-Pro-Leu-Ala-Leu-Glu- \ 3434345-27
Leu-Gln-Lys-Arg |

705. |C-PEPTIDE Fragment 3-33 | #22 [Glu-Ala-Glu-Asp-Leu-GIn-V. ly- 2916.7 C 8662

GIn-Val-Glu-Leu-Gly-Gly-Gly- Pro
Gly-Ala-Gly-Ser-Leu-GIn-Pro-Leu-|
Ala-Leu-Glu-Gly-Ser-Leu-Gln . «}-"

706. |CLCLO(D-ASP-PRO-D- #22 |Cyclo(D C 1306
VAL-LEU-D-TRP) Trp) s

707. |CYCLO(D-GLU-ALA-D-allo-| #22 |[Cyclo(D-Glu-Ala- 629. C 1307
ILE-LEU-D-TRP) Trp) =i -

708. |CYCLOHEXYLACETYL- #22 Cyclohexylacetyl-Phejrg-Ser- 5 1505.4 C 6922
PHE-ARG-SER-VAL-GLN Val-GIn-NH2
AMIDE [ o/

709. [CYCLO(HIS-PHE) #22 |Cyclo(His-P: 1 ‘ = L C 2651

710. [CYCLO(HIS-PRO) #22 |Cyclo(His-Pro) F d 15511 @ C 3772

711. [CYCLO(PHE-SER) #22 Cyclo(Phe-Set) 2 252.1 - C 2524

712. |CYCLO(PRO-GLY)3 #22 |Cyclo(Pro-Gly)3 6 = 383.2 @ | C 7297

713. |[CYS-ASP-PRO-GLY-TYR- | #22 T“Wﬁ-u tw ’g ﬁ g;r EJ1 C 0668
ILE-GLY-SER-ARG Azﬂ +] ‘ ‘

(Laminin Fragment 925-933) ]
714. |CYS-ASP-PRO-GLY-TYR- #22 |Cys-Asp-Pro-Gly-Tyr-lle-Gly-Ser- 9 9826 | 6.11 [-1-115 C 1668

o1t



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residde| | J , | Bridge Code
ILE-GLY-SER-ARG Amide Arg-NF2 S\T [//
(Laminin Fragment 925-933 e )
Amide) -

715. |CYS-GLY-TYR-GLY-PRO- | #22 [Cys-Gly-Tyr-Gly-Pro-Lys-Lys-Lys- 10.9969[-12.9-19.9-19.2-18.3-18.3 | C 4547
LYS-LYS-LYS-ARG-LYS- Arg-Lys-Val-Gly-Gly -

VAL-GLY-GLY —

716. |CYS-SER-ARG-ALA-ARG- #22 |Cys-Ser-Arg-Ala-Arg- 11.6337|-9.3-12.6-7.3-2.8-43210.1 [C6171
LYS-GLN-ALA-ALA-SER- Ala-Ser-lle-Lys-Val-Ala-V. 12.812.8118.3
ILE-LYS-VAL-ALA-VAL- Ala-Asp-Arg
SER-ALA-ASP-ARG
(Laminin A chain 2091-

2108)

717. |IDEFENSIN HNP-1 (Human| #22 |Ala-Cys-Tyr-Cys-Arg-llesPro-Ala 8.30928(8.210.910.211.15.19.6 .6 - |D 2043

Neutrophil Peptide-1) Cys-lle-Ala-Gly-Glu-Arg-Arg=Ty v 3.6-58-9-11-8.3-9.2-9.2-5.1
Gly-Thr-Cys-lle-Tyr-GIn-Gly-Amg- . « < -60-522.3.34.1
Leu-Trp-Ala-Phe-Cys-C

718. [IDEFENSIN HNP-2 (Human| #22 [Cys-Tyr-Cys-Arg-lle-Pro-Al -Cysu L2429+ 8.3158 | 10.910.211.15.19.6 6-3.6- |D 6790

Neutrophil Peptide-2) lle-Ala- GIy-GIu-Arg-Arg-Tyr-Gly- S 58-9-11-8.3-92-92-51-60
Thr-Cys-lle-Tyr-GIn-Gly-Arg-Leu- L+ . -5223.34.1
Trp-Ala- Phe-Cys-Cy_(i '

:719. IDERMASEPTIN #22 Ala-Leu-Trp-Lys-Tﬁ -Met-Leu- 10.8327(1.90-4.2-41.84.36.2-84.9 |D 4671

Lys-Lys-Leu-Gly-Thr-Met-Ala- 8.4462954735.13.18.1
Leu-His-AIa-GIy-Lys-%[fa-Ala-Leu— 8.146821098311-15-6.8
Gly-Ala-Ala-Ala-Asp- ‘r-Ile-Ser-
GIn-Gly-Thr-Gin

720. [DIABETES ASSOCIATED #22 |Lys-Cys-As 7410.048 |-9-5-65-223.5.51.84.2 [D2162
PEPTIDE AMIDE (Amylin ; Ala-Thr-GIn gg a 1.7448143-4518-1.4-34
DAP ; Insulinoma or Islet Phe-Leu-Va r-Ser-Asn- 3.13.9393.96.710.28.18.1
Amyloid Polypeptide ; IAPP) Asn-Phe-Gly- a-lle-Leu-Ser-Ser-| . Qs [951-7-75-67

VIEL

721. |DIABETES ASSOCIATED #22 % 1 18424931683-581.5- |[D6170

PEPTIDE AMIDE Phe-Leu-Val-Arg- Ser-Ser-Asn— 1.7-71-7112 4-424592.8

TT1



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residuef | Bridge Code
(Fragment 8-37 ; Amylin 8- Asn-Leu-Gly-Pro-Val-Leu-Pro- | W W ‘ 2.83.6-6-86-83-6.7
37) Pro-Thr-Asn-Val-Gly-Ser-Asn Thx- 41|/ /4
Tyr-NH2 ——
722. [ELEDOISIN #22 |pGlu-Pro-Ser-Lys-Asp-Ala-Phe- | 11 T st— | 1221.7 E 7880
lle-Gly-Leu-Met-NH2 Maﬂ-!—-f' i S
723. [ELEDOISIN-RELATED #22 |Lys-Phe-lle-Gly-Leu-Met- B \ = 724.5 15 E 3253
PEPTIDE : j A
724. [ENDOTHELINS (Big #22 |Cys-Ser-Cys-Ser-Ser-Tr - Human |[Disulfid|4183.1] 4.0155 [2-7.9-46-20-34 236 -3.4 |E6139
Endothelin 2) Asp-Lys-Glu-Cys-Val-iiyr-P ' o _" . N 3.97812.31439.214.711.9
Cys-His-Leu-Asp-lie-lle-Tgp-Val- 4 /4 “ |° & \ Bridges: 526.8-5-5-57-8.4-9.1-14.6
Asn-Thr-Pro-Glu-GIn-Thr-Al - T 1-16; 3- -11.5-7-5.8-2.3-3.9-4.8
Tyr-Gly-Leu-Gly-Asn#Pro- : .
725. |ENDOTHELINS (Big #22 |Cys-Ser-Cys-Ser-Ser-Leu-Met- d(4283.1( 5.1793 [4.8-5.1-18-1-63 1.7 -3.4 E 9387
Endothelin 38) Asp-Lys-Glu-Cys-Val-Tyr-Phe- & 3.97.81231439214.711.9
Cys-His-Leu-Asp-lle-lle-Tp-Val- -4 5268-5-2-5-8-15-7-3.9
IAsn-Thr-Pro-Glu-His-Val#Val-Pro- 61845611.9-76
Tyr-Gly-Leu-Gly-Ser-Pro-Arg-Ser |
726. [ENDOTHELINS (Big #22 |[Cys-Ser-Cys-Ser-Ser-Leu- et-u 1= 4370.1| 5.1793 |4.8-5.1-1.8-1-631.7-3.4 E 6389
Endothelin 39) IAsp-Lys-Glu-Cys-Val-Tyr-Phe- — 3.97.81231439.214.711.9
Cys-His- -Leu-Asp-lle-lle-Trp-Val- 1.4 5268-5-2-5-8-15-7-3.9
(Asn-Thr-Pro-Glu-His-Val-Val- Pro- 618456.11.1-3.1-6.8
Tyr-Gly-Leu-Gly- S_ ro-Ser-Arg-
Ser v
727. |ENDOTHELINS (Big #22 Cys-Ser-Cys-Ser-§"' r=Leu-Met- 84.1) 51793 [4.8-5.1-1.8-1-631.7-3.4 E 8887
Endothelin 39) Asp-Lys-Glu-Cys-Val-Tyr-Phe- 3.97.81231439.214.711.9
Cys-His-Leu-Asp-lle-lle-Trp-Val- Bridges:|~ 5268-5-2-2-5-12-6.7 -
Asn-Thr-Pro-Glu-His-llesVal-Pro- Qs [1-15:3- 36.92148641.1-3.1-6.8
Tyr-Gly-Le y? AV ‘ g] ‘s £
s o] | ; M 112
728. [ENDOTHELINS (Big #22 |Cys-Ser-Cys er'E'u- et- at isulfid[4390.2( 5.3431 [4.8-51-18-1-631.7-3.4 E 7265
Endothelin 39) Asp-Lys-GIu s-VaI-Tyr-Phe- 3.97.812314.39.214.711.9

1N

ST

By

268-53-18-21-28-8.3-
a 2-7.5326.11.1-3.1-6.8

(AN



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residtp Bridge Code
729. [ENDOTHELINS (Big #22 |Val-Asn-Thr-Pro-Glu-His-Val-Val- “q&,‘ . 18954| 7.817 |-1.5-7-39.61.8456.11.1- |E6014
Endothelin Fragment 22-39) Pro-Tyr-Gly-Leu-Gly-Ser-Pro-Ser-| ; 3.1-6.8
Arg-Ser B :
730. [ENDOTHELINS (Endothelinl #22 |[Cys-Ser-Cys-Ser-Ser-Le 2492.7| 4.2587 |48-51-1.8-1-631.7-3.4 E 7764
1) Asp-Lys-Glu-Cys-Val-Tyr- : 3.97.812.314.39.2
Cys-His-Leu-Asp-lle-lie- :
.
731. [ENDOTHELINS (Endothelin| #22 [Cys-Ser-Cys-Ser-Ser-: %47.8 42587 12-79-46-29-3.4.236-3.4 |E 9012
2) Asp-Lys-Glu-Cys-Va 3.97.812.314.39.2
Cys-His-Leu-Asp-lle-I!
. ol
1
732. [ENDOTHELINS (Endothelin| #22 |[Cys-Thr-Cys-Phe-Thr- 24' 4 2645 526 (-2.3-122-9-73-11.4-12-8.2{E 9137
3) Asp-Lys-Glu-Cys-Val-Tyr- hedddi (1) 7.5-23.78.210.25.1
Cys-His-Leu-Asp-lle-lle- WUT
733. |ENDOTHELINS (N- #22 |N-Suc-Asp-Glu-Glu-Ala-Val-Tyr- 44 1602.1 E 4518
Succinyl-[Glu9,Ala11,15)- Phe-AIa-His-Leu-Asp-IIe-lle-ij_-;‘ Ao,
Endothelin 1 Fragment 8-21 N
734. [[Cys(Acm)20,31]- #22 [Cys[S-Acetamidomethvil-Met-His- E 9384
EPIDERMAL GROWTH ne-Glu-Ser-Leu-AQ#TwTrT
FACTOR FRAGMENT 20- Cys[Acm] :-i
31 i | .
735. |EPIDERMAL GROWTH #22 |Asp-Val-Val-Asp-Ala-Asp-Glu-Tyr{ 12 | Human 1371.8] 2.71 [-1.36.7.9-68 E 1886
FACTOR RECEPTOR Leu-lle-Pro-GIn ¢ o Qs
(Fragment 1005-1016) ‘ Il
736. [EPIDERMAL MITOSIS #22 pGIu-GIu-A I CJ [IsB22 i) E 1638
INHIBITING
PENTAPEPTIDE & o~ aJ
737. |ERYTHROPOIETIN #22 am Al 261116-12.1556.527-76-6.31 |E 8013
(Fragment 1-26) %}ﬁ @ﬁ a% g]% ’] V ZEF 746 .4-108-55-45-3.2-6 -
Leu-Glu-A s-Glu-Ala- 10.5
lle-T!

€I1



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residuel' | J Bridge Code

738. [[Asn7,Lys24]- #22 |Ala-Pro-Pro-Arg-Leu-lle-Asn-Asp-| 26 | H[ 3024.4| 718 |-54-72-59-55-3.3-136- |E8138
ERYTHROPOIETIN Ser-Arg-Val-Leu-Glu-Arg-Tyr-Leu- W " 6.31-1.74.6 .4-10.8-5.5-45-
(Fragment 1-26) Leu-Glu-Ala-Lys-Glu-Ala- e - — 3.2-6.4-10.9

lle-Thr el ) —

739. |[FIBRINOPEPTIDE A #22 |Ala-Asp-Ser-Gly-Glu-Gly- - Human s 111532.7| 3.5152 |-3.7-3.7-3.7-33-33-244 |F5765
Phe-Leu-Ala-GIu-GIy-GW / N ) 7.9
A:rg A!j" L ' '1'-"'4

740. |Tyr-FIBRINOPEPTIDE A #22 [Tyr-Ala-Asp-Ser-Gly-Glu-Giy-As / : ;!-iuman 1695.8| 3.56152 (-8.8-3.7-3.7-3.7-3.3-3.3-2 |F 5260
Phe-Leu-Ala-Glu-Gly- / 5= 0N a 4.47.9
Arg 2 ra N

741. [FIBRINOPEPTIDE B #22 |pGlu-Gly-Val-Asn-Asp-As 'ﬁma 1567 F 3379
Glu-Gly-Phe-Phe-Ser-Ala-£ 3 (rl 4 -

742, |[GIu1]-FIBRINOPEPTIDE B | #22 |Glu-Gly-Val-Asn-Asp-A 14¢4vHuman \ 1667 | 3.5577 |-17.6-11.3-8.1-13.1-7.8-7.8 |F 3261
Glu-Gly-Phe-Phe-Ser-Ala 'ﬂ-'b : L '™

743. |FIBRINOPEPTIDE B-Tyr #22 |pGlu-Gly-Val-Asn-Asp-As s AL, ”?5’ % \ W [1730.1 F 7767
Glu-Gly-Phe-Phe-Ser-AlatArgaTyr| 4% /1 1 1

744. |FIBROBLAST GROWTH #22 [Phe-Asn-Leu-Pro-Leu-Gly-Ash- ' 10.2903(.099999999999998 -10.1 -8.6 | F 3635
FACTER, ACIDIC Tyr-Lys-Lys-Pro it
(Fragment 1-11)

745. |FIBROBLAST GROWTH #22 |Pro-Ala-Leu-Pro-Glu-Asp-Gly-Gly=+-2: 797 |(-62-5-5-6-6-4.1-1-3.8-.6.2|F 5895
FACTER, BASIC (Fragment Ser—Gly-AIa~Phe-Prquro-Gly-H|s- -3.3-10.2-13-15.3-14.4-15.3
1-24) Phe-Lys-Asp-Pro- —

746. |FIBROBLAST GROWTH #22 |Tyr-Arg-Ser-Arg- Lk-jyr-Ser—Ser- 1 11.0176|-18.8-18.8-10.1-7.5 .8 4.7 2.1 | F 3768
FACTER, BASIC (Fragmentw Trp-Tyr-Val-Ala-Leu-Lys-Arg =
106-120) 3 ‘LJ

747. |FOLLICULAR #22 |Thr-Asp-Thr-Ser-His-His-Asp-GIn-| 14 | Human 1648 | 4.9712 |-19.1-25.1 -23.2-23.2-19.6 - |F 7892
GONADOTROPIN- Asp-His-Pro-Thr-Phe-Ash 4, .’ 16.4
RELEASING PEPTIDE claleln E Hq % gﬁl ]Q_ If}a‘%

748. |GLN-ALA-THR-VAL-GLY- #22 |GIn-Ala-ThrVal-Gly:Asp*llesAs uma .5[04.2652 |-1.8-1.8-3.6-9-13.6 -11.3-4 - |G 9898
ASP-ILE-ASN-THR-GLU- Thr-Glu-Arg-Pro-Gly-Met-Leu- 12-5.7-57-261.9
ARG-PRO-GLY-MET-LEU- Asp-Phe-Thr-Gly-Lys ¢ . /s
ASP-PHE-THR-GLY-LYS : = L. ] 8‘ s ] a EJ
(Diazepam Binding Inhibitor Q Wf] a[ q ﬂ ’j ;IJ ] w ,g V
[DBI] Fragment 51-70) ]

749. |GLN-ALA-THR-VAL-GLY- #22 |GIn-Ala-Thr-Val-Gly-Asp-Val-Asn-| 18 1910.3]| 4.2068 [-2.11.4-3.9-9.3-13.9-9.7 -2.4 | G 3642

VIl



No.

Peptide Name

Category

Total

Sequemce Source [Disulfid [ MW pl Hydropathic index Product
Resiy 'f J Bridge Code
ASP-VAL-ASN-THR-ASP- Thr-Asp-Arg-Pro-Gly-Leu-Leu- WAL [/ -10.1-2.8-5.6
ARG-PRO-GLY-LEU-LEU- Asp-Leu-Lys _: _ /,':‘"
ASP-LEU-LYS — o —
(Octadecaneuropeptide ; —— 'f —
ODN) 2 | ot
750. |GLN-ARG-ARG-GLN-ARG- | #22 |[GIn-Arg-Arg-GIn-Arg-Lys-S £ 5 ‘ ‘\\ 1490.5|13.0849|-29.7 -31.4 -22.4 G 9016
LYS-SER-ARG-ARG-THR- Arg-Thr-lle \ .
ILE i .
751. |GLU-ALA-GLU (Thymosin #22 |Glu-Ala-Glu = \ 345.2 | 2.9185 G 2637
- a1 Fragment 25-27) = _':11‘9 h
752. |GLU-ALA-GLU-ASN #22 |Glu-Ala-Glu-Asn _ \ \ 4@9.3 2.9185 G 5775
"¢ |(Thymosin a1 Fragment 25- J I # \
28) L 4/ 8 " ‘
753. |g-D-GLU-GLY #22 |g-D-Glu-Gly s WAV NWJB G 3765
754. |GLU-SER-PRO-LEU-ILE- #22 |Glu-Ser-Pro-Leu-lle-Ala-Lys-V iT“ -’;_ \2331.1 10.1172(8.311.111.29.339-2.2.589 |G 1153
ALA-LYS-VAL-LEU-THR- Leu-Thr-Thr-Glu-Pro-Pro Pooyerl 8 4-14354232
THR-GLU-PRO-PRO-ILE- Thr-Pro-Val-Arg-Arg S | g
ILE-THR-PRO-VAL-ARG- g
ARG (Phospholipase A2 .
activating peptide) - 4
755. |GLY-ARG-GLY-ASP-ASN- #22 GIy-Arg-GIy-Asp-AsP!fro 6.85 G 2529
PRO b
756. |GLY-GLN #22 |Gly-GIn wdi 6 G 5149
757. |GLY-GLU-GLN-ARG-LYS- #22 Gly-GIu-GIn-Arg—Lys-ﬁa—Val—Tyr— 6.89 (-12.2-153-8-582.5 G 3774
IASP-VAL-TYR-VAL-GLN- Val-Gln-Leu-Tyr-Leu _
LEU-TYR-LEU
(Thymopoietin Il Fragment ¢ o '!U -
29-41) Gifﬂﬂlf\q'z eINA
758. |GLY-GLY-ARG #22 [Gly-Gly-Arg | | [ L0 @ L. [2892[011.13 G 6887
759. |GLY-GLY-HIS (Copper #22 |[Gly-Gly-His " 3 269.1 | 7.91 G 5772
binding peptide) ¢ a | v/
760. |GLY-GLY-TYR-ARG #22 W a 4 #E ﬁ G 5386
761. |[GLY-HIS-ARG-PRO #22 |Gly-His- Pri A ogpaNTY 4664 | 1191131 G 8636
(Human fibrin b-chain q
fragment 1-4)

STT



No. Peptide Name Category Sequemce Disulfid | MW pl Hydropathic index Product
F‘ Bridge Code
762. |GLY-HIS-LYS (Liver cell #22 |Gly-His-Lys I V 341.2 | 10.285 G 1887
growth factor) - 4
763. |GLY-PEN-GLY-ARG-GLY- | #22 [Gly-Pen-Gly-Arg-Gly-Asp-Se=._ |- ’ 818.4 G 5275
ASP-SER-PRO-CYS-ALA Pro-Cys-Ala —]
(Pen2,Cys9 cyclic) ™ —
764. |GLY-PHE-ASP-LEU-ASN- #22 |Gly-Phe-Asp-Leu-Asn-Gly- - 8904 | 3.125 |2.222 G 9773
GLY-GLY-GLY-VAL-GLY Gly-Val-Gly e
(Speract)
765. |GLY-PRO-ARG-PRO #22  |Gly-Pro-Arg-Pro 426.4 | 11.13 G 1895
766. |GLY-PRO-ARG-PRO #22 |Gly-Pro-Arg-Pro-NH2 442 .4 17 G 5779
AMIDE
767. |GLY-PRO-GLY-GLY #22 |Gly-Pro-Gly-Gly ?56.1 6 G 6011
768. |GLY-VAL-LEU-SER-ASN- #22 |Gly-Val-Leu-Ser-Asn-Vallle- 2458.7(10.6889|10.3 14.510.32.6 3.36.4 1.5- [G 9031
VAL-ILE-GLY-TYR-LEU- Tyr-Leu-Lys-Lys-Leu- 3.4-1.23.9-3.82.310.410.4
LYS-LYS-LEU-GLY-THR- Ala-Leu-Asn-Ala-Val-Leu- 10.8 4.1
GLY-ALA-LEU-ASN-ALA- |
VAL-LEU-LYS-GLN (PDQ)
769. |GRANULIBERIN R #22 |Phe-Gly-Phe-Leu-Pro-lle-T 1441.1|12.484216.1 -2.8 -6 -4.2 -8 G 7897
Arg-Pro-Ala-Ser-NH2 , —1
770. |HEAT SHOCK PROTEIN, #22 |Thr-Phe-Gly-Leu-GIn-Leu-Glu-- v TR 1019.8| 3.08 |54 H 1899
65 kD, Mycobacterium bovis Leu-Thr ) b
BCG, FRAGMENT 180-188 hy
771. |[Ser442,447]-HEAT SHOCK| #22 |Val-Leu-Gly-Gly-Gly-Ser-Ala-Leu- 3.6665 (154 11.22.175.8812.6 10.8 |H 2148
PROTEIN, 65 kD Leu-Arg-Ser-lle-Pro-Afa-Leu-Asp- 27276.557346-42-115
FRAGMENT 437-460 Ser-Leu-Thr-Pro-Ala-Ash-Glu-Asp
772. |HEPATITIS B VIRUS PRE- | #22 1Met—Gln-Trp-Asn-Ser-Thr-Thr- 9.7015 |-8.6-14-11.2-6.5-6.5-5.7 - H 7395
REGION (120-145) Phe-His-GIn-T r-Leu-Glrﬂ' 10.1-9.4-12.5-9.3-10.7-6.2 -
Pro-Arg-Va|€3-wLEij%n$t EJ 1 '] ﬂ ‘ﬁ 11.3-5-31.34.4-2
Pro-Ala-Gly-Gl
773. |HIRUDIN FRAGMENTS #22 |Gly-Asp-Phe-Glu-Glu-lle-Pro-Glu- 1299.9 H 6894
([Tyr(SO3H)63]-Fragment Glu-Tyr[SO3H]-Leu-Gin — ! o/
54.65) AW QAANSH 191980790011 %ﬁl
774. [HIRUDIN FRAGMENTS #22 |Gly-Asp-Phe-Glu-Glu-lle-Rro-Glu- aN ) 1463 |12 #12.2 -13.1 -5.8 -12.1 H 6769
(Fragment 54-65 Non- Glu-Tyr-Leu-Gin
Sulfated)

911



No. Peptide Name Category Sequemce Total | Source Disulfid | MW pl Hydropathic index Product
Residue|l | Bridge Code

775. |HIRUDIN FRAGMENTS #22 |Asp-Phe-Glu-Glu-lle-Pro-Glu-Glu-| 11 f '[/ 1242.9 H 8894
([Tyr(SO3H)63]-Fragment Tyr[SO3H]-Leu-GIn - * 4
55-65) — : -

776. [HIRUDIN FRAGMENTS #22 Asp-Phe-GIu-GIu-IIe-PrO-mE 11 @ | 1406 | 2.7054 [-13.1-5.8 -12.1 H 7019
(SFurﬁagg:)nt 55-65 Non- Tyr-Leu-GIn ‘_—___..-d; : “‘P--..__-J*

777. IN-Acetyl-HIRUDIN #22 Acetyl-GIy-Asp-Phe-W ?7/ 12429 H 7144
FRAGMENTS (Ac-[Tyr Pro-Glu-Glu-Tyr[SO3H]-L "y }
(SO3H)63]-Fragment 54-65) v/ B

778. [N-Acetyl-HIRUDIN #22  |Acetyl-Asp-Phe-Glu-Glu-lle-Pr R 1284.9 H 9144
FRAGMENTS (Ac-[Tyr Glu-Glu-Tyr[SO3H]-LeusCin s \ )
(SO3H)63]-Fragment 55-65) G W -

779. [N-Acetyl-HIRUDIN #22 |Acetyl-Gly-Asp-Phe-Glu.@lu-jle- & “12- 1 1406 H 7269
FRAGMENTS (Ac- Pro-Glu-Glu-Tyr-Leu- Ry \
Fragment 54-65 Non- p IR '
Sulfated) A 1

780. [N-Acetyl-HIRUDIN #22 |Acetyl-Asp-Phe-Glu-Glu-lle-Rro- r:iﬂ" T ‘ 1448 H 9019
FRAGMENTS (Ac- Glu-Glu-Tyr-Leu-GIn ,’,:\.g;_f_:... v Jy
Fragment 55-65 Non- e
Sulfated) g v

781. |HIS-ASP-MET-ASN-LYS- #22 His—Asp—Met-Asn-Lyj-Val-Leu- 9 5.1366 |-3.9 H 3021
VAL-LEU-ASP-LEU (Anti- Asp-Leu -
Inflammatory Peptide 2) \ 7

782. |HIS-LEU-GLY-LEU-ALA- #22 |His-Leu-Gly-Leu-Ala-Arg 6 10.905 H 0765
ARG (Anaphylatoxin ‘
peptide C3a, human: 72-77)

783. |HIS-LYS-ALA-ARG-VAL- #22 |His-Lys-Ala-Arg-Val-Leusp-Nitro- | 11 Q/ 1157.9 H 5397
LEU-p-NITRO-PHE-GLU- Phe-Glu-Al ‘ Y
ALA-NLE-SER AMIDE (HIV w ﬁﬁfg V EJ ﬁ EJ ] ﬂ ‘ﬁ
Protease Substrate)

784. [HIS-PRO-PHE-HIS-LEU-D- | #22 [His-Pro-Phe-His-Leu-D- Leu-Val- 25 1024.8| 7.806 H 5396
LEU-VAL-TYR Tyh - T Watl n I YaVaX 1, 0- 10 |

785. |D-HIS-PRO-PHE-HIS-LEU- | #22 'ﬂhe ﬁé@y{ [ j E w d 17 i H 6137
y-[CH2NH]-LEU-VAL-TYR [CH

786. [HISTONE H2A FRAGMENT| #22 |Ala-lle-Arg-Asn-Asp-Glu-Glu-Leu- 3755.9|110.4264 [-8.4 -13.7-18.3-10-6.9-3.4 .4 |H 8647

LTT



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residde) | J , | Bridge Code
86-120 (MB-35) Asn-Lys-Leu-Leu-Gly-Lys-Val- T 8 [32399296541.258135
Thr-lIe-AIa-GIn-GIy-GIy-VaI-Lg;h % 7.78449-4499513.713.3
Pro-Asn-lle-Gin-Ala-Val-Ley- ‘ = 796910
Pro-Lys-Lys-Thr — B "
787. [HIV ENVELOPE PROTEIN | #22 Arg-lIe-Leu-AIa-VaI-GIWE/@S ™ — 2648 | 9.5087 [4.38.8 .4-10.4 -15.7 -16.1 -8.8 | H 4521
(gp41) FRAGMENT 579-601 Leu-Lys-Asp-GIn-Gin-Leu-L 7 — -4.71.1-36-1598611.77.9
Gly-lle-Trp-Gly-Cys-S u‘}"f L .
788. [HIV ENVELOPE PROTEIN | #22 |Cys-Thr-His-Gly-lle-Arg-P 2207.7| 7.187 [51.71.71.4564.913.214.8 [H7769
(9p120) FRAGMENTS Val-Ser-Thr-GIn-Leu- ' S N - 6.71.76.38.88.8
(Fragment 254-274) Asn-Gly-Ser-Leu-Ala-Glu P
789. |HIV ENVELOPE PROTEIN | #22 |Asn-Asn-Thr-Arg-Lys- 24 _‘;,, 2645.2|112.9649|-12.4 -12.4 -8.9-13.1 -10.2 -6.7 | H 7894
(gp120) FRAGMENTS lle-GIn-Arg-Gly-Pro- S /§ F - -5.9-13.1-58-6.1-3.35.75.7
(Fragment 307-330) Phe-Val-Thr-lle-Gly-Lys-|i€ La.r Y, 7.38.3124
790. |HYDRA PEPTIDE #22 |pGlu-Pro-Pro-Gly-Gly-Se . ~'ﬂ h 11142.8 H 4770
Val-lle-Leu-Phe b ks [ ] )elda 3
791. |HYDRA PEPTIDE #22 |Lys-Val-lle-Leu-Phe 23T I8 | 619.5 | 9.985 H 6263
FRAGMENT 7-11 —do. N
792. [IBERIOTOXIN #22 |pGlu-Phe-Thr-Asp-Val-Asp-Cys+ 1}--37 rpion|[Disulfid| 4254 12141
Ser-Val-Ser-Lys-Glu-Cys-Trp-Ser-|—— , e
Val-Cys-Lys-Asp-Leu-Phe-Gly- L | tan idges:
Val-Asp-Arg-Gly-Lys:Cys-Met- r 7-28; { -
Gly-Lys-Lys-Cys-Arg-Cys-Tyr-Gln ' o4
\Z )
793. |ILE-PRO-ILE (Diprotin A) #22 |lle-Pro-lle o 3 =841.3 6 19759
794. (INDOLICIDIN #22 |lle-Leu-Pro-Trp-Lys-Trp-Pro-Trp- | 13 J926 17 |-24-85-13.2-11.6-19.1-15.8 | 1 0144
Trp-Pro-Trp-Arg-Arg-
795. |INHIBIN-LIKE PEPTIDE #22 [His-Asn-Lys-GIn-Glu-Gly-Arg- 31 | Hufan 3594.5| 11.302 |-29.2-29.5-29.9 -26.8 -23.3- [ 19638
Asp-His-As r+Lys-Gly-His- w EJ l'"] ﬂ s 24.1-26.9-19.6 -19.3-19.6 -
Phe-His-Ar @&I@lw EJ ‘ a 129-48 51.2-161.6-55-2.7
Lys-Gly-Gly-Lys-Ala-His-Arg-Gly 1.8-45-11.9-16.4-18.1
796. [INHIBIN, a-Subunit, #22 |Ser-Thr-Pro-Leu-Met-Ser-Trp-Pro| 32 | Human | s, 3636.9| 8.7734 |-1.6-16-25-1.7-3.7-1.8-1-.8 18516
FRAGMENT 1-32 __ 'S ‘ ' 6228-1.7-25-7.8-15.1 -
rﬁ ﬂ tGTA-P o ;IJ u w ,g V 8‘ a EIZ.Z -14.2-16.2-159-9.6 -8 -
-His-Ala-Asn-Cys-His-Arg 7.4-71-3.6
797. [INHIBIN, a-Subunit, #22 [Ser-Thr-Ala-Pro-Leu-Pro-Trp-Pro-| 32 | Porcine 3598.9 7.319 |-25-25-34-34001.61.87. | 1 8641

8IT



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residugl | | / , | Bridge Code
FRAGMENT 1-32 Trp-Ser-Pro-Ala-Ala-Leu-Arg-Leu- 1 [ 4654.9-25-78-151-12.2-
Leu-GIn-Arg-Pro-Pro-Glu-Glu-Pro. ‘ n" 14.2-13.8-13.5-7.2-56-5-4.7
Ala-Val-His-Ala-Asp-Cys-His- e - -1.2
798. [INSULIN (Chain A, #22 |Gly-lle-Val-Glu-GIn-Cys[SQ3H]~ | 21 -? —| 2657 .1 11633
Oxidized From Bovine Cys[SO3H]-Ala-Ser-Val-C - ~—
Insulin) [SO3H]-Ser-Leu-Tyr-GIr'1'—K V‘/ i k h:‘L
Asn-Tyr-Cys[SO3H]-A 7 ALRN G
799. |INSULIN (Chain B, #22 |Phe-Val-Asn-GlIn-His-Leu- f{ “!‘ : 3558.7 16383
Oxidized From Bovine [SO3H]-Gly-Ser-His-L al-@lu { = 3
Insulin) Ala-Leu-Tyr-Leu-Val-Cys| A A
Gly-Glu-Arg-Gly-Phe-Phe-Ty “T=
Thr-Pro-Lys-Ala
800. |INSULIN CHAIN B #22 |Arg-Gly-Phe-Phe-Tyr-Th=Pro 10.4813|-5 | 5508
FRAGMENT 22-30 Lys-Ala
801. [INSULIN-LIKE GROWTH #22 [Ser-Arg-Val-Ser-Arg-Arg-Ser-A. 12.9572 13263
FACTOR Il FRAGMENT 33-
40
802. [INTERLEUKIN-1b #22 |Val-GIn-Gly-Glu-Glu-Ser-Asi- <=9 3.7271 |-14.5 14638
FRAGMENT 163-171 Asp-Lys
803. [KALIOTOXIN #22 |Gly-Val-Glu-lle-Asn-Val-Lys-Cys- |- 8.9351 |3.33.3-1.7.2-7.8-1.8-2.21.7 [ K 3630
Ser-Gly-Ser-Pro-Gln=Cys-Leu- -6.3-3-2.6-5.7-5.8-2.7 -3.3 -11
Lys-Pro-Cys-Lys-Agp-Ala-Gly- -4.9-3.7-10.1-3.71.7-1-32 -
‘Met-Arg-Phe-GIy-Lﬁ;_ﬁys-Met- 14.1-6.5-125-9.6 -6.4-10.5
Asn-Arg-Lys-Cys-His-Cys-Thr-Pro
804. |KASSININ #22 |Asp-Val-Pro-Lys-Ser-Asp-GIn- 701 |-56-25-29.64.5 K 0876
Phe-Val-Gly-Leu-Met-NHZ o,
805. [KATACALCIN (Human #22  |Asp-Met-Ser/Sér-Asp-Led-Glu- WJS% -14.4-141-16 -21.3-23.7 16 - | K 2627
calcitonin precursor peptide Arg-Asp-His -%Jlgi/gge? ! 20.6-15.2-12.3-12.3-13.6 -6.3
; PDN-21) Met-Pro-GIn-Asn-Ala-Asn -4.7
806. [KENTSIN (Contraceptive #22 [Thr-Pro-Arg-Lys 11.6406 K 0751
tetrapeptide) ™ 0 [ : |
807. [LEUCOKININ | #22 |Asp oﬁﬁw | gi ) L 2896
Gly-NH2
808. [LEUCOKININ Il #22 |Asp-Pro-Gly-Phe-Ser-Ser-Trp- 6.9 L 3021

6TT



No. Peptide Name Category Sequemce Total urce [Disulfid [ MW pl Hydropathic index Product
Reﬂ"{-‘ ﬁ Bridge Code
Gly-NH2
809. |LEUCOPYROKININ #22 pGIu-Thr-Ser-Phe-Thr—Pro-Arg-,__; 8 965.8 L 6268
Leu-NH2 —
810. |LEUCOPYROKININ #22 |Phe-Thr-Pro-Arg-Leu-NH ~ 649.6 17 L 5018
FRAGMENT 4-8 =
811. |LEU-LEU METHYL ESTER | #22 |[Leu-Leu-OMe . 275.2 L 7393
812. [LEU-MET-TYR-PRO-THR- | #22 [Leu-Met-Tyr-Pro-Thr-T 28.8]| 9.6414 L 0146
TYR-LEU-LYS (VIP-
Receptor binding inhibitor) -~
813. |LEU-PRO-PRO-SER-ARG #22 |Leu-Pro-Pro-Ser-Arg 569.5 | 11.11 L 3146
814. |LEU-SER-p-Nitro-PHE-NLE-| #22 |Leu-Ser-p-Nitro-Phe- 564 .4 L 8138
ALA-LEU METHYL ESTER OMe
815. [LEVITIDE #22 |pGlu-Gly-Met-lle-Gly-ThraLeu 1679.2 L 56522
Ser-Lys-Arg-lle-Lys-Gln-
816. |LITORIN #22 |pGlu-GIn-Trp-Ala-Val- Gly- S- 11118.8 L 2258
Phe-Met-NH2
817. |LOCUSTAPYROKININ #22 |pGlu-Asp-Ser-Gly-Asp-Glu-Tgp- 4~ 46 | | 1912.4 L 1658
Pro-GIn-GIn-Pro-Phe-Val- Pro-Argﬂ— == ig
Leu-NH2 :
818. |[Gly6]- #22 pGIu—Asp-Ser-GIy-As\p—Gly-Trp— = L 7279
LOCUSTAPYROKININ Pro-GIn-GIn-Pro-Phe-Val-Pro-Arg
Leu-NH2 Y
819. [LYS-ALA-ARG-VAL-NLE-p- [ #22 [Lys-Ala-Arg-Val- Nle!pﬂ:htro-Phe- L 6525
Nitro-PHE-GLU-ALA-NLE Glu-Ala-Nle-NH2 |
AMIDE (HIV Protease -J
Substrate) ,,
820. |LYS-ARG-GLN-HIS-PRO- #22 |Lys-Arg-GIn-His-Pro-Gly = “=* L 4647
GLY (TRH precursor %T u gJ ’g 1’
peptide fragment 1-6) )
821. |LYS-ARG-GLN-HIS-PRO- #22 |Lys-Arg-Gln-His-Pro-Gly-Lys-Arg , L4772
GLY-LYS-ARG ) P - /
822. [LYS-CYS-THR-CYS.CYS- | #22 LysﬁW@ I *w I 1‘ FW L4512
ALA ‘
823. |LYS-GLN-ALA-GLY-ASP- #22 |Lys-GIn-Ala-Gly-Asp-Val 6 616.3 | 6.54 L2776

VAL

oct



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residuel ' ' J . | Bridge Code
824. |LYS-GLU-GLU-ALA-GLU | #22 |Lys-Glu-Glu-Ala-Glu AV V 602.4 | 3.7822 L 3760
([Lys23]}-Thymosin a1 4 -
Fragment 23-27) _tw - — i
825. [LYS-LYS-ARG-ALA-ALA- #22 |Lys-Lys-Arg-Ala-Ala-Arg-Ala=Fhii=f 9 f - s 1007.7 17 -12.9-12.9 L 2275
ARG-ALA.-THR-.SE.R'AMlDE Ser-NH2 ‘___.—-H; | ~ “""""-b
(Myosin kinase inhibitor) ; 2T -
826. [LYS-PHE-HIS-GLU-LYS- #22 |Lys-Phe-His-Glu-Lys-His : “}1564.1[10.2863[-22.1 -18.2 -25.0 -24 L 7404
HIS-HIS-SER-HIS-ARG- His-Arg-Gly-Tyr '
GLY-TYR (Histatin 8) - -
827. [LYS-PRO-PRO-THR-PRO- | #22 [Lys-Pro-Pro-Thr-Pro-F ST 1188.1] 4.0788 [-17.7 -17.3-16.4 L 0765
PRO-PRO-GLU-PRO-GLU- Pro-Glu-Thr = X
THR -
828. |LYS-THR-LYS-CYS-LYS- #22 |Lys-Thr-Lys-Cys-Lys-Ph 4-10 | 1231 |10.6299(-11.1-4.7 L 8027
PHE-LEU-LYS-LYS-CYS Lys-Lys-Cys A
829. |LYS-TRP-LYS #22 |Lys-Trp-Lys \ 1 462.4 |1 10.8099 L 5384
830. LYS-TYR-LYS #22 [Lys-Tyr-Lys \ 1f 439.3 110.2903 L 3271
831. [MAGAININ | #22 [Gly-lle-Gly-Lys-Phe-Leu-His-Ser- ] 2411.4(10.8259(4.242-3-125-3-6.2-24.8 [M7152
Ala-Gly-Lys-Phe-Gly-Lys-Ala- u <2 26-5797356.6
Phe-Val-Gly-Glu-lle-Met-Lys- Ser ‘
832. IMAGAININ Il #22 |Gly-lle-Gly-Lys-Phe-Leu-His-Ser-4-- 10.8259|4.2 4.6 -3.8 -4.5-1-3.8-9.7 -3.7|M 7402
Ala-Lys-Lys-Phe-Gly-Lys-Ala- 1.3-9-5797357
Phe-VaI-GIy-GIu-IIq'-%LAsu.Sar —
833. |[[Ala8,13,18]-MAGAININ I #22 |(Gly-lle-Gly-Lys-Phe-Léu-His-Ala- | 23 11.2849|16.87.2-1.2-1.93.81-491.1 [M8155
AMIDE Ala-Lys-Lys-Phe-Ala-tys-Ala- 35353912311.457927.4
Phe-Val-Ala-Glu-lle-Met-Asn-Ser-
[NH2
834. [MAST CELL #22 |lle-Lys-Cys-Asp-Cys-L is-| 22 7 |[Disulfid [ 2614.3]10.9688 | -5.3-5.3-1.4 -9.4 9171 -7 M 8036
DEGRANULATING Val- IIe-Lys- ﬁ sﬁA EJ 'm ﬁ "] | 8 [3825-1.1-31.421.367
PEPTIDE (MCD Peptide) Lys-lle-Cys- ridges:| | |
3-15; 5-
| € 19 LY
835. IMAST CELL #22 |l -Lys-Ala-| - £114 € ’a ) ] . EJ&G 14.317.86.214.316.3 M 8655
DEGRANULATING Lﬁmmaﬁmﬁ ) ;J w ,J 1.8
PEPTIDE HR1 a
836. [MAST CELL #22 |Phe-Leu-Pro-Leu-lle-Leu-Gly-Lys-| 14 1541.2 16 16.6 18 1421151151087 |M 8780

Ict



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residuél | ' / _ | Bridge Code
DEGRANULATING Leu-Val-Lys-Gly-Leu-Leu-NH2 \\ L} V
PEPTIDE HR2 . /
837. IMASTOPARAN #22 |Val-Asp-Trp-Lys-Lys-lle-Gly-Gln- | 14 | Poli 1652.2|10.8523|-10.6 -10.3-3-2.95.2 12.98.4 [M 8528
| His-lle-Leu-Ser-Val-Leu-Ni2ewf—  fiddwa -
838. IMASTOPARAN #22 |Ie-Asn-Leu-Lys-AIa-Leu-@aﬂu!‘ 4 ||Vespula 1498 16 [13.911.214.73.1 11.513.59.7|M 5280
l Leu-Ala-Lys-Lys-lle-Leu-NH ” 4| lewisii ‘F-‘.-.::‘.JL
839. [MELANIN #22 |Asp-Phe-Asp-Met-Leu-Arg-Cys Rat 71612389 | 8.2962 52832875528 .1 .1-2.7 -|M 4542
CONCENTRATING Met-Leu-Gly-Arg-Val-Tyr-Aré L 10-54
HORMONE Cys-Trp-GIn-Val = 3 -
840. [MET-ASN-TYR-LEU-ALA- #22 |Met-Asn-Tyr-Leu-Ala-Phe - ;:_..’c' 11158.9] 11.337 |1.3-4.1 M 6779
PHE-PRO-ARG-MET Arg-Met-NH2 # \ 3
AMIDE (Small cardioactive f fb AR
peptide B) A0 \ L LY
841. [MET-GLN-MET-LYS-LYS- | #22 [Met-GIn-Met-Lys-Lys-Va T . [1079.7] 9.8574 |-3.8 M 7782
VAL-LEU-ASP-SER (Anti- Asp-Ser L -4 %
Inflammatory Peptide 1) el
842. [MYELIN BASIC PROTEIN #22 (GIn-Lys-Arg-Pro-Ser-GIn-ArgsSer- 35" —— \ 1394.1]| 11.666 |-23.1-24.8 -17.1 M 6913
FRAGMENT 4-14 Lys-Tyr-Leu i) i ¥
843. |des-Gly77,des-His78- #22 [Tyr-Gly-Ser-Leu-Pro-GIn-Lys-Ala-|"—45 B vine 1730.2| 6.68 |[-9.4-8.1-13.8-16.5-20.3-25.7 |[M 3630
MYELIN BASIC PROTEIN GIn-Arg-Pro-Gln-Asp-Glu-Asn - -+ 2 ] L -26.1
FRAGMENT 68-84 \
844. [MYELIN BASIC PROTEIN #22 [Tyr-Gly-Ser-Leu-Pro-@lo-Lys-Ser-}_15 6.68 |-12-10.7-15.6 -18.3-22.1 -27.5(M 5167
FRAGMENT 68-82 (des Gln-Arg-Ser-GIn-A lu-Asn -27.9
[Gly77,His78]-Ser75,80- —?
Myelin Basic Protein Bovine _J
Fragment 68-84)
845. [C-TYPE NATRIURETIC #22 |Gly-Leu-Ser-Lys-Gly-Cys-Phe- 22 L] 6-22 12200.3| 9.1783 [77.43.5.447512.2-1.4.9- [N 8768
PEPTIDE (CNP) Gly-Leu-Lys p-Arg-| ] EJ lﬁ QN EJ q ﬂ] | 3.7-2-2299.9
Ser-Met-SerGly- Cy ' !
846. |C-TYPE NATRIURETIC #22 |Asp-Leu-Arg-Vial-Asp-Thr-Lys- 53 | Human | 37-53 | 5809 [10.9365 [-12.4-8.1-10.1 -6.5-8.9-54- |N 1021
PEPTIDE-53 Ser-Arg-AIa-AIa-Trp-Ala—Arg Leu- ¢ F-9 9. 15423-46-44-78-69-104
, g ] -5.9-14.2-23.2-19.7-20.5-15.5
Lys rﬁ @ Iyq ,:J w fJ v] E’ ] a Ej7.4-13.9-24.1 -19.4-11.7 -
Gly-Leu-Ser-Lys-Gly-Cys-Phe- 11.2-7.3-11.2-105-42-77

Gl j—Leu-Lys -Leu-Asp-Arg-lle-Gly-

7.435.4475122-14 .9-3.7

cct



No. Peptide Name Category Sequemce Total | Source |Disulfid [ MW pl Hydropathic index Product
Residu J 4 | Bridge Code
Ser-Met-Ser-Gly-Leu-Gly-Cys W77, -2-22999
847. |a-NEUROKININ (Substanc | #22 His-Lys-Thr—Asp-Ser—Phe-Val-QL: 10 / }; 1149.7| 10.06 |-1.73.47.3 N 4267
K ; Neurokinin A ; Leu-Met-NH2 — o —
Neuromedin L) —— |-
848. [a-NEUROKININ #22 |Asp-Ser-Phe-Val-Gly-Le | 782.4 6.9 N 5141
FRAGMENT 4-10 NH2 / -
849. [[Ala5,b-Ala8]-a- #22 |Asp-Ala-Phe-Val-b-Al / 15709.4 N 6144
NEUROKININ FRAGMENT NH2 1
4-10 , 9 -
850. |[Tyr5,D-Trp6,8,9,Lys10]}-a- #22 |Asp-Tyr-D-Trp-Val-D-Trp- e .:.. 0 ' 1097.9| 6.8 N 2272
NEUROKININ FRAGMENT Lys-NH2 — T | A
4-10 o (E7 &%
851. INEUROMEDIN B #22 |Gly-Asn-Leu-Trp-Ala-Th 104 ‘Pi;_;cine \ ‘148.8 14 -7165.1 N 3762
Phe-Met-NH2 A 4 !
852. INEUROMEDIN C (GRP #22 |Gly-Asn-His-Trp-Ala-Val- [ ;-»:.4' K] \ 11368 14 |-18 54 N 6388
[18-27)) Leu-Met-NH2 ISR 1
853. |[Ser2]-NEUROMEDIN C #22[Gly-Ser-His-Trp-Ala-Val-Gly fis- [=40 =5 1 [1109.7 14 9324 N1773
Leu-Met-NH2 e R
854. INEUROMEDIN K (b- #22 |Asp-Met-His-Asp-Phe-Phe-Val- { -‘iFQ \ _:'w_ - 1224.7]| 5.1334 [4910.38.4 N 4143
Neurokinin) Gly-Leu-Met-NH2 B v o -
855. INEUROMEDIN N #22 Lys-lle-Pro—Tyr-IIe%?& 6 | Porcine | 746.6 | 9.5868 N 6513
856. INEUROMEDIN U-8 #22 |Tyr-Phe-Leu-Phe- ?m:ﬁmg 8 — 12.4842 N 4263
Asn-NH2 A 3-5)
857. INEUROMEDIN U-25 #22 |Phe-Lys-Val-Asp-Glu-Glu-Phe- 25 ﬂ60.6 11.363 |-8.56-129-45-45-18-1.81.7 [N 8138
GIn-Gly-Pro-lle-Val-S In-Asn- s -46-56-11-66-7.3-8.7-7.9-
Arg-Arg-Tyr-Phe-Leu-Phs.-Arg- 10.5-11.5-11.5-6
_ Pro-Arg-Asn-NH2 T & | | &
858. INLE-ARG-PHE AMIDE #22 |Nle-Arg-Phe:NH2T | =1 ° }( } 4 39. N 3637
859. |OSTEOCALCIN #22 |[Gly-Ala-Pro-Val-Pro-TyrPro‘As 13 uman =" 11406:.1(*3.9908 [-5.6 -1.4 -6.7 -6.7 -10.9 0 3632
FRAGMENTS (Fragment 7- Pro-Leu-Glu-Pré-Arg
19) _ . ‘l 1o | | &
860. [OSTEOCALCIN #2 [Gly; éﬂbtﬁwﬁﬂ ER A erm.s 1214412548  |04507
FRAGMENTS (Fragment Phe-Tyr-Gly-Pro- | ¢ |
37-49)
861. |OSTEOCALCIN #22 |Phe-Tyr-Gly-Pro-Val 5 Human 581.4 5.7 0 4382

€ct



No. Peptide Name Category Sequemce Total | Source |Disulfid | MW pl Hydropathic index Product
Residu ! l y Bridge Code
FRAGMENTS (Fragment 1} V |
45-49) g ;,
862. |[Tyr38,Phe42,46]- #22 Tyr—GIn-GIu-AIa-Phe-Arg-Ar&L i [1517.2] 96166 |-7.1-6.2-4.334 0 4632
OSTEOCALCIN Phe-Phe-Gly-Pro-Val .|
FRAGMENT 38-49 -
863. [PARDAXIN ([Gly31]- #22 Gly-Phe-Phe-Ala-Leu;@ﬁ 3322.9[10.0865[14.319.2156 128686 6.9 |P 0435
Pardaxin P1) lle-lle-Ser-Ser-Pro-Le - . 4678716.46491481067
Thr-Leu-Leu-Ser-Ala-Val-Giy- 12.717.212688581.2-1.9-
Ala-Leu-Ser-Ser-Ser- 5 N 4.6
Glu = \
864. [PEPTIDE | OF T. wagleri #22 |Gly-Gly-Lys-Pro-Asp-L 22_'1 -4 VI KRAR] 2625.2(10.3772|-9.6 -12.4 -13.6 -11.3-7.2-6.9 - | P 2312
VENOM Pro-Cys-His-Pro-Pro-Cys-His-Tyr-(* . | rb é - 12-3-3-55-8.4-6.8-10.7-13.2
lle-Pro-Arg-Pro-Lys-Pro- - \ ,
865. [PEPTIDE Il OF T. wagleri #22  |Gly-Gly-Lys-Pro-Asp-Leti-Ar Y ki P Y‘a 2551.2|10.1166 [-9.6 -10.5-11.7 -9.4 -53 -5- | P 2437
VENOM Pro-Cys-Tyr-Pro-Pro-Cys-His-Tyr-[+ « & |- o & 8 [10.1-1.1-1.1-36-8.4-6.8-10.7
lle-Pro-Arg-Pro-Lys-Pro-/ Al 8 ) -13.2
866. |pGLU-ALA-GLU #22 |pGlu-Ala-Glu S . | 3452 P 3037
867. |pGLU-ASN-GLY #22 |pGlu-Asn-Gly i |- <Al ¥ | 317.2 P 5148
868. |PGLU-ASP-PRO-PHE-LEU-| #22 |pGlu-Asp-Pro-Phe-Leu-Arg-Phe- T ==t 937.7 P 3807
ARG-PHE AMIDE NH2 B s |
869. [pGLU-GLU-PRO AMIDE #22 |pGlu-Glu-Pro-NH2 ™ 3 | h387.3 P 2053
870. [pGLU-GLY-ARG-PHE #22 |pGlu-Gly-Arg-Phe- - & P 9799
AMIDE ﬁ ;mf
871. |pGLU-HIS-GLY #22 |pGlu-His-Gly ar 3 0.2 P 4147
872. |pGLU-HIS-GLY AMIDE #22  |pGlu-His-Gly-NH2 ;_J ' 3 366.2 P 4022
873. |pGLU-HIS-PRO (TRH free | #22 [pGlu-His-Pro 3 380.3 P 3905
acid) PP —
874 |pGLU-HIS-PRO AMIDE #22 pGIu-His-Prﬂ%u 2] m P 1319
(TRH ; Thyrotropin releasing
hormone) 4
875. |pGLU-HIS-PRO-GLY (TRH-{ #22 |pGlu-His-Pro-Gly ’]4§’I3 "1 “-""E |] P 2687
Gly) , | a
876. |pGLU-3-METHYL-HIS-PRO | #22 [pGlu-3- yl-His-Pro- 14103 | | Lt P 5173
AMIDE ([3-Methyl-His2]- q
Thyrotropin Releasing

ver



No. Peptide Name Category Sequemce Total | Source [Disulfid | MW pl Hydropathic index Product
Residu 4 | Bridge Code
Hormone) I/,
877. [pGLU-SER-LEU-ARG-TRP | #22 [pGlu-Ser-Leu-Arg-Trp-NH2 5 s/ 705.6 P 9924
AMIDE — : '
878. [PGLU-VAL-ASN-PHE-SER- | #22 |pGIu-Val-Asn-Phe-Ser-ProsGly=={~10 |+ w11107.8 P 0175
iRO—GLY-TRP-GLY-THR Trp-Gly-Thr-NH2 — l —
MIDE r il -
879. [PHE-GLY-GLY-PHE #22 |Phe-Gly-Gly-Phe 71BN 4262 57 P 3626
880. |PHE-GLY-PHE-GLY #22 |Phe-Gly-Phe-Gly I 4 ' 4262 | 58 P 3751
881. [PHE-LEU-ARG-PHE AMIDE| #22 |Phe-Leu-Arg-Phe-N 15 A% 5085 17 P 5652
882. |PHE LEU-GLU-GLU-ILE #22  |Phe-Leu-Glu-Glu-lle ST 6475 | 3.024 P 9396
(Rat prothrombin precursor — - \ oA
sequence 5-9) = _7§ AR
883. |PHE-LEU-GLU-GLU-LEU #22 |Phe-Leu-Glu-Glu-Leu S5 TN\ W647.5] 3.0287 P 5523
884. |PHE-LEU-GLU-GLU-VAL #22 |Phe-Leu-Glu-Glu-Val W W | '633.5]3.0006 P 5398
885. |PHE-LYS-ALA-b- #22 [Phe-Lys-Ala-b-CyclohexylAla b= [ 8 |~ = \ T7oe.5 P 9067
CYCLOHEXYL-ALA-b- Cyclohexyl-Ala-Leu-D-Ala-Ar iy N
CYCLOHEXYL-ALA-LEU-D- A7 Tl
ALA-ARG (C5a Inhibitory G
Sequence) AR LT" EE
886. [PHE-MET-ARG-PHE AMID | #22 |Phe-Met-Arg-Phe-NH2 BBV 6165 | 17 P 5325
887. |PHE-MET-ARG-D-PHE #22 |Phe-Met-Arg-D-Phe-NH2 4 6165 P 6785
AMIDE Tz - — 1
888. |PHE-MET-D-ARG-PHE #22 Phe~Met-D-Arg-Phé\M_ﬂ? 4 6165 | 14 P 6910
AMIDE i Tl
889. [PHE-D-MET-ARG-PHE #22 |Phe-D-Met-Arg-Phe-NH2 4 6165 17 P 6660
AMIDE " .
890. |D-PHE-MET-ARG-PHE #22 |D-Phe-Met-Arg-Phe-NHZ. ] P 6165 = 17 P 6535
AMIDE ﬁi”ﬁl’]vmﬁﬂﬁj
891. [PHEROMONOTROPIN #22 |Lys-Leu-Ser Tyr-Asp-Asp-Lys- =" 12214'6|"6.859 [-6.1-5.7-9.5-8-10.2-3.9-1.1 |P 0701
Val-Phe-Glu-Ash-Val-Glu-Phe- 1.2-3-65-6.5
Thr-Pro-Arg-Leu-NH2 ¢ = P P
892. [PHE-SER-TRP-GLY-ALA- | #22 [Phé-Ser=irp-Gly- -Gly-Gln- 9 P 6272
GLU-GLY-GLN-ARG Arg ‘ {
(Experimental allergic
encephalogenic peptide)

gct



No. Peptide Name Category Sequemce Total ource Disulfid | MW pl Hydropathic index Product
Resit| | Bridge Code
893. [PHYSALAEMIN #22 [pGlu-Ala-Asp-Pro-Asn-Lys-Phe- | 41" / 1298.8 P 2149
Tyr-Gly-Leu-Met-NH2 -
894. [PLATELET MEMBRANE #22 [Thr-Asp-Val-Asn- Gly-Asp-ﬁﬁ_'ﬂ =t [1195.7] 4.2004 [-15.5-18.3 -11 P 9684
GLYCOPROTEIN IIB Arg-His-Asp-Leu _— Y
PEPTIDE FRAGMENT 296- -
306 dx’
895. [PNEUMADIN #22  |Ala-Gly-Glu-Pro-Lys- s 7.05 [-59-35-3.1 P 9317
Gly-Val-NH2
896. [PNEUMADIN #22  |Tyr-Gly-Glu-Pro-Lys-Let-Asp-Ala- 668 [-9-35-3.1 P 9192
Gly-Val-NH2
897. [PRO-ASP-VAL-ASP-HIS- #22  |Pro-Asp-Val-Asp-His-\al-Phé- 8.349 (323166 P 2178
VAL-PHE-LEU-ARG-PHE Leu-Arg-Phe-NH2
IAMIDE ;
898. [N-proCALCITONIN 1-57 (N| #22 |Ala-Pro-Phe-Arg-Ser-Ala-Lal- 57. 3.8692 [-1-36-36-46-1-4.4-4.4-89|P 8424
proCT) Ser-Ser-Pro-Ala-Asp-Pro-Ala-Thr-f+ = = -1.6-16-43-27-11.5-6.2-46
Leu-Ser-Glu-Asp-Glu-Ala*Ar IR .7.1-26-2605.312.620.3 15
Leu-Leu-Leu-Ala-Ala-Leu-ValF  =—— + 19.5610.911.344.12.3-3.6-8.6
Gln-Asp-Tyr-Val-Gln-Met-Lys-Algih - e 37.# -8.6-1.3-3.5-11.2-11.2-16.6 -
Ser-Glu-Leu-Glu-GIn-Glu-GIn-Gluf— + | 16.2-18 -25.2 -22.1 -26.7 -24 -
Arg-Glu-Gly-Ser-Ser-Leu-Asps- —p- [ S fe 16.7-13.2-14-12.1 7.6 -0.4
Ser-Pro-Arg-Ser
899. [PROCTOLIN #22 _|Arg-Tyr-Leu-Pro-Thr= : 9.5584 P 4280
900. [PRO-HIS-PRO-PHE-HIS- #22 Pro-His-Pro-Phe-Fﬂéj.he—Phe— 10.1953[1.7 3.3 P 2402
PHE-PHE-VAL-TYR-LYS Val-Tyr-Lys -
(Renin Inhibitor ; Pro- Ly
[Phe5,6]-Octapeptidyl
Lysine) ¢ o v/
901. [PRO-LEU-GLY AMIDE #22 |Pro-Leu-Gl w & QN 15 P 9887
902. [PRO-LYS-LYS-LYS-ARG- | #22 |Pro-Lys-Lys-Lys- ValiGlu-| [12 ] 1493.2[10.3426 [-21-24.5-21.9-155 P 6296
LYS-VAL-GLU-ASP-PRO- Asp-Pro-Tyr-Cys 7
TYR-CYS ¢ Br-- Q/
903. [PRO-PHE-GLY-LYS #22 |Pro-Rhé&Gly-Lys I a 4433 2 P 6691
904. [PROTEIN #22  [Tyr-Gly-Val-Tyt- -Val-S ;%% H 11900.4[/9:2815.]0 -45-3-45-76 -2.4 -1.7 P 5818
C,ACTIVATED,FRAGMENT IArg- r—Leu-Asp-Trp lle-His
390-404

9cT



No. Peptide Name Category Sequemce Total | Source [Disulfid [ MW pl Hydropathic index Product
Residdey § 4 Bridge Code
905. [PRO-THR-PRO-SER #22  |Pro-Thr-Pro-Ser-NH2 . \4\‘ f y 416.3 15 P 8179
AMIDE - "‘4
906. |RANAKININ #22  |Lys-Pro-Asn-Pro-Glu-Arg-Phe-"{" 11 ' . |1368.1(10.4958(-17.5-9.8 -6.3-2.8 R 4892
Tyr-Gly-Leu-Met-NH2 — K "
907. |RANATENSIN #22 [pGlu-Val-Pro-GIn-Trp-Ala- e 1 ~ 1315 R 9002
His-Phe-Met-NH2 . L '
908. |SARAFOTOXIN S6a1 #22 |Cys-Ser-Cys-Lys-Asp- Wi JiBisu 15.8| 4.4149 |-55-15.4-12.1-10.8 -10.4 -4.1 | S 1522
Asp-Lys-Glu-Cys-Leu \ -3.5-6-6-212141-6
Cys-His-GIn-Asp-Val- ¥\ |Bridgesy.
3 1%35;3—
1 '
909. |ISARAFOTOXIN S6b #22 |Cys-Ser-Cys-Lys-A [Disu 64.8| 4.4149 |-55-15.4-12.1-10.8-8.2-1.9-[S 4146
Asp-Lys-Glu-Cys-Leu-T 1.3-3.8-3.8.1436.316
Cys-His-Gln-Asp-Val- ridges:
#4 | 14153
1
910. [SARAFOTOXIN Sé6¢ #22 |Cys-Thr-Cys-Asn-Asp-Met-Thr- [Di%lﬁd 2513.9( 3.41 |-8.5-145-11.3-10-10-3.7 -3.1| S 5023
Asp-Glu-Glu-Cys-Leu-Asn- g g e -56-56-212141-6
Cys-His-GIn-Asp-Val-lle-Trp — Bridges
911. [[Lys4]-SARAFOTOXIN S6¢c | #22 |Cys-Thr-Cys-Lys- 3.8029 |-8.9-14.9-11.7-10.4-10-3.7 - [S 1397
Asp-Glu-Glu-Cys- 3.1-56-56-21214.1-6
Cys-His-GlIn-Asp-Va
912. [SAR-ARG-GLY-ASP-SER- | #22 S 8649
PRO
913. |SAUVAGINE #22 S 3884
914. [SCYLLATOXIN (Leiurotoxin| #22 3.858222257-344926 |S3277

lcT



No. Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
Rles{dlfi i Bridge Code
)} Cys-Gln-Leu-Ser-Cys-Arg-Ser- | = 1 *’/ ‘ 3.911.277.83912913395
Leu-GIy-Leu—Leu-GIy-Lys-Cys-'& Wy /& 6.41.2-6.1-324924-92-
Gly-Asp-Lys-Cys-Glu-Cys-Val- | N 12.3
Lys-His-NH2 ,, ) —
915. [SER-ALA-LYS-LEU-CYS- #22 |Ser-Ala-Lys-Leu-Cys-Pro-Gl : Se‘aﬁ“"ﬁh-ﬁ.ﬂa_’1048.7 8.2427 |1 .83.2 S 8665
PRO-GLY-GLY-ASN-CYS- Asn-Cys-Val Urchin |
VAL (Sperm Activating \ N._
Peptide) \ N
916. [SER-GLN-ASN-PHE-y #22 [Ser-GIn-Asn-Phe-y(Cl: 8 | \ - . 834.6 S 1398
(CH2N)-PRO-ILE-VAL-GLN lle-Val-Gln B _ijw
917. |SER-GLN-ASP-TYR-PRO- #22 [Ser-GIn-Asp-Tyr-Pro-Ilg = §19.5 3.095 S 5151
ILE-VAL (HIV gag fragment ‘ a5 (I8 4 -
129-135) sy
918. |SER-GLY-GLN-SER-TRP- #22 |Ser-Gly-GIn-Ser-Trp- R PP ; 1323 17 [-16.4-156-16.9-13.4 S 8540
ARG-PRO-GLN-GLY-ARG- Gly-Arg-Phe-NH2 g RILTRE
PHE AMIDE NP
919. |SER-ILE-GLY-SER-LEU- #22 |Ser-lle-Gly-Ser-Leu-Ala-Lys : ;_L‘-Z— | 1"“ \ 675.3 10 S 3019
ALA-LYS aads | s
920. |[SER-PHE-LEU-LEU-ARG- #22 |Ser-Phe-Leu-Leu-Arg-Asn-Pro- —14 = 1739.3| 6.72 |-35-6.2-14.2-21.5-26.9-19.6 [S 7152
IASN-PRO-ASN-ASP-LYS- Asn-Asp-Lys-Tyr-Glu-Pro-Phe. "= ;,.-’ ey L 7
TYR-GLU-PRO-PHE A i
(Thrombin Receptor x:‘}, i 3
Activator) !_-_ 5 | ) p
921. |[SERUM THYMIC FACTOR | #22 [pGlu-Ala-Lys-Ser-Gin-Gly-Gly- 9 ’ 76.4 S 8256
. |(FTS) Ser-Asn %T ] — ﬁ
922. |Lys-SERUM THYMIC #22 |Lys-Glu-Ala-Lys-Ser- In-GIy-GIy- 1005.5( 9.8104 [-15.4 -11.5 S 7019
FACTOR Ser-Asn
923. [N-SUCCINYL-LYS-ASP- #22  |N-Succinyl- WW S 4021
SER-SER-LEU-TYR-PRO- Tyr-Pro-Ala: ﬁ%ﬁ? 8 1(] j ‘
ALA-LEU-THR-PHE-ASP-
LYS
924. [THR-CYS-VAL-GLU-TRP- #22 9-4-29-11 T 8033

LEU-ARG-ARG-TYR-LEU-
LYS-ASN (MHC antigen H-

2Kb fragment 163-174)

m;msﬂmmu "

M

&

8C1



No. Peptide Name Category Sequemce Total ource [Disulfid | MW pl Hydropathic index Product
Residip Bridge Code
925. |THR-PHE-GLN-ALA-TYR- #22 |Thr-Phe-GIn-Ala-Tyr-Pro-Leu-Arg- “*«16] 6.57 |-6.7-42 T 8786
PRO-LEU-ARG-GLU-ALA Glu-Ala M i )]
926. [THR-SER-LYS #22 [Thr-Ser-Lys & ] 9.945 T 8765
(Antireproductive tripeptide) —
927. [THR-TYR-SER #22 [Thr-Tyr-Ser ) 5.6 T 0148
928. [THR-VAL-LEU #22 [Thr-Val-Leu P3| 5.7 T 3391
929. |THYMOSIN a1 #22 |Acetyl-Ser-Asp-Ala- - T 3410
Thr-Ser-Ser-Glu-lle-Thr- i
IAsp-Leu-Lys-Glu-Lys-kys-G ,
Val-Val-Glu-Glu-Ala-Glu- =
930. [THYROCALCITONIN #22 |Cys-Ala-Ser-Leu-Ser-Thr-Cys- Kl — 9.2654 116.313.411.612.37.752.2 T 9907
(Calcitonin) Val-Leu-Gly-Lys-LeusSer-GIn-@Glud ., [ 35-39-77-74-7-115-12-
Leu-His-Lys-Leu-GIn-ThefTyraPros| © 10.1-6.6 -15.6 -16.3 -7.8 -12 -
Arg-Thr-Asp-Val-Gly-Ala-Gl F. 6.7-6.4-58-58-13
Pro-NH2 A
931. [THYROCALCITONIN #22 |Cys-Ser-Asn-Leu-Ser-T y. 32! 9.2654 (118.1541237.752235- [T 1284
(Calcitonin) \Val-Leu-Gly-Lys-Leu-Ser-GI Ig-i*gi" 3.9-7.7-74-7-115-12-101 -
Leu-His-Lys-Leu-GIn-Thr-Tyr-Prgej--<.- - 6.6 -15.6 -16.3-7.8-12-6.7 -6.4
Arg-Thr-Asp-Val-Gly-Ala-Gly-Thr- 1—— -5.8-5.8-1.3
Pro-NH2 st
932. ITHYROCALCITONIN #22 Cys-GIy-Asn-Leu-S!é-rThr-Cys- 32 8.3156 |9.16.25.98.136.91.6-1.6- [T 3535
(Calcitonin) Met-Leu-Gly-Thr- _Ml J 3.5-10.8-11.5-14-13.4-9.9-8 -
Phe-Asn-Lys-Phe-glgl hr-Phe- ) 8-115-6222-16.46.75.75.7
Pro-GIn-Thr-Ala-lle-Gly:Val-Gly- 9.2
Ala-Pro-NH2 i it
933. [THYROCALCITONIN #22 |Cys-Ser-Asn-Leu-Ser-Thr-Cys- 32 | Porcine | 1-7 |3622.7| 9.3434 [117.710.312.57.8864.82.6 | T 0158
(Calcitonin) Val-Leu-Ser-Ala-Tyr-Trp#ArgsAsn- Qs -1.6-8.9-8.8-13.8-12.5-13.3 -
Leu-Asn-AspizPh EJ f] ﬂ 4;‘ 9.6-65-84-531-22-6.4-
Ser-Gly-Me wﬁ@ev EJ m ‘j 3.1-39-35
Glu-Thr-Pro-NH2
934. [THYROCALCITONIN #22 |Cys-Gly-Asn-Leu-Ser-Thr-Cys- 32 Rat £A:-7 |3417.4)| 8.3156 |9.16.2598.13.6.91.6-.6-2.5/ T 0283
(Calcitonin) M ew reFyr-Thr-Gh 15 ~ ‘ s .8-10.5-13-12.4-8.9-7 -7 -
LeusAs s’%«ﬁs{%ﬁﬁp m N 'w rg (V H ] a E 165-88-4-363.84.13.13.1
Pro-GIn-Thr-Ser-lle-Gly-Val-Gly- 6.6
Ala-Pro-NH2

6CT



No. Peptide Name Category Sequemce Total ource |Disulfid [ MW pl Hydropathic index Product
ﬁeid‘leh | 4 | Bridge Code
935. [THYROCALCITONIN #22 |Cys-Ser-Asn-Leu-Ser-Thr-Cys- 8 ‘| 1-7 |3451.6( 10.121 |118.15412.37.752235- |T 3660
(Calcitonin) Val-Leu-Gly-Lys-Leu-Ser-Gln-Glu{ | 3.9-7.7-74-7-11.5-12-10.1 -
Leu-His-Lys-Leu-GIn-Thr- Eﬁh» o — 6.6 -15.6 -16.3 -12.7 -16.9 -14.2
Arg-Thr-Asn-Thr-Gly-Ser- - C p—— -13.9-13.3-13.3-8.8
Pro-NH2 ‘f-—“ ~
936. TRANSFORMING #22 |Val-Val-Ser-His-Phe-Asn- quan" isulfid| 5546.8| 5.8821 [1.1-3.1-11.6-14-11.5-17.8- |T 5403
GROWTH FACTOR-a Cys-Pro-Asp-Ser-His- g 11.5-55-5.2-6.8-3.7-3.6 2.1
(TGF-a) Phe-Cys-Phe-His-Gly-Thr. \ Bridges: 2846567.31.71.1-1.7-9.7 -
Arg-Phe-Leu-Val-GIn- SN Y 34-3.7-33-5-47-21.13.7
Lys-Pro-Ala-Cys-Va | 16-32; 05736624-21-24-48-26
Gly-Tyr-Val-Gly-Ala-Ar 34-43 -1.3-5.2-1 -1
His-Ala-Asp-Leu-Le \ <
937. [TRANSFORMING #22 |Val-Val-Ser-His-Phe-As 15620.1| 6.5917 [.7-3.5-12-14.4-11.9-18.2 -16 | T 5278
GROWTH FACTOR-a Cys-Pro-Asp-Ser-His- A -9.6-9.3-10.9-78-7.7-2-13 .5
(TGF-a) ! 56731.7-24-17-9.7-3.4-
2 3.7-33-5-47-2113.7957.3
4457 948.30-24-211-281.4-1
Tyr-Val-Gly-Val-Arg-Cys-G ; T ¥
Ala-Asp-Leu-Leu-Ala —
938. TRANSFORMING #22 Cys-His-Ser-Gly-Tyr-VaI-GIy-Yai_‘-;' ,i_._z-p 1080.8| 8.3183 [ 4.8 .3 T 8661
GROWTH FACTOR-a Arg-Cys \ '
FRAGMENT 34-43 .‘.,;-1
939, [N-Acety- TRANSFORMING | #22 Aoetyl-Cys—His-SeW A 2553
GROWTH FACTOR-a Gly-Ala-Arg-Cys-
FRAGMENT 34-43 ] ,
ETHYLAMIDE
940. [N-Acetyl-TRANSFORMING | #22 [Acetyl-Cys-His-Ser-Gly-TypVal- | 10 | Human | 34-43 | 991.6 A 2678
GROWTH FACTOR-a Gly-Ala-Arg;Cys e F-
FRAGMENT 34-43 METHY ﬁ ﬂﬂ 'g V EJ m ‘j EJ ] ﬂ )
ESTER
941. [TRP-ALA-GLY-GLY-ASP- #22 Trp-Ala-Gly-(%—Asp-Ala-Ser—Gly- 2 . 846.3 | 2.8707 |-6.3 T1762
ALA-SER-GLY-GLU (Sleep Gl . - e Fa
inducing peptide) g &
942. [TRP-GLY #22 [Trp-Gly g.z élé Ell T 1754
943. [TRP-HIS-TRP-LEU-GLN- #22 [Trp-His-Trp-Leu-Gin-Leu 6 881.8 | 7.74 T 2903

(0709 1



No. Peptide Name Category Sequemce Disulfid | MW pl Hydropathic index Product
Residugl) | Bridge Code

LEU (a1-Mating factor A f
Fragment 1-6) " L é,‘

944. [TRP-HIS-TRP-LEU-GLN- |~ #22 [Trp-His-Trp-Leu-Gin-Leu-Lys-Pro-- A= |1684.4] 9.7077 | 6.8-9.4-7.8 5-10.1 T 6901
LEU-LYS-PRO-GLY-GLN- Gly-GIn-Pro-Met-Tyr ot e
PRO-MET-TYR (a1-Mating ‘__,..--"‘ﬁ ™.
Factor) . / M .

945. |TRP-HIS-TRP-LEU-SER- #22 |(Trp-His-Trp-Leu-Ser- . |1667.2] 7693 |-43-69-53-25-7.6 T 0779
PHE-SER-LYS-GLY-GLU- Gly-Glu-Pro-Met-Tyr
PRO-MET-TYR -

946. [TRP-NLE-ARG-PHE AMIDE| #22 [Trp-Nle-Arg-Phe-NH: ‘ 655.7 T 9897

947. [TUFTSIN #22 |Thr-Lys-Pro-Arg _ \ 02.5 | 11.6406 T 5897

948. |p-Aminophenylacetyl- #22 |p-Aminophenylacetyl-Thr- ; \ 01.4 T 6153
TUFTSIN Pro-Arg }\

949. [TUFTSIN FRAGMENT 1-3 #22 [Thr-Lys-Pro A . 18453 ] 9.945 T 4157

950. [TUMOR NECROSIS #22 |Asp-Lys-Pro-Val-Ala-His-\/2  |12996.3|10.3293(43.66.34.42-3.3-5-82-8.6 | T 1042
FACTER-a (Fragment 10- Ala-Asn-Pro-GlIn-Ala-Glu: 5In- \ -13.9-11.3-59-2.4-7.7 -8.7 -11
36) Leu-GIn-Trp-Leu-Asn-Arg-Aig- = -7.5-13-5.7

Ala-Asn-Ala-Leu # e

951. [TUMOR NECROSIS #22 |Arg-Arg-Ala-Asn-Ala-Leu-Leu-Ala} 10492 |-41.19.84511.8101.7 T 1167
FACTER-a (Fragment 31- Asn-Gly-Val-Glu-Leu-Arg-Asp— =
45) N

952. ITUMOR NECROSIS #22 |Asn-GIn-Leu-Val-Va =Ser-Glu- 643 [-1.16.2848487324139 |T1292
FACTER-a (Fragment 46- Gly-Leu-Tyr-Leu-llg-Jyr-Ser-Gln- 13.212.2135
65) Val-Leu-Phe-Lys  —!

953. |TYR-ALA-GLY-ALA-VAL- #22 Tyr-Ala-GIy-AIa-VaI-\g\g]-Asn-Asp-' ; 3.115 |71 T 5028
VAL-ASN-ASP-LEU Leu

954. |TYR-GLY-ALA-VAL-VAL- #22 [Tyr-Gly-Ala-Val-Val-Asn*Asp:=Leu 848.5| 3.115 T 5153
IASN-ASP-LEU Qe q’f Ak EFA Y

955. [TYR-ILE-GLY-SER-ARG #22 [Tyr-lle-Gly-SerAtgl || o L |1595.4 [F9.6183 T 7154
(Laminin Fragment 929-933) al

956. |TYR-PHE-MET-ARG-PHE #22 |Tyr-Phe-Met-Arg-Phe-NH2 ‘ F- 779.6 | 111827 T 3274
AMIDE Al lafaW L2l €al A ‘F ]

957. [UROTENSIN | #22 [Asn-Asp-Asp-RrasPro-lle:Ser-lis- h 141 ad 4880.7 46.-9-1.71.1745811.2105 U 7253

Asp-Leu-Thr-Phe-His-Leu-Leu-

Arg-Asn-Met-lle-Glu-Met-Ala-Arg-

113-124249211.26.224-

14-43.1-58-10.3-14.8-20.2

I€T



#3 Atrial Natriuretic Peptides

No. Peptide Name Category Sequemce Total ource |Disulfid | MW pl Hydropathic index Product
Residue Bridge Code
lle-Glu-Asn-Glu-Arg-Glu-Gin-Ala= | ‘ﬂ -20.2 -16.1-16.8 -16.8 -13.3 -
Gly-Leu-Asn-Arg-Lys-Tyr-Leu- | ) 18.8-15-7.7-42-13-8.4 -15.7
Asp-Glu-Val-NH2 ] &
958. |UROTENSIN I #22 |Ala-Gly-Thr-Ala-Asp-Cys-Phe=wf 12 #  —fb=ide | 1362.9] 5.966 [3.4-3.6-.7 4.2 U 4753
Trp-Lys-Tyr-Cys-Val - :':‘*H
959. [VAL-ALA-ALA-PHE #22 |Val-Ala-Ala-Phe 771K 406.2 6 V 8251
960. |VAL-ALA-ILE-THR-VAL- #22 |Val-Ala-lle-Thr-Val-L. - r, ‘ 1842.7 | 10.265 V 2757
LEU-VAL-LYS (Calcium-
Like Peptide) T
961. |VAL-GLU-GLU-ALA-GLU #22 |Val-Glu-Glu-Ala-Glu 572.4 | 2.8204 V 3004
(Thymosin a1 Fragment 23- Y
27) ‘
962. |VAL-GLU-PRO-ILE-PRO- #22 |Val-Glu-Pro-lle-Pro-Tyr t\715.6 3:135 V 2256
TYR 4
963. |VAL-GLY-GLY-TYR-GLY- #22 |Val-Gly-Gly-Tyr-Gly-Tyr-Gly-Ala- + = 8714 | 9.6414 | 1.8 V0757
TYR-GLY-ALA-LYS Lys
964. |VAL-HIS-LEU-THR-PRO #22 |Val-His-Leu-Thr-Pro B 565.5| 7.89 V 3505
965. [VAL-HIS-LEU-THR-PRO- #22 |Val-His-Leu-Thr-Pro-Val-Glu-Ly& 4 ="8 921.8 | 7.874 V 5130
VAL-GLU-LYS -
966. |VAL-PRO-ASP-PRO-ARG #22 |Val-Pro-Asp-Pro-Arg =t S 5825 6.81 V 0256
967. [VAL-PRO-LEU (Diprotin B) | #22 |Val-Pro-Leu (N 713 6 V 3255
968. [VAL-THR-CYS-GLY #22 |Val-Thr-Cys-Gly + = 3| 5.32 V 2632
969. |VAL-THR-LYS-GLY #22 |Val-Thr-Lys-Gly = .3 | 10.265 V 9006
970. [XENOPSIN #22 pGIu-Gly-Lys-Arg-Proﬁrp-llef-Leu‘ HQB.Q X 6375
971. IXENOPSIN-25 #22 |Met-Leu-Thr-Lys-Phe-Glu-Thr- '2975.4] 11.8095 X 2127
Lys-Ser-Ala-Arg-Val-Lys-Gly-Leu- 'Y
Ser-Phe-His-
lle-Leu CINAYR
‘ | " R I |
Category Y ¢ £ v/
#1 Adrenocorticotropic Hormone.an t
#2 Angiotensin and related pepms ﬁna‘a ﬂ i m u W ﬁ' ’J V H ﬁl a E
9

#4 Bradykinin and Related Peptides

CcET



#5 Chemotactic Peptides

#6 Dynorphin and Related Peptides '
#7 Endorphins and p-Lipotropin Fragments

#8 Enkephalin and Related Peptides -

#9 Enzyme Inhibitors

#10 Fibronectin Fragments and Related Peptides""'
#11 Gastrointestinal Peptides -
#12 Growth Hormone Releasing Peptides
#13 Luteinizing Hormone Releasing Hormone a
#14 Melanocyte Stimulating Hormone and Related
#15 Neurotensin and Related Peptides
#16 Opioid Peptides

#17 Oxytocin, Vasopressin,Vasotocin and Relat
#18 Parathyroid Hormone and Fragments
#19 Protein Kinase Related Peptides

#20 Somatostatin and Related Peptides
#21 Substance P and Related Peptides
#22 Miscellaneous Peptides

§
AULININTNEINS
ARIAINTUNNINGA Y
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APPENDIX B

FILEMAKER PRO SCRIPTS FOR CALCULATING PEPTIDE PROPERTIES

Case(ThreelLetterCode = "Al
ThreelLetterCode = "D-Ala",
ThreelLetterCode = "Ala-N

ThreeLetterCode = "Arg-N
ThreelLetterCode = "Asn",114.

ThreeLetterCode = "Asp",114.0
ThreeletterCode = "D-A sp-, 114
ThreeLetterCode = "Asp-

ThreelLetterCode = "Cys",10 :! 11,
ThreelLetterCode = "D-Cys",1034,,

ThreeLetterCode ﬁ%ﬂq Ww ‘j W EI\ ’] ﬂ ‘i

ThreeLetterCode = "Glu",128.1

i ! o Ewmmwn NP1 Y

ThreeLetter(,gode ="GIn",128.1,
ThreelLetterCode = "D-GIn",128.1 ,
ThreeLetterCode = "GIn-NH2",128.1+NH2MW ,
ThreeLetterCode = "Gly",57.0 ,
ThreelLetterCode = "D-Gly",57.0,
ThreelLetterCode = "Gly-NH2",57.0+NH2MW ,
ThreeletterCode = "His",137.1 ,
ThreelLetterCode = "D-His",137.1 ,




135

ThreelLetterCode = "His-NH2",137.1+NH2MW ,
ThreeLetterCode = "lle",113.1,
ThreeletterCode = "D-lle",113.1 ,
ThreeLetterCode = "lle-NH2",113.1+NH2MW ,
ThreelLetterCode = "Leu",113.1 ,
ThreelLetterCode = "D-Leu",113.1,
ThreeletterCode = "Leu-NH2",113.1+NH2MW ,
ThreeLetterCode = "Lys",129.1 ,
ThreelLetterCode = "D-Lys",129.1 ,
ThreelLetterCode = "Lys-NH2",

ThreelLetterCode = "D-Met",13
ThreeletterCode = "Met-NH2"
ThreelLetterCode = "Phe",1
ThreelLetterCode = "D-Phe"

ThreeletterCode = "Thr"
ThreeletterCode = "D-Thr";1
ThreeLetterCode = ihr—NHZ"‘i 01 +NH2MW

vestatercode Y683, ) 1 | EJ NINYINT

ThreeLetterCode = “D- Trp 186.2,

e RSN T AN A Y

ThreeLetterCode = "D-Tyr",163.1 ,

ThreeLetterCode = "Tyr-NH2",163.1+NH2MW ,

ThreelLetterCode = "Val',99.1 ,

ThreelLetterCode = "D-Val",99.1 ,

ThreeletterCode = "Val-NH2",99.1+NH2MW ,

ThreeLetterCode = "Hyp",113.1,

ThreelLetterCode = "1-Adamantaneacetyl-D-Tyr{O-ETHYL]",367.1 ,



136

ThreeletterCode = "3-Mercapto-3-Methylbutyryl-Tyr",280.2 ,
ThreeLetterCode = "3-Mercapto-3-Methylbutyryl-Tyr[O-Methyl]",294.2 ,
ThreeLetterCode = "3-Mercaptopropionyl-D-3-[Pyridyl]-Ala",237.1 ,
ThreeLetterCode = "3-Mercaptopropionyl-Phe",236.2 ,
ThreeletterCode = “3-Mercaptopropionyl-Tyr*,252.2 ,
ThreeLetterCode = "3-Methyl-His",151.1 ,

ThreeLetterCode = "7-Aminoheptanoyl-Phe~",274.1 ,

ThreelLetterCode = "3,5-Diiodo-T ,
ThreelLetterCode = "[1-Mercap 1]",348.2

g T—
ThreelLetterCode = "[1-Merca t hyl]",334.2 ,

ThreelLetterCode = "D-allo- ",1 131,
ThreelLetterCode

ThreeLetterCode ﬁ &iﬁlz’,} w 8 w tj w EJ '] n ‘j

ThreelLetterCode = ‘ﬂ-lsoglutamlne" 128. 1

Mo SINIR UM INYIA Y

ThreelLetterCode = "D-p-Chloro-Phe",181.6 ,
ThreeLetterCode = "D-p-Fluoro-Phe",165.1 ,
ThreeletterCode = "D-Phe-NH2",163.1,
ThreeLetterCode = "D-Phe-NHMe",177.1 ,
ThreeLetterCode = "D-Trp~",186.2 ,
ThreelLetterCode = "Deamino-Phe",133.1,
ThreelLetterCode = "Formyl-Ala“,99.0 ,



ThreelLetterCode = "Formyl-Met",159.1 ,
ThreelLetterCode = "Gly~",57.0,
ThreelLetterCode = "His~",137.1,
ThreelLetterCode = "Leu~",113.1,
ThreelLetterCode = "Leu-OMe",144.1 ,
ThreelLetterCode = "Met-NH2",147.1 ,
ThreeletterCode = "Met-OMe",162.1 ,
ThreeLetterCode = "N-Acetyl-Cys",146.
ThreelLetterCode = "N-Acetyl-Ser" ‘

ThreelLetterCode = "Phe-
ThreeletterCode = "Ser~",

ThreelLetterCode = "Tyr",1
ThreeletterCode = "Val-NH2"
ThreeletterCode = "pGlu“,128.1
ThreelLetterCode = "Nle",131.2 ,
ThreeletterCode = "Sar",89

Sum(CUPeptldeDatabase

?iﬁﬁgiﬁﬁismwmm

RIS AN AINY A

ThreeletterCode = "D-Ala",2.35 ,
ThreeletterCode = "Ala-NH2",2.35 ,
ThreelLetterCode = "Arg",1.82,
ThreelLetterCode = "D-Arg",1.82 ,
ThreeLetterCode = "Arg-NH2",1.82 ,
ThreeletterCode = "Asn",2.1,
ThreelLetterCode = "D-Asn",2.1,
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ThreeLetterCode = "Asn-NH2",2.1 ,
ThreeletterCode = "Asp",1.99 ,
ThreelLetterCode = "D-Asp",1.99 ,
ThreelLetterCode = "Asp-NH2",1.99 ,
ThreelLetterCode = "Cys",1.92 ,
ThreeletterCode = "D-Cys",1.92 ,
ThreelLetterCode = "Cys-NH2",1.92 ,
ThreeletterCode = "Glu",2.10 ,
ThreelLetterCode = "D-GIu",2.10_
ThreelLetterCode = "Glu-NH

ThreeLetterCode = "D-GIn"
ThreelLetterCode = "GIn-NH2:
ThreelLetterCode = "Gly"2.
ThreeletterCode = "D-Gl
ThreeLetterCode = "Gly-NH
ThreeLetterCode = "His", 1.
ThreelLetterCode = "D-His",
ThreelLetterCode = "His-NH2",
ThreeLetterCode = "lle",2.32,
ThreelLetterCode = "D-lie!",
ThreeLetterCode = "lle V: e
ThreeLetterCode = "Leu" 2 283"
ThreeLetterCode = "D-Letr 2 3,

ThreeletterCode = "Leu N

reetstocosl ) ) EJ NINYINT

ThreelLetterCode %-Lys“ 2.16,

WA T N AN

Threel etterCode = "D-Met",2.13 ,
ThreeLetterCode = "Met-NH2",2.13 ,
ThreelLetterCode = "Phe",2.16 ,
ThreelLetterCode = "D-Phe",2.16 ,
ThreeletterCode = "Phe-NH2",2.16 ,
ThreeLetterCode = "Pro",2.95 ,
ThreeLetterCode = "D-Pro",2.95 ,
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ThreeLetterCode = "Pro-NH2",2.95 ,
ThreelLetterCode = "Ser",2.19,
ThreelLetterCode = "D-Ser",2.19 ,
ThreelLetterCode = "Ser-NH2",2.19 ,
ThreelLetterCode = "Thr",2.09,
ThreelLetterCode = "D-Thr",2.09 ,
ThreeLetterCode = "Thr-NH2",2.09 ,
ThreelLetterCode = "Trp",2.43 ,
ThreeLetterCode = "D-Trp",2.43
ThreelLetterCode = "Trp-NH2"

ThreeLetterCode = "D-Tyr",2
ThreeLetterCode = "Tyr-NH2"
ThreelLetterCode = "Val",2.
ThreelLetterCode = "D-Val"
ThreeLetterCode = "Val-NH2'}2.

Define pK2

Case(ThreeLetterCode = "Ala",9.87, f""'ﬁ_
ThreeletterCode = "D-Ala!,9.8
ThreelLetterCode = "Ala v-— e
ThreeLetterCode = "Arg",8:99 ,
ThreeletterCode = "D-Arg"; " 99
ThreelLetterCode

ot ﬁi‘u@ T EJ NSNYNS

ThreeLetterCode = Asn ,8.84 ,

et e AN | 8 NUNINYINY

ThreelLetterCode = "D-Asp",9.90 ,
ThreeLetterCode = "Asp-NH2",9.90 ,
ThreelLetterCode = "Cys",10.78 ,
ThreeletterCode = "D-Cys",10.78 ,
ThreeLetterCode = "Cys-NH2",10.78 ,
ThreeletterCode = "Glu",9.47 ,
ThreelLetterCode = "D-GIu",9.47 ,
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ThreelLetterCode = "Glu-NH2",9.47 ,
ThreelLetterCode = "GIn",9.13 ,
ThreeLetterCode = "D-GIn",9.13 ,
ThreeLetterCode = "GIn-NH2",9.13 ,
ThreeletterCode = "Gly",9.78 ,
ThreelLetterCode = "D-Gly",9.78 ,
ThreeLetterCode = "Gly-NH2",9.78 ,
ThreeLetterCode = "His",9.33 ,
ThreeLetterCode = "D-His",9.33
ThreelLetterCode = "His-NH2

ThreeLetterCode = "D-lle",9
ThreeLetterCode = "lle-NH2".
ThreelLetterCode = "Leu*,S.
ThreeLetterCode = "D-Le
ThreeletterCode = "Leu-N
ThreelLetterCode = "Lys",9.
ThreelLetterCode = "D-Lys",
ThreelLetterCode = "Lys-NH2",
ThreeletterCode = "Met",9.28 ,
ThreelLetterCode = "D-N
ThreeLetterCode = "M@ ,.y 24928
ThreeLetterCode = "Phe"9i18 ",
ThreeletterCode = "D-Phe",9.18 ,
ThreeLetterCode =

"ﬁ%ﬁﬁ % zm'sw TaTik)

ThreeLetterCode D-Pro",10.65 ,

R TR0 N INY IR

ThreeLetterCode = "D-Ser",9.21 ,
ThreelLetterCode = "Ser-NH2",9.21 ,
ThreelLetterCode = "Thr",9.10 ,
ThreeletterCode = "D-Thr",9.10 ,
ThreelLetterCode = "Thr-NH2",9.10 ,
ThreelLetterCode = "Trp“,9.44 ,
ThreeLetterCode = "D-Trp",9.44 ,
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ThreeLetterCode = "Trp-NH2",9.44 ,
ThreelLetterCode = "Tyr",9.11,
ThreeLetterCode = "D-Tyr",9.11,
ThreeLetterCode = "Tyr-NH2",9.11 ,
ThreeLetterCode = "Val',9.74 ,
ThreeLetterCode = "D-Val",9.74 ,
ThreeLetterCode = "Val-NH2",9.74)

Define pKR

Case(ThreeLettérCode ="Ar:
ThreelLetterCode = "D-Arg"
ThreeletterCode = "Arg-

ThreelLetterCode = "Cys",
ThreeLetterCode = "D-Cys"}8.
ThreeLetterCode = "Cys-NH2
ThreeletterCode = "Glu",4.07 ,
ThreeLetterCode = "D-Glu"
ThreeLetterCode =" e";"'fi' 07
ThreelLetterCode = "His";6.04
ThreeLetterCode =* “

ThreelLetterCode = "His-N

st wﬁ‘nﬂmw JINT

ThreeLetterCode ™ "D- -Lys",10.79,

IR TR UM INE1A D

ThreeLetterCode = "D-Tyr",10.13 ,
ThreeLetterCode = "Tyr-NH2",10.13)

141



142

Define Residue pl

If(IsEmpty(pK1), ", If(ThreeLetterCode = "Asp", (pK1 + pKR) / 2, If(ThreeLetterCode = "GIu",
(pK1 + pKR) / 2, If(ThreeLetterCode = "Cys", (pK1 + pKR) / 2, If(ThreeLetterCode
="Arg", (PKR + pK2) / 2, If(ThreeLetterCode = "His", (pKR + pK2) / 2, If
(ThreeLetterCode = "Lys", (pPKR + pK2) / 2, (pK1 + pK2) / 2)))))))

fine Side Chain Acid Charge

="Lys", 1,If(ThreeLetterCode ="

. 1, If(ThreeLetterCode = "Arg", 0,

Code = "Lys", 0,If(ThreeLetterCode =

Define Residue Net Charge

If(ISEmpty(pK1), ™, 10/ (BRRE=ATH) (10 (PKR = f)* AcidCharge + 1/ (10 * (pKR -

AtpH)+1)*l m
S AN AN I NN

Sum(CUPeptldeD!'labaseChlld ResndugNetCharge)

ama\‘m‘im URIAINYA Y

frCII Hydr:

If(TotalResidue > 8,(Case(Middle(Sequence2, 1, 3) = "lle", 4.5,
Middle(Sequence2, 1, 3) = "Val", 4.2,
Middle(Sequence2, 1, 3) = “Leu", 3.8,
Middle(Sequence2, 1, 3) = "Phe", 2.8,
Middle(Sequence2, 1, 3) = "Cys", 2.5,



Middle(Sequence2, 1, 3) = "Met", 1.9,
Middle(Sequence2, 1, 3) = "Ala", 1.8,
Middle(Sequence2, 1, 3) = "Gly", -0.4,
Middle(Sequence2, 1, 3) = "Thr", -0.7,
Middle(Sequence2, 1, 3) = "Ser", -0.8,
Middle(Sequence2, 1, 3) ="Trp", -0.9,
Middle(Sequence2, 1, 3) = "Tyr", -1.3,
Middle(Sequence2, 1, 3) = "Pro", -1.6
Middle(Sequence2, 1, 3) = "His"
Middle(Sequence2, 1, 3) ="
Middle(Sequence2, 1, 3) = "V -
Middle(Sequence2, 1, 3) =" 5
Middle(Sequence2, 1, 3) =" ’
Middle(Sequence2, 1, 3) =
Middle(Sequence2, 1, 3)

Middle(Sequence2, 5, 3) =
Middle(Sequence2, 5, 3) ="

Middle(Sequence2, 5, 3)5
Middle(Sequence2, 5, 3)="Ala" T
Middle(Sequence2, 5, 3) =

Middle(Sequence2, 5, 3) =*Thr", -0.7,

x::::::::::::cmw JNITNYINT

Mlddle(Sequencez, , 3) ="Tyr", -1.3, ¢

e R RTIN T N AN A%

Middle(Sequence2, 5, 3) = "Glu", -3.5,
Middle(Sequence2, 5, 3) = "GIn", -3.5,
Middle(Sequence2, 5, 3) = "Asp", -3.5,
Middle(Sequence2, 5, 3) = "Asn", -3.5,
Middle(Sequence2, 5, 3) = "Lys", -3.9,
Middle(Sequence2, 5, 3) = "Arg", -4.5)
+Case(Middle(Sequence2, 9, 3) ="lle", 4.5,
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Middle(Sequence2, 9, 3) = "Val", 4.2,
Middle(Sequence?2, 9, 3) = “Leu", 3.8,
Middle(Sequence2, 9, 3) = "Phe", 2.8,
Middle(Sequence2, 9, 3) = "Cys", 2.5,
Middle(Sequence2, 9, 3) = "Met", 1.9,
Middle(Sequence?2, 9, 3) = "Ala", 1.8,
Middle(Sequence2, 9, 3) = "Gly", -0.4,
Middle(Sequence2, 9, 3) = "Thr", -0.
Middle(Sequence2, 9, 3) ="S '”""-\
Middle(Sequence2, 9, 3) ="
Middle(Sequence2, 9, 3) = "Ty#*

Middle(Sequence2, 9, By
Middle(Sequence2, 9, 3) =
Middle(Sequence2, 9,
Middle(Sequence2, 9, 3
Middle(Sequence2, 9, 3) =
Middle(Sequence2, 9, 3) =
Middle(Sequence2, 9, 3) =
Middle(Sequence2, 9, 3) =

Middle(Sequence2, 13, - :

Middle(Sequence2, 13, 3) "Cys" 2.5,
Middle(Sequenc
Middle(Sequen

Mlddle(Sequence 13, 3)="Gly", -0.4, .

"4 ﬁa) AN ING A

. Middle(Sequence2, 13, 3) = "Trp", -0.9,
Middle(Sequence2, 13, 3) = "Tyr", -1.3,
Middle(Sequence2, 13, 3) = "Pro", -1.6,
Middle(Sequence2, 13, 3) = "His", -3.2,
Middle(Sequence2, 13, 3) = "Glu", -3.5,
Middle(Sequence2, 13, 3) = "GIn", -3.5,
Middle(Sequence2, 13, 3) = "Asp", -3.5,

AR HeNSNYNS
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Middle(Sequence2, 13, 3) = “Asn", -3.5,
Middle(Sequence2, 13, 3) = "Lys", -3.9,
Middle(Sequence2, 13, 3) = "Arg", -4.5)
+Case(Middle(Sequence2, 17, 3) ="lle", 4.5,
Middle(Sequence2, 17, 3) = "Val", 4.2,
Middle(Sequence2, 17, 3) = "Leu", 3.8,
Middle(Sequence2, 17, 3) = "Phe", 2.8,
Middle(Sequence2, 17, 3) = "Cys", 2.
Middle(Sequence2, 17, 3) = "Met"
Middle(Sequence2, 17, 3) =
Middle(Sequence2, 17, 3) ="C : 1
Middle(Sequence2, 17, 3) = "Ik \ N
Middle(Sequence2, 17,
Middle(Sequence2, 17, 3
Middle(Sequence2, 17, 3)
Middle(Sequence2, 17, 3
Middle(Sequence2, 17, 3) ‘
Middle(Sequence2, 17, 3) = k),
Middle(Sequence2, 17, 3) = ,;
Middle(Sequence2, 17, 3)-“Asp", = =
Middle(Sequence2, 17, Asn" 3. 3
Middle(Sequence2, 17,3} ==Lys".-3.8
Middle(Sequence2, 17, 3).:
+Case(Middle(Sequence2,21, 3) = "lle", 4.
Middle(Sequence2, 21, 3) =#Val:, 4.2,

Mtddle(SequenCﬂZH)HLa"wﬂ VI ‘j W 8 ’] ﬂ ‘i

Middle(Sequence2) 21, 3) = "Phe", 2.8,

e ARSI A N8 Y

Middle(Sequence2, 21, 3) = "Ala", 1.8,

Middle(Sequence2, 21, 3) = "Gly", -0.4,
Middle(Sequence2, 21, 3) = “Thr", -0.7,
Middle(Sequence2, 21, 3) = “Ser", -0.8,
Middle(Sequence?2, 21, 3) = "Trp", -0.9,
Middle(Sequence2, 21, 3) = "Tyr", -1.3,
Middle(Sequence2, 21, 3) = "Pro", -1.6,
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Middle(Sequence2, 21, 3) = "His", -3.2,
Middle(Sequence2, 21, 3) = "Glu", -3.5,
Middle(Sequence2, 21, 3) = "GIn", -3.5,
Middle(Sequence2, 21, 3) = "Asp", -3.5,
Middle(Sequence2, 21, 3) = "Asn", -3.5,
Middle(Sequence2, 21, 3) = "Lys", -3.9,
Middle(Sequence2, 21, 3) = "Arg", -4.5)
+Case(Middle(Sequence?2, 25, 3) = "Il_e"
Middle(Sequence2, 25, 3) = "Val", Ry
Middle(Sequence2, 25, 3) ="L

Middle(Sequence2, 25, 3) =
Middle(Sequence2, 25, 3

Mlddle(SequenceZ 25,
Middle(Sequence2, 25, BT
Middle(Sequence2, 25, 3)
Middle(Sequence2, 25, 3) ="Asp", -3.5,
Middle(Sequence

et g U1 THEI IS

Mlddle(Sequenoe2 , 3) ="Arg", -4.5) ¢

TR TN AN Y

Middle(Sequence2, 29, 3) = "Leu", 3.8,

Middle(Sequence2, 29, 3) = "Phe", 2.8,
Middle(Sequence2, 29, 3) = "Cys", 2.5,
Middle(Sequence2, 29, 3) = "Met", 1.9,
Middle(Sequence2, 29, 3) = "Ala", 1.8,

Middle(Sequence2, 29, 3) = "Gly", -0.4,
Middle(Sequence2, 29, 3) = "Thr", -0.7,



Middle(Sequence2, 29, 3) = "Ser", -0.8,
Middle(Sequence2, 29, 3) = "Trp", -0.9,
Middle(Sequence2, 29, 3) = "Tyr", -1.3
Middle(Sequence2, 29, 3) = "Pro", -1.6,
Middle(Sequence2, 29, 3) = "His", -3.2,
Middle(Sequence2, 29, 3) = "Glu", -3.5,
Middle(Sequence2, 29, 3) = "GIn", -3.5,
Middle(Sequence2, 29, 3) = "Asp", -3.5

Middle(Sequence2, 33, 3) =
Middle(Sequence2, 33, 3
Middle(Sequence2, 33, 3) =
Middle(Sequence2, 33, 3) ="
Middle(Sequence2, 33, 3)
Middle(Sequence2, 33, 3) ="
Middle(Sequence2, 33, 3) = "Gly, -q T ‘TJ:, 7
Middle(Sequence2, 33, 3)-"Thr" -0 4 ——
Middle(Sequence2, 33, 3)=" =

Middle(Sequence2, 33, 5-:._‘-:-.'::3:— ;_' ]
Middle(Sequence2, 33, 3 :

Middle(Sequence2, 33, 3) m

Pro", -1.6,

L [YYoL gj NINYINS

Middle(Sequence2, 33, 3) = "GIn", -3.5,

e A S UM TN

Middle(Sequence2, 1, 3) = "Lys", -3.9,
Middle(Sequence2, 1, 3) = "Arg", -4.5)),"")
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APPENDIX C

WEB PAGE SCRIPT

-1 Introductory Page sgi
Table C-1 Introd tryPg \ ,//_/’//J

Comments

D] ,

Signify the begining line of
HyperText Markup
Language (HTML). A
command, called HTML
tag, that tells interpreter
how document should be,
is presented in angle
bracket <> and is all
capital.

<HTML>

| Define heading of web
| page and define title of the
document. When users

access web page, they
can only see texts

‘a o/
AU INYNT WYt o
Y ‘ tags are hidden.
¢ F e
AR NN U AR INE TR
<BODY BACGKGROUND="file:///Macintosh%20 Define body of the
HD/Desktop%20Folder/KlaewklaNew/graphics/CUPDBbg.jpg" document and also
BGCOLOR="#000000"> specify backgroung
graphic and color.
<CENTER> Start aligning text or
graphic in the center of
document

<IMG SRC="file:///Macintosh%20HD/Desktop%20 <IMG> tag specify which
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Script

Comments

Folder/KlaewklaNew/graphics/cpdlogo.jpg"><BR>

</CENTER>

<FONT SIZE=+3 COLOR—#000000><B><CENTER>Welcomel
</CENTER></B></FONT>

<HR width=100>

<BLOCKQUOTE><FONT SI
B></FONT><FONT SIZE=+1"
Database</B> is designed
information of peptide of yo

database are ready for your
HREF="http://10.0.2.15/CU
search form</A>, you will rece
FONT></BLOCKQUOTE><BR>
<CENTER><IMG

SRC="file:///C|/BEE/T HESISIgrapfue‘stélﬂi,’dé1} gifi<

CENTER>
<PRE>

<B><U><FONT SIZE=+
FONT></U></B>

<A HREF="http://expasy,hcuge.ch/sprot/spr

P P bt oA

Bank (PDB)</A>
<A HREF-"http /iwww.ncbi.nim.nih.gov/">GenBank</A>

.....

graphic will be presented
and <BR> tag terminate
the line.

end of <CENTER> tag.

Authors can specify size
of text by using <FONT>
tag.

Anchor tag (<A>) specify
]Im to other web page

NicoiosSedired S btay e 4 o1 11 19 115 | g

</PRE>
<CENTER>

<IMG SRC="file:///Macintosh%20HD/Desktop%20
Folder/KlaewklaNew/graphics/divide11.gif'<BR>

</CENTER>

<|>Klaewkla Kaewthai<BR>
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Script

Comments

Department of Biochemistry<BR>
Faculty of science<BR>
Chulalongkorn University<BR>

tel. 2185429<BR>

E. Mail : klaewkla@loxinfo.co.th</I>
<CENTER>

<IMG SRC="file:///Macintosh
Folder/KlaewklaNew/graphic

</CENTER>

..I
i

AULINENINYINS

AR TN TN




Table C-2 Search Form Page script
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Script

Comments

<HTML>

<HEAD><TITLE>CU Peptide Database Home Page</TITLE>

<|—-

var operatorQ = "

var operator1 =

var operator2 = "<"

var operator3 = “<E1] u EI ’.j ‘n Ej ﬂ ‘wa 8"] f

var operator4 = ">

This line is the opening of
JavaScript tag inserted
into HTML document. In
this research, JavaScript
is used to make an
interactive event for users
in filling the form. For
example, users can fill the
operator into the field with
out typing into it.

This line hides the script
from browsers which has
no interpreter for
JavaScript

‘ This line declare variable
™ |l of fuction

19

AN TUNIING 18 Y

var operator§ = ".."

var operator7 ="@"

var operator8 = "*"

var fieldTolnsertOperator = "
function clearField1() {

document.SearchForm.PeptideName.value ="

This is the starting line of
function




152

Script

Comments

function clearField2() {

document.SearchForm.Sequence.value ="

}

function clearField3() {

}

function clearField4() {

document.SearchForm.To

}
function clearField5() {

document.SearchForm.MW

}

function clearField6() {

document.SearchForm. [ _

} | 8

ooV ) gl

e AENANTAUUMINE

}
function clickField3() {

fieldTolnsertOperator = "Source"

This is the ending line of
function

e/

e
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Script

Comments

function clickField4() {

}

function clickField5() {

}

function clickField6() {

function insertOperator()

fieldTolnsertOperator = "TotalResidue"

fieldTolnsertOperator = "MW"

=

fieldTolnsertOperator

document.SearchF

if(document.SearchFar;

document.SearchFo .PeptideName.value += operator2

- LI AN E

document.SéarchForm. PeptldeName value += operator3

R AR A9 ) 1

docufhent.SearchForm.PeptideName.value += operator4
if(document.SearchForm.select1.options[5].selected == true)

document.SearchForm.PeptideName.value += operator5
if(document.SearchForm.select1.options[6].selected == true)

document.SearchForm.PeptideName.value += operator6

if(document.SearchForm.select1.options[7].selected == true)
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Script

Comments

document.SearchForm.PeptideName.value += operator7
if(document.SearchForm.select1.options[8].selected == true)
document.SearchForm.PeptideName.value += operator8

}

else if(fieldTolnsertOperator=="Seq

if(document.Search o@f :

document.SearchForm. Sequence value += operator5

if(document. sﬁ“u’@f%ﬂpﬂ’ﬂ ﬁew ﬁ«fﬂff

document.SeafchForm. Sequence. v?lue += operator6

oA B B A 2| 6 ¢

docuraent.SearchForm.Sequence.vaIue += operator7
if(document.SearchForm.select1.options[8].selected == true)
document.SearchForm.Sequence.value += operator8
}
else if(fieldTolnsertOperator=="Source") {

if([document.SearchForm.select1.options[0].selected == true)
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Script

Comments

document.SearchForm.Source.value += operator0
if(document.SearchForm.select1.options[1].selected == true)
document.SearchForm.Source.value += operator1

if(document.SearchForm.select1.options[2].selected == true)

document.SearchForm.Source.

if(document.SearchForm.sel

document.SearchForm.go
if(document.SearchFo -opli 16

document.SearchFo

document.SearchForm. Source value += operator8

’ AU INENITNYAT

else |f(ﬁeldTolnseﬁbperator'-"'l'otalRe%ldue") {

13

oo P AT YR ) ) ¢

docunfient. SearchForm. TotalResidue.value += operatorQ
if(document.SearchForm.select1.options[1].selected == true)

document.SearchForm.TotalResidue.value += operator1
if(document.SearchForm.select1.options[2].selected == true)

document.SearchForm.TotalResidue.value += operator2

if(document.SearchForm.select1.options[3].selected == true)
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Script

Comments

document.SearchForm.TotalResidue.value += operator3
if(document.SearchForm.select1.options[4].selected == true)
document.SearchForm.TotalResidue.value += operator4

if(document.SearchForm.select1.options[5].selected == true)

document.SearchForm.TotalResi ' eratorb

if(document.SearchForm.sel = true)

document.SearchForm.To

if(document.SearchFor

if(document.SearchFo -' .
|

document.SearchForm.MW.value += operator1

if(document.sﬁrﬁrgdgjtwgﬂ%w m)f

document.SearchForm.MW.value += operator2

19

“‘“@Wﬁﬁ“ﬂﬂﬁfﬁﬂﬂ%‘ﬁ%ﬁﬂl 188

docunient. SearchForm.MW.value += operator3
if(document.SearchForm.select1.options[4].selected == true)

document.SearchForm.MW.value += operator4
if(document.SearchForm.select1.options[5].selected == true)

document.SearchForm.MW.value += operator5

if(document.SearchForm.select1.options[6].selected == true)
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Script

Comments

document.SearchForm.MW.value += operator6
if([document.SearchForm.select1.options[7].selected == true)

document.SearchForm.MW.value += operator7

if([document.SearchForm.select1.options[8].selected == true)

document.SearchForm.IsoElectricPoint.value += operator4

e AT N T

document.SéarchForm. IsoElectncPomt value += operator5

9

" RR ﬁ‘*ﬂ“ﬁﬁﬂﬁ’ﬂ*ﬁ‘%ﬂﬂ’l A%

docufhent.SearchForm.IsoElectricPoint.value += operator6
if(document.SearchForm.select1.options[7].selected == true)

document.SearchForm.IsoElectricPoint.value += operator7
if(document.SearchForm.select1.options[8].selected == true)

document.SearchForm.IsoElectricPoint.value += operator8
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Comments

Script
}
[-->
</SCRIPT> , ////
</HEAD> e —

<BODY BACKGROUND="file://
HD/Desktop%20Folder/KI
BGCOLOR="#FFFFFF">

<CENTER>

<IMG SRC="file:///Macintosh¥ )
Folder/KlaewklaNew/graphics/di

</CENTER>

<INPUT TYPE="hidden" NA E-"html" VALUE= "html1“>

This line is an ending line
for hiding the script from
browsers which has no
interpreter for JavaScript

This is an terminate line of

JavaScript

his is the starting line of
FORM, one of the
capability of HTML,
allowing server to receive

ST G A WY 11 e

<INPUT TYPE="hiddén" NAME="footer" VéLUE"“footeﬂ ">

T RRARANIUR IV ANY1AY

<PRE>

<IMG SRC="file:///Macintosh%20HD/Desktop%20
Folder/KlaewklaNew/graphics/bullet1.gif'><FONT SIZE=+1
COLOR=#00FFAA90>Category </FONT><SELECT
NAME="Category">

<OPTION SELECTED VALUE=""> None

<OPTION VALUE="Adrenocorticotropic Hormone and
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Script

Comments

Fragments"> Adrenocorticotropic Hormone and Fragments

<OPTION VALUE="Angiotensin and Related Peptides">
Angiotensin and Related Peptides

<OPTION VALUE="Atrial Natriuretic Peptides"> Atrial Natriuretic
Peptides

<OPTION VALUE="Bradykinin and R \s\k

Bradykinin and Related Peptides: '

<OPTION VALUE="Chemotact
Peptides

<OPTION VALUE="Dynorphi
Dynorphin and Related P

<OPTION VALUE="Endor

’ 44
AT
-r':;:{:'l:" "‘-' gt }" =

<OPTION VALUE="Fibronecti Fragments ard R

<OPTION VALUE="Gastro@éstu :

Peptides
o Q/
crown omone LA STV IWEN T

¥

19

AR A o A Y

Hormone arld Related Peptides

<OPTION VALUE="Melanocyte Stimulating Hormone and
Related Peptides"> Melanocyte Stimulating Hormone and
Related Peptides

<OPTION VALUE="Neurotensin and Related Peptides">
Neurotensin and Related Peptides

<OPTION VALUE="Opioid Peptides"> Opioid Peptides
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Script

Comments

<OPTION VALUE="Oxytocin, Vasopressin,Vasotocin and
Related Peptides"> Oxytocin, Vasopressin,Vasotocin and
Related Peptides

<OPTION VALUE="Parathyroid Hormone and Fragments">
Parathyroid Hormone and Fragments

<OPTION VALUE="Protein Kinase
Kinase Related Peptides '

<OPTION VALUE="Somatosiaii 3(
Somatostatin and Relatecy |
<OPTION VALUE="Subs

Substance P and Related

) I
Db\ /)10 11 1B LT

<OPTION VALUE=""> <= MSS than or equal

¢ o
<OPTIO 2> e ( ‘ |
<OPTIOMJ>@ gngcw u w '] q w E.
<OPTION VALUE=""> * (zero or more character)

</SELECT> <INPUT TYPE="RESET" VALUE="clear all">

<P><IMG
SRC="file:///Macintosh%20HD/Desktop%20Folder/KlaewklaNew/
graphics/bullet1.gif'><FONT SIZE=+1 COLOR=#00FFAA90>
Peptide Name </FONT><INPUT NAME="PeptideName"
SIZE=36 VALUE="" onFocus="clickField1()"> <INPUT

o/

e
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Script Comments
TYPE="button" VALUE="clear" onClick="clearField1()">
<P><IMG
SRC="file:///Macintosh%20HD/Desktop%20F older/KlaewklaNew/
graphics/bullet1.gif'><FONT SIZE=+1 COLOR=#00FFAA90>
Sequence</FONT><INPUT NAME="Sequence" SIZE=36
VALUE="" onFocus="clickField2()"> <INP E="button"
VALUE="clear" onCIick="cIearField®‘ 7)//
<P><IMG —_— __//..‘:'-
SRC=“ﬁIe:I//Macintosh%ZOWZO ldermw/
graphics/bullet1.gif'><FON = OLOR=#00FFAAQ
Source </FONT><INPUT NAN ‘/! 7E=36 VALUE=""
onFocus="clickField3()"> "UR " ‘button’, ' \
VALUE="clear" onClick="cleagField8()"> * <INPU’
TYPE="SUBMIT" NAME=slib
<P><IMG
SRC="file:///Macintosh%20HDIDes oﬁ%ﬁr:bi’
graphics/bullet1.gif'><FONT 'Sl
Total Residue </FONT><INPUT Améqﬁutai es
VALUE="" onFocus="clickField4()">. @ﬁ?ﬁ]
VALUE="clear" onChck—:EearFleld4()"; =i
<P><IMG :
SRC="ﬁ|e:///Macintosh%23'36 eﬂ
graphics/bullet1.gif'><FONT SIZE=+1 COLOR=#00FFAAQ90>
MW</FONT><INPUT NAMES"MW" SIZE=36 VALUE=""
onFocus=“cIickFi$i()1>Jﬁ ’}%%Jbﬁﬁ w EJ r] m ‘j
VALUE="clear" onO\pk-"clearFleldS()">

o/

A RIANRIRNAAANI A Y

graphics/bullet1.gif'><FONT SIZE=+1 COLOR=#00FFAAQ0>pl

</FONT><INPUT NAME="IsoElectricPoint" SIZE=36
VALUE="" onFocus="clickField6()"> <INPUT TYPE="button"
VALUE="clear" onClick="clearField6()">

</PRE>
</FORM>

<pP>
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Script

Comments

<CENTER>

<I--IMG
SRC="file:///Macintosh%20HD/Desktop%20F older/KlaewklaNew/

graphics/advanc12.gif'--><PRE> </PRE>

<IMG SRC="file:///Macintosh%20HD/Desktop%20
Folder/KlaewklaNew/graphics/divide 3R

</CENTER>
</BODY>

</HTML>

AULINENINEINg

PR TUAMINYAE




Table C-3 Results Page script
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Script

Comments

<HTML>

<HEAD>

<TITLE>Search Result</TITLE>
</HEAD>

<BODY BACKGROUND="file:
HD/Desktop%20Folder/Klaewki
BGCOLOR="#FFFFFF"> =

<CENTER>

<IMG SRC="file:///Macint
Folder/KlaewklaNew/graphi

</CENTER>

<p>

FONT>
<pP>
<IMG SRC="file:///Macintosh%20HD/Desktop%20, ,
e NN THEN
ALIGN=MIDDLE - -
SRC="ﬁIe:I/IMacintoqs'L%20HD/Desktop%x)Folder/KIaevﬂaNew/

i HONTARTEE AL

al&htmi=detail1"><B>INSULIN:</B></A>(Chain A, Oxidized
From Bovine Insulin)<P><TD><IMG ALIGN=MIDDLE
SRC="file:///Macintosh%20HD/Desktop%20Folder/KlaewklaNew/
graphics/cupdbbtn.gif'><A

href="CUPeptideDatabase. fm$RETRIEVE?value=799&field=Seri
al&htmi=detail1"><B>INSULIN:</B></A>(Chain B, Oxidized
From Bovine Insulin)<P><TD><IMG ALIGN=MIDDLE
SRC="file:///Macintosh%20HD/Desktop%20Folder/KlaewklaNew/
graphics/cupdbbtn.gif'><A

]

9
188
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Script

Comments

href="CUPeptideDatabase.fm$RETRIEVE?value=800&field=Seri
al&htmi=detail1"><B>INSULIN CHAIN B FRAGMENT 22-30:</
B></A><P><TD><IMG ALIGN=MIDDLE
SRC="file:///Macintosh%20HD/Desktop%20Folder/KlaewklaNew/
graphics/cupdbbtn.gif‘><A

href="CUPeptideDatabase. fm$RETRIEVE2value=801&field=Seri

FY
fl

AU INENTNEINS

ARIANTAUNNINGIAE




D .ilsPa e Script

165

This Page is divided into two types. If all residue of the peptide are standard

amino acid, the details page consist of table of information of that peptide plus

Calculation Area, else the details page have no calculation part.

Comments

<HTML>

<HEAD>

</HEAD>

HD/Desmop%ZOFolder/KlaewklaNerlﬁtﬁﬁf# CUPDBE
BGCOLOR=#FFFFFF> a

<CENTER><IMG
SRC="file:///Macintosh%2 /Desktop o
graphics/Detail11. glf'></CE

<IMG SRC="file: //ﬁa %ﬂ@%ﬁ% wﬁ w ﬂ ’] f

Folder/KlaewklaNew/graphics/divide11. g|f'><P>

i

J

ﬂ et m;ma NEa

COLOR=#00EEAA90><U><B>ADRENOCORTICOTROPIC
HORMONE (ACTH 1-39 ; Corticotropin A)</B></U></FONT>

<CENTER><P>

<TABLE BORDER=2 WIDTH=550 HEIGHT=1
CELLPADDING=5 CELLSPACING=1>

<TR><TD COLSPAN=70><IMG SRC="file:///

Macintosh%20HD/Desktop%20Folder/KlaewklaNew/graphics/bul
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Script

Comments

let1.gif'><FONT SIZE=+1 COLOR=#00FFAA90>Category</
FONT></TD><TD><FONT SIZE=+1 COLOR=#000000>
Adrenocorticotropic Hormone and Fragments</FONT></TD></
TR>

<TR><TD COLSPAN=70><IMG SRC="file:/l/

Macintosh%20HD/Desktop%20Folder/Kil

let1.gif'><FONT SIZE=+1 COLOR=#0 90"

FONT></TD><TD><FONT SIZE LOR= er-

Tyr-Ser-Met-GIu—His-Phe-Arg.Wys-@o-VamLys-

Arg-Arg-Pro-Val- Lys-Val-Tyi=Pro"ASn-G r
-G

Ala-Glu-Ala-Phe-Pro-Leu

w/graphics/bul

uence</

<TR><TD COLSPAN=70>
Macintosh%20HD/Desktop¥%
let1.gif'><FONT SIZE=+#CC
</[FONT></TD><TD><FON

/ -
F

i

—_—

let1.gif'><FONT SIZE=+1 COLOR=#00FFAAS

OFF

FONT></TD><TD><FON] SIZE=+1 SIZE=41

i
<TR><TD COLSPAN=70><IMG SRC="file:
Macintosh%20HD/Desktop%20F older/KlaewklaNew/graphics/bul

o PRI N i <

COLOR=#0000005L&/FONT></TD></TR>

B 51 413 16 ¢ RPN 112

let1.gif'><FONT SIZE=+1 COLOR=#00FFAA90>Cross
Reference</FONT></TD><TD><FONT SIZE=+1 SIZE=+1
COLOR=#000000><A href="http://expasy.hcuge.ch/cgi-bin/get-
sprot-entry?P12718">http://expasy.hcuge.ch/cgi-bin/get-sprot-
entry?P12718</A>

<BR>see <A href="http://fexpasy.hcuge.ch/cgi-bin/get-pdb-
entry?1atn">http://expasy.hcuge.ch/cgi-bin/get-pdb-entry?1atn</
A></FONT></TD></TR>

a8
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Script

Comments

</TABLE></CENTER><P>
<SCRIPT LANGUAGE="Javascript">
<|--

function fillAla() {

document.Form6.Sequence.value += Vy/

} d
— 4
function fillArg() { ," "-“

document.Form6.Seque

}
function fillAsn() {

document.Form6.Sequen
}
function fillAsp() {
document.Form6.Sequence. valu

}
function fillCys() {

i.'i
e

document.Form6. Sequence value +="Cys-"

’ ﬂ‘lJEI’WIEWIﬁWEﬂﬂI‘i

function fillGlu() {

aocumewaemeﬂwm #1INe

function fillGIn() {
document.Form6.Sequence.value += "GIn-"

}

function fillGly() {

document.Form6.Sequence.value += "Gly-"
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Script

Comments

}
function fillHis() {

document.Form6.Sequence.value += "His-"

}
function filllle() {

}

function fillLeu() {
document.Form6.Sequ
}
function fillLys() {
document.Form6.Sequence

}
function fillMet() {

document.Form6.Sequéice. value += “"Mef

) _'

function fillPhe() {
¢ L)

cmeer @ UEHAINBNINEINT

} ¢

B ) AN T UAINYA Y

document."orms.Sequence.value +="Pro-"
}
function fillSer() {

document.Form6.Sequence.value += "Ser-"

}
function fillThr() {
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Script

Comments

document.Form6.Sequence.value += "Thr-"

}
function fillTrp() {

"

document.Form6.Sequence.value += "Trp-

}
function fillTyr() {

}
function calculateMW1():
.

var position1 =0 m

var posmon2 =1

=0 ﬂﬂEJ’J‘VlEJVIﬁWEJ’]

var sequenceLen

v nsa )TN

if (document.Form6.Sequence.value.substring((position1)*4,

(position2)*4-1) == "Ala")
MW1 += 71.0

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Arg")

MW1 +=157.2
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Script

Comments

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Asn")

MW1 += 114.1

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Asp")

MW1 += 114.0

else if (document.Form6.

((position1)*4,(position2)*4-1) ==
MW1 +=103.1

else if (document.Fo
((position1)*4,(position2)*4-

MW1 += 128.1

MW1 +=128.1

else if (document.Form6.
((position1)*4,(position2) et = Oy

Yo

MW1 += 57.0

else if (document.Form6. ?equence .value. substnng

((position1)*4, (pOﬂrﬁAﬁ qHﬂ) E] W j w EI ’] ﬂ i

MW1 += 13

s

e ST TINg N Y

MW1 +=113.1

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Leu")

MW1 += 1131

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Lys")
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Script

Comments

MW1 += 1291

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Met")

MW1 += 1311

else if (document.Form6.Sequenc
((position1)*4,(position2)*4-1) == "

MW1 += 1471

else if (document.Fo
((position1)*4,(position2)*4-

MW1 += 971

else if (document.For!
((position1)*4,(position2)*

MW1 +=87.0

else if (document.Form6.Se
((position1)*4,(position2)*4-1) ==

MW1 +=101.1

else if (document.F 5
((position1)*4,(position2)*4-1)

MW1 += 186.2

((position1)*4,(po:

~IAINIMANYINE

((position1)*4,(position2)*4-1) == "Val")

vl <d°°u~mmﬁ HRINE1)T

MW1 +=99.1
position1++

position2++

o/

e
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document.Form6.MW.value = MW1
}
var NetCharge =0

function definepHForNetCharge1() {

if(document.Form6.AtpH.options[0
pH=0
if(document.Form6.AtpH.opti
pH=1
if(document.Form6.Atp
pH=2
if(document.Form6.AtpH.
pH=3
if(document.Form6.AtpH.opti
pH=4
if(document.Form6.Atpi.options{S].selected == frue, —
pH=5

if(document.Form6.AtpH. o%hons[G] .selected = true)

ﬂ‘lJEl’WlEJVI‘ﬁWEJ\’IﬂIi

lf(documentFo .AtpH.options[7]. seI?ted true)

+ARAINTUURING

if(docume%t.FormG.AtpH.optnons[8].selected == true)
bH =8

if(document.Form6.AtpH.options[9].selected == true)
pH=9

if(document.Form6.AtpH.options[10].selected == true)

pH = 10

188
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if(document.Form6.AtpH.options[11].selected == true)
pH=11
if(document.Form6.AtpH.options[12].selected == true)

pH=12

if(document.Form6.AtpH.options[1
pH =13 .

.

if(document.Form6.AtpH.opti ected =

pH =14

calculateNetCharge1()

function calculateNetCharge
var position1 =0
var position2 = 1
var pKR=0
var acidCharge = 0 ,- -
var saltCharge = 0

var netCharge0 = 0

mim NINN 3

R ANy

NTermmu$ arge =
CTerminusCharge = 0
}
else {
while (position2*4-1 <= sequencelLength) {

if (document.Form6.Sequence.value.substring((position1)*4,
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(position2)*4-1) == "Arg") {
pKR = 12.48
acidCharge = 1
saltCharge =0

}

else if (document.Form6.Sequ
((position1)*4,(position2)*4-1).==

pKR = 3.90 7 -

acidCharge =0

saltCharge = -
}

else if (document.Form6.
((position1)*4,(position2)*4-1

pKR = 8.33
acidCharge =0
saltCharge = -1 ;

}

else if (document. Form6 Sequence.value.substring

((position1)*4, (DOﬂﬂ‘u“EJ "'J @n)ﬂ\ VI j w EJ ’] ﬂ ‘3

a°'@’%‘?ﬂﬁﬂ‘§fu UN1INe

saltCha rge = -1
}

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "His") {

PKR = 6.04

acidCharge = 1
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saltCharge = 0

}

else if (document.Form6.Sequence.value.substring
((position1)*4,(position2)*4-1) == "Lys") {

pKR =10.79
acidCharge = 1
saltCharge = 0

}

((position1)*4,(position2)
pKR =10.13
acidCharge =0
saltCharge = -1

}

else { ‘
acidCharge = 0 yT.‘ ‘
saltCharge = 0 L'J 7

} 4

s UL NN TN

netCharge0 += pow(10,pKR-pH)/(pow(10,pKR-pH)#+1)*

acid}Char@;Wﬂ(Mﬂ)?ww f] fJ Vl E.

position1++

position2++

}
var pK1=0

var pK2 =0
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var NTerminusCharge = 0
var CTerminusCharge = 0
if (document.Form6.Sequence.value.substring(0,3) == "Ala")

pK2 = 9.87

else if (document.Formé. @”ﬁ 9(0,3) ==
z
pK2 = 8.99 S —

else if (document. Form6
Asn")

pK2 = 8.84

else if (document.Fo
Aspll)

pK2 = 9.90

else if (document.Form6.S
Cysll)

pK2 = 10.78 |
‘,-"

i
(diiia u&:mm SHHar

else if (document.Form
Glu")

Gin")

QIR RN T NW]’J‘V]E

else if (aocument.ForrnG.Sequence.value.substrlng(0,3) ==
Glyll)

pK2 = 9.78

else if (document.Form6.Sequence.value.substring(0,3) ==
His")

pK2 = 9.33

else if (document.Form6.Sequence.value.substring(0,3) ==

e
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lle")
pK2 = 9.76
else if (document.Form6.Sequence.value.substring(0,3) =="
Leu")
pK2 =9.74

else if (document.Form6.Seq
Lysll)

pK2 = 9.18

else if (document.Fo
Met")

pK2 = 9.28

else if (document.Forme.
Phe")

pK2 =9.18

else if (document.Form6. Sequenc'

L

Pro") ) e

K2 = 10.65 , o
p V

else if (document. Formﬁeq enc

we=sz @ ANYNINYINT

else if (documentiForm6.Sequence. value substnng(o 3)=="

" AFIANN T N 168

else if (document. Form6.Sequence.value.substring(0,3) == "
Trp")
pK2 =9.44

else if (document.Form6.Sequence.value.substring(0,3) ==
Tyr")

pK2 = 9.11
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else if (document. Form6.Sequence.value.substring(0,3) == "
Val")

pK2 =9.74

if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength) =="")

(sequencelength-1,sequencelLength-4) == “Cys")

(sequenceLength-1,sequencelLength-4) = "Glu")

else if (document.Form6.Sequence.value.substring
(sequencelLength-1,sequencelength-4) == “GIn")

pK1 =217

else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength-4) == "Gly")

pK1 =2.35

else if (document.Form6.Sequence.value.substring

e SN L ING N
ARANINIUNANINYNAL

(sequencelength-1,sequencelLength-4) == "His")

pK1 = 1.80
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(sequencelLength-1,sequencelength-4) == "His")

pK1=1.80
else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelength-4) == "lle")
pK1=2.32

else if (document.Form6.Se
(sequencelength-1,sequenc

pK1 =2.33 7
else if (document.F: ’ '
(sequencelength-1,seque '

pK1 =2.16

else if (document.Fﬂn Se
(sequencelength-1,sequéficelLength-4) == "Pro")

8 NN TN

else if (document.Formé
(sequen LeﬁhJ ,sauaceLe%hA) == "Se{ﬁ =
AW JANTI IR NNTINE
else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength-4) == "Thr")

equence.value.substring

pK1 = 2.09

else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength-4) == "Trp")

pK1 = 2.43

N8 Y
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else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength-4) == "Tyr")
pK1=2.20
else if (document.Form6.Sequence.value.substring
(sequencelength-1,sequencelLength-4) == "Val")
pK1 = 2.29 |
}
else {
if (document.Form
(sequencelength,sequen
pK1=2.35
else if (document.Fﬂn .
(sequencelength,sequencelLength-3) == "Asp")
=9 L
= FHUYINYNINYN 3
else if (document.Form6. Sequence value.substring
/s

RIS Ny

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelLength-3) == "Glu")

pK1=2.10

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelLength-3) == "GIn")

pK1 =2.17

8

d
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else if (document.Form6.Sequence.value.substring
(sequencelLength,sequencelength-3) == "Gly")

pK1 =2.35

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelength-3) == "His")

pK1 = 1.80

else if (document.For
(sequencelength,sequenc

pK1 = 2.32

else if (document.F
(sequencelength,sequence

pK1 = 2.33

else if (document.For
(sequencelength,sequen

pK1=2.16

else if (document.Form6
(sequencelength,sequence

pK1=2.13 :

else if (document;lﬂr_nG.Sequence.value.substring m
(sequenceLengthﬁjeﬁncJ_qth%) =="Phe
U

UNENINYNG

pK1 =2

A RS TN Y

pK1=2.95

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelength-3) == "Ser")

pK1=2.19

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelength-3) == "Thr")
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pK1 = 2.09

else if (document.Form6.Sequence.value.substring
(sequencelength,sequencelLength-3) == "Trp")

pK1 = 2.43

else if (document.Form6.Sequenc
(sequencelength,sequencelength-

bstring

2

——

pK1 =2.20
g —

else if (document.Fo
(sequencelength,sequence

pK1 = 2.29
}
with(Math) {

NTerminusCharge += p
+1)

:
with(Math) {

CTerminusCharg Q'i

T
- EUEANENTWENT

CTerminusCharge 1 .
y o AWIANNIUNANINE
) q
function fillNetCharge() {
definepHForNetCharge1()
document.Form6.NetCharge.value = netCharge

}

function calculatepl1() {




183

Script

Comments

var pl =
pH=0
calculateNetCharge1()

if (netCharge > -0.0001 && netCharge < 0.0001) {

pl=pH
}

else {
while (netCharge < -0.0
pH +=1
calculateNetCharge
if (netCharge > -0.000
pl=pH |
else if (netCharge < 0) { f—; A
EET A

while (netCharge

' ‘"emﬁ“ll H"”J Wﬂ'ﬂ’ﬁwﬁﬂ f

ARIAINTUUNINL

else if (netCharge > 0) {

pH-=0.1

while (netCharge < -0.0001 || netCharge > 0.0001) {
pH +=0.01
calculateNetCharge1()

if (netCharge > -0.0001 && netCharge < 0.0001) {

pl = pH
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}
else if (netCharge < 0) {
while (netCharge < -0.0001 || netCharge >
0.0001) {
pH -=0.001
calculateNetCharge1()
0.0001) {
0.0001) {
calculateNetGharge1()
‘é?ﬁ? ;
0.0001) { Vi
ik o
ﬂﬂﬁ(ﬁ mw Al
v/

o ST

<0.0001) {

pH -= 0.00001

calculateNetCharge1()

if (netCharge > -0.0001 && netCharge

pl = pH

8

d
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document.Form6.pl.value =
}
-->
</SCRIPT>

<PRE> </PRE><CENTEﬂ<IMG SRC="file:/l

Macintosh%20HD/Deskto o/leﬁolder/Klz:ewklaﬂeW/ raphics/cal
soagr<cexter®) J |2 11 9 b 11]3

<FORM MET HODﬂPOST“ NAME="Form6"

TR T AN INY

<PRE>

<INPUT Type="button" NAME="Ala" VALUE="Ala"
onClick="fillAla()"><INPUT Type="button" NAME="Arg"
VALUE="Arg" onClick="fillArg()"><INPUT Type="button"
NAME="Asn" VALUE="Asn" onClick="fillAsn()"><INPUT
Type="button" NAME="Asp" VALUE="Asp" onClick="fillAsp()">
<INPUT Type="button" NAME="Cys" VALUE="Cys"
onClick="fillCys()"><INPUT Type="button" NAME="Glu"
VALUE="GIu" onClick="fillGlu()"><INPUT Type="button"

18 &
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NAME="GIn" VALUE="GIn" onClick="fillGIn()"><INPUT
Type="button" NAME="Gly" VALUE="Gly" onClick="fillGly()">
<INPUT Type="button" NAME="His" VALUE="His"
onClick="fillHis()"><INPUT Type="button" NAME="lie"
VALUE="lle" onClick="filllle()">
<INPUT Type="button" NAME="Leu"
onClick="fillLeu()"><INPUT Type=" 1
VALUE="Lys" onClick="fillLys()" % y
NAME="Met" VALUE="Met'®IIMQI)“>
Type="button" NAME="Phe" ] ick
<INPUT Type="button" NA
onClick="fillPro()"><INPUT
VALUE="Ser" onClick="
NAME="Thr" VALUE="Thr.
Type="button" NAME="
<INPUT Type="button" N
onClick="fillTyr()"><INPUT T
VALUE="Val" onClick="fillval()"
</PRE>
<PRE>
<IMG SRC="file:///Maci 0
Folder/KlaewkIaNew/gra U
COLOR=#00FFAA90>S ence</FONT><INPUT
NAME="Sequence" SIZE=50 VALUE=Ser-T r-WMet—Glu-Hts-
Phe-Arg-Trp-Glyﬁ %- -G - E/Js% Ifqﬂ i
Val-Tyr-Pro—Asn-Gu-AIa-GIu-Asp—GIu-Ser—Ala-Glu-Ala-Phe-Pro—
s

l(;:;-li:(u—PheﬁNPUT "bu‘%m Iﬁ ﬁ 'ai q w El

<IMG SRC “file:///Macintosh%20HD/Desktop%20
Folder/KiaewklaNew/graphics/bullet1.gif'><FONT SIZE=+1
COLOR=#00FFAA90>MW </FONT><INPUT NAME="MW"
SIZE=50 VALUE=""> <INPUT TYPE="button"
NAME="calculateMW" VALUE="calculate MW"
onClick="calculateMW1()">

<IMG SRC="file:///Macintosh%20HD/Desktop%20
Folder/KlaewklaNew/graphics/bullet1.gif'><FONT SIZE=+1
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COLOR=#00FFAA90>At pH </FONT><Select NAME="AtpH"
onChange="fillNetCharge()">

<OPTION>0
<OPTION>1
<OPTION>2
<OPTION>3
<OPTION>4
<OPTION>5

<OPTION>6

<OPTION>8

<OPTION>9

<OPTION>10
<OPTION>11
<OPTION>12
<OPTION>13
<OPTION>14

</SELECT> <IM(@RC=“ﬁI§/ﬂacint %

HD/Desktop%20Fel %lg‘/@"%qfﬁ’ﬁﬁs;%ﬂ ’] ﬂl‘i

<FONT SIZE=+1 COLOR=#00FFAA90>Net Charge = </FONT>

e T b )

Net Chargé! onClick="fillNetCharge()">

<IMG SRC="file:///Macintosh%20HD/Desktop%20
FoIder/KlaéwklaNew/graphics/bunen.gif'><FONT SIZE=+1
COLOR=#00FFAA90>pl </FONT><INPUT NAME="p|"
SIZE=50 VALUE=""> <INPUT TYPE="button"
NAME="calculatepl" VALUE="calculate pl" onClick="calculatepl1
()'><P>

</PRE>

s

Gk
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</FORM>
</BODY>
</HTML>
Table C-5 Details Pag 3 -\i\\ ipt
Comments

<HTML>

/
//Kz m\\\\ .

‘f“

.l#ﬁf_"l Y

.p
. }AJ JJ‘

<HEAD>

<TITLE>Search Result</TITLE

o

</HEAD> '_,,- 4!

<BODY BACKGROUND=' "r.r:.'.'mmm.‘.;}';;ag: |
HD/Desktop%20Folder 0
BGCOLOR="#FFFFFF"> m
<CENTER>

/ﬁ] ummm WEIN
Folder/KlaewklaNe /graphics/search12. g«f >

<,CENTE§}W']a\1ﬂ§§u 1NN

<FONT SIZE=+3 COLOR=#00EEOOFF><B><CENTER>
<BLINK>4 total records found!</BLINK></CENTER></B></
FONT>

<pP>

<IMG SRC="file:///Macintosh%20HD/Desktop%20

9
A

Folder/KlaewklaNew/graphics/divide11.gif'><BR><TD><IMG
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ALIGN=MIDDLE
SRC="file:///Macintosh%20HD/Desktop%20Folder/KlaewklaNew/
graphics/cupdbbtn.gif'><A
href="CUPeptideDatabase.fm$RETRIEVE?value=798&field=Seri
al&htmi=detail1"><B>INSULIN:</B></A>(Chain A, Oxidized
From Bovine Insulin)<P><TD><IMG ALIGN=MIDDLE
SRC="file:///Macintosh%20HD/Desk{a p% 20F KlaewklaNew/
graphics/cupdbbtn.gif'><A N _
href="CUPeptideDatabase.fm$RETRIEVE?va =Seri
al&htmi=detail1"><B>INSU B></A>( inm
From Bovine Insulin)<P><TD><IM& Al =MIDLC
SRC="file:///Macintosh%20HD/0 ( 5%02( .‘3\%\‘
graphics/cupdbbtn.gif'><A ' , \\

,
WSRETRIEVE?value=800&fielc
al&htmi=detail1"><B>IN IN B FRA R\ n

& ‘ Y
href="CUPeptideDatabase. \ eld=Seri

U<
B></A><P><TD><IMG ALIGN-MIDDLE, -
SRC="file:///Macintosh%20HD/De 'op‘%. .
graphics/cupdbbtn.gif'><A e
href="CUPeptideDatabase.fm$§

FRAGMENT 33-40:</B></A><P
SRC="file:///Macintosh%20HD!/
graphics/divide11.gif'> ~#

AUEINENINYINT

PIAATUAMINYAE
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