KT REFIRIR-T (18

ZETE#1(10311029)
#—2H :abc04a05

—. stk A E AL —AEE OGRS K) 89 M A

Wk S T I Eh W, B A AT BN AE 3 AR RT I AT R A IR el CL 4R A7
FET-HOBR T AT Wik i K R 3R Ak B TR) T 55, Wik 2 25 i Ak AS 2 R I8
X RES EAUR R A s 0%, BRI 32 22 2 RN R AL 4, a8 3 5L
by A PE S B S5 AR, BA R R BE A TR A A L ik 255 25 il o R 2, Ak b
K, Bt E B R AR Z IR A TR, BT A 2SR 2
PR L) 0T k2R 25 BB IR RS R WATP AL AT IR L PR RSV m M)
JL.

PREUFEIRIA-T (HWTX-T) /& M\ P [ 35 A R0 ik 20 F b S0 50k (Selenocosmia
huwena Wang) W14 B4l R I AP B 25, A S M IS N 20040 g 3 168 ¥y BHL B 771).

HWTX-1 /1 33 MR IERA KN, &fH =X —m, o eE Ll I-1v, I11-
V, TTT-VI i 07 s, =% AR & = I SCFATH B & e — AN 8
FoE [ 2 . R P A R e — o S 1) 3 VA AT HE R T HWTX -1 119 22 ) 5 4y A
TR (R 35 e 22 R 45 45 K544 (Inhibitor Cystine Knot motif, ICK 444 .

AWK BE 35 cDNA &544 05" AERIEEX IR + S KPR LR 1A T KX IR
(pre [X) (5WWkaE 22 0 WRFEA O0) + & Glu SR ZE R 115 5 K5 e
T Z R BE X 3K (pro X) + AVl AR + B (pro X) + 3" JERHTE

[X 4. |
5" UTR prelX pro [X mature prolX 3’ UTR
peptide
HWTX-T FUAREE (1 i 81 NEIEIRALAL, 102k 85 V) J5 (1 e i 1 AT 33 AN a3
FR A k.

—. HWTX-T &9 PROTEIN-PROTEIN BLAST ;%



—. H HWTX-I () mature chain fi protein—protein Blast %55 (CBI TOOL) :

Query= hwtx—1
(33 letters)

Distribution of 12 Blast Hits on the Query Sequence

Color Key for Alignment Scores

| <a0 4050 BTN oo
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0

Scor

e E
Sequences producing significant alignments:
(bits) Value
pir!| |A37479 huwentoxin-I — Chinese bird spider >gi|451267]g. .. 85
3e—16
sp|P56676|TXHI SELHU Huwentoxin-I precursor (HwTx-I) >gi|30... _85
3e—16
pdb|1QK6/A Chain A, Solution Structure Of Huwentoxin—I By Nmr 84
8e—16
gb | AAF25774. 1|AF157504 1 huwentoxin—I [Selenocosmia huwena] 84
8e—16
sp|P83464 |TXN3 SELHA Hainantoxin—-III (HnTx-III) _63
1e—09
sp|P83591 |TXN1 SELHA Hainantoxin—-I (HnTx-I) _47
8e—05
pdb | INIX|/A Chain A, Three Dimensional Solution Structure Of... 47
8e—05
sp|P83471|TXN4 SELHA Hainantoxin-IV (HnTx-1IV) 41
0. 004
pdb | INIY|/A Chain A, Three Dimensional Solution Structure Of... 41
0. 004
sp|P83303 | TXH4 SELHU Huwentoxin—IV (HwTx-IV) >gi|23200501|p... 39
0.017
gb|AAP33074. 1| huwentoxin—IV precursor [Ornithoctonus huwena] 39

0.017



sp|P83480|TX1_THRPR Toxin ProTx-I 34
0. 72

>pir| |A37479 huwentoxin—1 — Chinese bird spider
gb|AAB28456. 1| huwentoxin—I=neurotoxin [Selenocosmia huwena=Chinese
bird

spiders, venom, Peptide, 33 aal]
Length = 33

Score = 85.1 bits (209), Expect = 3e-16
Identities = 33/33 (100%), Positives = 33/33 (100%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33
ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

>sp|P56676 | TXH1 SELHU Huwentoxin—I precursor (HwTx—I)
gb | AAP33078. 1| huwentoxin—I precursor [Ornithoctonus huwenal]
Length = 81

Score = 85.1 bits (209), Expect = 3e-16
Identities = 33/33 (100%), Positives = 33/33 (100%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33
ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 49 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 81

>pdb | 1QK6 A Chain A, Solution Structure Of Huwentoxin—I By Nmr
Length = 33

Score = 83.6 bits (205), Expect = 8e-16
Identities = 32/32 (100%), Positives = 32/32 (100%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33
CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

>gb | AAF25774. 1[AF157504 1 huwentoxin—I [Selenocosmia huwena]
Length = 32

Score = 83.6 bits (205), Expect = 8e-16
Identities = 32/32 (100%), Positives = 32/32 (100%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK 32



ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK
Sbjct: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK 32

>sp|P83464 | TXN3_SELHA Hainantoxin-III (HnTx-III)
Length = 33

Score = 62.8 bits (151), Expect = 1e-09
Identities = 23/29 (79%), Positives = 24/29 (82%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCK 30
CKG D+CTPGKNECCPN CS KHKWCK
Sbjct: 2 CKGFGDSCTPGKNECCPNYACSSKHKWCK 30

>sp|P83591 | TXN1 SELHA Hainantoxin-I (HnTx-T)
Length = 33

Score = 47.0 bits (110), Expect = 8e-05
Identities = 16/29 (55%), Positives = 19/29 (65%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCK 30
CKG  +C PGKNECC C+ + KWCK
Sbjct: 2 CKGFGKSCVPGKNECCSGYACNSRDKWCK 30

>pdb | INIX|A Chain A, Three Dimensional Solution Structure Of
Hainantoxin—I By

2d 1h-Nmr

Length = 34

Score = 47.0 bits (110), Expect = 8e-05
Identities = 16/29 (55%), Positives = 19/29 (65%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCK 30
CKG  +C PGKNECC C+ + KWCK
Sbjct: 2 CKGFGKSCVPGKNECCSGYACNSRDKWCK 30

>sp|P83471 |TXN4 SELHA Hainantoxin—IV (HnTx-IV)
Length = 35

Score = 41.2 bits (95), Expect = 0.004
Identities = 15/34 (44%), Positives = 21/34 (61%), Gaps = 2/34 (5%)

Query: 2 CKGVFDACTPGKNECCP——NRVCSDKHKWCKWKL 33
CG CP +CC N VCS KH+WCK+++
Sbjct: 2 CLGFGKGCNPSNDQCCKSSNLVCSRKHRWCKYEI 35



>pdb | INTY|A Chain A, Three Dimensional Solution Structure Of
Hainantoxin—Iv

By 2d 1h-Nmr

Length = 36

Score = 41.2 bits (95), Expect = 0.004
Identities = 15/34 (44%), Positives = 21/34 (61%), Gaps = 2/34 (5%)

Query: 2 CKGVFDACTPGKNECCP——NRVCSDKHKWCKWKL 33
CG CP +CC N VCS KH+WCK+++
Sbjct: 2 CLGFGKGCNPSNDQCCKSSNLVCSRKHRWCKYEI 35

>sp|P83303 | TXH4 SELHU Huwentoxin—IV (HwTx—IV)
pdb| IMB6 /A Chain A, Three Dimensional Solution Structure Of
Huwentoxin—Iv By

2d 1h-Nmr

Length = 35

Score = 39.3 bits (90), Expect = 0.017
Identities = 14/34 (41%), Positives = 22/34 (64%), Gaps = 2/34 (5%)

Query: 2 CKGVFDACTPGKNECCPNR—VCSDKHKWCKWKL 33
C +F ACP ++CC + VCS K +WCK+++
Shjct: 2 CLEIFKACNPSNDQCCKSSKLVCSRKTRWCKYQI 35

>gb|AAP33074. 1| huwentoxin—IV precursor [Ornithoctonus huwenal]
Length = 89

Score = 39.3 bits (90), Expect = 0.017
Identities = 14/34 (41%), Positives = 22/34 (64%), Gaps = 2/34 (5%)

Query: 2 CKGVFDACTPGKNECCPNR—VCSDKHKWCKWKL 33
C +F ACP ++CC + VCS K +WCK+++
Shjct: 54 CLEIFKACNPSNDQCCKSSKLVCSRKTRWCKYQI 87

>sp|P83480 | TX1 THRPR Toxin ProTx-I
Length = 35

Score = 33.9 bits (76), Expect = 0.72
Identities = 12/30 (40%), Positives = 17/30 (56%), Gaps = 1/30 (3%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKW 31
C+ C+ G+ CC + VCS +H WC W



Sbjct: 2 CRYWLGGCSAGQT-CCKHLVCSRRHGWCVW 30

Database: All non-redundant GenBank CDS
translations+PDB+SwissProt+PIR+PRF

Posted date: Aug 28, 2003 12:45 AM
Number of letters in database: 486, 132, 453
Number of sequences in database: 1,509,571

Lambda K H
0.325 0. 140 0.576

Gapped
Lambda K H
0.267 0.0410 0. 140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1

Number of Hits to DB: 39, 692, 228

Number of Sequences: 1509571

Number of extensions: 762311

Number of successful extensions: 2280

Number of sequences better than 10.0: 12

Number of HSP’ s better than 10.0 without gapping: 8
Number of HSP’s successfully gapped in prelim test: 4
Number of HSP’s that attempted gapping in prelim test: 2268
Number of HSP’s gapped (non—prelim): 12

length of query: 33

length of database: 486, 132, 453

effective HSP length: 9

effective length of query: 24

effective length of database: 472, 546, 314

effective search space: 11341111536

effective search space used: 11341111536

T: 11

A: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 67 (30.4 bits)



. HHHWTX-1 f mature chain fff] protein—protein blast %54 (NCBI
TOOL) :

results of BLAST

[0 [Pairvice | semauto | veb [Ses
100 [0 [one [510 organisns | Aligment
[Tormat_page 1] i [ 100 [o.005
[Tvobindons | 0 I [ [roteins
766 [ Blast Rewults | 1o99657229-176] 18 [

| on E | 2 | 2 | et

[0 [Pairvice | semauto | veb [Ses

100 [0 [one [510 organisns | Aligmment
[Tormat_page 1] i [ 100 [o.005
[Tvobindons | 0 I [ [roteins
766 [ Blast Rewults | 1o99657229-176] 18 [

| on K | 2 | et

BLASTP 2.2.9 [May-01-2004]

Reference:

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new generation of protein database

search
programs” , Nucleic Acids Res. 25:3389-3402.

RID: 1093657223-1766-18917342593. BLASTQ4



Query= hwtx-1

(33 letters)

Database: All non-redundant GenBank CDS

translations+tPDB+SwissProt+PIR+PRF excluding environmental samples

1,995, 204 sequences; 669,608,501 total letters

If you have any problems or questions with the results of this search

please refer to the BLAST FAQs

Taxonomy reports

Distribution of 9 Blast Hits on the Query Sequence

Color Key for Alignment Scores
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Sequences producing significant alignments:
(bits) Value

gi 132363504 | sp|P56676 | TXH1 ORNHU Huwentoxin—I precursor (Hw...
9e-11

gi 476777 pir|[A37479 huwentoxin-I — Chinese bird spider >g...
47  le-04

2i|6708032 | gh|AAF25774. 1] huwentoxin—I [Selenocosmia huwena]
3e—04

g1 (5822307 [pdb[1QK6[A Chain A, Solution Structure Of Huwent...
3e-04 E

2124638300/ sp|P83464 | TXN3_SELHA Hainantoxin—III (HnTx-III)

0. 15

gi[42559580 | sp|P83745[TX1 THEBL Theraphotoxin 1 (T1Tx1)

0. 74

gi (42559582 | sp|P83747[TX3 THEBL Theraphotoxin 3 (T1Tx3)

3.4

gi 30575584 | gh |AAP33074. 1| huwentoxin—IV precursor [Ornitho. ..
3.7

gi[42559581 [ sp|P83746[TX2 THEBL Theraphotoxin 2 (T1Tx2)

4.2

Alignments

[ >gi[32363504|sp|P56676 | TXHI ORNHU  Huwentoxin-I precursor (HwTx-—

I)

gi 30575612 | gb |AAP33078. 1| huwentoxin—1 precursor [Ornithoctonus

huwena ]
Length = 81

Score = 67.4 bits (163), Expect = 9e-11
Identities = 33/33 (100%), Positives = 33/33 (100%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 49 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 81

[ >gil476777 pir| [A37479  huwentoxin—-1 — Chinese bird spider

gi (451267 | gb | AAB28456. 1| huwentoxin—I=neurotoxin [Selenocosmia
huwena=Chinese bird

spiders, venom, Peptide, 33 aal]
Length = 33

Score = 47.0 bits (110), Expect = le—04



Identities = 33/33 (100%), Positives = 33/33 (100%)
Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

[ >0i 16708032 | gb|AAF25774. 1]  huwentoxin-I [Selenocosmia huwena]

Length = 32

Score = 45.8 bits (107), Expect = 3e-04
Identities = 32/32 (100%), Positives = 32/32 (100%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK 32

ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK
Sbjct: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWK 32

' >gi|5822307 pdb[1QK6|A [E] Chain A, Solution Structure Of

Huwentoxin—I By Nmr
Length = 33

Score = 45.8 bits (107), Expect = 3e-04
Identities = 32/32 (100%), Positives = 32/32 (100%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33
CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL
Sbjct: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

[ >gi124638300| sp|P83464 | TXN3 SELHA  Hainantoxin-ITT (HnTx-I1T)
Length = 33

Score = 36.6 bits (83), Expect = 0.15
Identities = 23/30 (76%), Positives = 24/30 (80%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCK 30

CKG D+CTPGKNECCPN CS KHKWCK
Sbjct: 1 GCKGFGDSCTPGKNECCPNYACSSKHKWCK 30

[ >gi[42559580|sp|P83745|TX1 THEBL  Theraphotoxin 1 (T1Tx1)

Length = 35



Score = 34.3 bits (77), Expect = 0.74
Identities = 20/33 (60%), Positives = 27/33 (81%)

Query: 1 ACKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

AC G+F++C P ++CCPNR C+ KHKWCK+KL
Sbjct: 2 ACLGMFESCDPNNDKCCPNRECNRKHKWCKYKL 34

[ >gi]42559582|sp|P83747|TX3 THEBL  Theraphotoxin 3 (T1Tx3)

Length = 35

Score = 32.3 bits (72), Expect = 3.4
Identities = 17/32 (53%), Positives = 24/32 (75%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33

C GtF +C P ++CCPNRVC + +WCK+KL
Sbjct: 3 CLGMFSSCDPNNDKCCPNRVCRVRDQWCKYKL 34

[ >gi[30575584 | gb|AAP33074. 1|  huwentoxin—IV precursor

[Ornithoctonus huwena]
Length = 89

Score = 32.0 bits (71), Expect = 3.7
Identities = 14/34 (41%), Positives = 22/34 (64%), Gaps = 2/34 (5%)

Query: 2 CKGVFDACTPGKNECCPNR—VCSDKHKWCKWKL 33

C +F ACP ++CC + VCS K +WCK+++
Shjct: 54 CLEIFKACNPSNDQCCKSSKLVCSRKTRWCKYQI 87

[ >gi]42559581 | sp|P83746|TX2 THEBL  Theraphotoxin 2 (T1Tx2)

Length = 35

Score = 32.0 bits (71), Expect = 4.2
Identities = 17/32 (53%), Positives = 24/32 (75%)

Query: 2 CKGVFDACTPGKNECCPNRVCSDKHKWCKWKL 33
C G+F +C P ++CCPNRVC + +WCK+KL
Sbjct: 3 CLGMFSSCDPKNDKCCPNRVCRSRDQWCKYKL 34

BRI

BT



Database: All non-redundant GenBank CDS

translations+tPDB+SwissProt+PIR+PRF excluding environmental samples
Posted date: Aug 25, 2004 2:14 AM

Number of letters in database: 669, 608, 501

Number of sequences in database: 1,995, 204

Lambda K H
0.325 0.139 0.576

Gapped
Lambda K H
0.267 0.0410 0. 140

Matrix: BLOSUM62

Gap Penalties: Existence: 11, Extension: 1

Number of Hits to DB: 14, 665, 808

Number of Sequences: 1995204

Number of extensions: 297778

Number of successful extensions: 1053

Number of sequences better than 10.0: 18

Number of HSP’ s better than 10.0 without gapping: 11
Number of HSP’ s successfully gapped in prelim test: 7
Number of HSP’ s that attempted gapping in prelim test: 1035
Number of HSP’ s gapped (non—prelim): 18

length of query: 33

length of database: 669, 608, 501

effective HSP length: 8

effective length of query: 25

effective length of database: 653, 646, 869

effective search space: 16341171725

effective search space used: 16341171725

T: 11

A: 40

X1: 15 ( 7.0 bits)

X2: 38 (14.6 bits)

X3: 64 (24.7 bits)

S1: 40 (21.6 bits)

S2: 68 (30.8 bits)

=. 5 HWTX-1 A 4 KARDLE 64 B & 04 5 7)) Eb3R



L. A2k B = BAS[RR A [ Wk ) vk 23 25 85 17 41 (From NCBI) :
Z—F:0rnithoctonus huwena:

1. huwentoxin-I (hwtx—1) : (33 AA)

ackgvfdact pgkneccpnr vesdkhkwek wkl

2. Huwentoxin—I precursor: (81 AA)

mrasmflala glvllfvvey aseseekefp rellfkffav ddfkgeerac kgvfdactpg
kneccpnrve sdkhkwckwk 1

3. Huwentoxin-II isoform 1 (HwTx-II): (37 AA)

1fecsfscei ekegdkpckk kkckggwkck fnmevkv

4. Huwentoxin—II isoform 2 (HwTx-II): (37 AA)

1fecsfsceq ekegdkpckk kkckggwkck fnmevkv

5. Huwentoxin—II precursor: (85 AA)

mkvtliailt caavlvlhtt aaeeleaesq lmevgmpdte laavdeerlf ecsfsceiek
egdkpckkkk ckggwkckfn mcvkyv

6. Huwentoxin—IV (HwTx-IV): (35 AA)

ecleifkacn psndqcckss klvesrktrw ckyqi

7. Huwentoxin—IV precursor: (89 AA)

mvnmkasmf] alaglvllfv vcyaseseek efsnellssv lavddnskge erecleifka
cnpsndqeck ssklvesrkt rwekyqigk

P :0rnithoctonus hainana:

1. Hainantoxin—-I (HnTx-I): (33 AA)
eckgfgkscv pgkneccsgy acnsrdkwck v11
2.Hainantoxin—II1I (HnTx-III): (33 AA)
gckgfgdsct pgkneccpny acsskhkwck vyl
3.Hainantoxin—IV (HnTx-1IV): (35 AA)
eclgfgkgen psndgeckss nlvesrkhrw ckyei

5 =P : Theraphosa blondi:

1. Theraphotoxin 1 (T1Tx1): (35 AA)
aaclgmfesc dpnndkccpn recnrkhkwe kyklw
2. Theraphotoxin 2 (T1Tx2): (35 AA)
ddclgmfssc dpkndkcepn rversrdqwe kyklw
3. Theraphotoxin 3 (T1Tx3): (35 AA)
ddclgmfssc dpnndkcepn rvervrdgwe kyklw

2.polydot #hi5:
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titxd

ttx2

ttx3

‘ D D D Z Z Ha. Lcng;: Unes  Palnts Sequence

1 B 110 huwentodn—I{fet
2 183 Huwentasdn =1
3 a7 4 110 Huwentasdin=1
4 a7 5 100 Huwentain—Il
5 &8 4 158 Huwentadin-I
[ o0 Huwentaedn—1v
T B4 8 1B9 Huwenbodn-K
L] 33 4 54 Hoiramtoxin-|
q 33 7 &0 Hoirantoxin—II
100 3 8§ 71 Hoinomtaxin-N
11 B Tharaphatoxin
12 35 A O7 Themphatosin
13 a 102 Tharophatasin



. 5 HWTX-1 FR KA E G E A LR AN EQLEHA

huwentoxin-1I (hwtx—1) : (33 AA)
ackgvfdact pgkneccpnr vesdkhkwek wkl

19E6 — Cn3D 4.1
File V¥iew Showi/Hide Stwle Window

ﬁjgkﬁ;a

Hainantoxin-I (HnTx-1): (33 AA)
eckgfgkscv pgkneccsgy acnsrdkwek vll



INIX — Cn3D 4.1
File VYiew Show/Hide Stxle Window

Fhm::& i naliz i Featd T . :

Hainantoxin—-IV (HnTx-IV): (35 AA)
eclgfgkgen psndgeckss nlvesrkhrw ckyei
INIY — Cn3D 4.1

File ¥iew ShowfHide Styxle Windew CID Help

%Pﬂf:a
Huwentoxin—IV (HwTx—1IV): (35 AA)

ecleifkacn psndqcckss klvesrktrw ckyqi




INB6 — Cn3D 4.1

File ¥iew Shows/Hide Ztwle Window L

FJM@5;A
I

. HWTX-T 44 H 43 8.

LHWTX-I B & (175000 F fro:

mrasmflala glvllfvvey aseseekefp rellfkffav ddfkgeerac kgvfdactpg
kneccpnrve sdkhkwckwk 1

1-21:f5 5K 22-48: [AIFRIX 49-81: plishit

disulfide bond: (50,65) (57,70) (64,77)

Hydrogen bonded turn: 59-62

Beta—strand region: 68-70 77-79

2. HWTX-1 B4 £ 1 iK1 8 F1 3281 0 At (PEPSTATS)

PEPSTATS of Huwentoxin-I precursor from 1to 81
Molecular weight = 9318.90 Residues =81
Average Residue Weight =115.048 Charge =15
| soelectric Point = 7.6918

A280 Molar Extinction Coefficient = 12660



A280 Extinction Coefficient Img/ml = 1.36

I mprobability of expression in inclusion bodies = 0.559

Residue Number Mole% DayhoffStat
A =Ala 7 8.642 1.005
B = Asx 0 0.000 0.000
C=Cys 7 8.642 2.980
D=Asp 4 4.938 0.898
E=Glu 8 9.877 1.646
F =Phe 8 9.877 2.743
G =Gly 4 4.938 0.588
H =His 1 1.235 0.617
I =1lle 0 0.000 0.000
K=Lys 9 11.111 1.684
L=Leu 8 9.877 1.335
M = Met 2 2.469 1.452
N =Asn 2 2.469 0.574
P=Pro 3 3.704 0.712
Q=GlIn 0 0.000 0.000
R=Arg 4 4.938 1.008
S=Ser 4 4.938 0.705

T=Thr 1 1.235 0.202



VvV =Val 6 7.407 1.122

W=Trp 2 2.469 1.899

X =Xaa 0 0.000 0.000

Y =Tyr 1 1.235 0.363

Z =Glx 0 0.000 0.000

Property Residues Number M ole%

Tiny (A+C+G+S+T) 23 28.395

Small (A+B+C+D+G+N+P+S+T+V) 38 46.914
Aliphatic  (I+L+V) 14 17.284

Aromatic (FHH+W+Y) 12 14.815
Non-polar (A+C+F+G+I+L+M+P+V+W+Y) 48 59.259
Polar (D+E+H+K+N+Q+R+S+T+Z) 33 40.741
Charged (B+D+E+H+K+R+2Z) 26 32.099
Basic (H+K+R) 14 17.284

Acidic (B+D+E+Z)

3. HWTX-I it /K P X 35 73 Afr (PEPWINDOW):
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huwentoxin—I{hwtx—1):

AHWTX-| ()25 R f %

huwentoxin-1I (hwtx—1) : (33 AA)
ackgvfdact pgkneccpnr vesdkhkwek wkl
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