Supplementary Material 2

B-cell epitope prediction of TSP11 amino acid chain in Echinococcus granulosus infected with different intermediate hosts

(1) IEDB online forecast chart.
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(2) Prediction diagram of "Protean" module of DNA Star software.
[image: 微信图片_20230511101410][image: 微信图片_202305111014101][image: 微信图片_202305111014102][image: 微信图片_202305111014103][image: 微信图片_202305111014104][image: 微信图片_202305111014105][image: 微信图片_202305111014106][image: 微信图片_202305111014107]

[image: 微信图片_202305111014108][image: 微信图片_202305111014109]
[image: 微信图片_2023051110141010]



image3.png
@ Hap-4pad

R [Foen
|Pointer Over: The Dosument
Wore Methods? ~

Tgroeomay e -
gy Amenitsty - Sen
gy Sutoce Provadiy
By Freaviy - sl
gy Crarge Dersity -
gy Seconcar St

e
sy

5 gy seaenes

o Sequence
 Seconsmry Seucs
gy Hsopstny - Hoon
i Anigenicty - Jomi

yrestres

A
A
s
.

c
48

s

1w

|5 PP %% 0 » 0 6@ p 06 DD & w0000 e B Gs 0o s W0t K0 1 1 1 70 M5 0 1 K0 50 B0 Ao 20 20 2 2 2w B 20 2 W

-
— —
| ..
. L . L .
0 i+ + 0 0

L o e

R LY L5 S TS TP LSS L LS AU SR LYV GATL VTSP SR B T B G

e

sse

migha, Regions - GamerRobson
mgha, Region - Chow Fasman
m5eis Regions - ChouFasman
Tum, Regions - Chow Fasman

Coi, Regions - GamerRobson

bysropriiie Piot - Kyte-Doslite

i Regors - Karphs-Schutz

Ansgeic Index - Jameson Wolf

Disaqnce




image4.png
Position: 1
Wore Methods? <

Tgroeomay e -
gy Amenitsty - Sen
gy Sutoce Provadiy
By Freaviy - sl
gy Crarge Dersity -
gy Seconcar St

e
sy

5 gy seaenes

o Sequence
 Seconsmry Seucs
gy Hsopstny - Hoon
i Anigenicty - Jomi

yrestres

A
A
s
.

c
48

s

1w

|5 ™ ®® % % %4 D %@ DB D » D o 0 s 0 s i s iip s 0 ws 1 s 10 18 W 11 18 W9 190 9 20 2o 20 2o 2 29 B B 0 0 W

R A T T 159 TS P LM SSNSLTS LIPS AR WG VTROGTS PR BT B G

i o ad, A EB_d_2

A TR NG TGH DL RSUNE

| ossse

migha, Regions - GamerRobson
mgha, Region - Chow Fasman
m5eis Regions - ChouFasman
Tum, Regions - Chow Fasman

Coi, Regions - GamerRobson

bysropriiie Piot - Kyte-Doslite

i Regors - Karphs-Schutz

Ansgeic Index - Jameson Wolf




image5.png
Posiion: 50

R | oierOve: st = s 101

5 tore tethossr ]

[ ey e R T e R D A A A e A e P e g s s s s s e s g g

Ve N = o, Regns - Gamr Robson

| @ Wy Sutece Frobesilit A — — 8 ipha, Ragions -Chou-Fasman
[
b s ™ e _—— B e Regons Crovrssman
oo | = = - = me TR R—
e ° 3 1 i I — o 0— - ol Regiors - GamierRosson
sy o

& gy Seavence

5 [kt B0 ol ,.h, ot s, th.. [
g Hydropsthy - Hopp I II. . I -

gy Anigenicy - Jami e

R b g AAAE,

A DO N GRTIGHOLRISUNE DSsuence

i Regors - Karphs-Schutz

|
!
!
|
|
F

Ansgeic Index - Jameson Wolf





image6.png
@ Hap-7

e

ySeauence
gy Seconcar St

N

S a—

[ R "

B e R R R L E R R E R R X R - ey ap oy oo e

B g | - PR ——
gy Surace Provasic R fr— fr— S —

-y

v I S - N —— S

ﬁ[ gy Secondary Structu . . L R s Reons - CrovFssman

; o 0o g P

anlilinn 5, ,.h, __-J..-.'_th-. sty oy

gy Hycropatny - Hopp
gy Anigenicy - Jami
Fyreswes e
i . i i . - — o [l mFioctie Regins - Karps-Sohiz

D N W T Y

T RO INCGRTGHORSIE DSsuence





image7.png
@ Hap-8

I [Setecton 250 > 251
T
: .
SR e Tk ks B BBk B B @ B M % B % H % 1 5 N0 s f0 e to e o 1 M 15 10 75 5 1 S 20 3 20 26 20 2 20 28 20 2k
E1ER S N — s, Regons - Gaer R
gy Surfecs Provasilic A — — mAipha, Regions - ChouFasman
Froisitty - Karps
i B - P B e Regirs - CrouFasman
gy cros ooy -
i S S s = — T, Regors -G Fssman
8 oo s - i - .
c o t o O 0 O osk Regers - Gamerfatson

gy Tive ° -
e

%::: s . ool ., ul-; -._l‘*w ety Pty Dot
S —— T

yrestres

L = & - L - o Fecbie Regions - Karplus-Sehutz

. ..n.l. A BA .J ik

A DO N GRTIGHOLRISUNE DSsuence

B ansgaic Index - Jameson Wolf





image8.png
[Sets, (B LS Blr

ore lethods? <

Tgroeomay e -
Amhilc

Zoom in tool i

By riminiy - Kol
gy Crarge Dersity -
gy Seconcar St

gy Tive
e

ySeauence
gy Seconcar St

gy Hycropatny - Hopp
gy Anigenicy - Jami

yrestres

T 0 5 2 2 M 3 4 4 D B 0 % 0 75 0 8 S 9 100 105 10 15 1 12 10 135 10 6 10 95 1 1 U0 7S 160 15 150 155 200 28 200 28 20 2 20 28 240 2 20

- .

04w

T T — -

ol

I
!

I ' ..n.l.. A, |

AR HANI LT WL STFTSLNGNTPE DM SSN SFCS FLIFL AW ARV GIATLI IVTROGTSL VA AR SN E G

A TR NG TGH DL RSUNE

| ossse

migha, Regions - GamerRobson
mgha, Region - Chow Fasman
m5eis Regions - ChouFasman
Tum, Regions - Chow Fasman

Coi, Regions - GamerRobson

bysropriiie Piot - Kyte-Doslite

i Regors - Karphs-Schutz

B ansgaic Index - Jameson Wolf




image9.png
@ Hap-10

NECE
T
Ty ety e r 7 e
a B o R g g s
VD B — s, Regons - Gaer R
| @ g Surtece Fropesi A — — 8 ipha, Ragions -Chou-Fasman
Pa—
7 s ™ e _—— B e Regons - Crourasman
B Ty seconcay st T Lo L . . L R s Reons - CrovFssman
Sel® e ° 3 1 i I — o — - ol Regiors - GamierRosson
sy o
Seavence
. e RN - lisedbiton,

o kst Pt - Kyte Dosite
gy Hycropatny - Hopp T ey Pt
R
gy reets e

. - i Bl mFiecsis Regons - Karps-Sohuiz

.m.l.. d. B8\ 4

A DO N GRTIGHOLRISUNE DSsuence

1





image10.png
@ Hap-11

K [suecto: 20> 20
o v e Docment
[
: N
@[ T o S "I A3 i ey s s s 1 g s e SV
VD R — ks, megens - ooz
Ei HpSutece Poseniic A — — s, Regis - Chou Fasman
(E———

- % v B - —_— - - - - W Bets, Regions - Chou-Fasman

Wﬁ B | o - === P
%S@v‘dlﬂysﬁumﬂ 0¥

oo gyoe ° 0 1 B = o T
i gy s

%::: s . ool ., ul-; -._l‘*w ety Pty Dot
S —— T

yrestres

L = & - L - o Fecbie Regions - Karplus-Sehutz

, ad, A WAL 2@

A DO N GRTIGHOLRISUNE DSsuence





image11.png
@ Hap-12

Ry Feion 177
Y tore mesrorr =]
: , ossas

SVER s Tt % bk H % b % P % @ G T T B 8 % % 00 15 N0 1o o 5 B0 1 10 1o o 195 130 195 10 79 10 15 190 195 B0 Xs 20 26 2 Fe T B 2 26 2
ETER S » — o, Regns - Gamr Robson
gy Suriece Provabilic, A — — g, Regions - o Fasmn
b Sa—
| e oo s ™ e B e Regors - Crourssman
B Ty seconcay st T Lo L . . L R s Reons - CrovFssman
s ° 3 1 i O—— o — - ol Regiors - GamierRosson

yrue e

Gy Seavence

. e oo st oltltten, mal
vtami o . e A v

Fyreswes e

i Regors - Karphs-Schutz

D W W T Y

A DO N GRTIGHOLRISUNE DSsuence

|
!
!
|
|
F





image12.jpeg
Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences
| WASRLRFFVL KIPTNNAVE LOVTYLILPT VIGFGVFLLS LSYPISLIIS NTPEILONL

61 FSGGVISALF CSIFLIFLPI HGSIALKRIS RLILILYVI IATLITVIFC AGTSLIVFEA
121 PLOARVILEN NTLIKEYGK RGFITOSHDF VQSFLRCCAY EDNGHGATNG SHADLSVIAL -
181 FISVDSALFE TSLFYKRVPK SCCLTLYDPL TGPTIQIQN VLACQINQIG PPRFTHGAN

241 TALYYRVSSL KITE
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o | e KSHTPEILGNILES 14
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152 | 200 | AVEDNGHGAINGSYWILSVNAIFISVISELEEISLVIRVPK | 42

203 | 23 CLTLVDPLTGHPTIQIQVLACQIQIGPERFTH 3
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences
| WASRLRFFVL KIPTANAVE LOYTYLILPT VIGGVFLLS LSYPISLIIS NTPEILONL

61 FSGGYISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA
121 PLOARVILEN NTLIKEYGK RGFITDSHDF VQSFLCCAY EDNGHANG SHADLSVIAL
181 FISVDSRLFE TSLFYKRVPK SCCLTLYDPL TGPTOGIQN VLACQINQIG PPRFTHGAN -
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

1 WAFELEPFVL RIFTHAVNVI LOVINLILFT VIFFGVFILS LSVFTSLNES NTPEILGNIL
61 FSGGVISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA

121 PLOARVILEN NTLIKEYGK RGFITOSHDF VQSFLRCCAY EDNGHGATNG SHADLSYIAL
181 FISVDSALFE TSLFYKRVPK SCCLTLYDPL TGPTOQIQN VLACQINQIG PPRFTHGAN -
241 TALYTRVSSL KITE
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152 | 200 | AVEDNGHGAINGSYWILSVNAIFISVISELEEISLVIRVPK | 42

203 | 23 CLTLVDPLTGHPTIQIQVLACQIQIGPERFTH 3
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Bepipred Linear Epitope Prediction 2.0 Results

Input Sequences
1 UAFRLEGFVL KIFIKNAVI LGVINLILFE VFFGVFLLS LSVFISLUES NTPELLGIIL

61 FSGGYISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA
121 PLOARVILEW NTLIKEYGK RGFITOSHDF VQSFLRCCAY EDNGHGATNG SHADLSVIAL
181 FISVDSALFE TSLFYKRVPK SCCLTLYDPL TGPTIQIQN VLACQINQIG PPRFTHGANY -
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152 | 200 | AVEDNGHGAINGSYWILSVNAIFISVISELEEISLVIRVPK | 42
203 | 23 CLTLVDPLTGHPTIQIQVLACQIQIGPERFTH 3
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Bepipred Linear Epitope Prediction 2.0 Results

Input Sequences

1 WAFELEPFVL RIFTHAVNVI LOVINLILFT VIFFGVFILS LSVFTSLNES NTPEILGNIL
61 FSGGVISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA

121 PLOANVILEN NTLIKEYGK RGFITOSHDF VQSFLRCCAY EDNGHATNG SHADLSVIAL
181 FISVDSALFE TSLFYKRVPK SCCLTLYIPL TGPTOGIQN VLACQINQIG PPRFTHGAN -
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

| ISRLSEPYL KIPLIAIVE LATILILPL VRGITLLS LSVPISLIS NPEILGHL
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

1 WAFELEPFVL RIFTHIVVI LOVINLILFT LKLFGVFILS ISIFTSLYKS NTPEILGNIL

61 FSGGVISALF CSIFLIILPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA
121 PLOARVILEN NTLIKEYGK RGFITDSHDF VQSFLRCCAY EDNGHATNG SHADLSVIAL
181 FISKDSRLFE TSLFYKRVPK SCCLTLYDPL TGPTIGIQN VLACUINQIG PPRFTHGANY
241 TALYYRVSSL KITE
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

1 WAFELEPFVL RIFTHAVNVI LOVINLILFT VIFFGVFILS ISIFTSLYKS NTPEILGNIL
61 FSGGYISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA

121 PLOARVILEN NTLIKEYGK RGFITDSHDF VQSFLRCCAY EDNGHGATNG SHADLSVIAL
181 FISVDSRLFE TSLFYKRVPK SCCLTLYDPL TGPTOQIQN VLACQINQIG PPRFTHGAI -
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences
| WASRLRFFVL KIPTAVE LOVINLILPT LFGVFLLS LSIPISLIIS NTPEILONL
61 FSGONSALY CSTFLIPLFL WGSIALIRIS RLALILIVIO TATLIIVIRC AGISLIVPEX
121 PLOAVKLEN TNTLTAEIGH RGFITOSYDF VGSPLECCAY EDNGHSAYIG SHYDLSVIAL
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

1 WAFELEPFVL RIFTHIVIVI LOVINLILFT LKLFGVFILS ISIFTSLYKS NTPEILGNIL
61 FSGGYVISALF CSIFLIILPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA

121, FLOARVELEN NKTLINEYGK RGFITISHIF VQSFLRCCAY EDNGHGAYNG SYADLSYNAY
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Bepipred Linear Epitope Prediction 2.0 Results
Input Sequences

1 WAFELEPFVL RIFTHAVNVI LOVINLILFT VIFFGVFILS LSVFTSLNES NIPEILGNIL
61 FSGGYISALF CSIFLIFLPI HGSIALKRIS RLILILYVIG IATLITVIFC AGTSLIVFEA

121 PLOARVILEN NTLIKEYGK RGFITDSHDF VQSFLRCCAY EDNGHGATNG SHADLSVIAL
181 FISVDSRLFE TSLFYKRVPK SCCLTLYDPL TGPTIGIQN VLACUINQIG PPRFTHGANY -
241 TALYYRVSSL KITE
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