Supplementary material 3.- Protein BLAST and conservation analysis of the selected peptide. 
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Description SclentiicName | ¢ e |Score | Cover |value | Ident | Len | Accession
Chain A Spike construc] Synthetic construct 392 392 100% 0.044 100.00% 1520 7ETB A
Chain A Spike construc] Synthetic construct 392 392 100% 0.044 100.00% 1520 ZEZD_A
pike-GFP [Expression vector SARSCoV2SGEP] Expressionvect.. 392 392 100% 0044 100.00% 1512 QTA389911
Chain B. Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeaculere.. 392 392 100% 0.044 10000% 1380 7LX5 B
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0.044 10000% 1310 7KRQ A

Distinct conformational states of SARS-CoV-2 spike protein [Severe acute respiratory syndrome coronavius 2] Severeacutere... 392 392 100% 0.044 100.00% 1310 6XR8_A

Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1307 7LQV A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1305 7N1Q A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1305 INIU_A
Chain A, Spike glycoprotein Fibritin [synthetic construct] synthetic construct 392 392 100% 0.044 100.00% 1297 TAAN_A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1288 7LYK A
SARS-CoV-2 HexaPro S One RBD up [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1288 6XKL A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 100.00% 1288 6VSB_A
SARS-CoV-2 D614G 3 RBD down Spike Protein Trimer without the P986-P987 stabilizing mutations (S-GSAS... Severe acute re.. 392 392 100% 0044 10000% 1288 TKDK A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere . 392 392 100% 0044 100.00% 1288 TMIG_A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere. 392 392 100% 0044 10000% 1288 7ESC_A

SARS-CoV-2 RBD down Spike Protein Trimer without the P986-P987 stabilizing mutations (S-GSAS) [Severe ... Severe acute re... 392 392 100% 0.044 100.00% 1288 7KDG_A

Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 392 392 100% 0044 10000% 1288 TLWW A

Cryo-EM Structure of SARS-CoV-2 Spike : H11-D4 Nanobody Complex [Severe acute respiratory syndrome c... Severeacutere.. 392 392 100% 0.044 100.00% 1288
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Conservancy analysis for epitope - 1

Epitope name _ Epitope sequenceEpitope lengthPercent of protein sequence matche at identity 2100%
wis-separated.0 | RTOLPPAYTNS | 11 10000% (717)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] || 231 | RTQLPPAYTNS, 100.00%
2 | [(QIG55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 2*31 | RTQLPPAYTNS 100.00%
2 | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 2'31 | RTQLPPAYTNS 100.00%
# | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 2'31 | RTQLPPAYTNS 100.00%
5 |[QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 2*31 | RTQLPPAYTNS 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 2*31 | RTQLPPAYTNS 100.00%
7 | [QHR63250 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 231 | RTQLPPAYTNS 100.00%
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A No es seguro | tools.iedb.org/conservancy/result/detail/

Conservancy analysis for epitope - 1

Epitope name _ Epitope sequence _ Epitope lengthPercent of protein sequence matche atidenity 100%
wis-separated.0 | MESEFRVYSSANN | 13 100.00% 717)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] || 153165 | MESEFRVYSSANN 100.00%
2| [(QIG55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSANN 100.00%
* | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSANN 100.00%
# | [QHR63280 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSaNN 100.00%
5 | [QHR63270 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSANN 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSaNN 100.00%
7 | [QHR63250 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 153165 | MESEFRVYSSANN 100.00%
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Conservancy analysis for epitope - 1

Epitope name _ Epitope sequence  Epitope lengthPercent of protein sequence matche at idenity >100%
wis-separated-0 | SNNLDSKVGGNY | 12 100.00% (77)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
2| [(Q1G55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
* | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
4 | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
5 | [QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
7 | [QHR63250 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | SNNLDSKVGGNY 100.00%
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Conservancy analysis for epitope - 1

Epitope name _Epitope sequence Epitope lengthPercent of protein sequence matche at idenity 2100%
wis-separated.0 | RLFRKSNLKPFE | 12 10000% (717)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
2| [(Q1G55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
* | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
4 | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
5 | [QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
7 | [QHR63250 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | RLFRKSNLKPFE 100.00%
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Conservancy analysis for epitope - 1

Epitope name _ Epitope sequenceEpitope lengthPercent of protein sequence matche at identity 2100%
wis-separated.0 | ISTEIVQAGST n 10000% (717)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] || #5478 | ISTEIYQAGST 100.00%
2 | [(QIG55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 65478 | ISTEIVQAGST 100.00%
2 | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | #6478 | ISTEIVQAGST 100.00%
# | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | #6478 | ISTEIYQAGST 100.00%
5 |[QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | #6478 | ISTEIYQAGST 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | #6478 | ISTEIVQAGST 100.00%
7 | [QHR63250 2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 465478 | ISTEIYQAGST 100.00%
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Conservancy analysis for epitope - 1

Epitope name _ Epitope sequence _Epitope lengthPercent of protein sequence matche at identity >100%
s separated.0 | YGFOPTNGVGYQ | 12 100.00% (777)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] || 495508 | YGFOPTNGVGYQ 100.00%
2 | [(QIG55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFOPTNGVGYQ 100.00%
2 | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFOPTNGVGYQ 100.00%
# | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFOPTNGVGYQ 100.00%
5 | [QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFQPTNGVGYQ 100.00%
© | [QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFOPTNGVGYQ 100.00%
7 | [QHR63250.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 95508 | YGFOPTNGVGYQ 100.00%
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Conservancy analysis for epitope - 1

Epitope name _Epitope sequence Epitope lengthPercent of protein sequence matche at identity 2100%
wis-separated-0 | GPRKSTNLVINK | 12 100.00% 717)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QHR63290.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] || 525537 | GPKKSTNLVKNK 100.00%
2 | [(QIG55955.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
3 | [(QIC53213.1 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
# | [QHR63280.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
5 |[QHR63270.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
© | [(QHR63260.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
7 | [QHR83250.2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] | | 525537 | GPKKSTNLUKNK 100.00%
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Conservancy analysis for epitope - 1

Epitope name _ Epitope sequence _ Epitope lengthPercent of protein sequence matche at identity >100%
wis-separated0 | MSDNGPONGRNA | 12 10000% (777)

Download result &

Stow rcoras it genty | [>= v | [100% v

1 |[QWA53371.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] || 12 | HSONGPQUGRNA 100.00%
2| [QIT08288.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
2 | [QIT08276.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
# | [QIT08264.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
5 | [@JQ39988.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
® | [@JQ39976.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
7| [@JQ27886.1 nucleocapsid phosphoprotein [Severe acute respiratory syndrome coronavirus 2] | | 12 | MSONGPQNQRNA 100.00%
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Description SclentiicName | ¢ e |Score | Cover |value | Ident | Len | Accession
Collagen alpha-1(1) chain [synthetic construc] synthetic construct 401 401 100%  0.022 100.00% 1520 ZETB_A
Collagen alpha-1(1) chain [synthetic construc] syntheic construct 401 401 100% 0022 100.00% 1520 ZETD_A
GEP [Expression vector SARSCoV2SGEP] Expressionvect.. 401 401 100% 0022 100.00% 1512 QTA38991.1
Chain B, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 401 100% 0.022 100.00% 1380 7LX5_B
Chain A, Spike glycoprotein [Severe acute respiralory syndrome coronavirus 2] Severeacutere.. 40.1 401 100% 0.022 100.00% 1310 7KRQ_A

Distinct conformational states of SARS-CoV-2 spike protein [Severe acute res|

tory syndrome coronavius 2] Severeacutere.. 40.1 401 100% 0.022 100.00% 1310 6XRE_A

[Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1307 7LQV_A
in [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1305 7N1Q_A
[Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1305 IN1U_A

synthetic construct 401 401 100%  0.022 100.00% 1297 7AIN_A
Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1288 ZLYK A

Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1288 6XKL A

Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 401 100% 0022 100.00% 1288 6VSB_A
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[Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 40.1 40.1 100% 0.022 100.00% 1288 ZLWW_A

Cryo-EM Structure of SARS-CoV-2 Spike : H11-D4 Nanobody Complex [Severe acute respiratory syndrome c... Severeacutere... 40.1 40.1 100% 0.022 100.00% 1288

Chai

Spike glycoprof

[Severe acute res

[ B < B <N NN BN N<N<N<N<N<N<]

atory syndrome coronavirus 2] Severeacutere.. 401 401 100% 0022 100.00% 1288 [S Eeedback

t548p.m.
p—

P Escribe aqui para buscar

z )

& 26°C Lluvia ligera





image4.png
&7 Correo: Karen

x| B WHO Coronavirus (¢ x | [ aliCator LIC Cloring ¢ X | B Traductor de Google X | (§ Epitope Conservancy . x [ESSNSTEISEISEANN

<« C & blastncbinimnihgov/Blastcgi
. . Max Total Quey E | Per | Acc.

Description SclentiicName | ¢ e |Score | Cover |value | Ident | Len | Accession
Chain A Spike construc] Synthetic construct 422 422 100%  0.004 100.00% 1520 7ETB A
Chain A Spike construc] Synthetic construct 422 422 100%  0.004 100.00% 1520 ZEZD_A
pike-GFP [Expression vector SARSCoV2SGEP] Expressionvect.. 422 422 100% 0004 100.00% 1512 QTA389911
Chain B. Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0.004 10000% 1380 7LX5 B
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeaclere.. 422 422 100% 0.004 10000% 1310 7KRQ A

Distinct conformational states of SARS-CoV-2 spike protein [Severe acute respiratory syndrome coronavius 2] Severeacutere... 422 422 100% 0.004 100.00% 1310 6XR8_A

Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1307 7LQV A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1305 7N1Q A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1305 IN1U_A
Chain A, Spike glycoprotein Fibritin [synthetic construct] synthetic construct 422 422 100%  0.004 100.00% 1297 TAAN_A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1288 7LYK A
SARS-CoV-2 HexaPro S One RBD up [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1288 6XKL A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1288 6VSB_A
SARS-CoV-2 D614G 3 RBD down Spike Protein Trimer without the P986-P987 stabilizing mutations (S-GSAS .. Severe acute re.. 422 422 100% 0004 10000% 1288 TKDK A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere . 422 422 100% 0004 100.00% 1288 TMIG_A
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1288 7ESC_A

SARS-CoV-2 RBD down Spike Protein Trimer without the P986-P987 stabilizing mutations (S-GSAS) [Severe ... Severe acute re... 422 422 100% 0.004 100.00% 1288 7KDG_A

Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Severeacutere.. 422 422 100% 0004 100.00% 1288 TLWW A

Cryo-EM Structure of SARS-CoV-2 Spike : H11-D4 Nanobody Complex [Severe acute respiratory syndrome c... Severeacutere... 422 422 100% 0.004 100.00% 1288
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Description Common Name
[Severe acute respiratory syndrome coronavirus 2] Wahan seafood.

Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.
Wuhan seafood.

Wuhan seafood.

Wuhan seafood.

Wuhan seafood.
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388
388
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100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.
100%.

value

0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038
0.038

Per.

Ident

100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%

Acc.
Len
1286
1274
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273
1273

*

Accession

ASR A
Qpcata
QLcaezett
QOL01709.1
QKN19551.1
QNA37495 1
QUHET762.1
QKGE8598.1
QKV37200.1
QOD0BB17.1
QNNEE601.1
QUR939B11
QLC46169.1
QUTgE112.1
QT50941.1
QUT435721
QLCasss31
QUR93189.1
QOL76129.1
QOD59283.1
QNO918351
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Common Name | Max | Total Query | E Per | Acc -
- Score Score Cover value Ident | Len ~ Accession
Chain A, Spike glycoprotein [Severe acute respiratory syndrome coronavirus 2 Wuhan seafoo... 426 426 100% 0.002 100.00% 1310 6XREA
ChainA_Spike glycoprotein [Severe acute respiratory_syndrome coronavirus 2 Wuhan seafoo... 426 426 100% 0.002 100.00% 1288 6Z43_A

ChainA_Spike glycoprotein [Severe acue respiratory syndrome coronavirus 2 Wuhan seafoo . 426 426 100% 0002 10000% 1287 62GG_A

ChainA_Spike glycopro
Chain A,_Sy

[Severe acute respiratory syndrome coronavirus 2 Wuhan seafoo... 426 426 100% 0.002 100.00% 1287 6ZGE_A

pike glyce

Wuhan seafoo... 426 426 100% 0002 100.00% 1283 7C2L A
Wuhan seafoo... 426 426 100% 0002 100.00% 1282 CAD0240757.1

surface glycoprotein, partial [Severe acue respiratory syndrome coronavirus 2
ChainA_SARS-CoV-2 spike glycoprotein [Severe acute respiratory syndrome coronavirus 2] Wuhan seafoo . 426 426 100% 0002 10000% 1281 6VXX A

Wuhan seafoo... 426 426 100% 0002 100.00% 1274 QPC41132.1
Wuhan seafoo... 426 426 100% 0.002 100.00% 1273 QLCA6781.1
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QOL01709.1
Wuhan seafoo... 426 426 100% 0.002 100.00% 1273 QMT54716.1
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QLCA6193.1
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QNO599271
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QOU99227.1
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QOH26238.1
Wuhan seafoo... 426 426 100% 0.002 100.00% 1273 QOE82537.1
Wuhan seafoo... 426 426 100% 0.002 100.00% 1273 QLF977951

Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QPB740431
Wuhan seafoo... 426 426 100% 0002 100.00% 1273 QNU113041
Wuhan seafoo... 426 426 100% 0.002 100.00% 1273 QPF56282.1

Wuhan seafoo.. 426 426 100% 0002 100.00% 1273
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Wuhan seafoo... 426 426 100% 0.002 100.00% 1273
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