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A. Percent identity matrices for vimentin, $100-A1, glial fibrillary acidic protein (GFAP), desmin.
B. CLUSTAL O(1.2.4) multiple sequence alignment for vimentin.

C. CLUSTAL O(1.2.4) multiple sequence alignment for S100 A9.

D. CLUSTAL O(1.2.4) multiple sequence alignment for S100 A9.

E. CLUSTAL O(1.2.4) multiple sequence alignment for desmin.

A. Percent identity matrices with the Uniprot Entry of the immunogens provided by the manufacturer.

Vimentin Percent Identity Matrix - created by Clustal2.1l

1: sp|P48674|VIME_ONCMY 100.00 74.34 76.33 75.06 76.40
2: sp|P02543|VIME_PIG 74.34 100.00 75.29 71.68 76.40
3: sp|P48671|VIM1_CARAU 76.33 75.29 100.00 80.47 74.32
4: tr|AOA671VIL3|AOA671VIL3_SPAAU 75.06 71.68 80.47 100.00 95.68
5: tr|AOA411KAS9|AOA411KASY9 DICLA 76.40 76.40 74.32 95.68 100.00

S100 Percent Identity Matrix - created by Clustal2.1l

1: tr|AOA6P6R5SE7|AOA6P6RSE7_CARAU 100.00 28.26 23.91 33.33 25.27
2: tr\AOA67lW834\AOA671W834_SPAAU 28.26 100.00 49.49 45.74 46.94
3: tr|C1BH93|C1BH93_ ONCMY 23.91 49.49 100.00 52.13 52.04
4: sp|P02639|S10A1 BOVIN 33.33 45.74 52.13 100.00 62.77
5:

tr\A0A8C4IO43\A6A8C4IO437DICLA 25.27 46.94 52.04 62.77 100.00

GFAP Percent Identity Matrix - created by Clustal2.1l

tr|AOA671WZT8 |AOA671WZT8 SPAAU 100.00 33.10 32.48 31.49 35.26
sp|Q28115|GFAP BOVIN 33.10 100.00 64.37 61.68 72.05
tr|AOA8CT7NQ31|AOA8CT7NQ31 ONCMY 32.48 64.37 100.00 76.57 80.39
tr|AOA8P4G1A2 |AOA8P4G1A2 DICLA 31.49 61.68 76.57 100.00 82.19
sp|P48677 | GFAP_CARAU 35.26 72.05 80.39 82.19 100.00
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Desmin Percent Identity Matrix - created by Clustal2.l
tr|AOA6P6PJ00|AOA6P6PJ00 CARAU 100.00 37.18 37.66 39.75 37.19

sp|P17661|DESM HUMAN 37.18 100.00 74.16 71.95 72.47
tr|AOA8C4I534|A0A8C4I534_DICLA 37.66 74.16 100.00 77.96 78.24
tr|Q8UWF1|Q8UWF1_ONCMY 39.75 71.95 77.96 100.00 82.18

s w N

tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU 37.19 72.47 78.24 82.18 100.00



B. CLUSTAL O(1.2.4) multiple sequence alignment for vimentin.

sp|P48674 | VIME ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIML_CARAU
tr|AOA671VIL3 |A0A671VIL3 SPAAU
tr|AOA411KAS9 |AOA411KASY DICLA

sp|P48674 | VIME ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIML_CARAU
tr|AOA671VIL3 |A0A671VIL3 SPAAU
tr|AOA411KAS9|AOA411KASY DICLA

sp|P48674 | VIME_ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIMl_ CARAU
tr|A0A671VIL3 |A0A671VIL3_SPAAU
tr|AOA411KAS9|AOA411KASY DICLA

sp|P48674 | VIME ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIMl CARAU
tr|AOA671VIL3 |AOA671VIL3 SPAAU
tr|A0A411KAS9\AOA411KAS97DICLA

sp|P48674 | VIME ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIML_CARAU
tr|AOA671VIL3 |A0A671VIL3 SPAAU
tr|A0A411KAS9\AOA411KAS97DICLA

sp|P48674 |VIME ONCMY
sp|P02543|VIME PIG
sp|P48671|VIML CARAU
tr|AOA671VIL3 |AOA671VIL3 SPARU
tr|AOA411KASY |AOR411KAS9 DICLA

sp|P48674 | VIME_ONCMY
sp|P02543|VIME_PIG
sp|P48671|VIML_ CARAU
tr|AOA671VIL3 |A0A671VIL3_SPAAU
tr|AOA411KASY |AOA411KASY DICLA

sp|P48674 | VIME ONCMY
sp|P02543|VIME PIG
sp|P48671|VIML CARAU
tr|AOA671VIL3|AOA671VIL3 SPAAU
tr|AOA411KAS9|AOA411KASY DICLA

sp|P48674 | VIME ONCMY
sp|P02543|VIME PIG
sp|P48671|VIM1I CARAU
tr|AOA671VIL3 |A0A671VIL3 SPAAU
tr|AOA411KASY |AOR411KAS9 DICLA
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C. CLUSTAL O(1.2.4) multiple sequence alignment for S100-Al

tr|AOA6P6R5E7 |AOA6P6R5ET7 _CARAU
tr|AOA671W834 |AOA671W834 SPAAU
tr|C1BHO3|C1BH93 ONCMY
sp|P02639|S10A1_BOVIN
tr|AOA8C4TI043|A0A8C4T043 DICLA

tr|AOA6P6R5E7 |AOA6P6R5ET7 _CARAU
tr|AOA671W834 |AOA671W834 SPAAU
tr|C1BHO3|C1BH93 ONCMY
sp|P02639|S10A1_BOVIN
tr|AOA8C4I043|A0A8C4I043_DICLA

tr|AOA6P6RSET |AOA6P6RSE7_CARAU
tr|AOA671W834 |A0A671W834_SPAAU
tr|C1BH93|C1BH93_ONCMY
sp|P02639|S10A1_BOVIN
tr|AOA8C4I043|A0A8C4I043_DICLA
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D. CLUSTAL O(1.2.4) multiple sequence alignment for glial fibrillary acidic protein (GFAP).

tr|AOAG6T71WZT8 |AOA6T71WZT8_SPAAU
splQ28115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOABCTNQ31_ ONCMY
tr|AOA8PAGI1A2 |AOABPAGIA2 DICLA
sp|P48677|GFAP_CARAU

tr|AOAG6T71WZT8 |AOA6T71WZT8_SPAAU
splQ28115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOABCTNQ31_ ONCMY
tr|AOA8PAGI1A2 |AOABPAGIA2 DICLA
sp|P48677 | GFAP_CARAU

tr|AOA671WZTS |AOA671WZTS_SPAAU
sp|Q28115|GFAP_BOVIN
tr|AOABCTNQ31|AOABCTNQ31_ONCMY
tr|AOA8P4GLA2 |AOASP4GLA2_DICLA
Sp|P48677|GFAP_CARAU

tr|AOA671WZTS |AOA671WZTS_SPAAU
sp|028115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOA8CTNQ31 ONCMY
tr|AOA8P4G1A2 |AOA8P4G1A2 DICLA
sp|P48677|GFAP CARAU

tr|AOA671WZT8 |AOA671WZT8_ SPAAU
sp|Q28115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOABCTNQ31 ONCMY
tr|AOA8P4AG1A2 |AOABPAGLIA2 DICLA
sp|P48677|GFAP_CARAU

tr|AOA671WZTS |AOA671WZT8 SPAAU
sp|0Q28115|GFAP_BOVIN
tr|AOABCTNQ31|AOABCTNQ31_ONCMY
tr|AOASP4GLA2 |AOASP4GlA2_DICLA
Sp|P48677|GFAP_CARAU

tr|AOA671WZTS |AOA671WZTS_SPAAU
sp|0Q28115|GFAP_BOVIN
tr|AOABCTNQ31|AOABCTNQ31_ONCMY
tr|AOASP4GLA2 |AOASP4GlA2_DICLA
sp|P48677|GFAP_CARAU

tr|AOA671WZT8 |AOA671WZT8_ SPAAU
splQ28115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOABCTNQ31 ONCMY
tr|AOA8PAG1A2 |AOABP4GIA2 DICLA
sp|P48677|GFAP_CARAU

tr|AOA671WZT8 |AOA671WZT8_ SPAAU
splQ28115|GFAP_BOVIN
tr|AOA8CTNQ31 |AOABCTNQ31 ONCMY
tr|AOA8PAG1A2 |AOABP4GIA2 DICLA
sp|P48677|GFAP_CARAU
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E. CLUSTAL O(1.2.4) multiple sequence alignment for desmin.

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM_HUMAN
tr|AOA8C4I534 |AOAB8C41534 DICLA
tr|Q8UWF1 |Q8UWF1_ ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM_HUMAN
tr|AOA8C4I534 |AOAB8C41534 DICLA
tr|Q8UWF1 |Q8UWF1_ ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU

tr|AOA6P6PJ00|A0A6P6PJ00_CARAU
sp|P17661|DESM HUMAN
tr|AOA8C4I534|A0A8C4I534_DICLA
tr|Q8UWF1|Q8UWF1_ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU

tr|AOA6P6PJ00|A0OA6P6PJ00_CARAU
sp|P17661|DESM HUMAN
tr|AOA8C4I534 |A0A8C41534 DICLA
tr|Q8UWF1 |Q8UWF1 ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3 SPAAU

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM_ HUMAN
tr|AOA8C4I534 |A0A8C41534 DICLA
tr|Q8UWF1 |Q8UWF1 ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3 SPAAU

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM HUMAN
tr|AOA8C4I534|A0A8C4I534_DICLA
tr|Q8UWF1|Q8UWF1_ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU

tr|AOA6P6PJ00|AOA6P6PJ00_CARAU
sp|P17661|DESM HUMAN
tr|AOA8C4I534|A0A8C4I534_DICLA
tr|Q8UWF1|Q8UWF1_ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM_HUMAN
tr|AOA8C4I534 |A0A8C4T1534 DICLA
tr|Q8UWF1 |Q8UWF1 ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3 SPAAU

tr|AOA6P6PJ00 |AOA6P6PJ00 CARAU
sp|P17661|DESM_HUMAN
tr|AOA8C4I534 |A0A8C41534 DICLA
tr|Q8UWF1 |Q8UWF1 ONCMY
tr|AOA2R2YUL3 |AOA2R2YUL3_SPAAU
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