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Figure S1. A. Lane 2: positive shrimp sample from Satkhira, lane 3: positive shrimp sample
from Cox’s Bazar, lane 4: positive Scylla olivacea sample from Satkhira, lane 5: positive Scylla
olivacea sample from Cox’s Bazar, lane 6: positive control, lane 7: (Negative control) sample
in which WSSV was not detected; B. 148 bp products represent detection confirmation in real-
time PCR products from both challenged groups (E and G represent samples of BD1 and BD2,
respectively); C. Lane 2-3: Samples from control group showing no band, lane 4: No template
control, lane 5-14: Challenged PL positive in conventional PCR, and lane 15: positive control
(Lane Is in A, B and C represent 100 bp ladder)

Mutation analysis of VP28

P
China, Vietnam, Indonesia, USA, Japan, Korea,
India, Thailand, Mexico, Brazil, The Netherlands,
Iran, Bangladesh, Egypt, Philippines, Ecuadorand

\Saudi Arabia )
ﬁenaeus monodon, Penaeus japonicus, \

Penaeus setiferus, Penaeus indicus,
Procambarus clarkia, Panulirus Homarus (spiny
lobster), Macrobrachium rosenbergii,
Litopenaeus vannamei, Scylla serrata, Scylla
olivacea, Penaeus vannamei, Fenneropenaeus
indicus, Marsupenaeus japonicus, WSSV-
@imera, Penaeus vannamei /

/36 (T-A, 2), 38 (E-V, 1), 40 (H-R, 2; H-P, 1), 42 (D-G, 50}, \
49 (D-G, 1), 55 (P-L, 1), 76 (T-A, 1), 80 (I-F, 1), 114 (Q-R,
12), 124 (V-M, 1), 134 (1Y, 1), 135 (T-A, 1; T, 1), 145 (P-
L, 1), 162 (S-F, 1), 167 (E-G, 19, 15 in Bangladesh, 4 in
Egypt), 171 (F-C, 1), 173 (C-R, 1), 177 (F-L, 1), 179 (A~V,

\1), 182 (A-E, 1), 190 (F-L, 2) y

Major mutationsof VP28 (204 aa)
42" aminoacid: D +G(33.33%)
114t aminoacid: Q- »R(8%)

167" aminoacid: E«—G (12.67%)
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Figure S2. Major mutations of VP28 reported from different countries and hosts (our
sequences and previously published sequences downloaded from NCBI were used for the

analysis)
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Figure S3. VP28 sequences retrieved from previously published whole genome sequences
used for making phylogenetic tree using Geneious Prime Trial version 2020
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Figure S4. Lane 1: 100 bp ladder, lane 2-11: infected crabs after exposure to WSSV, and lane
12: crab from control group (no band in the control confirmed samples of other lanes showing
bands were positive)
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Figure SS5. A. Glycine to Glutamic Acid signifies rigidification and B. Glutamic Acid to
Glycine at 167th amino acid position signifies gaining flexibility using DynaMut web server.
‘Blue’ signifies a rigidification of the structure (G167E) (Figure S5A) and ‘Red’ represents a
gain in flexibility (E167G) (Figure S5B).



