Supplementary Figures

Estimates of viral species diversity, evenness and richness
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Figure S1. Estimates of viral diversity (Shannon index), evenness (Pielou index) and richness
(ACE index) from the viral metagenomes of (A) pre-Harvey samples (July 31 & Augt. 22)
compared to the first sampling (Sept. 4) and (B) Sept. 4 sampling, compared to the last sampling
effort (Sept. 28).
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Figure S2. Virus-like particles abundances (with standard error bars)in samples from Stn7 and
the Augt. 22 pre-storm sample. Counts were performed on the viral concentrates and the total for
the original samples are estimated based on the concentration factor, assuming a 100%
concentration efficiency.



¢
R
) [
!
S
\ ©
[
5%% .8
e
\ >
© w2 o
%93 Re,
ey o .
c [}
YN 25 O5 o
0BB-e \ FE39
0%, & oHEY 02 §35¢
S, Ox QL QU 0P s 2 20aq5
0 0w AP B B el
@7‘{'7 O\ = O%Q_avvaq <
"2 =< 3
REISEE AN iz sasecs
AL R AR N g 302® cococa
670 0% 2050 656808
\ 7 . 502 q
o, . ® So0D CalaO
So S 27 S Eda To00%s
Q, 7 d
Sepor e X 555 So20 EEEEDS
Sep, Seoy Sepp ¢ % 7;799)9900 o '. ‘“‘Eﬂ-\‘“':‘v
L g 7 358, NSTIT
Sepy, 2&4\9792 7205 70};;636;0)3)‘9 Q SN
S &
Sebt,mg;’ > Q9
. N\ :. 0
ept.
Sept 5838,
PL16~79325 !
S 447588 Q
ept.
Sept.4<154%3228065 A
Sept.16_89695 @
. I
Sept.4_108936 D] I
Q
60 Sept.16_1
Sept.4 88& o N Sot16_103060
t.
SeP‘-‘ng—\eng 28R 0 Ssep’f 14—3‘;804
e " " -
Pree 8N 2000 T PY / ePLd_1gead7
SePl Toy2
Ha e ged g \ y Sepr 47,
PO N2 0998, Al o ept 157797
ey 55093000 q 3
pre e gy2 5 Aot ’ S, 7058
?xe’\‘\awe‘\)‘agzv‘Aor’%”b“g’b\ Y o O =0 > R S0ty
ot e S S, )
.\so\ra\zz‘!\vi,b(‘ag\k%& 9 P %% & J ot v 52 7
08 o B g Q N\ ) s
RN IS & S5, v
o £ . P4 N} 0x Of
we ® B ST ‘6
wet FESENTS, % %%
078 RSV 0 % ENED
PSSO B 9%, %
& A‘b‘xe’z’qé’ NS 0! 2% R0
X Ty Ve g ,3le o BV 0,
@ R S SoNCw, $,95' 0 0D, ¢\ P =
& sSSP Sess8E ¢ 2oL e e, ©
B SN . ©
< (;\& \qlg’"f 85555“0!%”! w2 e n® \P(;?\d‘(v%o\
& o VoG SIS oI <8 0203 OH\ O\
ST d5358505 3320802829 20
: 0207
€ § PS8 2R R P L8R S
Y SO93500652230 7R o= oy ©
; 99555.,85 299 02020\ *
2 s ss5f0 Stgoad8eb5aX
Q S350 o< 238200 @
$O£58 catoNafl” R® 9
Sz av % 00 ola o >
Le<LE 2oL eg
S5 £5 s o |
w < < ¥ > a
5
o
T
£
c
<

Figure S3. Unrooted phylogenetic analysis (maximum likelihood; LG + I + F model; 100
bootstrap replicates) of the gokushovirus major capsid protein (Sept. 4 in red, Sept. 9 in orange,
Sept. 16 in green, and Sept. 28 in blue, pre-Hurricane. Harvey in grey, and isolates in black).
Bootstrap support is represented by a gradient from white (0% support) to black (100% support)
The large black clade solely contains sequences from isolates from animal guts. The highlighted

grey clade contains sequences from post-Hurricane Harvey only.
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Figure S4. Stacked bar histogram showing the relative abundance of the lytic viruses identified
in the host metagenomes. The dotted line separates Pre- and Post-Harvey samples.
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Figure S5. Stacked bar histogram showing the relative abundance of the prophages identified in
the host metagenomes. The dotted line separates Pre- and Post-Harvey samples.
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Figure S6. Heat map showing the density of auxiliary metabolic genes (AMGs) related to
carbohydrate metabolisms, normalized to one million proteins, recovered from microbial
metagenomes (A) and viral metagenomes (B). July 31 and Augt. 22 were sampled prior to
Hurricane Harvey’s landfall.



