Normalized average
relative abundance

©

N

(&
L]

0.10 et e T65 r = 0.391, p<0.0001
*° o St ‘T64 r = 0.304, p<0.0001
B, 0 e T63'7'= 0.309, p<0.0001
0.05 TN O
0

(b)

Mi complementarity

0.4

0.3

0.2

0.1

— T85 r =—0.498, p<0.0001
= T78 r=-0.490, p<0.0001
— T73 r =-0.089, p=0.0756

. e T70 r =-0.091, p=0.0676

n<0 0001
p<0.0001

v.5LL,

Estimated genome size (Million base pairs)

c .(< i ¢ Estimated genome size
F e |
E .\
| oy
J e
P e
H o .
G Uy
A NS p value
K .\/ s — <0.05
L S <o
Q ] .
| — — <0001
-1 -08 -06 -04 -02 0 02 04 06 08 1
Spearman’s correlation
(d) I ET Group
- ..'3,‘, . ©  -Mean estimated genome size
IR . 1990927.20bp
0.2
0.1
: AL arman’s Rho = 0.158
I p-value < 0.0001 0
0 1 2 3

Estimated genome size difference (10%bp)

Energy production and conversion (C)
Nucleotide transport and metabolism (F)
Amino Acid transport and metabolism (E)

Lipid transport and metabolism (l)

Translation, ribosomal structures
and biogenesis (J)

ns

*k%k

(P) Inorganic ion transport and metabolism
(H) Coenzyme transport and metabolism
(G) Carbohydrate transport and metabolism
(A) RNA processing and modification

(K) Transcription

(L) Replication, recombination and repair

(Q) Secondary metabolites biosynthesis,
transport and catabolism

*k%k

*k%k

*kk

0

0.2

0.1
Effect Size
(9)- o HT Group (f) MT Group
o .. -Mean estimated genome size Mean estimated genome size
L% ... o 2808581.29bp 2908186.45bp
o ' 0.2
0.1
0.149 Spearman’s Rho = 0.118
p-value < 0.0001 0 p-value < 0.0001
0 1 2 0 1 2

Estimated genome size difference (10°bp)

Estimated genome size difference (10%bp)



