Aligned genome fraction Genome length ratio

0 0.25 0.5 0.75 1 0 0.25 0.5 0.75 1
Intergenomic similarity

40 50 60 70 80 90 100

40000
20000
0

43.6 42.0 47.7 47.7 45.6 43.7 43.7 32.7 35.1 WIH697580_1_Gord_phg_Catfish

16us| awouas)

529 54.6 54.6 53.1 536 53.6 437 429 MN010758.1 Gord _phg_Dardanus
653 65.3 649 639 639 437 453 MW132713.1 Gord_phg_TinaLin
384 420 KU998237.1_Gord_phg_Vendetta
384 420 KU998238.1_Gord_phg_Splinter
40.6 432 MT553344.1 Gord_phg_TZGordon
39.7 437 KY471268.1_Gord_phg_Huffy

phg_Catfish sflseBlss:25:58:55:2585 25

0.6 0:7 0.8 0:9 0:9 l:D 10
T S R 437 KY471269.1 _Gord_phg_DinoDaryn
0.5 0.6 0.6 0.5 0.5 0.6 0.6 .
oo BN oo 408 KP790011.1_Gord_phg_Gsputl
0.5 0.6 0.6 0.6 0.6 0.6 0.6 0.6 0.6
.o o BEINNNE oo oo MH651189.1_Gord_phg_Schmidt
%2} c © = c [ =
2 5 £ & 9 £ > 5 B
T ©« & £ T 2 g a &£
3 £ 2 %3 o LT a a <
s 5 2 2QR 2E 0
92425852
2559282258
297 15828 %¢8
R o 8 2 & o (DI I S 5
%3 9 895 <890
;O
S <« ® T o & 7T o5
B g I T3 g 449 35
~N 8RN 0N TN g 8 o
SR D SN
933938y 5 8
=288 §F¢I
Z = < ~ N =
= > ¢



