Cluster MabA1

prophiGD102-1

= @ CJE D EEEEEDOE H EE B CEOIEBINE EE HEEE EEEEDE = E® IEIIII H [ EEE [ =1 | —— O | = o = I )
H‘ . !—H_\ q!_H'H_\R“ 0= o] !_\ Fﬂﬂﬂﬂﬁﬂﬂﬂﬂﬂqﬂﬂmmm q_,IIIT! =1 H!TH_\ E = | _ - =] = - B _HHAMF @
PYTLITYTN TRTLLTEY TVAITIRYGYLITITA; TEVLIT i PRI il \‘\‘\\\‘H‘\HH\‘H u‘m\m‘uum PSRN LTI YL TYLATYR A TRRTETY i TYATRITY i FELEYITA i YRIYYHY YA PO TN ST T ST VRTYTY YAV TRLRTIF LAY F¥TYMAYERYGiTYLITETY STPANTRIFrSTLITITE YRS TTLITI AT VLT
S | 2]
o =3 =
prophiGD11-1
= 2] 0 HNEEERICEOE EH OO HEEIIE D EEEE HEEE BEI — W E | = | B [ [ - [——] | I - .. = B (] =
=1 (| C1E A HR | [ 1 0 o i e | N I [=] 7| | =1 [=1 [=1 [ [ [+ Bl

=0 E
ffE =

prophlATCC1 9977-1

prE N E SR @A M EiE S EE W AR ] @ EE B@E = jocn R s ol w ] = F e =B = B =
= LT AP LA e AR LTI AT TR TR i AT AT T TP Y AT P

prophiGD15-1

[ E AEERC=0E] EIEIIIIIIIEBEEEIEI-E H AEE B ER

)
i SR e N I 1 o I B A EEMCIMAR =] i CCom 1 = B Ciln :

=

prophiGD17-2

[ FEEEEECEF E A= I I HEEIE F FEIE B EEE B EA OO B FEN F & [N WO ) [ - I - | = c] =l
[ H [FI[AEEHAE | [5 5 o Y I = [-] HE =] (| [ =1 [l [=1 [ =1

prophlGD21 -2

E IIIEII EBIEIIIEI EIEIIIIII-EEEEEIEI-E IEEIIEIB 0 § FR FE [ = . | | I - . = 2] (=1
i sty AR [ e L S S e —— e

EIIII ‘-I‘II
prophiGD20-1

1 FeCEEsl | mEEE § EBEEElE El 8 6 EEECE 8
= ] Bl [l GLEl GA GRCeIE] Gl A= e M B A 5] e 8 el ] Ty (M :

YR TSTLISTR /ETYRITYIY FYTLTETY FRVLLTTRL STAITEN) VTLITITILAY
\;Il\;l I =7

prophlGD22 1

E IIIEIIEEIEIIIEI E A1 MEEAIE EEENE EHEABEE EEE 1 [m #@E=Em
IE| [ 1 I = I R e [=] H [ | =] H

CEOH
EE = =

prophiGD27-1

B @ EI EEBEIEE I &0 =& B EEEEEEIEI-E HAFE BER [F] ® EE N E O | [ =) = B = ] H B [
=1 EET: T T B G ] Bl A E [ = Fl ] B N R 1 s B =

E IIII IIII =
prophiGD57-2

B rEiEss | mmEl 8 BEREIE P8 8 @EEEOEE] 0 0 @S 8E o B - e B e | = F = w8 =2 B =
LA o oL AL TR Y AT AT AR Hl A el L el A LT TR AT AR AT T

prophiGD43A-1

£ sEEESICEE mar I miEiE o Em end 8 e - B EE i@ = = =EEE = E = O mmEC=1[=] B B &
1 [l E GARRA | O B 6 B AR EAE @8 e B o N e I T T Y s oio B —1 T - - N | m

Figure S3. Genome comparisons of Cluster MabA1. Pairwise nucleotide sequence similarity is displayed by color spectrum coloring between the genomes,
with violet as most similar, and red as least similar. Genes are shown as boxes either above or below the genome indicating rightward- and leftward-
transcription, respectively, each genome line; boxes are colored according to gene phamilies, they are assigned. Maps were generated using phamerator
and its database Actino_prophage (version 5).



