transcriptional repressor (CDS_0024)
Retron_VI_'HTH (CDS_0025)
PrrC_Ecoprrl (CDS_0029)

27 31
26p8 | 30] 32

[ — — H . —— N S N E—
IMGVR_UViG_3300045988_137422|3300045988|Ga0495776_167869: 10,848-24,768 (+)
Retron_VI_HTH (CDS_0024)
26
1819 20 21 22 23 |25 31

integrase (CDS_0021)
121314 15 16 17 1819 20 22 23

i

;
\

N — . I BN DN E———
IMGVR_UViG_3300029036_000208|3300029036|Ga0169607_1000030|49574-85189: 10,848-24,494 (+)
Retron_VI_HTH (CDS_0029)
19 integrase (CDS_0025) 31
1820 21 22 23 24 26 27 28 |30

|
e

N —— 1 = - — NN D N -

SRS024331_al ct37450_vs1: 10,848-28,795 (+)

transcriptional repressor (CDS_0025) Retron_VI_HTH (CDS_0040)
23 29 42

1819 20 212224| 26 27 28 T30 31 32 33 34 35 36 37 38 39 |41

4i
%

[ —— I I I D B - -
IMGVR_UViG_3300007717_000396|3300007717|Ga0105662_100064|20428-75280: 10,848-43,731 (+)

Retron_VI_HTH (CDS_0037)
39

19 26
22 23 24 25 T27 28 29 30 31 32 33 34 35 36 | 3§

18 [20 21

i

[ —— 1 = mm N N - -
IMGVR_UViG_7000000289_000237|7000000289|SRS024331_LANL _scaffold_16840: 10,848-43,898 (+)

acetyltransferase (CDS_0031) transcriptional repressor (CDS_0049)
20 26 PDC-SOl_W?_067088819.1 (CDS_0032) Retron_VﬁTH (CDS_0050)
19 22 27 transcriptional repressor (CDS_0035) 39 integrase (CDS_0046) 52
18] 2123 2423%28 29 30 ‘ | 3334 [ 36 37 38 T40 41 42 43 44 45 47 48 ‘ Tgﬂ

—— -
uvig 443202 :10,848-50,247 (+)

DDI“—»DI-I{—_H-I-I-—M:MM-»‘

retron_type_VI_hth_cluster2_1 (CDS_0038)
transcriptional repressor (CDS_0037)
transcriptional repressor (CDS_0021) FS_Sma_ Sma (CDS_0035)
18 26 integrase (CDS_0033) 40
920 | 22 23 24 25 T27 28 29 30 31 32 34 | 36| 394142

I .- NN N B BN N S N B B S— 0 O U —
uvig_16854:10,848-42,592 (+)
integrase (CDS_0032)
transcriptional repressor (CDS_0021) capH (CDS_0035)
18 25 33 36 39
1920 | 22 23 24 T26 27 28 29 30 31 34 | [3738] 40

|
‘ =
i

—— -
uvig_190040: 10,866-42,177 (+)

AbiEi_WP_087193970.1 AbiEi (CDS_0026) retron_type_VI_hth_cluster2_1 (CDS_0039)
transcriptional repressor (CDS_0029) FS_Sma_ Sma (CDS_0036)

21
18 19  20[2223 2425

27 37 |41
128 30 31 32 33 34 35 | [38 40424344

!
i%

N —— 1 I N B S S D — | N S Ly 11 &l 1 B ' B ]
uvig 257518:10,848-41,056 (+)
retron_type_VI_hth_cluster2_1 (CDS_0024)
FS_Sma__Sma (CDS_0021)
22 |26
18 19 20 | [23 252728

L 1 N L L r  _ ___ Ly |
IMGVR_UViG_3300029716_000549|3300029716|Ga0245260_1000655|2653-38059: 10,866-24,105 (+)
retron_type_VI_hth_cluster2_1 (CDS_0022)
FS_Sma_Sma (CDS_0019)
20 23
18 | [21 | [2425

N R R Ly _ LR
MGV-GENOME-0339969: 10,847-22,034 (+)
Retron_VI_HTH (CDS_0025)
FS_Sma__Sma (CDS_0022)
integrase (CDS_OOET
21 |23 |27
18 | 20] | [24 262829

I S W — . — S —
MGV-GENOME-0240951:10,848-23,888 (+)

retron_type_VI_hth_cluster2_1 (CDS_0022)
FS_Sma_Sma (CDS_0019)

20 25
18 | [21 |2324] 26
R N —

N —— W .-
MGV-GENOME-0284318: 10,853-22,070 (+)
retron_type_VI_hth_clusterz_l (CDS_0021)
UmuD-like protein (CDS_0020)

FS_Sma_Sma (CDS_0018) 24
T19| [2223] 25
DD DD KERDADINEODDA
I N R I B E—
MGV-GENOME-0309588: 10,853-21,501 (+)
integrase (CDS_0019)
capH (CDS_0022)
20 Tza 26
14 18 21 | T2425] 27

L ] . — NN [ N . E—
MGV-GENOME-0329657: 10,868-23,428 (+)
integrase (CDS_0019)
capH (CDS_0022)
20 Tzs 26
18 21 | [2a25]

I SR W S NN S —— —
uvig_52053:10,848-23,201 (+)

integrase (CDS_0019)
capH (CDS_0022)

20 23 26
18 21 | T2425] 27

I R N — HE I N B
IMGVR_UViG_3300029744 000343|3300029744|Ga0245161 100003|431502-466334: 10,866-23,531 (+)
integrase (CDS_0028)
capH (CDS_0031)
18 29 [32 35
T19 20 2122 23 24 25 26 27 30 | [3334] 36

| I - .
uvig 38185:10,866-34,496 (+)
68 69

‘i

I -
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