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Table S1. Statistical information regarding the distribution of Micromonospora and
Micromonospora_E BGCs by the distance of the BGC to the closest GCF in BiG-SLiCE (T=900,
GCFs=29,955). Mann-Whitney U-test results are reported as well.

Statistics: Micromonospora: Micromonospora_E:
Mean: 1006.01 1174.01
Median: 908 1004
Standard Deviation: 486.34 555.8
Standard Error: 20.37 45.84
P-value: 6.842e-04
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLICE they were most similar to.
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLICE they were most similar to.
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. Distance between BGCs is associated with GCFs in BiG-SLiCE they were most similar to.
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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3000

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.

Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using Chebyshev pairwise distance.
Each dot represents an individual BGC. The hue and size of the dots were scaled based on the average distance of
the individual BGC, across the entire dataset, to the closest 3 GCFs in BiG-SLICE (T=900).
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Figure - S21:
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.

Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
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Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Terpene BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using |2 pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-1 BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.

Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.

Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between RIPP BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.

Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
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Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Siderophore BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

70



Figure - S61:

[
125000
100000
[ ]
75000
)
¢ °
50000 o
N
P [ ]
©
: °
= [ )
g o ¢ ®
O
25000
[ ]
a 0 o
o0 (]
[ ]
0 o0
S . y
,.‘!D ) [ ]
/7
‘. [ C I
-25000 ° L .. . 0’
0 ¢
[ 0®
o %
-50000
[ ]
[
([ )
-20000 0 20000 40000 60000

Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between PKS-NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between NRPS BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.

Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

Distance between NRPS BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.

Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using |2 pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Other BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).

100



Coordinate 2

800

600

400

200

-200

-400

Figure - S91:

-1250 -1000 =750 -500 -250 0 250 500 750
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Saccharides BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.

Coordinate 1

Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.

Coordinate 1

Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLiCE they were most similar to (T=900).

107



Figure - 598

[ )
006 @
°, °
o o
0% L o)
0.04 ()7
J% . .
~ J
’ g
oo ¢
[ ) [ )
0.02 ¢ o
3 O
% 'y
®
o () .‘.
000 "0 v @
| v’ ¢
AN .. .
2 .
]
: % ge 03
8-002 S Y o
% 0
% % ° 5%
[ )
[ )
~0.04 0 .)(.) A )
e %0
o ¢ o
* o
_ o o
-0.06 ()
[ )
[ )
[ )
-0.08
[ )
~0.10
~0.10 ~0.05 0.00 0.05 0.10 015

Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLIiCE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
Distance between Hybrid-(Not-PKS-NRPS) BGCs is associated with the GCFs in BiG_SLICE they were most similar to (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
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The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.

Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

Average Distance (3)

The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.

Average Distance (3)

The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Terpene Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Terpene BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Terpene BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).

125



Coordinate 2

Figure -S116:

Average Distance (3)
) 1200
0.20 1400
@ 160
@ 110
® @ 0
0.15 o 0
Q 0
0.10
® o
0.05
0.00
-0.05
o Y
-0.10
-0.15 .. o O
0
-0.20
-0.10 -0.05 0.00 0.05 0.10

Coordinate 1

Scatter plot of PKS-1 Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-1 BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-1 BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).

127



Coordinate 2

0.00100

0.00075

0.00050

0.00025

0.00000

-0.00025

-0.00050

-0.00075

-0.00100

Figure -S118:

(]
0
0
0 (]
()
ogo
0,
0
0
@)
0
(]
0
0 0
0
0
-0.001 0.000 0.001 0.002 0.003 0.004

Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
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The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Figure -S119:

Coordinate 2

166
Average Distance (3)
2.0 600
(] ¢ 800
® 1000
¢ 0 "0
@
15 1600
® 000 ’
o O
10 @ 0 .. ¢
0 0
%
0 % ¢ o
05 g . .
O 0 o )
o ¢ © . (]
o
0.0 @8 QO 0
0
o) 0
0 0" %
-05 0 000 @.0 » O
O @8 %o o 0
0 ¢0 0
10 00 &
0 0
)
-15 0
-20 O
-05 0.0 05 10 15
Coordinate 1 1e7

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using I2 pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of RIPP Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only RIPP BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual RIPP BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).

141



Figure - S132:

05 Average Distance (3)
' 800
‘ 1200
0O 1600
o) ® 20
@ 20
04
@
03
0.2
¢
) od
0 0
E @
3 0.1
0
o]
o
0.0
)
-0.1

Coordinate 1

Scatter plot of PKS-Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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The hue and size of the dots were scaled based on the average distance of the individual Siderophore BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Siderophore Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Siderophore BGCs were considered for this analysis. Each dot represents an individual BGC.
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Figure -S141:
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using I2 pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).

155



Figure - S146:

Average Distance (3)
1200
0.125 . 1500
0 1800
0 210
0 2w
@ v
0.100
0.075 '
¢
0.050 ’ ’ '
0
E 0
s 00
3 0025 ONo) ()
0
o 0o o YO
® O
0.000 0 OOO o
o 8
070 00
d) 0 OO
-0.025 00
0 0 0 OO
0
0
-0.050
0
0
-0.04 -0.02 0.00 0.02 0.04

Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
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Scatter plot of PKS-NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only PKS-NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual PKS-NRPS BGC to the closest 3 GCFs in BiG-SLiCE (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.

The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using I2 pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of NRPS Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only NRPS BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual NRPS BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Figure - S159:
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using I2 pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.

Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Figure - 5164 :
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Scatter plot of Other Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Other BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Other BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.

Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.

The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Saccharides Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Saccharides BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Saccharides BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using euclidean pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cosine pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using cityblock pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using chebyshev pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using 12 pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Coordinate 1

Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using braycurtis pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using canberra pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Scatter plot of Hybrid-(Not-PKS-NRPS) Micromonosporaceae BGCs analyzed via multidimensional scaling using correlation pairwise distance.
Only Hybrid-(Not-PKS-NRPS) BGCs were considered for this analysis. Each dot represents an individual BGC.
The hue and size of the dots were scaled based on the average distance of the individual Hybrid-(Not-PKS-NRPS) BGC to the closest 3 GCFs in BiG-SLICE (T=900).
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Figure — S181:
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Sequence similarity network (SSN) produced by BiG-SCAPE when analyzing Micromonosporaceae strains,
visualized and annotated with Cytoscape.Nodes represent individual BGCs. BGC types are colored according
to the color legend. Micromonosporaceae BGCs are represented as circles, and MIBiG BGCs are represented
as diamonds with a black horder. The 196 singletons not visualized in Figure 2 can be seen here.
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