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Table S1 AGR96X genome assembly data

Assembly A5/AGRI6X_final.scaffolds.csv
Number of scaffolds 19

Total size of scaffolds 5471622
Total scaffold length as percentage of known genome size 49
Longest scaffold 2436133
Shortest scaffold 366
Number of scaffolds > 500 nt 17
Percentage of scaffolds > 500 nt 89.5

N50 scaffold length 861236
L50 scaffold count 2

N50 scaffold - NG50 scaffold length difference 861236
Percentage of assembly in scaffolded contigs 0
Percentage of assembly in unscaffolded contigs 100
Average number of contigs per scaffold 1
Average length of break (>25 Ns) between contigs in scaffold 0.789474
Number of contigs 19
Number of contigs in scaffolds 0
Number of contigs not in scaffolds 19

Total size of contigs 5471622
Longest contig 2436133
Shortest contig 366
Number of contigs > 500 nt 17

N50 contig length 861236
L50 contig count 2

N50 contig - NG50 contig length difference 861236
Scaffold number | size X coverage
scaffold1|size 2436133 676.0289
scaffold2 | size 861236 693.3952
scaffold3|size 452547 680.6453
scaffold4 |size 309239 711.3371
scaffold5 | size 287972 693.3683
scaffold6 | size 264846 697.1971
scaffold7|size 214164 687.5617
scaffold8|size 208714 689.7185
scaffold9|size 122773 677.5747
scaffold10|size 114992 382.5988
scaffold11 |size 954207 707.2675
scaffold12 |size 64368 723.2397
scaffold13 |size 36883 680.0028
scaffold14 |size 1620 479.8568
scaffold15|size 1562 311.815
scaffold19 |size 366 32.92896
Genome size 5471622 677.9828
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AAAGGCTCGGGTATGGGAAATAGCAAAATTTACAACAAACGTGAGTAGATGATTTGCTCCTTCGGCACCGCAAATTCCTCCAGGCTGAAGTCTGGTACCGCAGGAAAGTATGTGTTCGCAAGCG
AAAGGCTCGGGTATGGGAAATAGCAAAAGTTACAACAAACGTGAGTAGATGATTTGCTCCTTCGGCACCGCAAATTCCTCCAGGCTGAAGTCTGGTACCGCAGGAAAGTATGTGTTCGCAAGCG

AGTTTGGTCCAGTTCCAGGTGATATCGCCATGTTGTTGAGAAACCGGCACTAGCCATTGTCA--TGCTGGTGCCGCAACTTTGCATGTAGTG-AATATATATGATGCAGACGGCATTGATGTGA
AGTTTGGTCCAGTTCCAGGTGATATCGCCATGTTGTTGAGAAACCGGCACTAGCCATTGTCATATGTTGGTGCCGCAACTTTGCATGTAGTGGAATATATATGATGCCGACGGCATTGATGTAA

TGCGGGGTCTTAAAGACGGTTGAGGCAGCAATACTGCCGTGCGCGCTA--—-= === === ————— CCTCGACTGCATTACAGGTGAATTATATAATTATTATTAATTGATTTCTATTGATATTTGT
TGCGGGGTCTTAAAGACGGTTGAGGCAGCAATACTGCCGTGCGCGCTATGTAGGGGTCGCTACCTTCGACTGCATTACAGGTGAATTATATAATTTTTATTTATTGATTTCTATTGATATTTGT

TTTTGTTTTGGTGTTTAAATCTTACTTTTTAAGATTTATTGGTTTTAAATTTTAATTTATTTTGTTTTGTTGCTTTTTTACTATTATTTGGTCTGTTGATGCTGCTGAATTAAAGGGTGGTGAT
TTTTGTTTTGGTGTTTAAATCTTACTTTTTAAGATTTATTGGTTTTAAATTTTAATTTATTTTGTTTTGTTGTTTTTTTACTCTTATTTACTCTGTTGATGCTGCTGAATTAAAGGATGGTGAT

GATCTATTAAACTTACATTGTAAACTTTAATGATATAATATTCTAGTTTTTATTTATTTTCTGGTTTATTGTTTTGTTATTTTATTTTTTTATCGATTGTTGAGTGGTGTTGATTGTTGATGTT
GATCTATTAAACTGACATTTTAAGCTTTAATGATATAACATTCTATTTTTTATTTATTTTTTGGTTTATTGTTTTGTTATTTTATTTCTTTATCGATTGTTTAGTTGTGTTGATTGTTGATGTT

anfAl

CATGAATTATCCTGATCATGTTGCTTAAGAATATACATTCTCTTTGTTGAGTTTTTGGCGGAGCTTCGCCTTACACCAGTTTCTTATAGTTTAATTATTGGTGAATCGTAATGAAAAAAAAATG :
AATGAATTATCCTGATCATGTTGCTTAAGAATATACATTCTCTTTGTTGAGTTTTTGGCGGAGCTTCGCCTTACACCAGTTTCTTATAATTTAATTATTGGTGAATCGTAATGAAAAAAAAATG

GTATTTGATTAGATGTAATTACGGGAAAATTGACTTAGGGCAAAAAAGCTTGGAGGCTATGGGTGTTGAGTGTTTCTGCCCAAGATTAAGTCCGGCTGAGTTGAAGGTTTTATTTGACAATAAA
GTATTTGATTAGATGTAATTACGGGAAAATTGACTTAGGGCAAAAAAGCTTGGAGGCTATGGGTGTTGAGTGTTTCTGCCCAAGATTAAGCCCGGCTGAGTTGAAGATTTTATTTGACAATAAA

AAAAATTTTTCAAAAGGATGGTGTATTTTCCCTCCTTACCTTTTTGTGAGGTTTGACATTGATCACATTCCAATATCAAAAATTCAACATGCCATCGGTGTAAAAGGATTTGTCAGGTTTGGTG
AAAAATTTTTCAAAAGGATGGTGTATTTTCCCTCCTTACCTTTTTGTAAGGTTTGACATTGATCACATTCCAATATCAAAAATTCAACATGCCATCGGTGTAAAAGGATTTGTCAGGTTTGGTG

GGGGGATAAATTCAATACCCGATATTGTTATCGGAAAAATAATGAAAAATGATTACTTGTCAGGGATTGATAAAGATGTAATTAAATTAATAAGATGTGAAAATAAAGTCTTGCGGGTTGATAC
GGGGGATAAATTCAATACCCGATATTGTTATCGGAAAAATAATGAAAAATGATTACTTGTCAGGGATTGATAAAGATGTAATTAAATTAATAAGATGTGAAAATAAAGTTTTGCGGGTTGATAC :

TTTATTGTCAATGATAGAGAGCGAGCTAGGGAAAACAATCATTAGGAATAAGCTTGTATAAAACGTTAATAATCCTTGAGTTAATGTGATTTAACAGATTGTAAAAAACACATTGCCATCCATT
TTTATTTTCAATGATAGAGAGCGAGCTAGGGAAAAAAATCATTGGGAATAATCTTATATAAAATGTTAATAATCCTTGAGTTAATGTGATTTAACATATTGTAAAAAACACATTGCCATCCATT

anfA2

TTTTGTTAATTCAGGGGTTTTAATTGCGTCAATTTTAATTGGCTATGGGGACATTGTGAACCATTATTCTGGCTTTCTTGATATGACTATAGACTGGTTAAAATTATATATATCTTCGGTCTAT -
TTTT---AATGCAGGGGTTTTAATTGCGTCAATTTTAATTGGCTATGGGGGCATTGTGAACCATTATTCTGGCTTTCTTGATATGACTATAGACTGGTTAAAATTATATATATCTTCGGTATAT -

GCTGCTTTAAGTGCACTGAGTGTTTCTGCATTGACGAGTTTGAAAGATAATAAAGAAATTAAAGAGGTTGTTACTTCAATGCTCGCGTGTGGTATTCTTGCCCTGTCTTTTTCTGGCATGTTAG :

GCTGCTTTAAGTGCACTGAGTGTTTCTGCATTGACGAGTTTGAAAGATAATAAAGAAATTAAAGAGGTTGTTACTTCAATGCTCGCGTGTGGTATTCTTGCCCTGTCTTTTTCTGGCATGTTAG

AGCATTTTGGACTACCTCCGAACAGTGCTGGCATCGTCGGTGGTGTTATTGGGCTACTTGGCGTGGATAGAATCCGATATATGGTTTCTTCTAAATTCAACTCCAAGACAAAGAAAGAATGAAA
AGCATTTTGGACTACCTCCGAACAGTGCTGGCATCGTCGGTGGTGTTATTGGGCTACTTGGCGTGGATAGAATACGATATATGGTTTCTTCTAAATTCAACTCCAAGACAAAGAA--—-—TGAAA

AAAGTTGATGTTATCATCTAATGAATAGGATTAAAATATTCATTTATTTAAATTGTTTTGTTCCGGATGTGTTTGATCTTAAAGCTTTACCTTCCGTACTGCTTAATCGTTCGATAGTTTGGAA
AAAATTAATGTTATTATCTAATGAATAGGATTAAAATATTCATTTATTTAAATTGTTTTGTTCCGGATGTGTTTGATCTTAAAGCTTTACCTTCCGTGCTGCTTAATCGTTCGATAGTTTGGAA
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ACTCAATTTCCCTTTTTTTAGCTTTCTAACCTTGTACAGTAGCGGATTACAATCCCGGATTGCGGGGTATAGCGATAGGTTGTGTGTAAAAATACTGACTTTGACTTGTTTTTAATCTAAAACA
ACTCAATTTCCCTTTTTTGAACTTTCTAACCTTGTACAGTAGCGGATTACAATCCCGGATTGCGGGGTATAGCGAGAGGTTGTGTGTAAAAATACTGACTTTGACTTGTTTTTAATCTAAAACA

CCTTTTTCAGCTACATTGAGCCAATGCTGGCATCTGGAGCCATCGTTTTTT-GCCAGTTAGTGAAGTCTGTCAGACAACCGTTTTATGGTGTGCTCGCCCGCCTGAGCGCTGGCAAACGCAACC
CCTTTTTCAGCTACATTTAGCCAATGCTGGCATCTGGAGCCATCGTTTTTTTGCCAGTTAGTGAAGTCTGTCAGACAACCGTTTTATGGTGTGCTCGCCCGCCTGAGCGCTGGCAAACGCAACC

GATTGCCACACAAGATACATTGGTACGGATCTGTGCCCAGGAAGCCTTTCATCAGCACCGCAAACCCTGCCCATTTGGGGTTCTCTCGAACCGTCATCTACCGCAGTTAGTAGACCTTCGGTAG
GATTGCCACACAAGATACATTGGTACGGATCTGTGCCCAGGAAGCCTTTTATCAGCACCGCAAACCCTGCCCATTTGGGTTTCTCTCGAACCGTCATCTACCGCAGCTAGTAGACCTTCGGTAG
sea23

TAGCGTGCCGCAGTAACGCACCATCTTAAAATGTCAGGCTGGGATATGGCTGACATAGCGCTGCAGTATGTCCTCTTGATGGATTTTTTGACGTTTGTGCTGTTGTGCCCTGTGATCGTAATAC
TAGCGTGCCGCAGTAACGCACCATCTTAAAATGTCAGGCTGGGATATGGCTGAAATAGCGCTGCAGCATTTCCTCTTGATGGATTTTTTGACGTTTGTGCTGTTGTGCCCTGTGATCGTAATAC :

GGATGGACCATGGCGCTGCCGCGATAATGTCGTAGCTGCAAGACCGCGACAGACGGGCTCGGATAAAACAGGGAAACAGGTCGTGGAGTAGCGGCCTGTTGTTGTTGACGAACGGCCAGAGGTA
GGATGGACCATGGCGCCGCCGCGATAATGTCGTAGATGCGAGACCGCGACAGACGGGCTCGGATAAAACAGGGAAACAGGTCGTGGAGTAGCGGCCTGTTGTTGTTGACGAACGGCCAGAGGTA

GCGGTCATGGGTACGCAGTCCTATCAGGCGTAGCCGTAGCGGCGTGCGCCTATGAAGCAGGTGCCGCAGGTAATAATGCGCTCGTTGCGAGTTTGGTCCAGTCGTTGAGGGTATCGCCATGTTT
GCGGTCATGGGTACGCAGTCCTATCAGGCGTAGCCGTAGCGGCGTGCACCTATGAAGCAGGTGCCGCAGGTAATAATGCGCTCGTTGCGAGTTTGGTCCAGTCGTTGAGGGTATCGCCATGTTT

Productb
ATTGTCATGCTGGAACAGCAGCTTTGCTGGGGCGGGTAATATCCATGAGGCAAAGTCTAATGACAGGAGACAGGAAAAGGGCGTGGCGCGAGCCGGCTCACGTCATAGAGGGGT-TAATTTATG
ATTGTCATGCTGGAACAGCTGCATTGCTGGGTCGGGTAATATCCATGAGGCAAAGTCTAATGACAGGAGACAGGAAAAGGGCGTGGCGCGACCCGGCTCACGTCATAGAGGGGCATAATTTATG

CGCGGGGGTGTGGATGGCGCCACAGCAAGTGCGGTAGGATCATCAACTGGCGCTGGCGTACTTGCACTCCATCTGGTGTAGGTTCCGCTTGCTGACCAAACGTACGGCTAACGATGTCTGCTGC =
CGCGGGGGTGTGGATGGCGCCACAGCAAGTGCGGTAGGATCATCAACTGGCGCTGGCGTACTTGCACTCCATCTGGTGCAGGTTCCGCT-GCTGACCAAACGTATGGCTAAAGATGTCTGCTGC

TTTACCCCCAGCGCATCAATCGAGATACATGGCCCAACGTTAGTGCGATTTAGGCCGCAGAACAACCGTGCTTGTATCGATGTATATAATATGCATATTTTAATAACCATGATCACTACCATTT
TTTACCGCCAGCGCATCAATCGAGATACATGGCCCAACGTTAGTGCGATTTAGGCCGCAGAACAACCGTGCTTGTATCGATGTATATAATATGCATATTTTAATAACCATGATCACTATCATGC

TAATTGAAAGCTTTTCCCGATTGTTATTGTTTTTTTGATAGCCCATAACTATGAATTGGATTGGTAACGATCGTTACTAACGATTTCTATTTGTTCTGAATTGATCCTATAGTTAATTCAGACA
TCATTGAAAGTTTTTTCCGATCGTTATTGTTTTTTTGATAGATTTTAACTATGCATTAGACTGATAACGATCGTTACTAACGATTTCTATTTGTTCTGAATTGATTCTATAGTTAATTCAGACA

AACAAGAGAGCGAACCTGAAAGCAGTCGTTTAAGATTTTTGATGAAAAATTGATTAATAGTCGCTAGGCGTGTTTTTAATACTTCCTATTATGTCAAT——————————————————————————
AACAAGAGAGCGAACCTGAAAGCAGTCGTTTAAGATTTTTGATGAAAAATTGATTAATAGTCGCCAGGCGTATTTTTAATACGTCCTATTATGTCAATCATATCTATAATTAGATGAGTCTGTT
enpl
——————————— TATCTCAATATTTCTTACTTTCTATTTTATTAATCGTGATGTTATATTTGGTTTTTTATTATGTTATCACTTCAATAGAGAAGAATGTTCGAAGGGGTTATTTATAAATGCGA
TTTATATCAATTATCTCAAGGTTTCTTACTTTTTATTTTCTTAATCGTGATGTTATATTTGGTTTTTTATTATGTTATCACTTCAATAGAGAAAAATGATCGAAGGGGTTATTTATAAATGCGA

ATAGCTATGTTGTGCGGAATCATCGTCGTAATTGCAGCTTTTTCTTGGTCAACCCGATATTATTATCAACAGTCAATCATCTGGAAGGAAAAATCGAAGGAAGCAAACGCATCAGTCAGGAAAT
ATAGCTATGTTGGGCGGGATTATCGTCGTGATTGCAGCTTTTTCTTGGTCAACCCGATATTACTATAAACAGTCAATCATCTGGCAGGAAAAAGCGAAGGAAGCAAACGCATCAGTCAGGAAAT ¢

ATGAAAATCAAATTGAATTGATACAAAGTCAGCATCGCAAACTAGCTGAATTAGATGAACACCACACGGAGAAACTGAATGAGGCTGAACAAGAGAATACGGTCCTGCGCACTCAGCTTGCCCG
ATGAAAATCAAATTGAATTGATACAAAGTCAGCATCGCAAACTAGCTGAATTAGATGAGCACCACACGGAGAAACTGAATGAGGCTGAACAAGAGAATACGGTCCTGCGCACTCAGCTTGCCCG =

TGGCCATCGCAGGATGCTCGTCTCTGGACAAATATCCTGTCCAGACAGAACATCCCCCTCAACCCGCAGCTTGGGCTATGACGGCCCCTTCGAACTCTCTGCAGATACTGGACAGCGTATTCTT
TGGCCATCGCAGGATGCTCGTCTCTGGACAAATATCCTGTCCAGACAGAACATCCCCCTCAACCCGCAGCTTGGGCTATGACGGCCCCTTCGAACTCTCTGCAGATACTGGACAGCGTATTCTT

TCTATCCGGGAAGGCATCATCAGAGACCAACAAAAACTGATGTATCTTCAGAGTTATATTCGGCAGTTCTGTCTTAAAGATTAAAAATATATATATTTTTAATATATGGTACGTGCTAATTATT
TCTATCCGGGAAGGCATCATCAGAGACCAACAAAAACTGATGTATCTTCAGAGTTATATTCGGCAGTTCTGTCTTAAAGATTAAAAATATATATATTTTAAATATATGGTACGTGCTCATTATT

ACGAGCCGATTAACGTGAGTTTATAATATTAACTAAAATTGGAGTTCTAATGATTATTTTTTCGTTACCAAAACCGCTTCCTGATAGTGACATGGTATTCTCTTGGTTGATTGTAGGAGGATTC
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112 Sp : ACGAACCGATTAACGIGAGTTTATAATGTTAACTAAAATTGGAGTTCTAATGATGATTTTTCCGTTACCAAAACCGCTTCCTGATAGTGACATCGTATTCTCTTGGTTGATTGTAGGAGGATTIC : 3836
113 holl

114 Se : TCCGCTTGAGGCGGTATCGTTAGATATTTAATGGAAAACAAAGAGTCTGGGGAGAAAATTTCATGGCTTGAGGTTTTCAAGCAAGTCGTTACTTCCGGATTTTCGGGGCTTTTAGCGGGGATCT «+ 3911
115 Sp : TCCGCTTGGGGCGGTATCGTTCGATATTTAATGGAAAACAAAGAGTCTGGGGAGAAATTTTCATGGCTTGAGGTTTTCAAGCAAGTCGTTATTTCTGGATTTACGGGGTTTTTAGCGGGGATCT : 3960

117 Se : ATGGCTATGAACAAGGATACAGCGAGTTTATAACCATGGCCTTCTCCGGTTTGAGTTGGGCATTAGGTGGTCACTTATTGGACTTATTATGGAAGCGATTAACTAATTAATTAGAAAAAGAAAA : 4035
118 Sp : ATGGCTATGAACAAGGATACAGCGAGTTTATAACCATGGCCTTCTCCGGTTTGGGTGGGGCATTAGGTGGTCACTTATTGGACTTGTTATGGAAGCGATTAACTAATTCATTAGAAARAAGAAAA : 4084

120 Se : TTATTCTAAAAACTAGCTGTGGCGACAAGTTGGCTAGCACTGCTAGTGTTTCAGTGATATATATTTAAATTTAACCAGATAAATAAAAATGTAATTTATAATAAATTGGTTGATAACTACAAAA : 4159
121 Sp : TCATTCTAAACACTAGCTGTGGCGACAAGTTGCCTAGCCCTGCTAGTGTTTCGGTGATATATATTTAAATTTAACCAGACAAATAAAA-TGTAATTTATAATAAATTGGTTGATAACTACAAAA : 4207

123 Se : ACATCATTTTATGGCACCCTATATAGATGCGGATTTGTTTTTACAGGGTGTCAGTATGTCTTAGTATCTTTTGATGCGTAATACCTTACAGATGTGGGCGCCTTTTCCTTTTTGGATTTAAATT : 4283
124 Sp : GCATTATTTTATGGAACCCTATATAGATGCGAATTTGTTTTTACAGGGTGTCAGTAT---—-—-———— TTTTTTGATGCGTAATACCTTACAGATGTGGGTGCCTTTTCCTTTTTGGATTTAAATC : 4322

126 Se : GATCCGCTCAATAGTGAGTTTTTAAAATATGGCGGGGATTAATTTCAAACGTCAAGATCCTTTTTATGAAGTGATCCGGTTTAGAGAGTAGATGTCGCCGTCGTTGTAATATTTTATATTCATG : 4407
127 Sp : GAGTCACTCAATAGTGAATTTTTAAAATAGGACGGGGATTAATTTAAAATATTAAGTTCCTTTTTATGAAGTGATCCGGTTTAGAGAGTGGCTGGCGCCGTCGTTGTAATGTTTTATATTAATG : 4446

129 Se : ATTTCAAATCACATATCCTGTAAATACTTTCAATGTCAATTTTGTCGATATTTTCATTTATCTTTCTGTATTGAATGCATACAT-TTTCGAATATGGATGGATGCCTGTGGCGATATTTCAGTG : 4530
130 Sp : ATTTCACATCACATATCCGGTAAATACTTGCAATGTCAATTTTGTCGATATTTTCATTTATCTTGCTGTATTGAATGCATACATGTTTAGAATATAGATGGATGCCTGTGGCGATATTTCAGTG : 4570
131 murl

132 Se : ATGTAGTTTTATCTCTGCGATCAGCTGTCAGATAAACCTGTTGGTACGGAGGTTACAATGATAATCGATGTTAATGGACTTAAACTCATTAAACATTTTGAGGGGCTAAGGCTCCGTGCTTATC + 4654
133 Sp : ATGTAGTTTTATCTCTGCCATCAGCTGTCAGATAAACCTGTTGGTACGGAGGTTACAATGATAATAGATGTTAATGGACTTAAACTCATTAAACATTTTGAGGGGCTAAGGCTCCGTGCTTATC @ 4694

135 Se : AATGCTCGGCCAACGTATGGTCCATTGGATATGGTCATACTGCCGGCGTCGGTCCGGATGATGTTATTACCGAAGGGCAGGCTATTTCCTTCTTGCGTCAGGATGTAGCGGAGAGTGAACGGGC = 4778
136 Sp : AATGCTCGGCCAACGTATGGACCATTGGATATGGTCATACCGCCGGCGTCGGTCCGGATGATGTTATCACCGAAGAGCAGGCTATTTCCTTCTTGCGTCAGGATGTAGCGGAGAGTGAACGGGC «+ 4818

138 Se : AGTAAATCAGTATGTGCATGTTCCGCTTACGCAAAATCAGTTTGATGCCCTGGTTTCATTTGTTTTCAACCTGGGCGTCGGGAATTTCCGAACCTCAACGCTGCTGAAAAAACTCAATGCCGGT + 4902
139 Sp : AGTAAATCAGTATGTGCATGTTCCGCTTACGCAAAATCAGTTTGATGCCCTGGTTTCCTTTGTTTTCAACCTGGGCGTCGGGAATTTCCGAACCTCAACGCTGCTGAAAAAACTCAATGCCGGT « 4942

141 Se : GATTATGACGGCGCGGCCCAGGAATTTGGGCGTTGGATCCATGCCGGCGGTAAAGCGCTGCCCGGCCTGGTACGCAGAAGAGAGGCCGAAAGCGCACTCTTTCTGAAATAAGTAACACAGTTAG + 5026
142 Sp : GATTATGACGGCGCGGCCCAGGAATTTGGGCGTTGGATCCATGCCGGCGGTAAAGCGCTGCCCGGCCTGGTACGCAGGAGAGAGGCCGAAAGCGCACTCTTTCTGAAATAAGTAACACAGTTAG + 5066
143 ops

144 Se : ACGTATTTTTTATTTATAAGCATGAAAAAACAACTGGTGTAAATCAGGGGCGGTAGCATGCTTTTTTTCAGGGGAAACGGAGTTAATTAAATTGTTTTTCATGCAGATAATTTAAAAGGATTAT : 5150
145 Sp : ACGTATTTTTTATTTATAAGCATGAAAAAACAACTGGTGTAAATCAGGGGCGGTAGCATGCTTTTTTTCAGGGGAAACGGAGTTAATTAAATTGTTTTTCATGCAGATAATTTAAAAGGATTAT : 5190
146 afpl

147 Se : TTGCACCCACTATTGATTGTAAAAAGAAGGATTTAACTCATGGCTATTACCGCAGACGACATTGCAGTGCAATATCCAATCCCTACTTATCGCTTTATTGTGACCCTGGGCGATGAGCAGGTGC : 5274
148 Sp : TTGCACCCACTATTGATTGTAAAAAGAAGGATTTAACTCATGGCTATTACCGCAGACGACATTGCAGTGCAATATCCAATCCCTACTTATCGCTTTATTGTGACCCTGGGCGATGAGCAGGTGC @ 5314
149

150

151  Fig. S1 Nucleotide alignment of the region upstream of S. entomophila (Se) afpl and S. proteamaculans (Sp) AGR96X afpX1. The regulatory
152  loci anfAl and anfA2 and the phage lysis cassette (murl, enpl, and holl) are labelled above their respective initiation codons. The ops-
153  associated element (bold underscore), located between enpl and afpX1, is indicated. Non-shaded regions denote nucleotide dissimilarity.

154  Italics denote the ORFs.
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SeAfpl7 : AATATTAATCAGTGGTGAGTTTGCATTTACACCCCGTCATTTATTTAAAAGAGGTATATTTATGCCGACTAAAACACCACAGTTACAGCTGGCGATCGAAGAATTTAATAAAGCAATATTACGG
SpAfpl7 : AATATTAATCAGTGGTGAGTTTGCATTTACACCCCGTCATTTATTTAAAAGAGGTATATTTATGCCGACTAACACACCACAGTTACAGCAGGCGATTGAAGAATTTAATAAAGCAATATTACGG

SeAfpl7 : GCTGCAGAATATGAATGGAATATTGAAAATAATATTTACGATAAAGTTCACACACTTTTCCCAGCAGCAGATAAATCTCTAAAAGAGAGTGTGGTCGCGCAGAGCGTTGAAAAAATATCTGAGG
SpAfpl7 : GCTGCAGAATATGAAGGGAATATTGAAAATATTATTTACGATAAAGTTCACACACTTTTCCCAGCAGCAGATAAATCTCTAAAAGAGAGTGTGGTCGCGCAGAGCGTTGAAAAAATATCTGAGG

SeAfpl7 : AAAACCAGGCGTTTGAGTTTAACCACTTGGGTAACGATCTCCTTGAATTTCCGGCAGTAGAATATATTGCTCGTTCTTTTTTACGCAGAATACTGGAAAAACTGGCTATTTATCAAGCTAGAGA
SpAfpl7 : CAAACCAAGCGTTTGAGTTTAACCACTTGGGTAACGACCTCCTTGAATTTCCGGCAGTAGAATATATTGCTCGTTCTTTTTTACGCAGAATACTGGAAAAACTGGCTATTTATCAAGCTAGAGA

SeAfpl7 : TCCATCATTTACTATAACGAAAACCAATCAGGATGCCGGGATAGGTTTCTTGGAAGGGTGGGAAAGCGATAACGCGAAATGGGCAAAGCAAATGAACGCGCTGCTGAATGAAAGCAAGGTTAAC
SpAfpl7 : TCCATCATTTACTATAACGAAAACCAATCAGGATGCCGGGATAGGTTTCTTGGAAGGGTGGAGCAGCGATAACGCGGAATGGGCAAAACAAATGAACGCGCTGCTGAATGAAAGCAAGGTTAAC

SeAfpl7 GCCCGCGTTTTGACCAGCCTGGCATACAGCTATATCCGCTTTTTTCGCCCGCTGAAGACATTGCGCAAGCTGGGAGGGGAGGCTAATGAGTCTTTGCTGAACAGCAAAGAAGCCAACCCGCGTC
SpAfpl7 : GCCCGCGTTTTGACCAGCCTGGCATACAGCTATATCCGCTTTTTTCGCACGCTGAAGACATTGCGCAAGCTGGGAGGGGAGGCTAATGAGTCTTTGCTGAACAGCAAAGAAGCCAACCCGCGTC

SeAfpl7 : TGGATATTTTTGCCAGCTCAACGGCGGGAGCGCCGCCGGTCATGTCGAAGCCGATCACCACTCAGCCTCACGGCTGGGTGTGGCTAAAATACGCCGACTGGAACGCCGCGGAAGCGTTGGGTAT =
SpAfpl7 : TGGATATTTTTGCCATCTCAACGGCGGGATCGCCGCCGGTCATGTCGAAGCCGATCACCACTCAGCCTCACGGCTTGCCGTGGCTAAAATACGCCGACTGGAACGCCGCGGGAGCGTTGGGTAA

SeAfpl7 : CAAAACGTCCACGGATTTAATTGGCAGCCGGCCAAGCAGCGACCAGCATAAAGGTACAGGCTTCAAGTTTAAGGGCATGCTGCAGGCGATAAAGCCGCCGCTGTATCGACGCCATTCATTTTCC
SpAfpl7 : CAAAACGTCCACGGATTTAATTGGCAGCCGGCCAAGCAGCGACCCGCATAAAGGTACAGGCTTCAAGTTTAAGGGCATGCTGCAGGCGATAAAGCCGCCGCTGTATCGACGCCATTCATTTTCC

SeAfpl7 : CTTAGGGAACGCGACGAACATGAATCGGGGTACGGCGGTTTCGTTATCAACGATAAGTCGATGACCTCAATAGGGGCAGAAAAACCGTTGGTGGTGAATTGGCGTCAGCAGAACATGGATAAAA
SpAfpl7 : CTTAGGGAACGCGACGAACATGAATCGGGGTACGGCGGTTTCGTTATCAACGATAAGTCGATGACCTCAATAGGGGCAGAAAAACCGTTGGTGGTGAATTGGCGTCAGCAGAACATGGATAAAA

SeAfpl7 : AGCTGCCGATGTTTTCCGGCCCGTCCAGCACCACTTCCTATATGTATGAAATTGCCCGTTTGCTGAATCTGCCTGCTGCTGAAACACAGGTATCTACGTTTTCGATAATTCGGCTCTGTCAAGT
SpAfpl7 : AGCTGCCGATGTTTTCCGGCCCGTCCAGCACCACTTCCTATATGTATGAAATTGCCCGTTTGCTGAATCTGCCTGCTGCTGAAGCACAGGCATTCCGGTTGCTTCTGTTGGGCTGGATGATCCA

SeAfpl7 : ATTTAGGTCAGAGTGTAACTAATAGTTTTGTCACATTAGCGTAGGTCAGATACCAGCGAATACACTGAATATGCAGCCACA
SpAfpl7 : GGCGCGCGATCACAGTTTTACCGAGATTATGGGGGCGCTGG-ATGCCTATGCCATGGAGTTTGACGAGCGGGGCCCCACGT

Fig. S2 Nucleotide alignment of S. entomophila (Se) afp17 and S. proteamaculans (Sp) AGR96X afpX17. Non-shaded regions

denote nucleotide dissimilarity. Italics denote the ORF.



193

194
195 SeAfpl6 Hl SNYQTLVDVNNAMNKMLRAYVNEAVAIRFDLPDVDATQADAATI SVELY DERHIZDINGIR T AJYSRGIANAGAGRIBAEGWVNVKCNYIMITYWE STGPATDADN P juyee)
196 SpAfpXl6a : MSNYQTLEDVNNAMNKMLRAYVNEAVAIRFDLPDVDAEQEDAAISVFLYDIHE LOLISNVAESINEFNENENEINT. S PEMNVISOINN [ ISR QINUNSINENONE : 100
197 Sjor:N o) AN SNY QT LVDVNNAMNKMLRAYVNEAVAIRFDLPDVDATQADAAI SVELYD ITYWESTGPATDADN P
198
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207  Fig. S3 Amino acid alignments of S. proteamaculans (Sp) AGR96X, AfpX16a, and AfpX16b against the S. entomophila (Se) Afp16 amino
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IS1o):Ni o> RSN IN CEEEEIBIANE Y T KERWNIPN VY QVEWDQ TIUSJ TWRVFDJEFANTNRSRVTVPVKRD G TENE L IFE PVNKNTHMIWIGTKINT SE RSP
SeAfpl8 e 1\ e SLDHD-—-——==—=——— BSYFSHEYISAVERAYRKVNSIYKELFERAE SQP|BIBNSOLKE-———————————————————"—"—"—"—"—"—"———~———————\—(—(———— : 1792

Glycoslyltransferase domain

DXD

YrAfplS KIS ————————— QEPSFPYYEQNI K-———————— YAQAS|DigS INYEGGIYKDIDD 1961
SpAfpX18 : A N NN ————————— FIYYEQAI K-———————- YAQAS|DigS Kpgelenp'asnigpp)y : 1928
SeAfpls8 : ————INBATG----LIDENSTI|BTDKVDVSEISEMAY Nis¥Re8N T NEgRHIBN . SINOKSGGY TSFVLK Y RO FNIgSIKIEDAFAMPYBSISKRI FLAMLPEN@RHGGIRVDTIYTHEASHNSSYTLIRH : 1904
YrAfplS ARRPKGIGVMREYAPEAGKTTAFPNTPIAATKNN|FVVNKIWLELAVENYBRGETNVLKLAGPDVEFTENLYQETI PGMRPOQVLGIROLIBOFELAKRQALG! @FADEIN : 2081
SpAfpX18 : ‘FPKGIGVMREYAPEAGKETAFPNTPIAATKNNSVVN"LELAVENYRRGETNVLKLAGPDVFTE‘LYQEMPGMRPQVLGQQLEQFELAKRQALG P SJFADE®) : 2048
SeAfpls8 : TYIgN--———-——"—"""""""——— ARSNIGS)PSEFEPPEYN®S ——————— RYFYINER-——— Gl@8SAKYALDLPENANMTONQLAQADILRNSRIETINADTIBRLNAAMYN--AYMIDYLSR : 1993
YrAfplS RO PYE AT RGLSGYVIENGADH SWV T D g O S N O e e Rt e : 2123

SpAfpX18 ; BRISREPYEATRGLSGYVIENGADHSWI SD T jEgk AEGNSQSEVSATFEPAIFFQ SQQAAQ T IO SK 23S O T TLOQVNDLKINALSASGNDLIYAQAKY @Y AT VAR

SeAfpls8 : INGSHIERIENS SREKRSVSEGINEIKLDD IMI LASMNATLPRREGGE)RHS S TIFMKT] NKGTTSSQ VMASHML P IDSEETTLOQVINDLKSALIFATGNDLIRIAQARYINY AV N NES]
SpAfpX18 : 1B P OINRD K/ Iy - ——— - —————— =~ — — NR T\{@)a T Iy MG WIYKIBNE QO FOAQIMNK. INE T Y SVTLRP : 2237
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SeAfpls8 : KADETLLMFILWRNVEG : 2366

Fig. S4 Amino acid alignment of Y. ruckeri (Yr) Afpl8, S. proteamaculans (Sp) AGR96X AfpX18, and S. entomophila (Se) Afpl18
sequences. The conserved glycosyltransferase DxD, which is essential for sugar donor substrate binding, is indicated. Red
(conserved) and yellow (shared) coloring indicates amino acid similarity between AfpX18 and the other two sequences, as outlined in

Jank (1).
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Fig. S5 Amino acid alignment of S. entomophila (Se) Afp13, S. proteamaculans (Sp) AGR96X AfpX13, and Y. ruckeri (Yr) Afp13. Similar amino

acid residues are black-shaded. Conserved tryptophan (Q) and cysteine residues (C) are indicated. Refer to Supplemental Fig. S6 for an

alignment of the tail fiber amino acid repeats.
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proteamaculans AfpX13 and S. entomophila Afp13. Blue boxes indicate the less-conserved S. entomophila Afp13 amino acid repeat.
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Afpl3

HTDKTPKKTAETPVNTOATLADTTDTARD SEPKSRALPQADALKARFKA Baseplate
GSTPLQTDFADLIDLANMGROAVGGAEGQTGPANGFTLSSEGLLELKEN

; binding
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O
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Fig. S7 Amino acid alignment of the predicted S. proteamaculans AfpX13 (24 repeats) and S.
entomophila Afpl3 (14 repeats) tail fiber shaft repeats. Putative Afp baseplate, shaft, and knob
regions are indicated. A repeat consisting of a tryptophan residue (W) followed by a series of four
cysteine residues (C) was located within five residues of the C-terminus. Predicted baseplate

binding, shaft, and knob regions are indicated.
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Fig. S8 Afp variants found in the draft genome sequences of various bacterial species sourced

from the NCBI nrBlast database. ORFs are denoted by arrows. Amino acid regions with high
similarity are indicated by similar coloring. Predicted and ascribed protein domains are listed
above the S. entomophila afp gene cluster. Forward diagonal lines within the ORFs of Serratia
marcescens MSU97 denote orthologs of the type three secretion system effector proteins
WP_073532279 and WP_073532282. Refer to Supplemental Fig. S9 for sequences used and

associated references.
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Fig. S9 Phylogenetic assessment of AfpX15 of selected Afp variants found in the draft genome
sequences of other bacterial species sourced from the NCBI nrBlast database. Sequences
included: Serratia entomophila Afp (AF135182) (3); Serratia proteamaculans AfpX
(KU559315); Yersinia ruckeri PB-H2 (LN681231) (4); Yersinia similis 228 (CP007230) (5);
Serratia marcescens MSU97 contig00010 (NZ_MJAO01000010) (6); Enterobacter
hormaechei GN02358 (NZ_LEEDO01000012) (7); Enterobacter sp. FY-07 (NZ_CP012487) (8);

Serratia fonticola AU-AP2C contig26 (NZ_ASZA01000026) (9); Chania multitudinisentens RB-

15



369

370

371

372

373

374

375

376

377

378

25, (NZ_CP007044.2) (10); Photorhabdus luminescens subsp. laumondii TTO1 (BX571864)
(11); Photorhabdus asymbiotica subsp. asymbiotica ATCC 43949, BAC clone 20-21
(FM211060) (12); Xenorhabdus bovienii str. Intermedium (NZ_HG428559) (13); Pseudomonas
chlororaphis FW305-25 (NZ_FMCZ01000013) (14); Pseudomonas fluorescens LBUM223
(NZ_CP011117) (15); Burkholderia rhizoxinica HKI 454, (FR687359) (16); Shewanella
psychrophila strain WP2 (CP014782) (17); Erwinia oleae strain DAPP-PG531

(NZ_JNVB01000034) (18).
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