Supplementary Table 1. Detailed comparison of assembled 454 phage assemblies to existing NCBI RefSeqs

S . P-SS2Summary
Event ID Event Type Reference Position !
1 Substitution 25 {There are 14 single nucleotide Insertions and 4 Deletions. 2 of :
rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr ithese deletions are 652bp regions and 1 is a 707bp region
77777777777 2 . Substtuton - 26 irepresenting tandem repeats collapsed by Newbler.
3 Substitution 27 |
4 Insertion 50 :
77777777777 5 . Substtuton ¢+ 5 §The P-SS2 genomes have a sequence identity of 99.39% (%
6 Substitution 52 ildennty is calculated from aligned bases only)
7 Insertion 5686
8 Deletion 9867 - 10518 (652bases)
B 9 i ... Delefon & 10519 - 11170 (652 bases)
10 Insertion 12963
1 Insertion 20387
12 Insertion 24818
13 Insertion 25770
14 Insertion 26323
S R Insettion i 27909
16 Insertion 29796
17 Insertion 72840
18 Insertion 83362
S Insertion | 84191
20 Deletion 90834
21 Insertion 92064
S Insertion i . 92170
s ] Deleton | 101663 - 102460 (707 bases)
24 Substitution 107450
25 Substitution 107451
S5 RN N Substituton | 107482 & i A
* cctatgagcatcttcttgctggtgtttacgaccgtaagaaggaggacagtttcttttgagttcttgttatctegttatgacagagcecgacctagaactcgaggcagcetgatggggcttgcactagt
gctgcatgcctggccaaagctgagaagttagagegtgagggagtctcgagtgtagaatcaaccgatcagcataagaaggattageggtagattgacataaggacatggccacgeca
tgatctgggagggttaagccctecctttecttttgacecttacagcttttcaaatgactgattcacgattgaggttgctggcaatggecaccttgaccttgacggtttctggggeagcetatggceat
tagctaggcaacccatccctcaggttcetgcagecgcetgecagegeaccattaacacctccacceccagttccacagcacgtagecctcaageccttageggaccttgtgggtgatgta
gagagcaaatcagcaggcggatataacgcagcaaacaatggctatgccatgggcettaggtagccatggacttagtaagcacttcggtactgactgtaagaacatcagegttggecag
atcatcaaggcccaacagcegtggetggcetttatgcagttggtegetace
# gctagtcaccaagtcgaacaagaactggtgccaggcatacctaccgcaactacgtcgagaagtcattgtccatgacgctcgaaacatctacgaactacccaaatece tgact

gagcaacaactcgaaagccttcagcaacaagccacccgtcttctgactgagtcgatggagatccagcgaatgatcagegceatgcatcgaagatcagegecgceattgectcacaagta
caacaacgacgttccttttgagctggtcgaggaattccatcctgatgaggagctttacgcacaagtccttgcagcatctaagagggggceagcetgtgatcgaagttcgecttgacatgecte
ttatgtccaaggctcgecccacgggtggeccaggggeagggcttacatgectgctecttatgtgaattggaaaaagaccgcacaggtacaactcgagtecttgtggactgaaaacgatctc
ccgacatatgacaaggagacgcctattaagctcagtgttcaggctcatggtcetggtegtigtgatagcgacaacctcttaggtgctetgctcgatgecggectgeccgttaagcagggtt

ggcgtggttgttgggtcgacgaccgagtgacagttatcccatgggtetgctttgaatgggtgaaaaactctgagcaattctgggtactticagatcaatcaggtttagttgatatagcetcattttt

ggtatagccctataccaatatctcgectttacctgagaggcttctgagatttgaccaagagttgacacttcgeccttga




P-SSM2 P-SSM2 Summary
Event ID Event Type Reference Position Reference Base Assembly Base §
R Substitution {In the P-SSM2 454 assembly, there are 7 Substitution events,
""""""""""""""""""""""""""""""""""" i1 Deletion and 1 seven base Insertion event consisting of the
2 Substitution {7 nucleotides listed in SNP Event ID 8. 1
3 Substitution T
4 Substitution (o} T |
5 Substitution 69999 G A {The P-SSM2 genomes have a sequence identity of 99.99%
6 Deletion 71091 C {(% identity is calculated from aligned bases only)
7 Substitution 179607 ‘
,,,,,,,,,,, 8 i Imsetion i 2281
,,,,,,,,,,, 9 i Substituon i 28044 S A
P-SSP7 P-SSP7 Summary
Event ID Event Type Reference Position Reference Base Assembly Base
1 Insertion 1540 i . i T In the P-SSP7 454 assembly, there are 8 Insertions and 2
X ] ; Substitutions. The P-SSP7 454 assembly is in three contigs.
2 Insertion 1542 Event-3 shows Sanger draft reference sequence which is lost |
3 Gap in assembly 2697 - 2739 (43bases) in the 454 assembly when the contigs failed to join and created !
T a gap. There are 454 reads that mapped to these regions in
5 Insertion 8559 Sanger reference but did not assemble
,,,,,,,,,,, 6 dmsertion o AOTSE e
7 Insertion 21054 3
8 Insertion 29724 The P-SSP7 genomes have a sequence identity of 99.46% (%
"""""" 9 | substituton | 38157 identity is calculated from aligned bases only) :
0 Substituon . smer .G S
1 Insertion 38119 A
12 Insertion 38571 A
# CCATGAAGACGTAGCGTGGAAAGCCAAGGACTGGTGTGATACC
,,,,,,,,,, Lo TrSummary
Event ID Event Type Reference Position
1 Substitution 1114 In the T7 454 assembly, there are 4 Substitution and 1
2 Insertion 1895 Insertion events.
,,,,,,,,,,, S i Substituton i 24554
4 Substitution 27212
77777777777 5 . Substtuton 3496  + C A The T7 genomes have a sequence identity of 99.99% (%

Note: NCBI T7 RefSeq contains a 160 base-pair terminal repetition that is not part of the T7 strain sequenced

TCTCACAGTGTACGGACCTAAAGTTCCCCCATAGGGGGTACCTAAAGCCCAGCCAATCACCTAAAGTCAACCTTCGGTTGACCTTGAGGGTTC
CCTAAGGGTTGGGGATGACCCTTGGGTTTGTCTTTGGGTGTTACCTTGAGTGTCTCTCTGTGTCCCT

identity is calculated from aligned bases only)




