Supplementary text 4:
Examples of mispredicted CRISPR arrays

Predicted CRISPR-Array: 1

ContigID: AKORO1000006.1 (Helicobacter_pylori Hp A_6_GCA_000273985.1)
Start: 34315
Stop: 34512

https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=AKOR01000006.18&v=34315..34513
Predicted in: putative vacuolating cytotoxin family protein

CRISPR-Finder prediction:
CRISPR id : tmp_1_Crispr_1

e CRISPR start position : 101 ---------- CRISPR end position : 298 ---------- CRISPR length
197

e DR consensus : AACAGCAATTTCAATCAAGGGACTTAT

e DR length : 27 Number of spacers : 3

101 CAAACCAGCTTCAATCAAGGGACTTAT AATTTTAGTAACAGCGCCACTTTAAGCTTCAAT 160
161 AACAGCAATTTCAATCAAGGGACTTAT SRRV U VNGV AR 217
218 AACAGCAATTTCAATCAAGGCACTTAT ATIIIIAATCACAATACTACCIIIAAT 271

272 AACGACACCTTCAATCAAGGCGCTTAT 298

Top 10 BLASTX results in RefSeq:

# Fields: query id, subject id, subject ids, subject length, s. start, s. end, evalue, query seq, subject

seq, q. start, q. end, score, subject sci names, subject title

# 10 hits found

gi|393068133|gb|AKORO100G0G06.1 | :34315-34513 gi|446797347 |ref|WP_000874603.1|
gi|446797347 |ref|WP_000874603.1| 2662 258 323 5.45e-32
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY 1 198 313
Helicobacter pylori toxin outer membrane protein [Helicobacter pylori]

gi|393068133|gb|AKORO100GG06.1 | :34315-34513 gi|1039496436 | ref|WP_064832845.1 |
gi|1039496436 | ref|WP_064832845.1 | 2528 258 323 2.71e-31
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFENQGTY 1 198 308
Helicobacter pylori toxin [Helicobacter pylori]

gi|393068133|gb|AKORO100GG06.1 | :34315-34513 gi|1039479039 | ref|WP_064816966.1 |
gi|1039479039 | ref|WP_064816966.1 | 2530 259 324 2.71e-31
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFENQGTY 1 198 308
Helicobacter pylori toxin [Helicobacter pylori]

gi|393068133|gb|AKORO1000006.1| :34315-34513 gi|446797335|ref|WP_000874591.1|
gi|446797335|ref|WP_000874591.1| 2399 258 323 2.93e-31
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGTY 1 198 308
Helicobacter pylori toxin outer membrane protein [Helicobacter pylori]

gi|393068133|gb|AKORO1000006.1| :34315-34513 gi|446797351|ref|WP_000874607.1|
gi|446797351|ref|WP_000874607.1| 2399 258 323 2.93e-31
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGTY 1 198 308
Helicobacter pylori toxin outer membrane protein [Helicobacter pylori]

gi|393068133|gb|AKORO1000006.1| :34315-34513 gi|487847449|ref|WP_001920915.1|
gi|487847449|ref|WP_001920915.1| 2525 258 323 3.19e-31
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGTY 1 198 307
Helicobacter pylori vacuolating cytotoxin family protein [Helicobacter pylori]


https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=AKOR01000006.1&v=34315..34513

gi|393068133|gb|AKORG1000006.1 | :34315-34513

gi|446797338|ref|WP_000874594.1| 2399 258 323
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGTY

Helicobacter pylori

gi|393068133|gb|AKORO1000006.1 | :34315-34513

toxin-like outer membrane protein [Helicobacter pylori]
gi|446797381 | ref|WP_000874637.1]|

gi|446797381|ref|WP_000874637.1| 2529 258 323
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSTQSTFENSNFNQGTYNFNDNTSFNNDTFNQGTY
toxin outer membrane protein [Helicobacter pylori]

Helicobacter pylori

gi]393068133|gb | AKORA1000006 . 1 | :34315-34513

gi|446797342|ref|WP_000874598.1| 2399 258 323
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYDFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGAYNFNDNTSFNNDTFNQGTY
toxin outer membrane protein [Helicobacter pylori]

Helicobacter pylori

gi]393068133|gb | AKORA1000006 . 1 | :34315-34513

gi|1159760846 | ref |WP_079307344.1| 2397 259
QTSFNQGTYNFSNSATLSFNNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNTSFNNDTFNQGAY
QTSFNQGTYNFSNSATLSFGNSNFNQGTYHFNSAQSTFENSNFNQGTYNFNDNVSFNNDTFNQGTY

Helicobacter pylori

toxin [Helicobacter pylori]
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Predicted CRISPR-Array: 2

ContigID: KK@99646.1 (Staphylococcus_aureus_DAR3163_GCA_000610585.1)
Start: 60277

Stop: 60684
https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=KK099646.18&v=60277..60684
Predicted in: serine-aspartate repeat-containing protein

CRISPR-Finder prediction:
CRISPR id : tmp_1_PossibleCrispr_1

e CRISPR start position : 1 ---------- CRISPR end position : 132 ---------- CRISPR length :
131

o DR consensus : AGCGATTCAGACTCAGATAGCGACTCAGA

e DR length : 29 Number of spacers : 2

1 AGTGACTCAGATTCGGACAGCGATTCAGA CTCAGATAGCGACTCAGATTCAGAT 54
55 AGTGACTCAGACTCAGATAGCGACTCAGA QoI F.Xc[olcTXe [o.XeTNe 102
103 TCAGATAGCGACTCAGACAGCGACTCAGA 132

CRISPR id : tmp_1_PossibleCrispr_2

e CRISPR start position : 278 ---------- CRISPR end position : 408 ---------- CRISPR length
: 130

o DR consensus : AGCGATTCAGACTCAGATAGCGACTCAGA

e DR length : 29 Number of spacers : 2

278 AGCGATTCAGATTCAGACAGCGACTCAGA [ICACATACEEACTCACACTOAGAT 331
332 AGCGATTCAGACTCAGATAGCGACTCAGA BEGESATNCACAIISEEAT 379

380 AGCGATTCAGATTCAGATGCAGGTAAACA 408

Top 10 BLASTX results in RefSeq:

# Fields: query id, subject id, subject ids, subject length, s. start, s. end, evalue, query seq, subject
seq, q. start, q. end, score, subject sci names, subject title

# 587 hits found

gi]601598167|gb|KK@99646.1|:60277-60684 gi|1093956063 |ref|WP_070956199.1 |

gi]1093956063 | ref |WP_070956199.1| 1426 1225 1281 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi]601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1 |

gi|1093956063 | ref |WP_070956199.1| 1426 1227 1283 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi]|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1 |

gi|1093956063 | ref |WP_070956199.1| 1426 1229 1285 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi]|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1 |

gi|1093956063 | ref |WP_070956199.1| 1426 1231 1287 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]


https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=KK099646.1&v=60277..60684

gi|601598167 | gb|KK@99646.1| :60277-60684 gi|1093956063|ref|WP_070956199.1

gi]1093956063 | ref |WP_070956199.1| 1426 1233 1289 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi]601598167 |gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1

gi]1093956063 | ref |WP_070956199.1| 1426 1235 1291 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1

gi]1093956063 | ref |WP_070956199.1| 1426 1237 1293 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1

gi|1093956063 | ref |WP_070956199.1| 1426 1239 1295 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1

gi]1093956063 | ref |WP_070956199.1| 1426 1241 1297 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]
gi|601598167 | gb|KK@99646.1|:60277-60684 gi|1093956063|ref|WP_070956199.1

g1]1093956063 | ref |WP_070956199.1| 1426 1243 1299 7.54e-09
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS
SDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDSDS 1 171 150 Staphylococcus

aureus hydrolase [Staphylococcus aureus]

Predicted CRISPR-Array: 3

ContigID: ANAEQ1000140.1 (Nocardiopsis_prasina_DSM 43845 GCA 000341265.1)
Start: 57689
Stop: 58634

https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=ANAEQ1000140.1&v=57689..58634

Array predicted by PilercCR:
>gi|451810799|gb | ANAEQ1000140.1| :57689-58634 Nocardiopsis prasina DSM 43845 contig 140,
whole genome shotgun sequence
CCGGTCCATCCCCGCGTGCGCGGGGCTCACGCGCTGGCCATGGCCGGTGGGTGCGTGCTGGTCGGTCCAT
CCCCGCGTGCGCGGGGCTCACTCGTGCCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTG
CGCGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCT
CACGTCATCGGACGGTGCTCAGCGGGTGCGCGAGCCGGTCCATCCCCGCGTGCGCGGGGCTCACGTCATC
CACATGGCCACCACCTACACCTACACCGGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCTTGGCGTT
GGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACGCACATCTTGGCGTTGGTGGGGAC
TTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTTCGCCACC
GGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCC
CCGCGTGCGCGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCG
CGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCA
CCCACATCTTGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCT
TGGCGTTGGTGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCTTGGCGTTGG
TGGGGACTTCGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACCCACATCTTGGCGTTGGTGGGGACTT
CGCCACCGGTCCATCCCCGCGTGCGCGGGGCTCACG

Top 10 BLASTX results in RefSeq:

# Fields: query id, subject id, subject ids, subject length, s. start, s. end, evalue, query seq, subject
seq, q. start, q. end, score, subject sci names, subject title

# 6 hits found


https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=ANAE01000140.1&v=57689..58634

gi|451810799 | gb | ANAEG1000140.1 | : 57689-58634 gi|485835026 |ref|WP_001446733.1|
gi|485835026 |ref|WP_001446733.1|;gi| 218706248 |ref|YP_002413767.1| 172 2 167 1.36e-11
RCSAGARAGP - - SPRARGSRHPHGHHLHLHRSIPACAGLTHILALVGTSPPVHPRVRGAHAHLGVGGDFATGPSPRARGSP- - - - -
TSWRWWGLRHRSIPACAGLT - -HILALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSPTSWRWWGLRHRSIPACAGLTHILA
KWSSTATVGPGLSPLARGTRWWRGQTEQSRRFIPAGAGNTLTYNTENHTLTVYPRWRGEHGHSPKQTQEVNGLSPLARGTPGFHLSKCWMW- - - - -

RFIPAGAGNTTPDIFATVVT --PVYPRWRGEHRNQTQRANGVAGLSPLARGTLALFLSGESRHRFIPAGAGNTYFLS 223 714 174
Escherichia colij;Escherichia coli UMN@26 hypothetical protein [Escherichia coli]

gi]451810799 | gb | ANAE@1000140.1 | : 57689-58634 gi|485835026 | ref|WP_001446733.1]|
gi]485835026 | ref|WP_001446733.1| ;gi| 218706248 | ref|YP_002413767.1| 172 12 167 2.32e-10

GPSPRARGSRAGHGRWVRAGRSIPACAGLTRALALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSRHRTVLSGCASRSIPACAGLTSSTWPPP
TPTPVHPRVRGAHPHLGVGGDFATGPSPRARGSRTSWRWWGLRHRSIPACAGLTHILA
GLSPLARGTRWWRGQTEQSRRFIPAGAGNTLTYNTENHTLTVYPRWRGEHGHSPKQTQEVNGLSPLARGTPGFHLSKCWMWRFIPAGAGNTTPDIFAT

VVTPVYPRWRGEHRNQTQRANGVAGLSPLARGTLALFLSGESRHRFIPAGAGNTYFLS 3 470 165 Escherichia
colij;Escherichia coli UMN@26 hypothetical protein [Escherichia coli]
gi]451810799|gb|ANAEQ1000140.1| :57689-58634 gi|485835026|ref|WP_001446733.1|

gi|485835026 | ref|WP_001446733.1|;gi|218706248|ref|YP_002413767.1| 172 12 167 1.15e-09

GPSPRARGSPTSWRWW- - - -GLRHRSIPACAGLTHILALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSP- - - - -
TSWRWWGLRHRSIPACAGLT - -HILALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSPTSWRWWGLRHRSIPACAGLTHILA ~ GLSPLARGT----
RWWRGQTEQSRRFIPAGAGNTLTYNTENHTLTVYPRWRGEHGHSPKQTQEVNGLSPLARGTPGFHLSKCWMW- - - - - RFIPAGAGNTTPDIFATVVT--
PVYPRWRGEHRNQTQRANGVAGLSPLARGTLALFLSGESRHRFIPAGAGNTYFLS 430 897 160 Escherichia
colij;Escherichia coli UMN@26 hypothetical protein [Escherichia coli]
gi]451810799|gb|ANAEQ1000140.1| :57689-58634 gi|485835026|ref|WP_001446733.1|

gi|485835026 |ref|WP_001446733.1|;gi|218706248|ref|YP_002413767.1| 172 12 167 1.82e-08

GPSPRARGSLVPWRWW- - - -GLRHRSIPACAGL THILALVGTSPPVHPRVRGAHVIGRCSAGARAGPSPRARGSRHPHGHHLHLHRSIPACAGLT - -
HILALVGTSPPVHPRVRGAHAHLGVGGDFATGPSPRARGSPTSWRWWGLRHRSIPACAGLTHILA GLSPLARGT----
RWWRGQTEQSRRFIPAGAGNTLTYNTENHTLTVYPRWRGEHGHSPKQTQEVNGLSPLARGTPGFHLSKCWMWRFIPAGAGNTTPDIFATVVT- -

PVYPRWRGEHRNQTQRANGVAGLSPLARGTLALFLSGESRHRFIPAGAGNTYFLS 64 531 151 Escherichia
colij;Escherichia coli UMN@26 hypothetical protein [Escherichia coli]
gi]451810799 | gb | ANAE@1000140.1 | : 57689-58634 gi|485835026 | ref|WP_001446733.1]|
gi]485835026 | ref|WP_001446733.1|;gi| 218706248 | ref|YP_002413767.1| 172 12 163 3.34e-08
GPSPRARGSPTSWRWW- - - -GLRHRSIPACAGLTHILALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSP-----
TSWRWWGLRHRSIPACAGLT--HILALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSPTSWRWWGLRHRSIPACAGLT GLSPLARGT----
RWWRGQTEQSRRFIPAGAGNTLTYNTENHTLTVYPRWRGEHGHSPKQTQEVNGLSPLARGTPGFHLSKCWMW- - - - - RFIPAGAGNTTPDIFATVVT--
PVYPRWRGEHRNQTQRANGVAGLSPLARGTLALFLSGESRHRFIPAGAGNT 491 946 149 Escherichia
colij;Escherichia coli UMN@26 hypothetical protein [Escherichia coli]
gi]451810799 | gb | ANAE@1000140.1 | : 57689-58634 gi|485668974 |ref|WP_001310069.1|
gi]485668974 |ref|WP_001310069.1|;gi| 218706249 | ref|YP_002413768.1| 126 12 122 6.39e-06

GPSPRARGSRAGHGRWVRAGRSIPACAGLTRALALVGTSPPVHPRVRGAHPHLGVGGDFATGPSPRARGSRHRTVLSGCASRSIPACAGLTSSTWPPP
TPTPVHPRVRGAH
GLSPLARGTRIFYRRMSRGNRFIPAGAGNTSAAPANVSAVTVYPRWRGEHPRPSIISCASFGLSPLARGTHQEADESARHARFIPAGAGNTQFHMSRR
AGSSVYPRWRGEH 3 335 130 Escherichia colij;Escherichia coli UMN@26 hypothetical protein
[Escherichia coli]
# BLAST processed 1 queries



Predicted CRISPR-Array: 4

ContigID: KQe87587.1 (Enterobacter_aerogenes_UCI97_GCA ©01030185.1)
Start: 84822

Stop: 86069
https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=KQ087587.1&v=84822..86069

PilerCR predicted Array

>gi| 844486473 |gb|KQO87587.1|:84822-86069 Enterobacter aerogenes strain UCI97 genomic
scaffold aeuqd-supercontl.1l, whole genome shotgun sequence
GCGCCTTATCCGGGCTACGGTTCGGTATTTGGTTGGTAGCCCCGGTAAGCGTAAGCGCCACCGGGGGAGG
ATTCCCGGATAGCGGCGCGTAGCGCCTTATCCGGGCTACGGTTCGGTATGCGGTTGGTAGCCCCGGTAAG
CGTAAGCGCCACCGGGGGAGGGTTCCCGGATGGCGGCGCATAGCGCCTTATCCGGGCTACGGTTCGGTAG
TCGGTTGGTAGCCCCGGTAAGCGTAAGCGCCACCGGGGAGGGTTCCCGGATGGCGGCGCATGGCGCCTTA
TCCGGGCTACGGTTCGGTATTCGGTCGGTAGCCCCGGTAAGCGTAAGCGCCACCGGGGAGGATTCCCGGA
TAGCGGCGCATCGCGCCTTATCCGGGCTACGATTCGGTATTCGGTTGGTAGCTCCGGTAAGCGTAAGCGC
CACCGGGGAGGGTTCCCGGATGGCGGCGCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNTAAAACTGCGC
GCGTGGGTCGCCAGCTTCGGCCTGCTGTTGGTATTGGCTGCCCGGATCCGCAGCGTCTGCGGCGAAGCTT
GTCAGCGCCAGCAGTAAATAGAGGTATTTCATTTTTTTATTATCAATAAGGGAGACCCCCGCAGTATAAA
GGGCGGCGGAAAAGAAGAAAATGGCGGGAATTAGCGGGGTGAATACCCGGATAGCGGCGCATAGCGCCTT
ATCCGGGCTACGGTTCGGTATTTGGTTGGTAGCCCCGGTAAGCGTAAGCGCCACCGGGGGAGGATTCCCG
GATAGCGGCGCGTAGCGCCTTATCCGGGCTACGGTTCGGTATGCGGTTGGTAGCCCCGGTAAGCGTAAGC
GCCACCGGGGGAGGGTTCCCGGATGGCGGCGCATAGCGCCTTATCCGGGCTACGGTTCGGTAGTCGGTTG
GTAGCCCCGGTAAGCGTAAGCGCCACCGGGGAGGGTTCCCGGATGGCGGCGCATGGCGCCTTATCCGGGC
TACGGTTCGGTATTCGGTCGGTAGCCCCGGTAAGCGTAAGCGCCACCGGGGAGGATTCCCGGATAGCGGC
GCATCGCGCCTTATCCGGGCTACGATTCGGTATTCGGTTGGTAGCTCCGGTAAGCGTAAGCGCCACCGGG
GAGGGTTCCCGGATGGCGGCGCATAGCGCCTTATCCGGGCTACGGTTCGGTAGTCGGT

Top 10 BLASTX results in RefSeq:
# Fields: query id, subject id, subject ids, subject length, s. start, s. end, evalue, query seq, subject
seq, q. start, q. end, score, subject sci names, subject title
# 99 hits found
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1|
gi|1172898100|ref |WP_080967648.1 | 135 11 135 2.47e-77
RLPNRSPDKALCAAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPD
KALCAAIREPSPGGAYAYRGYQPHTEP
RLPNRSPDKALCAAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPD
KALCAAIREPSPGGAYAYRGYQPHTEP 1246 872 623 Enterobacter aerogenes hypothetical protein
[Klebsiella aerogenes]
gi|844486473|gb|KQ@87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |

gi]1172898100 | ref |WP_080967648.1 | 135 23 135 2.63e-68
AAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPDKALCAAIREPSP
GGAYAYRGYQPHTEP
AAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPDKALCAAIREPSP
GGAYAYRGYQPHTEP 447 109 563 Enterobacter aerogenes hypothetical protein [Klebsiella
aerogenes]
gi|844486473|gb|KQO87587.1| :84822-86069 gi|1172898100|ref|WP_080967648.1 |
gi]1172898100 | ref |WP_080967648.1 | 135 11 135 1.27e-18

RLPELPTEYRIVARIRRDAPLSGNPPRWRLRLPGLPTEYRTVARIRRHAPPSGNPPRWRLRLPGLPTDYRTVARIRRYAPPSGNPPPVALTLTGATNR
IPNRSPDKALRAAIRESSPGGAYAYRGYQPNTEP
RLPNRSPDKALCAAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIRE-------
PSPVALTLTGATNRLPNRSPDKALCAAIREPSPGGAYAYRGYQPHTEP 413 18 225 Enterobacter aerogenes
hypothetical protein [Klebsiella aerogenes]
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |
gi|1172898100|ref |WP_080967648.1 | 135 11 135 1.60e-18
RLPELPTEYRIVARIRRDAPLSGNPPRWRLRLPGLPTEYRTVARIRRHAPPSGNPPRWRLRLPGLPTDYRTVARIRRYAPPSGNPPPVALTLTGATNR
IPNRSPDKALRAAIRESSPGGAYAYRGYQPNTEP
RLPNRSPDKALCAAIREPSPVALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIRE-------
PSPVALTLTGATNRLPNRSPDKALCAAIREPSPGGAYAYRGYQPHTEP 1176 781 224 Enterobacter aerogenes
hypothetical protein [Klebsiella aerogenes]
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |
gi|1172898100| ref |WP_080967648.1 | 135 27 61 1.06e-13


https://www.ncbi.nlm.nih.gov/projects/sviewer/?id=KQ087587.1&v=84822..86069

NPPPVALTLTGATNQIPNRSPDKALCAAIRVFTPL EPSPVALTLTGATNRIPNRSPDKARCAAIRESSPV 836 732

130 Enterobacter aerogenes hypothetical protein [Klebsiella aerogenes]
gi|844486473|gb|KQO87587.1| :84822-86069 gi|1172898100|ref|WP_080967648.1 |

gi]1172898100 | ref |WP_080967648.1 | 135 1 30 1.06e-13

VALTLTGATNRIPNRSPDKALRAAIRESSP  MALTLTGATNRLPNRSPDKALCAAIREPSP 915 826 121

Enterobacter aerogenes hypothetical protein [Klebsiella aerogenes]
g1i|844486473|gb|KQO87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |

gi[1172898100 | ref |WP_080967648.1 | 135 1 30 2.18e-10

VALTLTGATNRIPNRSPDKALRAAIRESSP ~ MALTLTGATNRLPNRSPDKALCAAIREPSP 152 63 121

Enterobacter aerogenes hypothetical protein [Klebsiella aerogenes]
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |

gi|1172898100| ref |WP_080967648.1 | 135 27 50 2.18e-10NPPPVALTLTGATNQIPNRSPDKA

EPSPVALTLTGATNRIPNRSPDKA 73 2 101 Enterobacter aerogenes hypothetical protein
[Klebsiella aerogenes]
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898100|ref|WP_080967648.1 |

gi|1172898100|ref |WP_080967648.1 | 135 87 120 1.13e-05

NPPPVALTLTGATNQIPNRSPDKALCAAIRVFTP EPSPVALTLTGATNRLPNRSPDKALCAAIREPSP 836 735

130 Enterobacter aerogenes hypothetical protein [Klebsiella aerogenes]
gi|844486473|gb|KQe87587.1|:84822-86069 gi|1172898104|ref|WP_080967652.1 |

gi|1172898104 | ref |WP_080967652.1| 105 1 105 9.68e-63

VALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPDKALCAAIREPSPGGAYAYRG
YQPHTEP

MALTLTGATNRIPNRSPDKARCAAIRESSPVALTLTGATDRIPNRSPDKAPCAAIREPSPVALTLTGATNRLPNRSPDKALCAAIREPSPGGAYAYRG
YQPHTEP 423 109 523 Enterobacter aerogenes hypothetical protein [Klebsiella aerogenes]





