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Figure S1 A heatmap of pairwise comparison of repBIncFIB sequences.
Notes: The original data are shown in Table S3.
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Table S1. Major features of bacterial strains

Isolate Bacterium City Hospital Specimen Year

BJ20 Klebsiella pneumoniae Beijing H01 un-known 2017

71221 K. pneumoniae Beijing H02 Urine 2016

08291 K. pneumoniae Zhejiang H03 Sputum 2015

A2508 K. quasipneumoniae Hainan H04 un-known 2014

L21 Leclercia adcarboxglata Guangdong H05 Bile 2018

10057 K. pneumoniae Beijing H02 Blood 2012

13294
K. quasipneumoniae

Anhui H06 Blood 2013

A1876 K. quasipneumoniae Hunan H07 un-known 2014

A2359 K. pneumoniae Hunan H08 Sputum 2014



Table S2. General features of the 11 IncFIB single-replicon plasmids
IncFIB
subtype

Plasmid
Accession
number

Reference
Total length

(bp)
Total number
of ORFs

Mean G+C
content, %

Backbone
length (bp)

LAR length (bp) Location Isolate

IncFIB-4.1

pBJ20-tetA MN310373 This study 139,389 146 51.9 22,926 107,982 China
Klebsiella pneumoniae

BJ20

p71221-mphA MN310374 This study 128,170 134 51.9 24,258 97,689 China K. pneumoniae 71221

pW08291-tetA MN310376 This study 130,483 135 51.9 24,253 112,616 China
K. Pneumoniae

W08291

pA2508-emrE MN310379 This study 189,898 194 52.6 21,176 168,722 China
K. quasipneumoniae

A2508

pL21-1NR MN423365 This study 130,867 123 49.7 7,290 123,577 China
Leclercia adcarboxglata

L21

pSC138 AY509004 57 138,742 135 51.3 7,164 131,578 China
Salmonella enterica

SC138

IncFIB-4.2

p10057-catA MN423364 This study 244,456 219 51.6 8,818 235,638 China K. pneumoniae 10057

p13294-1NR MT549899 This study 236,698 212 50.1 8,735 227,963 China
K. quasipneumoniae

13294

pA1876-NR MT570100 This study 113,128 101 50.4 8,566 104,562 China
K. quasipneumoniae

A1876

pA2359-IMP MN423363 This study 181,765 161 51.8 7,688 174,077 China K. pneumoniae A2359

pFB2.3 CP014778 un-known 140,505 130 50.7 6,869 133,636 Malaysia
Pluralibacter gergoviae

FB2
pSC138 and pFB2.3 were derived from GenBank (last accessed Dec 01, 2019), while all the other plasmids were sequenced in this study.



Table S3. Collection of IncFIB plasmids and repBIncFIB sequences
IncFIB subtype Plasmid Plasmid accession number Host bacterium
IncFIB-1.1 Plasmid F AP001918 Escherichia coli
IncFIB-1.1 pO26_1 AP010954 Escherichia coli
IncFIB-1.1 pO103 AP010959 Escherichia coli
IncFIB-1.2 p16F5M1D101 DNA AP019857 Escherichia coli
IncFIB-1.3 pRHB24-C12_3 CP058211 Escherichia marmotae
IncFIB-1.3 pRHBSTW-00605_2 CP056698 Escherichia coli
IncFIB-1.3 pRHBSTW-00300_2 CP056643 Escherichia coli
IncFIB-1.4 pCFSAN024441_01 CP024166 Salmonella enterica
IncFIB-1.5 pCFSAN024229 CP019175 Salmonella enterica
IncFIB-1.6 pCP053580 CP053580 Salmonella enterica
IncFIB-1.6 pCP054717 CP054717 Salmonella enterica
IncFIB-1.7 pC51_002 CP042483 Klebsiella pneumoniae
IncFIB-1.7 p12949-FIIY MH909344 Enterobacter cloacae
IncFIB-1.7 pE33_002 CP042519 Citrobacter freundii
IncFIB-1.8 pSLT-BT FN432031 Salmonella enterica
IncFIB-1.8 pSVC50 AY509003 Salmonella enterica
IncFIB-1.8 pKY401053 KY401053 Salmonella enterica
IncFIB-1.9 pCP050989 CP050989 Salmonella enterica
IncFIB-1.9 pCP054902 CP054902 Salmonella enterica
IncFIB-1.10 pS65EC CP036244 Escherichia coli
IncFIB-1.10 pMAR2 CP059841 Escherichia coli
IncFIB-1.10 pM505-a DNA AP023221 Escherichia coli
IncFIB-1.11 pCP053317 CP053317 Salmonella enterica



IncFIB-1.12 pCP046281 CP046281 Salmonella enterica
IncFIB-1.13 pC45-p2 LT991959 Enterobacter cloacae
IncFIB-1.14 pSA20051401.2 CP030198 Salmonella enterica
IncFIB-1.15 pM12X01451 CP017473 Enterobacter cloacae
IncFIB-1.16 pDSMZ16690 CP017185 Enterobacter cloacae
IncFIB-1.17 pYRW13-131 CP050813 Yokenella regensburgei
IncFIB-1.18 p888-76-1 CP019446 Kosakonia cowanii
IncFIB-1.19 pCP045299 CP045299 Kosakonia arachidis
IncFIB-1.20 pMSR2B CP024638 Pantoea sp.
IncFIB-1.21 pPAT9B02 CP002435 Pantoea sp.
IncFIB-1.22 pPSP-057 CP010325 Pantoea sp.
IncFIB-1.22 pCP060163 CP060163 Acinetobacter venetianus
IncFIB-1.23 pCP032704 CP032704 Pantoea dispersa
IncFIB-2.1 p505108-T6SS KY978630 Cronobacter sakazakii
IncFIB-2.1 pGW2 CP028976 Cronobacter sakazakii
IncFIB-2.1 pCS2 CP012255 Cronobacter sakazakii
IncFIB-2.2 pCMA1 CP013941 Cronobacter malonaticus
IncFIB-2.2 pCP006732 CP006732 Cronobacter malonaticus
IncFIB-2.3 pCUNV1 CP012258 Cronobacter universalis
IncFIB-2.4 pCTU1 FN543094 Cronobacter turicensis
IncFIB-2.5 pCDU1 CP012267 Cronobacter dublinensis
IncFIB-2.6 pCP017664 CP017664 Cronobacter sp.
IncFIB-2.7 pCCO1 CP012265 Cronobacter condimenti
IncFIB-2.8 pPALTYR11Z CP019707 Pantoea alhagi
IncFIB-2.9 pSg66741_1 CP054057 Scandinavium goeteborgense



IncFIB-2.10 pEuc2 CP045722 Pantoea eucalypti
IncFIB-2.10 pPant3 CP022519 Pantoea vagans
IncFIB-2.10 pCP061085 CP061085 Pantoea sp.
IncFIB-2.11 pCP048036 CP048036 Pantoea agglomerans
IncFIB-2.11 pCP016892 CP016892 Pantoea agglomerans
IncFIB-2.11 pPagL15_2 CP034150 Pantoea agglomerans
IncFIB-2.12 pPV989-167 CP028351 Pantoea vagans
IncFIB-2.12 pPag1 CP001893 Pantoea vagans
IncFIB-2.12 pVag2 CP038855 Pantoea vagans
IncFIB-2.13 pHS1 CP006570 Sodalis praecaptivus
IncFIB-2.14 pHCM2 AL513384 Salmonella enterica
IncFIB-2.14 pG6809-1 KT345945 Enterobacter cloacae
IncFIB-2.14 pG8786 AJ698720 Yersinia pestis
IncFIB-2.15 pCP53-113k CP033097 Escherichia coli
IncFIB-2.15 pP59A-2 CP044300 Escherichia coli
IncFIB-2.15 pTB212 CP033252 Escherichia coli
IncFIB-2.16 pLF82 CU638872 Escherichia coli
IncFIB-2.16 pL100-3 CP034747 Escherichia coli
IncFIB-2.16 pGD31-F25 CP031294 Escherichia coli
IncFIB-2.17 pSA20094620.2 CP030187 Salmonella enterica
IncFIB-2.17 pAR-0407-3 CP044180 Salmonella enterica
IncFIB-2.18 pRHB20-C15_2 CP057633 Citrobacter sp.
IncFIB-2.18 pRHB20-C16_2 CP057631 Citrobacter sp.
IncFIB-3.1 pPagL15_1 CP034149 Pantoea agglomerans
IncFIB-3.1 pCFSAN047153_1 CP034470 Pantoea agglomerans



IncFIB-3.1 pASB05p1 CP046723 Pantoea agglomerans
IncFIB-3.2 pVag1 CP038854 Pantoea vagans
IncFIB-3.2 pPag3 CP001895 Pantoea vagans
IncFIB-3.2 pCP014127 CP014127 Pantoea vagans
IncFIB-3.3 pPant1 CP022517 Pantoea vagans
IncFIB-3.3 pCP061084 CP061084 Pantoea sp.
IncFIB-3.3 pEuc1 CP045721 Pantoea eucalypti
IncFIB-3.4 pPANA10 HE617161 Pantoea ananatis
IncFIB-3.4 pEA320 DNA CP028034 Pantoea ananatis
IncFIB-3.4 pCP035036 CP035036 Pantoea ananatis
IncFIB-3.5 pCP049116 CP049116 Pantoea stewartii
IncFIB-3.5 pDSJ10 CP017591 Pantoea stewartii
IncFIB-3.6 pCP060162 CP060162 A. venetianus
IncFIB-3.6 pPSP-3a9 CP010326 Pantoea sp.
IncFIB-3.7 pEM01 LN907828 Erwinia sp.
IncFIB-4.1 pSC138 AY509004 Salmonella enterica
IncFIB-4.1 pL21-1NR MN423365 Leclercia adcarboxglata
IncFIB-4.1 pA2508-emrE MN310379 Klebsiella quasipneumoniae
IncFIB-4.1 pBJ20-tetA MN310373 Klebsiella pneumoniae
IncFIB-4.1 pW08291-tetA MN310376 Klebsiella pneumoniae
IncFIB-4.1 p71221-mphA MN310374 Klebsiella pneumoniae
IncFIB-4.2 pA2359-IMP MN423363 Klebsiella pneumoniae
IncFIB-4.2 p13294-1NR MT570100 Klebsiella quasipneumoniae
IncFIB-4.2 pA1876-NR MT549899 Klebsiella quasipneumoniae
IncFIB-4.2 pFB2.3 CP014778 Pluralibacter gergoviae



IncFIB-4.2 p10057-catA MN423364 Klebsiella pneumoniae
IncFIB-4.3 pCP051549 CP051549 Phytobacter diazotrophicus
IncFIB-4.3 pAF18_1 CP025983 Enterobacteriaceae bacterium
IncFIB-4.4 p1_090001 CP036176 Klebsiella huaxiensis
IncFIB-4.5 pCP029140 CP029140 Klebsiella michiganensis
IncFIB-4.5 pRHBSTW-00529_3 CP056420 Kklebsiella oxytoca
IncFIB-4.6 pN55391 CP016411 Salmonella enterica
IncFIB-4.6 pAUSMDU00010532_01 CP045959 Salmonella enterica
IncFIB-4.6 pCP022140 CP022140 Salmonella enterica
IncFIB-4.7 pC52_001 CP042546 Klebsiella michiganensis
IncFIB-4.7 pCP026049 CP026049 Raoultella planticola
IncFIB-4.7 pKOXM1A CP008842 Klebsiella michiganensis
IncFIB-4.8 pENT-1ac CP017991 Enterobacter cloacae
IncFIB-4.8 pSTN0717-53-2 DNA AP022500 Enterobacter kobei
IncFIB-4.9 pENTAS01 CP003027 Enterobacter soli
IncFIB-4.10 pECLA CP001919 Enterobacter cloacae
IncFIB-4.10 pCP043854 CP043854 Enterobacter hormaechei
IncFIB-4.10 pLS999207 LS999207 Enterobacter hormaechei
IncFIB-4.11 pRHBSTW-00938_2 CP055905 Klebsiella aerogenes
IncFIB-4.12 pCP017663 CP017663 Cronobacter sp.
IncFIB-5.1 pEC881_2 CP019027 Escherichia coli
IncFIB-5.1 pRHB13-C13_2 CP057834 Escherichia coli
IncFIB-5.1 pECOH89 HG530657 Escherichia coli
IncFIB-5.2 pCFSAN004177P_01 CP012496 Escherichia coli
IncFIB-5.2 pCFSAN004176P_01 CP012492 Escherichia coli



IncFIB-5.3 AnCo3 KY515226 Salmonella enterica
IncFIB-5.3 pSTM_Phi KP763470 Salmonella enterica
IncFIB-5.3 pSAN1-1735 CP014707 Salmonella enterica
IncFIB-5.4 pCS CP012254 Cronobacter sakazakii
IncFIB-5.4 pCsaCS931a CP027108 Cronobacter sakazakii
IncFIB-5.5 pB16KP0177-3 CP052527 Klebsiella pneumoniae
IncFIB-5.5 pC16KP0189-2 CP052416 Klebsiella pneumoniae
IncFIB-5.5 pKPHS1 CP003223 Klebsiella pneumoniae
IncFIB-5.6 pCAV1015-111 CP017931 Klebsiella oxytoca
IncFIB-5.6 pRHBSTW-00909_5 CP056140 Klebsiella michiganensis
IncFIB-5.6 pCAV1752-111 CP018360 Klebsiella oxytoca
IncFIB-5.7 p1761_03 CP039977 Klebsiella pneumoniae
IncFIB-5.7 pCP032196 CP032196 Klebsiella pneumoniae
IncFIB-5.7 pRHB30-C05_4 CP057316 Klebsiella pneumoniae
IncFIB-6.1 pNDM-Mar JN420336 Klebsiella pneumoniae
IncFIB-6.1 pE20-HI3 MG288682 Klebsiella aerogenes
IncFIB-6.1 pENVA HG918041 Klebsiella pneumoniae
IncFIB-6.2 pKP18-31-IMP,KPC MN661402 Klebsiella quasipneumoniae
IncFIB-6.2 pA324-IMP MF344566 Klebsiella michiganensis
IncFIB-6.2 pKOX_R1 CP003684 Enterobacter cloacae
IncFIB-7.1 pEC316_2 CP018955 Escherichia coli
IncFIB-7.1 pRHBSTW-00204_2 CP056656 Escherichia coli
IncFIB-7.1 pQil-IT JN233705 Klebsiella pneumoniae

repBIncFIB sequences of the corresponding plasmids were listed below:
>Plasmid F (AP001918)
GTGGATAAGTCGTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTGTACCGACCCTTA



AATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCACGGAAGAGCTGACTCGTCTTTCCCTGGCCCGTGCTGAGGGATTCGATAAGGTTGA
GATCACCGGCCCCCGCCTGGATATGGATAACGATTTCAAGACCTGGGTGGGGATCATTCATTCCTTTGCCCGCCATAACGTGATTGGTGACAAAGTTGAACTGC
CTTTTGTTGAGTTTGCAAAACTGTGTGGTATACCTTCAAGCCAGTCATCCCGCAGGCTGCGTGAGCGCATCAGCCCTTCCCTGAAGCGCATTGCCGGTACCGTG
ATCTCGTTTTCCCGTACCGATGAGAAGCACACCCGGGAATACATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAGCGGGATATTGTTCAGTTACAGGC
TGATCCCCGTCTGTTTGAACTGTACCAGTTTGACAGAAAAGTCCTTCTCCAGCTTAAGGCGATTAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTCTAC
ACCTTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCACGCCTCAATCTGAAGTCTCCTGTATTTTCCCAGAACCAGACGGT
CAGACGGGCAATGGAGCAGTTGCGCGAGATTGGATATCTTGATTACACGGAGATCCAGCGGGGGCGGACAAAATTCTTCTGTATTCACTACCGGCGTCCCCGG
TTAAAAGCGCCGAATGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTGCGGAAAAAGTCAGTCCGGAGATGGCGGAGAAACTTGCCCTGCTTGAAAAA
CTGGGCATCACACTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pO26_1 (AP010954)
GTGGATAAGTCGTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTTTTTGTACCGACCCTTA
AATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCACGGAAGAGCTGACACGTCTTTCCCTGGCCCGTGCTGAGGGATTTGATAAGGTTGA
GATCACCGGCCCCCGCCTGGATATGGATAACGATTTCAAGACCTGGGTGGGAATCATTCATTCCTTTGCCCGCCATAACGTAATTGGTGACAAAGTTGAACTGC
CTTTTGTCGAGTTTGCAAAACTGTGTGGTATACCTTCAAGCCAGTCATCCCGCAGGCTGCGTGAGCGCATCAGCCCTTCCCTGAAACGCATTGCCGGTACCGTG
ATCTCCTTTTCCCGCACCGATGAGAAGCACACCCGGGAATATATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGGCT
GATCCCCGCCTTTTTGAACTGTACCAGTTTGACCGGAAAGTGCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTTTACA
CCTTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCCCGCCTCAATCTGAAGTCTCCTGTATTTTCCCAGAACCAGACGGTC
AGACGGGCAATGGAGCAGTTGCGCGAGATTGGATATCTTGATTACACGGAGATCCAGCGGGGGCGGACAAAATTCTTCTGTATTCACTACCGGCGTCCCCGGT
TAAAAGCGCCGAATGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTGCGGAAAAAGTCAGTCCGGAGATGGCGGAGAAACTTGCCCTGCTTGAAAAAC
TGGGCATCACGCTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pO103 (AP010959)
GTGGATAAGTCCTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAACCTGTGGCGCTGATGCGTCTGGGCGTCTTTGTACCGACCCTTA
AATCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACTGATGCCACGGAAGAACTGACACGTCTTTCCCTGGCCCGTGCAGAGGGATTCGATAAGGTTG
AGATCACCGGCCCCCGGCTGGATATGGATAACGATTTCAAGACTTGGGTGGGGATCATTCATTCCTTTGCCCGCCATAACGTGACTGGTGACAAAGTTGAACTA
CCTTTTGTCGAGTTTGCAAAACTGTGTGGTATACCTTCAAACCAGTCATCACGCAGGCTGCGTGAGCGCATCAGCCCTTCCCTGAAACGCATTGCCGGTACCGT
GATCTCCTTTTCCCGCACCGATGAGAAGCACACCCGGGAATACATCACTCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGG



CTGATCCCCGCCTTTTTGAACTGTACCAGTTTGACAGAAAAGTTCTTCTCCAGCTTAAGGCGATTAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTCTA
CACATTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCACGCCTCAATCTGAAGTCTCCGGTATTTTCCCAGAACCAGACG
GTCAGACGGGCAATGGAGCAATTGCGTGAGATTGGATATCTTGATTACACTGAGATCCAGCGGGGACGGACAAAACTCTTCTGTATTCACTACCGGCGTCCCC
GGTTAAAAGCGCCGAATGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTGCGGAAAAAGTCAGTCCGGAGATGGCGGAGAAGCTTGCCCTGCTTGAGA
AACTGGGCATCACGCTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>p16F5M1D101 DNA (AP019857)
GTGGATAAGTCCTCCGGTGAGCTGGTGACACTGACACCAAACAATAATAACACTGTACAACCTGTGGTCCTGATGCGTCTTGGGGTGTTTGTGCCGACCCTTA
AGTCACTAAAGAACAGTAAAAAAAATACACTTGCACGCACCGATGCCACGGAAGAACTGACGCGTCTTTCCCTAGCCCGGGCAGAGGGATTCGATAAGGTTG
AAATCACCGGCCCCCGACTGGATATGGATAACGATTTCAAAACCTGGGTGGGGATCATTCATTCCTTTGCCCGTCATAATGTGATTGGTGATAAAGTTGAACTGC
CTTTTGTCGAATTTGCAAAACTGTGCGGTATACCTTCAAGCCAGTCATCGCGCAGGCTTCGTGAACGAATCAGTTCTTCCCTGAAGCGCATTGCCGGTACAGTG
ATCTCGTTTTCCCGCACCGATGAGAAGCATACCCGGGAATACATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGGCT
GATCCCCGTCTGTTTGAACTGTACCAGTTTGATAGAAAAGTGCTTCTTCAGCTTAAGGCGATTAATGCCCTGAAACGGCGGGAGTCTGCCCAGGCTCTTTACAC
CTTTATAGAAAGTCTGCCGCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGGGCACGCCTCAATCTTAAATCTCCGGTATTCTCCCAGAACCAGACGGTCA
GACGGGCAATGGAGCAGTTGCGCGAGATTGGATATCTTGATTACACGGAGATCCAGCGGGGGCGAACAAAATTCTTCTGTATTCACTACCGGCGTCCCCGGTT
AAAAGCGCCGAATGATGAGAGTAAGGAAAATCCATTACCACTTTCACCTGCGGAAAAAGTCAGTTCGGAGATTGCGGAGAAACTTGCCCTGCTTGAAAAACT
TGGCATCACGCTGAATGACTTGGAAAAACTCTTCAAATCTCGCTCAACATAA
>pRHB24-C12_3 (CP058211)
GTGGATAAGTCCTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAGCCTGTGGCGCTGATGCGTCTTGGCGTCTTTGTACCCACCCTTA
AGTCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACCGATGCCACGGAAGAACTGACGCGTCTTTCTCTGGCACGGGCTGAAGGGTTTGATAAGGTTG
AGATCACTGGCCCCCGGTTGGATATGGATAACGATTTCAAGACCTGGGTGGGGATCATTCATTCCTTTGCCCGCCATAACGTGATTGGAGATAAAGTTGAACTG
CCTTTTGTCGAGTTTGCAAAACTTTGCGGTATACCTTCAAGCCAGTCATCACGCAGGCTTCGCGACCGCATCAGTCCTTCCCTGAAGCGTATTGCAGGTACCGT
GATCTCCTTTTCCCGCACCGACGAGAAGCACACACGGGAATACATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGG
CTGATCCCCGCCTTTTTGAACTGTACCAGTTTGACAGAAAGGTCCTTCTTCAGCTTAAGGCGATTAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTTTA
CACCTTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCCCGCCTCAATCTGAAGTCTCCGGTATTTTCCCAGAACCAGACG
GTAAGACGGGCAATGGAGCAGTTGCGCGAGATTGGATACCTTGATTACACGGAGATCCTGCGGGGGCGAACAAAATTCTTCTGTATTCACTACCGGCGCCCCC
GGTTAAAAGCGCCAAGTGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTACGGAAAAAGTCAGTCCGGAGATGGCGGAGAAGCTTGCCCTGCTTGAAA



AACTGGGCATCACGCTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pRHBSTW-00605_2 (CP056698)
GTGGATAAGTCCTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAGCCTGTGGCGCTGATGCGTCTTGGCGTCTTTGTACCCACCCTTA
AGTCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACCGATGCCACGGAAGAACTGACGCGTCTTTCTCTGGCACGGGCTGAAGGGTTTGATAAGGTTG
AGATCACTGGCCCCCGGTTGGATATGGATAACGATTTCAAGACCTGGGTGGGGATCATTCATTCCTTTGCCCGCCATAACGTGATTGGAGATAAAGTTGAACTG
CCTTTTGTCGAGTTTGCAAAACTTTGCGGTATACCTTCAAGCCAGTCATCACGCAGGCTTCGCGACCGCATCAGTCCTTCCCTGAAGCGTATTGCAGGTACCGT
GATCTCCTTTTCCCGCACCGACGAGAAGCACACACGGGAATACATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGG
CTGATCCCCGCCTTTTTGAACTATACCAGTTTGACAGAAAGGTTCTTCTTCAGCTTAAGGCGATTAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTTTAC
ACCTTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCCCGCCTCAATCTGAAGTCTCCGGTATTTTCCCAGAACCAGACGGT
AAGACGGGCAATGGAGCAGTTGCGCGAGATTGGATACCTTGATTACACGGAGATCCTGCGGGGGCGAACAAAATTCTTCTGTATTCACTACCGGCGCCCCCGG
TTAAAAGCGCCAAGTGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTACGGAAAAAGTCAGTCCGGAGATGGCGGAGAAGCTTGCCCTGCTTGAAAAA
CTGGGCATCACGCTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pRHBSTW-00300_2 (CP056643)
GTGGATAAGTCCTCCGGTGAGCTGGTGACACTGACACCAAACAATAACAACACCGTACAGCCTGTGGCGCTGATGCGTCTTGGCGTCTTTGTACCCACCCTTA
AGTCACTGAAGAACAGTAAAAAAAATACACTGTCACGTACCGATGCCACGGAAGAACTGACGCGTCTTTCTCTGGCACGGGCTGAAGGGTTTGATAAGGTTG
AGATCACTGGCCCCCGGTTGGATATGGATAACGATTTCAAGACCTGGGTGGGGATCATTCATTCCTTTGCCCGCCATAACGTGATTGGAGATAAAGTTGAACTG
CCTTTTGTCGAGTTTGCAAAACTTTGCGGTATACCTTCAAGCCAGTCATCACGCAGGCTTCGCGACCGCATCAGTCCTTCCCTGAAGCGTATTGCAGGTACCGT
GATCTCCTTTTCCCGCACCGACGAGAAGCACACACGGGAATACATCACCCATCTGGTACAGTCAGCCTACTACGATACTGAACGGGATATTGTTCAGTTACAGG
CTGATCCCCGCCTTTTTGAACTGTACCAGTTTGACAGAAAGGTCCTTCTTCAGCTTAAAGCGATTAATGCCCTGAAGCGACGGGAGTCCGCCCAGGCACTTTA
CACCTTTATAGAGAGCCTGCCCCGGGATCCGGCACCGATATCGCTGGCGCGGCTGCGTGCCCGCCTCAATCTGAAGTCTCCGGTATTTTCCCAGAACCAGACG
GTAAGACGGGCAATGGAGCAGTTGCGCGAGATTGGATACCTTGATTACACGGAGATCCTGCGGGGGCGAACAAAATTCTTCTGTATTCACTACCGGCGCCCCC
GGTTAAAAGCGCCAAGTGATGAGAGTAAGGAAAATCCGTTGCCACCTTCACCTACGGAAAAAGTCAGTCCGGAGATGGCGGAGAAGCTTGCCCTGCTTGAAA
AACTGGGCATCACGCTGGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pCFSAN024441_01 (CP024166)
GTGGATAAATCCTCCGGGGAAGTCGTCAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGTTCCTACACTCAA
ATCACTGAAAAACAGTAAAAAGAACACGCTTTCACGTACTGATGCGACGGAAGAACTGACGCGTCTGTCTCTCGCCAGAGCCGAAGGGTTTGATAAGGTGGA



GATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCCCGCCATAAGGTTATCGGCGATAAGGTTGAACTGC
CATTTGTCGAGTTCGCCAAACTCTGCGGGATCCCCTCCAGTCAGTCATCACGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTCAAACGCATTGCAGGGACCGT
GATCTCCTTTTCCCGCACGACCGAAAAGTATACCAAAGAGTACATCACGCATCTTGTGCAGTCGGCCTATTATGATACGGAGAAGGATATCGTTCAGTTGCAGG
CCGATCCGCGCCTGTTTGAACTCTACCAGTTTGACCGGAAAGTGTTGCTGCAGCTCAAGGCCATTAATGCCCTGAAACGCCGGGAGTCCGCTCAGGCTCTTTAT
ACCTTTATAGAGAGTCTGCCTCGGGATCCGGCCCCCATATCGCTGGCGCGTCTTCGGGCCCGCCTGAACCTGAAATCTCCTGTGTTCTCTCAGAATCAGACGGT
GAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGTATTCACTACCGGCGACCCAAG
TTAAAGCCACCACATGATGAGAGCGCTGAGAACCCTCAGTTGCCTGCCACAACGGCAGGGGATGTCAGTCCGGAGATGACTGAAAAGCTGGCGCTTTTAGAA
AAACTTGGCATCACGCTCGATGACCTAGAAAAACTCTTCAAATCCCGCTGA
>pCFSAN024229 (CP019175)
GTGGATAAATCCTCCGGTGAAGTCGTCAATCTGACTCCTAATGCCGCTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGTTCCTACGCTCAA
ATCACTGAAAAACAGTAAAAAAAATACGCTTGCCCGGACTGATGCAACGGAAGAACTGACGCGTCTGTCTCTCGCCAGAGCCGAAGGGTTTGATAAGGTGGA
GATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACTTGGGTCGGGGTGATCCATTCCTTTGCCCGACATAAAGTTATCGGCGATAAGGTTGAACTGC
CGTTTGTCGAGTTCGCCAAACTTTGCGGGATCCCCTCGAGTCAGTCATCACGCAAGCTTCGGGAGCGTATCAGCCCCTCACTCAAGCGTATCGCAGGTACCGT
GATCTCGTTTTCCCGCACGACTGAAAAGCACACAAAAGAGTACATCACTCATCTTGTGCAGTCGGCCTATTATGATACGGAAAAGGATGTCGTCCAGTTACAGG
CCGATCCGCGCCTGTTTGAACTGTATCAGTTTGACCGGAAAGTATTGTTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGTGAGTCCGCTCAGGCCCTTTAT
ACCTTTATAGAGAGTCTGCCCCGGGATCCGGCGCCGATATCGCTGGCGCGTCTGCGGGCCCGCCTGAACCTGAAATCTCCGGTGTTCTCTCAGAATCAGACTGT
AAGGCGTGCAATGGAGCAGCTTCGTGAAATCGGTTATCTTGACTACACCGAGATCCAGCGGGGGCGCTCCAAACTCTTTTGCATTCACTACCGTCGACCCAAG
TTAAAGCCACCACATGATGAAAGTGCTGAGAACCCGCAGTTGCCTGCCACACCGGCAGGAGATGTCAGTCCGGAGATGACTGAAAAACTTGCGCTTTTAGAG
AAACTTGGCATCACGCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pCP053580 (CP053580)
CTGTTTGAAGAGGTGGATAAATCCTCCGGTGAGGTCGTAAATCTGACACCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGT
TCCTACGCTCAAATCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAGCTGACGCGTCTGTCGCTCGCCAGAGCCGAAGGGTT
TGATAAGGTCGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGAGTGATCCATTCCTTTGCCCGCCATAAGGTTATCGGTGATAA
GGTTGAACTGCCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCTTCCAGTCAGTCATCCCGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTCAAACGTATT
GCGGGTACCGTGATCTCGTTTTCGCGCACGACCGAAAATCACACCAAAGAGTACATCACGCACCTGGTGCAGTCGGCCTACTATGATACGGAGAAGGATATCG
TCCAGTTGCAGGCCGATCCGCGCCTGTTTGAACTGTATCAGTTTGACCGCAAAGTGTTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCTGC



CCAGGCCCTTTATACCTTTATAGAGAGTCTGCCCCGGGATCCTGCGCCGATATCACTGGCGCGTCTGCGGGCCCGTCTGAATCTGAAGTCTCCTGTGTTTTCGCA
GAACCAGACGGTGAGGCGTGCTATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTTTTCTGTATTCACTAC
CGGCGACCCAAGTTAAAGCCACCACATGATGAAAGTGCTGAGAACCCGCAGTTGCCTGCCACACCTGCAGGGGATGTCAGTCCGGAGATGACTGAAAAACTT
GCGCTTTTAGAGAAACTTGGCATCACGCTCGATGACTTGGAAAAACTCTTCAAATCCCGCTGA
>pCP054717 (CP054717)
CTGTTTGAAGAGGTGGATAAATCCTCCGGTGAGGTCGTAAATCTGACACCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGT
TCCTACGCTCAAATCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAGCTGACGCGTCTGTCGCTCGCCAGAGCCGAAGGGTT
TGATAAGGTCGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGAGTGATCCATTCCTTTGCCCGCCATAAGGTTATCGGTGATAA
GGTTGAACTGCCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCTTCCAGTCAGTCATCCCGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTCAAACGTATT
GCGGGTACCGTGATCTCGTTTTCGCGCACGACCGAAAATCACACCAAAGAGTACATCACGCACCTGGTGCAGTCGGCCTACTATGATACGGAGAAGGATATCG
TCCAGTTGCAGGCCGATCCGCGCCTGTTTGAACTGTATCAGTTTGACCGCAAAGTGTTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCTGC
CCAGGCCCTTTATACCTTTATAGAGAGTCTGCCCCGGGATCCTGCGCCGATATCACTGGCGCGTCTGCGGGCCCGTCTGAATCTGAAGTCTCCTGTGTTTTCGCA
GAACCAGACGGTGAGGCGTGCTATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTTTTCTGTATTCACTAC
CGGCGACCCAAGTTAAAGCCACCACATGATGAAAGTGCTGAGAACCCGCAGTTGCCTGCCACACCTGCAGGGGATGTCAGTCCGGAGATGACTGAAAAACTT
GCGCTTTTAGAGAAACTTGGCATCACGCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pC51_002 (CP042483)
TTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAGTCGTAAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCAGTGGCACTGATGCGGCTCGGAGTGTTTGT
CCCTACTCTCAAATCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAACTGACGCGTCTATCTCTCGCCAGAGCCGAAGGGTT
TGATAAGGTGGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCACGCCATAAGGTTATCGGCGATA
AGGTTGAACTGCCGTTTGTTGAGTTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCACGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTAAAACGTAT
CGCGGGTACCGTGATCTCGTTTTCCCGCACGACCGAAAGTCACACCAAAGAGTACATCACACACCTGGTGCAGTCGGCCTACTATGATACGGAGAAGGATATC
GTCCAGTTGCAGGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGTTACTGCAGCTCAAGGCCATCAATGCCCTGAAACGCCGGGAGTCCG
CCCAGGCCCTTTATACCTTTATAGAGAGTCTGCCCCGGGATCCGGCACCGATATCTCTGGCGCGTCTGCGGGCCCGCCTGAACCTGAAATCCCCTGTGTTCTCG
CAGAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACGGAGATCCAGCGGGGACGCACTAAACTCTTCTGCATTCATT
ACCGGCGGCCCAAGTTAAAACCACCGCATGATGAGAGTGCTGAGAACCCTCAACTGCCAGCCGCACCGGGTGATGTGAGTCCGGAGATGGCTGAGAAATTGG
CGCTTTTAGAGAAACTTGGCATCACGCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA



>p12949-FIIY (MH909344)
TTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAGTCGTAAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCAGTGGCACTGATGCGGCTCGGAGTGTTTGT
CCCTACTCTCAAATCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAACTGACGCGTCTATCTCTCGCCAGAGCCGAAGGGTT
TGATAAGGTGGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCACGCCATAAGGTTATCGGCGATA
AGGTTGAACTGCCGTTTGTTGAGTTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCACGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTAAAACGTAT
CGCGGGTACCGTGATCTCGTTTTCCCGCACGACCGAAAGTCACACCAAAGAGTACATCACACACCTGGTGCAGTCGGCCTACTATGATACGGAGAAGGATATC
GTCCAGTTGCAGGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGTTACTGCAGCTCAAGGCCATCAATGCCCTGAAACGCCGGGAGTCCG
CCCAGGCCCTTTATACCTTTATAGAGAGTCTGCCCCGGGATCCGGCACCGATATCTCTGGCGCGTCTGCGGGCCCGCCTGAACCTGAAATCCCCTGTGTTCTCG
CAGAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACGGAGATCCAGCGGGGACGCACTAAACTCTTCTGCATTCATT
ACCGGCGGCCCAAGTTAAAACCACCGCATGATGAGAGTGCTGAGAACCCTCAACTGCCAGCCGCACCGGGTGATGTGAGTCCGGAGATGGCTGAGAAATTGG
CGCTTTTAGAGAAACTTGGCATCACGCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pE33_002 (CP042519)
TTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAGTCGTAAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCAGTGGCACTGATGCGGCTCGGAGTGTTTGT
CCCTACTCTCAAATCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAACTGACGCGTCTATCTCTCGCCAGAGCCGAAGGGTT
TGATAAGGTGGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCACGCCATAAGGTTATCGGCGATA
AGGTTGAACTGCCGTTTGTTGAGTTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCACGCAAGCTCCGGGAGCGTATCAGCCCCTCGCTAAAACGTAT
CGCGGGTACCGTGATCTCGTTTTCCCGCACGACCGAAAGTCACACCAAAGAGTACATCACACACCTGGTGCAGTCGGCCTACTATGATACGGAGAAGGATATC
GTCCAGTTGCAGGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGTTACTGCAGCTCAAGGCCATCAATGCCCTGAAACGCCGGGAGTCCG
CCCAGGCCCTTTATACCTTTATAGAGAGTCTGCCCCGGGATCCGGCACCGATATCTCTGGCGCGTCTGCGGGCCCGCCTGAACCTGAAATCCCCTGTGTTCTCG
CAGAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACGGAGATCCAGCGGGGACGCACTAAACTCTTCTGCATTCATT
ACCGGCGGCCCAAGTTAAAACCACCGCATGATGAGAGTGCTGAGAACCCTCAACTGCCAGCCGCACCGGGTGATGTGAGTCCGGAGATGGCTGAGAAATTGG
CGCTTTTAGAGAAACTTGGCATCACGCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pSLT-BT (FN432031)
TTGTTTGTAGAGGTGGATAAATCCTCCGGTGAAATCGTAAATCTCACTCCTAATGCCAGTAATACCGTGCAGCCTGTAGCTCTGATGCGGCTTGGAGTATTTGTT
CCTACGCTTAAGTCACTGAAAAACCGTAAAAAGAACACGCTTTCGCGTACTGATGCGTCGGAAGAACTGACGCGTCTGTCTCTCGCCAGGGCCGAGGGGTTT
GATAAAGTGGAGATCACTGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATTCATTCCTTTGCCCGGCATAAAGTTATTGGCGATAA



AGTTGAGCTGTCGTTTGTCGAATTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCCCGGAAGCTCCGGGAACGTATCAGTCCTTCACTTAAGCGTATCG
CGGGTACTGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACCAAAGAGTACATTACGCATCTGGTACAGTCGGCTTACTATGATACGGAAAAAGATATCGTT
CAGCTGCAAGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCCGCT
CAGGCTCTTTATACCTTTATAGAGAGTCTGCCGCGGGATCCGGCGCCGATATCACTGGCGCGTCTACGGGCCCGTCTGAACCTGAAATCCCCTGTGTTCTCGCA
GAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGTGGGCGTACAAAACTCTTCTGTATTCACTAC
CGCCGGCCCAAGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAACTGTCAGCCACACCGGGTGACGTCAGTCCGGAGATGGCTGAAAAAATTGC
ACTTCTTGATAAACTGGGCATCACACTTGATGACCTGGAGAAACTCTTCAAATCCCGCTGA
>pSVC50 (AY509003)
TTGTTTGTAGAGGTGGATAAATCCTCCGGTGAAATCGTAAATCTCACTCCTAATGCCAGTAATACCGTGCAGCCTGTAGCTCTGATGCGGCTTGGAGTATTTGTT
CCTACGCTTAAGTCACTGAAAAACCGTAAAAAGAACACGCTTTCGCGTACTGATGCGTCGGAAGAACTGACGCGTCTGTCTCTCGCCAGGGCCGAGGGGTTT
GATAAAGTGGAGATCACTGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATTCATTCCTTTGCCCGGCATAAAGTTATTGGCGATAA
AGTTGAGCTGTCGTTTGTCGAATTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCCCGGAAGCTCCGGGAACGTATCAGTCCTTCACTTAAGCGTATCG
CGGGTACTGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACCAAAGAGTACATTACGCATCTGGTACAGTCGGCTTACTATGATACGGAAAAAGATATCGTT
CAGCTGCAAGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCCGCT
CAGGCTCTTTATACCTTTATAGAGAGTCTGCCGCGGGATCCGGCGCCGATATCACTGGCGCGTCTACGGGCCCGTCTGAACCTGAAATCCCCTGTGTTCTCGCA
GAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGTGGGCGTACAAAACTCTTCTGTATTCACTAC
CGCCGGCCCAAGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAACTGTCAGCCACACCGGGTGACGTCAGTCCGGAGATGGCTGAAAAAATTGC
ACTTCTTGATAAACTGGGCATCACACTTGATGACCTGGAGAAACTCTTCAAATCCCGCTGA
>pKY401053 (KY401053)
TTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAATCGTAAATCTCACTCCTAATGCCAGTAATACCGTGCAGCCTGTAGCTCTGATGCGGCTTGGAGTATTTGTT
CCTACGCTTAAGTCACTGAAAAACCGTAAAAAGAACACACTTTCGCGTACTGATGCGTCGGAAGAACTGACGCGTCTGTCTCTCGCCAGGGCCGAGGGGTTT
GATAAAGTGGAGATCACCGGTCCCCGCCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCCCGACATAAAGTTATTGGCGATAA
AGTTGAGCTGCCGTTTGTCGAATTCGCCAAACTCTGTGGGATCCCCTCCAGTCAGTCATCCCGGAAGCTCCGGGAACGTATCAGTCCTTCACTTAAGCGTATCG
CGGGTACTGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACCAAAGAGTACATTACGCATCTGGTACAGTCGGCTTACTATGATACGGAAAAAGATATCGTT
CAACTGCAAGCCGATCCGCGCCTCTTTGAACTCTACCAGTTTGACCGGAAAGTGCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCCGCT
CAGGCTCTTTATACCTTTATAGAGAGTCTGCCGCGGGATCCGGCGCCGATATCACTGGCGCGGCTACGGGCCCGTCTGAACCTGAAATCCCCTGTGTTCTCGCA



GAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGTGGGCGCACAAAACTCTTCTGTATTCACTAC
CGCCGGCCCAAGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAACTGCCAGCCACACCGGGTGACGTCAGTCCGGAGATGGCTGAAAAACTTGC
ACTTCTTGATAAACTGGGCATCACACTTGATGACCTGGAGAAACTCTTCAAATCCCGCTGA
>pCP050989 (CP050989)
CTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAGTCGTAAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCAGTGGCACTGATGCGGCTCGGAGTGTTTGT
TCCTACACTCAAGTCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAACTGACGCGTCTGTCTCTCGCCAGGGCCGAAGGGTT
TGATAAGGTCGAGATCACCGGTCCCCGACTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCCCGGCATAAAGTTATCGGCGATA
AAGTTGAGCTGCCGTTTGTCGAATTCGCCAAACTTTGCGGCATCCCCTCAAGTCAGTCATCACGTAAGCTCCGGGAGCGTATCAGCCCTTCACTCAAGCGTATT
GCGGGTACAGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACTAAAGAGTACATCACGCATCTGGTTCAGTCGGCTTACTATGATACGGAGAAGGATATCGT
TCAGCTGCAGGCCGATCCACGGCTGTTTGAACTCTACCAGTTTGACCGGAAAGTCCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCCGC
TCAGGCTCTTTATACCTTTATAGAGAGTCTGCCTCGGGATCCGGCGCCGATATCGCTGGCGCGTCTGCGGGCCCGTCTGAACCTGAAATCCCCAGTGTTTTCGC
AAAACCAGACGGTAAGGCGTGCGATGGAGCAGCTCCGGGAGATTGGTTATCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGCATTCACTA
CCGCCGTCCCAAATTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCTGCCACACCGGGTGATGTCAGTCCGGAGATGGCTGAAAAACTTGC
ACTTCTTGAGAAACTGGGCATCACGCTTGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pCP054902 (CP054902)
CTGTTTGAAGAGGTGGATAAATCCTCCGGTGAAGTCGTAAATCTCACTCCTAATGCCAGTAATACAGTGCAGCCAGTGGCACTGATGCGGCTCGGAGTGTTTGT
TCCTACACTCAAGTCACTGAAAAACAGTAAAAAGAACACGCTTTCGCGTACTGATGCGACGGAAGAACTGACGCGTCTGTCTCTCGCCAGGGCCGAAGGGTT
TGATAAGGTCGAGATCACCGGTCCCCGACTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATCCATTCCTTTGCCCGGCATAAAGTTATCGGCGATA
AAGTTGAGCTGCCGTTTGTCGAATTCGCCAAACTTTGCGGCATCCCCTCAAGTCAGTCATCACGTAAGCTCCGGGAGCGTATCAGCCCTTCACTCAAGCGTATT
GCGGGTACAGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACTAAAGAGTACATCACGCATCTGGTTCAGTCGGCTTACTATGATACGGAGAAGGATATCGT
TCAGCTGCAGGCCGATCCACGGCTGTTTGAACTCTACCAGTTTGACCGGAAAGTCCTGCTGCAGCTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCCGC
TCAGGCTCTTTATACCTTTATAGAGAGTCTGCCTCGGGATCCGGCGCCGATATCGCTGGCGCGTCTGCGGGCCCGTCTGAACCTGAAATCCCCAGTGTTTTCGC
AAAACCAGACGGTAAGGCGTGCGATGGAGCAGCTCCGGGAGATTGGTTATCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGCATTCACTA
CCGCCGTCCCAAATTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCTGCCACACCGGGTGATGTCAGTCCGGAGATGGCTGAAAAACTTGC
ACTTCTTGAGAAACTGGGCATCACGCTTGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pS65EC (CP036244)



GTGGATAAATCCTCCGGTGAAGTCGTAAATCTTACACCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGTTCCCACGCTTAA
ATCACTGAAGAACAGCAAAAAAAACACGCTTTCCCGGACTGATGCGACGGAAGAACTGACGCGCCTGTCTCTCGCCAGAGCCGAAGGTTTTGATAAGGTGG
AGATCACCGGCCCGCGTCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATTCATTCCTTTGCCCGCCATAAGGTTATCGGCGATAAAGTTGAGCTG
CCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCCTCCAGTCAGTCATCACGTAAGCTTCGTGAACGTATAAGCCCCTCACTCAAACGTATCGCGGGTACCGT
GATCTCATTTTCCCGCACAACGGAAAAGCACACCAAAGAGTACATCACACATCTGGTGCAGTCGGCTTACTATGATACGGAAAAGGATATCGTCCAGCTGCAG
GCCGATCCACGCCTGTTTGAGCTCTACCAGTTTGACCGGAAAGTGCTGCTGCAACTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCTGCGCAGGCCCTGT
ATACCTTTATAGAGAGTCTGCCACGGGATCCGGCGCCGATATCTCTGGCGCGTCTGCGGGCCCGTCTTAACCTGAAATCCCCTGTGTTCTCACAGAACCAGACG
GTGAGGCGTGCCATGGAGCAGCTACGGGAGATTGGCTACCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGCATTCATTACCGCCGGCCCA
AGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCAGCCACAACGGGTGATGTCAGCCCGGAAATGGCTGAAAAACTGAAGCTCCTCGAG
AAACTGGGCATCACCCTTGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pMAR2 (CP059841)
GTGGATAAATCCTCCGGTGAAGTCGTAAATCTTACACCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGTTCCCACGCTTAA
ATCACTGAAGAACAGCAAAAAAAACACGCTTTCCCGGACTGATGCGACGGAAGAACTGACGCGCCTGTCTCTCGCCAGAGCCGAAGGTTTTGATAAGGTGG
AGATCACCGGCCCGCGTCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATTCATTCCTTTGCCCGCCATAAGGTTATCGGCGATAAAGTTGAGCTG
CCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCCTCCAGTCAGTCATCACGTAAGCTTCGTGAACGTATAAGCCCCTCACTCAAACGTATCGCGGGTACCGT
GATCTCATTTTCCCGCACAACGGAAAAGCACACCAAAGAGTACATCACACATCTGGTGCAGTCGGCTTACTATGATACGGAAAAGGATATCGTCCAGCTGCAG
GCCGATCCACGCCTGTTTGAGCTCTACCAGTTTGACCGGAAAGTGCTGCTGCAACTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCTGCGCAGGCCCTGT
ATACCTTTATAGAGAGTCTGCCACGGGATCCGGCGCCGATATCTCTGGCGCGTCTGCGGGCCCGTCTTAACCTGAAATCCCCTGTGTTCTCACAGAACCAGACG
GTGAGGCGTGCCATGGAGCAGCTACGGGAGATTGGCTACCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGCATTCATTACCGCCGGCCCA
AGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCAGCCACAACGGGTGATGTCAGCCCGGAAATGGCTGAAAAACTGAAGCTCCTCGAG
AAACTGGGCATCACCCTTGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pM505-a DNA (AP023221)
GTGGATAAATCCTCCGGTGAAGTCGTAAATCTTACACCTAATGCCAGTAATACAGTGCAGCCTGTGGCACTGATGCGGCTTGGGGTGTTTGTTCCCACGCTTAA
ATCACTGAAGAACAGCAAAAAAAACACGCTTTCCCGGACTGATGCGACGGAAGAACTGACGCGCCTGTCTCTCGCCAGAGTCGAAGGTTTTGATAAGGTGG
AGATCACCGGCCCGCGTCTGGATATGGATAATGACTTCAAGACCTGGGTAGGGGTGATTCATTCCTTTGCCCGCCATAAGGTTATCGGCGATAAAGTTGAGCTG
CCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCCTCCAGTCAGTCATCACGTAAGCTTCGTGAACGTATAAGCCCCTCACTCAAACGTATCGCGGGTACCGT



GATCTCATTTTCCCGCACAACGGAAAAGCACACCAAAGAGTACATCACACATCTGGTGCAGTCGGCTTACTATGATACGGAAAAGGATATCGTCCAGCTGCAG
GCCGATCCACGCCTGTTTGAGCTCTACCAGTTTGACCGGAAAGTGCTGCTGCAACTCAAGGCCATCAATGCCCTGAAGCGCCGGGAGTCTGCGCAGGCCCTGT
ATACCTTTATAGAGAGTCTGCCACGGGATCCGGCGCCGATATCTCTGGCGCGTCTGCGGGCCCGTCTTAACCTGAAATCCCCTGTGTTCTCACAGAACCAGACG
GTGAGGCGTGCCATGGAGCAGCTACGGGAGATTGGCTACCTGGATTACACTGAGATCCAGCGGGGACGCACCAAACTCTTCTGCATTCATTACCGCCGGCCCA
AGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCAGCCACAACGGGTGATGTCAGCCCGGAAATGGCTGAAAAACTGAAGCTCCTCGAG
AAACTGGGCATCACCCTTGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pCP053317 (CP053317)
TTGATTTGCAGTTATTGTGAGCAAAAAAAGCGGATAAACGCGAGCATGGGGGTTTTCAAACGCGAGCCGCTACAGGTAGGGGTGATCCATTCCTTTGCCCGGC
ATAAGGTTATCGGCGATAAAGTTGAGCTGCCGTTTGTCGAGTTCGCCAAACTCTGCGGGATCCCCTCCAGTCAGTCATCACGTAAGCTCCGGGAACGTATCAGC
CCTTCACTCAAGCGTATTGCGGGTACAGTGATCTCGTTTTCCCGCACAACGGAGAAGCACACCAAAGAATACATCACGCATCTGGTGCAGTCTGCTTACTATGA
TACGGAGAAGGATATCGTTCAGTTGCAGGCCGATCCACGCCTGTTTGAACTCTATCAGTTTGACCGGAAAGTGCTGTTGCAGCTCAAGGCCATCAATGCCCTG
AAGCGCCGGGAGTCCGCTCAGGCTCTTTATACCTTTATAGAGAGTCTGCCGCGGGATCCTGCACCGATATCACTGGCGCGCCTGCGGGCCCGTCTGAACCTTAA
ATCCCCGGTATTCTCACAGAACCAGACAGTCAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGGGGACGTACAAAA
CTCTTCTGCATTCACTACCGCCGGCCCAAGTTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCTGCCGCAACTGGTGAAGTCAGTCCGGAG
ATGGCCGAAAAACTGAAACTTCTCGAGAAACTGGGCATCACGCTTGATGACCTGGAGAAACTCTTTAAATCCCGCTGA
>pCP046281 (CP046281)
CTGTTTGAAGAGGTGGATAAATCCTCGGGTGAAGTGGTTACCCTTACGCCAAATGCAGCCAATACAGTGCAGCCAGTGGCACTGATGCGGCTGGGAGTGTTTG
TTCCTACGCTTAAATCACTGAAAAACAGCAAAAGAAATACACTTTCCCGGACTGATGCGACGGAAGAACTGACACGCCTGGCTCTCGCCAGAGCTGAAGGGT
TTGATAATGTTGAAATCAACGGCCCTCGCCTGGATATGGATAATGACTTCAAGACATGGGTAGGAGTACTCCATTCCTTTGCCCGGCATAAGGTTATCGGCGACA
AAGTTGAACTGCCGTTTGTCGAATTCGCCAAACTCTGCGGGATCCCCTCGAGTCAGTCATCACGTAAGCTCCGGGAGCGTATCGGCCCTTCGCTCAAGCGTATT
GCGGGTACAGTGATCTCTTTTTCCCGCACCACGGAGAAGCACACCAAAGAGTACATCACGCATCTGGTGCAGACGGCTTACTATGATACGGAAAAAGATATTG
TTCAGTTGCAGGCCGATCCACGCCTGTTTGAACTCTACCAGTTTGACCGGAAAGTCCTGCTGCAGCTCAAGGCCATCAACGCCCTGAAGCGCCGGGAGTCCG
CTCAGGCCCTTTATACCTTTATAGAGAGCCTGCCACGGGATCCGGCGCCGATATCACTGGCGCGTCTGCGGGCCCGTCTGAACCTGAAATCCCCTGTGTTCTCG
CAGAACCAGACGGTGAGGCGTGCCATGGAGCAGCTCCGGGAGATTGGCTACCTGGATTACACCGAGATCCAGCGGGGACGTACCAAACTCTTCTGCATCCAC
TACCGGCGCCCCAAGTTAAAGCCACCTCATGATGAGAGTGCAGAGAATCCGCAGCTGCCTGCCGCACCAGGTGATGTCAGTCCGGAGATGACTGAAAAACTG
AAAGTCCTCGAGAAACTGGGCATCACGCTTGATGACCTGGAGAAACTCTTCAAATCCCGCTGA



>pC45-p2 (LT991959)
GTGGATAAATCCTCCGGTGAAGTCGTAACCCTGACGCCTAATGCCAGTAATACAGTGCAACCTGTGGCATTGATGAGGCTTGGAGTGTTTGTTCCTACGCTTAA
ATCGCTGAAAAACAGCAAAAAAAACACACTTTCCCGTACTGATGCTACGGAAGAACTAACGCGCCTGTCTCTCGCCAGAGCTGAAGGATTTGATAAGGTGGA
GATCACTGGTCCCCGCCTGGACATGGATAATGACTTTAAGACTTGGGTAGGGGTGATTCATTCCTTTGCCCGTCATAAAGTTATCGGTGATAAAGTTGAACTGCC
GTTTGTCGAGTTCGCAAAACTATGCGGGATCCCTTCAAGTCAGTCTTCACGCAGGCTCCGGGAGCGTATCAGCCCTTCGCTTAAACGAATTGCGGGTACCGTTA
TCTCGTTTTCACGCACTAATGAAAAGCACACCAAAGAGTACATCACACATCTGGTGCAGTCTGCTTACTACGATACTGAGAAAGATATCGTCCAGTTGCAGGCT
GACCCACGCCTGTTTGAGCTTTATCAGTTCGACCGTAAAGTACTTTTGCAGCTGAAAGCCATCAATGCTCTGAAGCGCAGGGAGTCCGCGCAGGCTTTATATAC
TTTTATAGAGAGCCTGCCACGGGATCCTGCGCCAATATCTCTTGCACGTCTTCGGGCACGACTGAACCTGAAGTCCCCTATATTCTCGCAGAACCAGACGGTAA
GGCGTGCTATGGAGCAGCTCCGGGAGATTGGCTATCTGGATTACACTGAGATCCAGCGGGGACGTACAAAACTCTTCTGCATTCACTATCGCAGGCCCAAATTA
CAGCCACCTCATGATGCAAGCGCAGAGAACCCGAAGCTGCCTGCCACACCTGGTGATGTCAGTCCAGAGATGGCTGAGAAACTGGCCCTACTCGCGAAGCTG
GGCATCACTCTTGATGACCTGGAAAAACTCTTCAAAACTCGCTGA
>pSA20051401.2 (CP030198)
GTGGACAAATCCTCCGGCGAAGTGGTCAACCTCGTACCAAACAGCAATAATACCGTACAGCCGGTGGCGTTAATGCGTCTGGGGATGTTTGTTCCCACGCTTA
AGTCGCTGAAGAACAGTAAAAAAAATACGTTTTCCTGTACGGATGCAAGTGACGAGCTGACGCGTCTTTCTCTTGCCAGGGCTGAAGGTTTTGATAAGGTCGA
GATCACCGGCCCACGGCTGGATATGGATAACGATTTCAAGACCTGGGTGGGGATCATTCATTCTTTTGCCAGACATAACCTTATCGGCGATAAGGTGGAGCTTC
CGTTCGTCGAGTTCGTAAAACTCTGCGGGATCCCTTCAAGTCAGTCCTCTCGTAAGCTTCGTGAACGTATCAGTCCTTCCCTTAAACGTATCGCCGGGACGGTC
ATCTCATTTTCACGTACGACCGAAAAGCACACCAAAGAGTACATTACGCATCTGGTACAGTCGGCTTACTATGATACGGAGAAGGATATCGTGCAGCTGCAGGC
CGACCCACGCCTGTTTGAACTGTACCAGTTTGACCGGAAGGTACTTCTGCAGCTCAAGGCGATCAATGCCCTTAAGCGCAGGGAATCGGCTCAGGCACTTTAT
ACTTTTATAGAAAGTCTTCCTCAGAATCCGGCACCGATATCGCTGGCTCGCCTGAGGGCCCGTCTTAACCTGAGGTCACCGGTTTTTTCACAGAACCAGACGGT
GAGGCGTGCCATGGAACAGCTCCGGGAGATTGGCTATCTGGATTACACAGAAATCCAGCGGAGACGCACAAAACTCTTCTGCATTCACTACCGCCGTCCCAAA
TTAAAGCCACCTCATGATGAGAGTGCGGAGAACCCGCAGCTGCCTGCCACACCGGGTGATGTCAGTCCGGAGATGGCTGAAAAACTGAAACTTCTCGAGAAA
CTTGGCATCACCCTCGATGACCTGGAAAAACTCTTCAAATCCCGCTGA
>pM12X01451 (CP017473)
ATGCGGCTTGGTGTTTTCGTTCCCACGCTCAAATCTCTGAAAAACAGTAAAAAGAATACGCTTTCCCGTACGGATGCTACTGAAGAGCTGACGCGGCTTTCTCT
TGCCAGAGCTGAAGGCTTTGATAAGGTCGAGATCACCGGCCCACGGCTTGATATGGATAACGATTTCAAGACCTGGGTCGGGATCGTCCATTCCTTTGCCCGGC
ATAAGGTTATTGGGGATAAAGTGGAACTTCCGTTCGTCGAGTTCGCTAAACTGTGTGGTATCCCTTCAAGCCAGTCGTCCCGCAAACTTCGGGAGCGCATTAGC



CCATCGCTTAAACGCATTGCGGGTACCGTGATTTCCTTTTCCCGCACTACCGAAAAGCACACCAAAGAGTACATCACGCACCTGGTCCAGTCTGCCTACTACGA
TACGGAGAAAGACGTGGTTCAGTTACAGGCAGATCCGCGTTTATTTGAACTTTATCAGTTTGACCGCAAAGTACTTCTGCAACTCAAGGCTATCAATGCCCTGA
AGCGCAGGGAATCAGCTCAGGCACTCTACACTTTTATTGAGAGTCTTCCGCGGGATCCGGCTCCTATCTCGCTGTCGCGCCTCCGAGCCCGTCTGAATCTGAAA
TCTCCGGTCTTTTCTCAGAACCAAACGGTAAGGCGTGCCATGGAGCAGCTGCGTGACATAGGATACCTGGATTACACCGAGATCCAGCGCGGCCGGACAAAG
CTTTTCTGTATCCACTACCGGCGTCCCAAGCTGAAGGCACCTAACGATGAAAGTGCAGAAAACCCGCAGCTGCCAGCGGCGAAGCGGGATGTTAGTCCGGAA
ATGGCTGAAAAACTGGCTGTCCTGGAAAAGCTGGGGATCACGCTTGATGATCTGGAGAAGTTGTTCAAAACATCCTGA
>pDSMZ16690 (CP017185)
GTGGATAAGTCCTCTGGCGAAATAGTTAACCTTACGCCTAACGGCAGCAACACGGTACAGCCCGTGGCGCTGATGCGGCTTGGTGTTTTCGTTCCAACGCTCA
AGTCTCTGAAAAACAGTAAAAAGAATACGCTTTCCCGTACGGATGCTACGGAAGAGCTGACGCGCCTTTCCCTTGCCAGAGCTGAAGGTTTTGATAAGGTCGA
GATCACAGGCCCGCGGCTTGATATGGATAATGATTTCAAAACTTGGGTCGGGATCGTCCATTCCTTTGCCCGGCATAAGGTTATCGGCGATAAGGTGGAACTTCC
GTTCGTCGAGTTCGCTAAATTGTGCGGTATCCCTTCAAGCCAGTCGTCCCGTAAACTTCGGGAGCGCATCAGTCCCTCGCTTAAACGCATCGCGGGCACCGTGA
TCTCATTTTCCCGCACTACCGAAAAGCATACCAAAGAGTACATCACGCACCTGGTCCAGTCTGCCTACTACGATACGGAGAAAGACGTGGTTCAGTTACAGGC
GGATCCACGTTTATTCGAGCTTTATCAGTTTGACCGCAAAGTACTTCTGCAGCTCAAGGCTATCAATGCCCTGAAGCGCAGGGAATCTGCTCAGGCACTATATAC
CTTTATTGAGAGTCTTCCGCGTGATCCGGCTCCTATCTCGCTGGCGCGCCTCCGGGCCCGCCTGAATCTGAAATCACCTGTCTTTTCACAGAACCAGACGGTAA
GGCGTGCGATGGAGCAGCTGCGTGACATTGGATACCTGGACTACACTGAGATCCAGCGTGGCCGGACAAAGCTTTTCTGTATCCATTACCGGCGACCCAAGCT
GAAGGCACCCAACGATGCAAGTGCGGAGAACCCGCAGCTGCCGGCGGCGAAGCGGGATGTCAGTCCGGAAATGGCTGAAAAACTCGCTGTCCTGGAAAAGC
TGGGTATCACGCTTGATGATCTGGAGAAGCTGTTCAAAACATCATGA
>pYRW13-131 (CP050813)
ATGGATAGTGATAACTTCGATCTGAAAAAGTTGTTTGAGGAAGTGGATAAGTCTTCGGGCGAAGTGGTCACGCTCACTCCAAACAGCAATAATACCGTGCAAC
CTGTGGCTCTGATGCGTCTTGGAGTATTCGTTCCGACGCTGAAGTCTCTGAAAAACAGTAAAAAGAACACTTTATCTACAACGGATGCAACGGAAGAGCTGAC
TCGTCTTTCTCTGGCGAAAGCAGAGGGATTCGATAAGGTAGAAATTACCGGGCCTCGTCTGGATATGGATAATGATTTTAAAACCTGGGTAGGGATCATCCATTC
CTTTGCAAAACATAAAGTCATTGGTGATAAAGTTCAGCTGCCTTTTGTCGAGTTTGCCAAGCTGTGTGGGATCCCTTCCAGCCAGTCGTCCCGTAAACTCAGAG
AGCGCATCAGCCCATCGCTGAAGCGTATTGCCGGTACCGTGATATCCTTTTCAAGAACAACCGATAAGCATACGAAAGAGTACATCACCCACCTTGTGCAATCC
GCCTATTACGACACTGAGAAAGATATCGTGCAGTTGCAGGCGGATCCCAGATTGTTCGAATTGTATGAATTTGATAAAAAAGTGCTTTTACAGCTGAAAGCTATT
AATGCGCTGAAGCGGCGTGAGTCTGCTCAGGCGCTTTATACCTTCATTGAAAGCCTCCCTAAGGATCCGGCGCCAATCTCACTCGCCCGCCTTCGTGCTAGGCT
CAGCCTCAGGTCTCCTGTGTTCTCCCAGAATCAGACGGTACGTAAGGCCATGGCCCAGCTTAAAGAAATCGGTTATCTCGATTACACGGAGATACAGCGGGGC



CGTAGCGTGCTCTTCAGCGTCCACTACCGGAGACCTAAGCTGAAAGCACCAAAGGATGCCAGCGAGGAAAACCCTTCAACACCCGGGAAGCCCACAGATCTC
AGCCCTGAAATGGCCGAGAAGCTGGAAGTCCTTAAGAAGCTTGGTATCAGTCTTGAAGACCTGGAGAAGTTGTTCGGAAACAAGTAG
>p888-76-1 (CP019446)
ATGGATAAGTCTACTGGTGAACTTATTACCCTCACCCCAAATTCTAACAATACGGTTCAGCCAGTCGCGCTAATGCGACTTGGTGTTTTCGTTCCAACACTCAAG
TCACTGAAAAATAGTAAAAATAATACGTTATCAAAAACTGATGCGACCGAAGAGCTGACGCGTTTGTCCTTGGCCAAAGCGGAGGGTTTCGACAAAGTCGAG
ATCACAGGTCCGAGGCTGGATATGGATAATGACTTTAAAACTTGGGTCGGTATTATCCACTCCTTTGCCAAACATAAAGTGATAGGCGATAAGGTTCAGCTATCA
TTTGTTGAATTTGCCAAACTCTGTGGGATCCCATCAAGCCAGTCCTCACGCAAGCTCAGGGAGCGCATCAGCCCCTCACTCAAGCGTATAGCAGGCACGGTAA
TATCATTTTCCCGCACGACTGAAAAGCATACAAAAGAGTATATAACTCATCTGGTACAGTCCGCGTTCTATGATACCGAACGTGATATCGTGGTTCTTCAGGCGG
ATCCGCGGTTATTCGAACTTTATGAGTTTGATAAAAAAGTACTTCTTCAGCTTAAGGCTATAAACGCGTTGAAGCGCCGCGAGTCTGCTCAGGCGCTATATACCT
TTATAGAGAGTCTGCCAAAAGATCCTGCCCCCATATCGCTGGCACGCTTAAGAGCAAGACTGAGCCTGAAATCACCAGTATTTTCACAAAATCAGACCGTTCGC
CGGGCTATGCAGCAGCTCAAAGAGATTGGCTACCTTGATTATACCGAGATGCAGCGCGGACGCAGCGTGCTGTTTAACGTACATTATCGTCGTCCCAAGCTCAA
AGCACCTAAAGACGCTAGCGAAGAGAATCCTAAGCTGACTGGCAGTCCAGCAAGCCCTCCCGATCAAGAGCTTACCGAAAAGCTCCAGGTTCTTGAAAAGCT
TGGCATCACCATGGACGACTTGGAAAAACTCTTCCGTAATAAGTAA
>pCP045299 (CP045299)
TTGGAAAACGAAAATAAAGATCTAAAAAAGCTGTTTGAAGAAGTGGATAAATCCACTGGCGAGCTGATCACGCTCACTCCAAATGCTAATAATACGGTTCAGC
CAGTTGCACTGATGCGGCTGGGTGTTTTCGTCCCAACGCTTAAGTCTTTGAAAAATAGTAATAAAAATACATTATCTAAGACTGATGCCACTGATGAGCTTACTC
GTTTGTCAATCGCTAAAGCGGAGGGTTTCGATAAAGTCGAGATCACGGGTCCAAGGCTGGACATGGATAATGATTTTAAAACTTGGATCGGTATTATTCACTCC
TTCGCTAAATATAAAGTGATTGGTGATAAGGTTCAGTTGTCGTTTGTTGAATTTGCCAAACTTTGTGGTATCCCATCCAGTCAGTCCTCACGAAAGCTTAGGGAG
CGTATCAGCCCCTCATTAAAACGTATCGCGGGTACTGTAATATCATTCTCACGCACGACTGAAAAACATACCAAAGAATACATAACGCATTTGGTACAGTCCGCA
TTTTACGATACTGAGCGTGATATCGTGGTGCTGCAGGCAGACCCTCGCTTATTCGAGCTCTATGAATTTGATAAAAAAGTTCTTCTCCAGCTTAAGGCAATCAAT
GCATTGAAACGCCGCGAATCAGCGCAGGCGTTATATACATTCATTGAAAGCCTACCAAAAGATCCTGCTCCTATATCATTGGCTCGCTTACGTGCAAGGCTGAG
CCTGAAATCACCTATTTTCTCGCAAAATCAGACCGTTCGACGGGCGATGGAGCAACTTAAAGAGATTGGTTATCTTGATTACACTGAGATGCAACGGGGTCGTA
GCGTGCTGTTCAACGTACATTATCGCCGCCCTAAGCTAAAAGCCCCCAAAGACGAAAGCGAAGAGAATCCCAGACAGTCAGTGAGCTCTACGAGCATCCTTGA
TCCTGAACTCAGCGAAAAACTCCAGCTCCTTAAAAAGTTAGGAATCACGATGGACGATCTGGAAAAACTATTCCGTAGTAAGTAA
>pMSR2B (CP024638)
TTGTTTGAAGAAACGGACAAAATTACAGGTGAGGTGATCACGCTAACGCCGAATGCAAATAATACCGTTCAACCCGTTGCATTGATGAGGCTCGGTGTATTTGT



CCCTACGCTTAAGTCATTGAAAAACAGTAAAAATAAAACCTTTTCTACCACTGATGCAACGGAAGAATTGACCCGACTTTCGCTGGCTAAAGCAGAGGGATTT
GACAAAGTCGAGATAGTCGGTCCGCGCCTGGATATGGACAATGATTTCAAGACCTGGGTCGGGATCATTCACTCTTTTGCCAAACATAAAGTCATCGGTGACA
AGGTACAGCTTCCCTTCGTTGAATTTGCCAAACTCTGCGGAATCCCCTCCAGCCGTTCTTCCAAAAAACTCAGAGAGCGCATCAGTCCGTCTCTGAAGCGTATC
GCAGCGACAACGATCTCCTTTACCAGCAATATGGGGGAAGATGGTAAGGAATACATCACGCATTTGGTTCAGTCAGCCTATTACGATACCAAAAAAGATATCGT
GATTTTACAAGCGGATCCCAAACTGTTTGAGCTGTATGAGTTTGATCGTAAGGTGCTTTTGCAGCTTAAAGCGATTAATGCGCTAAAGCGACGTGAGTCTGCTC
AGGCGCTGTACACCTATATCGAAAGCCTGCCAAAGAATCCGGCACCGATCTCACTGGCTCGCTTGCGTGACAGGCTGAACCTGAAGTCACCGGTGTTTTCGCA
AAACCAGACGGTACGGCGTGCTATGGAGCAACTTAAGGAGATTGGATATCTCGATTACTCCGAGGTGCAACGGGGGCGTAGCGTCTATTTTAATGTGCATTATC
GTCGGCCAAAGCTGAAAGCGCCCAGGAACGAGAGTGCTGAAAACGCACAACCACCAGTGCCTGTCACACCTGCTGAACCTGTTGATGTGGAGCTTCAGGAA
AAGCTCAACCTTCTGAGTAAGTTAGGCATTTCTATGGCCGATCTCGAAAAACTCTTCAAAGGCAAATAA
>pPAT9B02 (CP002435)
GTGGACAGCGAAAATCTTGACCTCAAAAAACTGTTTGAAGAAACGGACAAAAATACAGGTGAGGTGATCACGCTAACGCCGAACGCGAATAATACCGTTCAA
CCGGTTGCGTTGATGAGGCTCGGCGTATTTGTTCCTACTCTTAAGTCACTGAAAAATAGTAAAAATAAAACCTTCTCGACGACAGATGCGACGGAGGAATTAAC
CCGACTGTCTCTGGCTAAGGCCGAGGGGTTCGATAAAGTTGAGATCGTGGGTCCACGACTTGATATGGATAATGATTTCAAGACATGGGTCGGGATCATTCATT
CCTTTGCCAAGCATAAAGTCATCGGAGACAAGGTACAGCTTCCTTTCGTCGAATTTGCCAAACTCTGCGGTATCCCCTCCAGTCGTTCCTCTAAGAAGCTCAGA
GAGCGTATTAGCCCGTCTTTAAAGCGTATCGCGGCGACAACTATCTCCTTCGCCAGCAATATGGGTGAAGATAGTAAGGAATACATCACCCATTTAGTGCAGTCA
GCTTATTACGATACCAAAAAGGATATCGTGATTTTGCAGGCGGATCCTAAGCTGTTTGAGCTATATGAGTTTGATCGTAAAGTACTTTTACAGCTTAAAGCGATC
AATGTTCTGAAACGCCGGGAATCAGCCCAGGCGCTATATACGTATATCGAAAGCCTGCCGAGGAATCCCGCTCCCATCTCTCTGGCTCGCTTGCGTGACAGGTT
GAATCTCAAGTCACCCGTTTTTTCGCAAAACCAGACGGTACGACGGGCGATGGAGCAACTTAAGGAGATTGGTTATCTCGATTACTCTGAGGTTCAGCGGGGG
CGTAGCATCTATTTTCATGTGCATTATCGCCGGCCAAAGCTGAAAGCGCCGAAGAACGAGAGTGCTGAAAACCCACAACCGCCAGTGCCCGTCACACCTGCA
GAACCGGTTGATGCTGAGCTTCAGGAAAAACTCAATCTATTGAATAAATTAGGAATTTCCATGGCTGACCTCGAGAAGCTCTTCAAAGGAAAATGA
>pPSP-057 (CP010325)
ATCGTTACTCTGACGCCGAATGCCAACAATACTGTGCAGCCTGTGGCACTGATGCGCCTAGGCGTATTTGTCCCTACGCTTAAGTCCTTAAAAAACAGTAAGAA
AAACACATCTTCAATAACCGATGCGACCGAGGAACTGACGCGTCTGTCTCTTGCAAAAGCAGAAGGCTATGAAAAGGTTGAGATAGTCGGTCCGCGCTTGGAT
ATGGATAACGATTTCAAGACCTGGGTTGGGATCATCCATTCCTTTGCAAAGCACAAAGACAAGGTCATTGGCGACAAGGTACAGCTCTCATTTGTAGAGTTTGC
TAAGCTCTGCGGCATCCCCTCAAGCCGCTCCTCAAAGCAGCTCAGAGAACGTATCAGCCCGTCTCTGAAGCGTATTGCCAGCACCACCATCTCTTTCTCTTCAA
AAAGCGGCGACGACGCAAAAGAATACATCACGCATTTGGTCCAGTCTGCTTTTTACGATACCAAAAAAGATATTGTTATCCTGCAGGCTGACCCAAAGCTTTTT



GAGCTCTATGAGTTTGATCACAAGGTGTTACTGCAGCTCAAGGCGATCAACGCGCTTAAACGCCGTGAGTCCGCTCAGGCGCTCTATACCTACATTGAAAGCCT
TCCAAAGAACCCGGTTCCTATCTCCCTGGCGCGTCTTCGCGAAAGGCTGAATCTGCGCTCTCCTGTGTTTTCGCAGAACCAGACAGTACGCCGTGCGATGGAG
CAGCTTAAAGAGATTGGTTATCTGGACTATAGCGAAGTTCAGAAGGGACGCAGCGTCTACTTCCAGGTCCATAATCGCTATCCAAAGCTCAGAGCGCCCAAGA
CGGAGCAGCTGGAATCACCGAAGGTAACAACGAAAACAAAAGAGCTACTCGACCCGCAACTGCAGGAAAAGATTGAACTTCTCGATAAGCTCGGTATTTCTC
TTCAAGATCTGGAAAAGATTTTTAAGTCTCAGTAA
>pCP060163 (CP060163)
ATCGTTACTCTGACGCCGAATGCCAACAATACTGTGCAGCCTGTGGCACTGATGCGCCTAGGCGTATTTGTCCCTACGCTTAAGTCCTTAAAAAACAGTAAGAA
AAACACATCTTCAATAACCGATGCGACCGAGGAACTGACGCGTCTGTCTCTTGCAAAAGCAGAAGGCTATGAAAAGGTTGAGATAGTCGGTCCGCGCTTGGAT
ATGGATAACGATTTCAAGACCTGGGTTGGGATCATCCATTCCTTTGCAAAGCACAAAGACAAGGTCATTGGCGACAAGGTACAGCTCTCATTTGTAGAGTTTGC
TAAGCTCTGCGGCATCCCCTCAAGCCGCTCCTCAAAGCAGCTCAGAGAACGTATCAGCCCGTCTCTGAAGCGTATTGCCAGCACCACCATCTCTTTCTCTTCAA
AAAGCGGCGACGACGCAAAAGAATACATCACGCATTTGGTCCAGTCTGCTTTTTACGATACCAAAAAAGATATTGTTATCCTGCAGGCTGACCCAAAGCTTTTT
GAGCTCTATGAGTTTGATCACAAGGTGTTACTGCAGCTCAAGGCGATCAACGCGCTTAAACGCCGTGAGTCCGCTCAGGCGCTCTATACCTACATTGAAAGCCT
TCCAAAGAACCCGGTTCCTATCTCCCTGGCGCGTCTTCGCGAAAGGCTGAATCTGCGCTCTCCTGTGTTTTCGCAGAACCAGACAGTACGCCGTGCGATGGAG
CAGCTTAAAGAGATTGGTTATCTGGACTATAGCGAAGTTCAGAAGGGACGCAGCGTCTACTTCCAGGTCCATAATCGCTATCCAAAGCTCAGAGCGCCCAAGA
CGGAGCAGCTGGAATCACCGAAGGTAACAACGAAAACAAAAGAGCTACTCGACCCGCAACTGCAGGAAAAGATTGAACTTCTCGATAAGCTCGGTATTTCTC
TTCAAGATCTGGAAAAGATTTTTAAGTCTCAGTAA
>pCP032704 (CP032704)
GTGGCCAGCGACAATCTTGACTTAACAAAGCTTTTTGAAGAAAAAGACACGAAATCCGGGGAAATCGTAACCCTGACGCCGAATGCCAATAATACCGTGCAG
CCGGTGGCACTGATGCGCCTGGGCGTATTTGTCCCTACGCTTAAGTCGTTAAAAAACAGCAAGAAAAACACCTCTTCAACAACCGATGCGACCGAGGAGTTG
ACGCGTCTGTCACTTGCGAAAGCGGAAGGTTATGAAAAGGTTGAGATAGTCGGCCCGCGCCTGGATATGGATAATGATTTCAAGACCTGGGTCGGGATCATCC
ATTCCTTTGCAAAGCACAAAGACAAGGTCATTGGCGACAAGGTACAGCTCTCATTTGTAGAGTTTGCCAAGCTCTGCGGCATTCCCTCAAGTCGCTCCTCAAA
GCAGCTCAGAGAGCGTATCAGCCCGTCTTTGAAGCGTATTGCCAGCACTACCATCTCTTTCTCTTCAAAAAGCGGCGACGACGCAAAAGAATACATCACGCAT
CTGGTCCAGTCTGCTTTTTACGATACCAAAAAGGACATTGTTATCCTGCAGGCTGACCCGAAGCTTTTCGAGCTCTACGAGTTTGATCACAAGGTGTTACTGCA
GCTTAAGGCGATCAACGCGCTTAAACGCCGTGAGTCCGCTCAGGCGCTCTATACCTACATCGAAAGCCTTCCCAAGAACCCGGCCCCTATCTCCCTGGCGCGC
CTTCGCGAAAGGCTGAATCTGCGTTCTCCTGTGTTTTCGCAGAACCAGACAGTGCGCCGTGCGATGGAGCAGCTCAAAGAGATTGGTTATCTGGACTATAGCG
AAGTTCAGAAGGGACGCAGCGTCTACTTCCAGGTGCATAATCGTTATCCAAAGCTCAGAGCGCCCAAGACGGAGCAGCTGGAAGCACCGAAGGCAACAACG



AAAACAAAAGAGCCACTCGATCCGCAACTGCAGGAAAAGATTGAACTTCTGGATAAGCTCGGTATTTCACTTCAGGATCTGGAGAAGATTTTTAAGTCTCAGT
GA
>p505108-T6SS (KY978630)
GTGGCTGATGAAGAGAACATCAATATCAACGATGCCTTCAGTGAACTGGATCGTAAAACCGGCGAAGTGGTCACGCTGATGCCGAACCGTAACAACACGGTA
CAGCCGGTCGCGCTGATGCGCCTTGGCCTGTTTGTCCCGACGCTGAAATCCACCGCCCGTGGCCGTAAAGGGCAGATGTCCTCGATGGATGTGACAGAAGAG
CTGAAACAGCTCTCGCTCGTTAAATCTGAAGGCTACGAGAATATCAAAATCACCGGTGCCCGCCTGGACATGGATAACGACTTCAAAACCTGGGTCGGGATCA
TCCATGCTTTCGCCAAATACAACGTGCTTGGCGACAGCGTGACGCTGCCGTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCTTCGGCGCGTTCGTCGGCAAA
GCTGCGTAAACGTCTTGATGCCTCGCTGACCCGTATCGCCACTAATACCATCTCCTTCAGCAATAAAGAAGGGGAGTATTACGTCACGCACCTGGTGCAGTCCG
CCAAGTACAGTGCCAAAAAGGATGAAGTGACGCTGCAGGCCGATCCGAAAATCTTTGAGCTATACCAGTTCGATAAAAAAGTTCTGCTGCAGCTGCGGGCCAT
TAATGAGCTGTCGCGTAAGGAATCGGCTCAGGCGCTGTATACGTTTATTGAGAGCTTGCCGCCTAACCCTGCGCCTGTCTCCCTTGCACGCCTGCGCGCGCGCC
TGAATCTCACCTCCCGCACCATCACGCAGAACTCCACCGTGCGTAAGGCGATGGAGCAGCTCAAGGAGATTGGCTATCTCGATTACACCGAGATCAAGCGCGG
GCGGGTAGTCTACTTTCATATCCACTACAGAAGGCCAAAACTTCGCCCACAAAGCCTGCCAGGCGCGCTGCCTGCCGGTGACGAGTTGCCGGTAGAAAACAG
CGCTGTACCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTGCTGGAAAAAATCCGTAAAGGCCAGATCTGA
>pGW2 (CP028976)
GTGGCTGATGAAGAGAACATCAATATCAACGATGCCTTCAGTGAACTGGATCGTAAAACCGGCGAAGTGGTCACGCTGATGCCGAACCGTAACAACACGGTA
CAGCCGGTCGCGCTGATGCGCCTTGGCCTGTTTGTCCCGACGCTGAAATCCACCGCCCGTGGTCGTAAAGGGCAGATGTCCTCGATGGATGTGACAGAAGAGC
TGAAACAGCTCTCGCTCGTTAAATCTGAAGGCTACGAGAATATCAAAATCACCGGTGCCCGCCTGGACATGGATAACGACTTCAAAACCTGGGTCGGGATCAT
CCATGCTTTCGCCAAATACAACGTGCTTGGCGACAGCGTGACGCTGCCGTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCTTCTGCGCGTTCGTCGGCAAAG
CTGCGTAAACGTCTTGATGCCTCGCTGACCCGTATCGCCACTAACACCATCTCCTTCAGTAATAAAGAAGGGGAGTATTACGTTACGCACCTCGTGCAGTCTGC
CAAATACAGCGCCAAAAAGGATGAGGTGACGCTGCAGGCCGATCCGAAAATCTTTGAGCTATACCAGTTCGATAAAAAAGTTCTGCTGCAGCTGCGGGCCATT
AATGAGCTGTCGCGTAAGGAATCTGCTCAGGCGCTGTATACGTTTATTGAGAGCTTGCCGCCTAACCCTGCGCCTGTCTCCCTTGCACGCCTGCGCGCGCGCCT
GAATCTCACCTCCCGCACCATCACGCAGAACTCCACCGTGCGTAAGGCGATGGAGCAGCTCAAGGAGATTGGCTATCTCGATTACACCGAGATCAAGCGCGGG
CGGGTAGTCTACTTTCATATCCACTACAGAAGGCCAAAACTTCGCCCGCAAAGCCTGCCAGGCGCGCTGCCTGCCGGTGACGAGTTGCCGGTAGAAAACAGC
GCTGTACCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTGCTGGAAAAAATCCGCAAAGGGAAGATCTGA
>pCS2 (CP012255)
GTGGCTGATGAAGAGAACATCAATATCAACGATGCCTTCAGTGAACTGGATCGTAAAACCGGCGAAGTGGTCACGCTGATGCCGAACCGTAACAACACGGTA



CAGCCGGTCGCGCTCATGCGCCTTGGCCTGTTTGTCCCGACGCTGAAATCCACCGCCCGTGGCCGTAAAGGGCAGATGTCCTCGATGGATGTGACAGAAGAGC
TGAAACAGCTCTCGCTCGTTAAATCTGAAGGCTACGAGAATATCAAAATCACCGGTGCCCGCCTGGACATGGATAACGACTTCAAAACCTGGGTCGGGATCAT
CCATGCTTTCGCCAAATACAACGTGCTTGGCGACAGCGTGACGCTGCCGTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCTTCGGCGCGTTCGTCGGCAAAG
CTGCGTAAACGTCTTGATGCCTCGCTGACCCGTATCGCCACTAATACCATCTCCTTCAGCAATAAAGAAGGGGAGTATTACGTCACGCACCTGGTGCAGTCCGC
CAAGTACAGTGCCAAAAAGGATGAAGTGACGCTGCAGGCCGATCCGAAAATCTTTGAGCTGTACCAGTTCGATAAAAAAGTTCTGCTGCAGCTGCGGGCCAT
AAATGAGCTTTCGCGTAAGGAATCCGCTCAGGCGCTGTATACGTTTATTGAGAGCCTGCCGCCTAACCCGGCGCCGGTCTCGCTTGCACGCCTGCGCGCGCGC
CTGAATCTCACCTCCCGCACCATCACGCAGAACTCCACCGTGCGTAAGGCGATGGAGCAGCTCAAGGAGATTGGCTATCTCGATTACACCGAGATCAAGCGCG
GGCGGGTAGTCTACTTTCATATCCACTACAGAAGGCCAAAACTTCGCCCACAAAGCCTGCCAGGCGCGCTGCCTGCCGGTGACGAGTTGCCGGTAGAAAACA
GCGCTGTACCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTGCTGGAAAAAATCCGCAAAGGGAAGATCTGA
>pCMA1 (CP013941)
GTGGCTGATGAAGAGAGCATCAATATCAACGACGCCTTCAGTGAGCTGGACCGTAAAACCGGCGAAGTGGTCACGCTGATGCCGAACCGCAATAACACCGTG
CAGCCGGTCGCGCTGATGCGTCTTGGCCTGTTTGTCCCGACGCTGAAATCCACCGCCCGGGGCCGCAAAGGCCAGATGTCCTCGATGGACGTAACGGAAGAG
CTTAAACAGCTCTCGCTCGTTAAATCCGAAGGCTACGAGAATATCAAAATCACCGGCGCCCGCCTGGATATGGATAATGATTTCAAAACCTGGGTCGGGATCAT
CCATGCCTTCGCCAAATATAATGTGCTTGGCGACAGCGTCACGCTGCCGTTTGTGGAGTTCGTGAAGCTGTGCGGCATTCCTTCGGCCCGTTCATCTGCAAAGC
TGCGTAAGCGTCTCGATGCTTCGCTGACCCGTATCGCCACCAATACCATCTCTTTCAGCAACAAGGAAGGAGAGTACTACGTTACGCACCTTGTGCAGTCTGCC
AAATACAGCGCCAAAAAGGATGAAGTGACGCTGCAGGCCGATCCGAAAATCTTCGAGCTGTACCAGTTCGACAAAAAAGTTCTGCTGCAGCTGCGTGCCATT
AATGAATTGTCGCGCAAAGAGTCCGCCCAGGCGCTGTATACGTTTATTGAGAGCCTGCCGCCTAACCCTGCGCCGGTCTCGCTTGCACGCCTGCGCGCGCGCC
TGAATCTCACCTCCCGCACCATCACGCAGAACTCCACCGTGCGTAAGGCGATGGAGCAGCTCAAGGAGATCGGTTATCTCGATTACACCGAGATTAAGCGCGG
GCGGGTGGTCTACTTTCATATCCACTACAGAAGGCCAAAACTTCGCCCACAAAGCCTGCCAGGCGCGCTGCCTGCCGGTGATGAACTGCCGGTGGAAAACAG
CCCCGTAGCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTGCTGGAAAAAATCCGCAAGGGACAGATCTGA
>pCP006732 (CP006732)
GTGGCTGATGAAGAGAGCATCAATATCAACGACGCCTTCAGTGAGCTGGACCGTAAAACCGGCGAAGTGGTCACGCTGATGCCGAACCGCAATAACACCGTG
CAGCCGGTCGCGCTGATGCGTCTTGGCCTGTTTGTCCCGACGCTGAAATCCACCGCCCGGGGCCGCAAAGGCCAGATGTCCTCGATGGACGTAACGGAAGAG
CTTAAACAGCTCTCGCTCGTTAAATCCGAAGGCTACGAGAATATCAAAATCACCGGCGCCCGCCTGGATATGGATAATGATTTCAAAACCTGGGTCGGGATCAT
CCATGCCTTCGCCAAATATAATGTGCTTGGCGACAGCGTCACGCTGCCGTTTGTGGAGTTCGTGAAGCTGTGCGGCATTCCTTCGGCCCGTTCATCTGCAAAGC
TGCGTAAGCGTCTCGATGCTTCGCTGACCCGTATCGCCACCAATACCATCTCTTTCAGCAACAAGGAAGGAGAGTACTACGTTACGCACCTTGTGCAGTCTGCC



AAATACAGCGCCAAAAAGGATGAAGTGACGCTGCAGGCCGATCCGAAAATCTTCGAGCTGTACCAGTTCGACAAAAAAGTTCTGCTGCAGCTGCGTGCCATT
AATGAATTGTCGCGCAAAGAGTCCGCCCAGGCGCTGTATACGTTTATTGAGAGCCTGCCGCCTAACCCTGCGCCGGTCTCGCTTGCACGCCTGCGCGCGCGCC
TGAATCTCACCTCCCGCACCATCACGCAGAACTCCACCGTGCGTAAGGCGATGGAGCAGCTCAAGGAGATCGGTTATCTCGATTACACCGAGATTAAGCGCGG
GCGGGTGGTCTACTTTCATATCCACTACAGAAGGCCAAAACTTCGCCCACAAAGCCTGCCAGGCGCGCTGCCTGCCGGTGATGAACTGCCGGTGGAAAACAG
CCCCGTAGCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTGCTGGAAAAAATCCGCAAGGGACAGATCTGA
>pCUNV1 (CP012258)
GTGGCCGATGAAGAGAGCATCAATATCAACGACGCCTTCAGTGAGCTGGACCGTAAAACCGGCGAAGTGGTCACGCTGGTTCCCAACCGTAACAACACGGTG
CAACCGGTCGCGCTGATGCGACTGGGCCTGTTTGTTCCGACGCTGAAATCCACCGCCCGTGGCCGCAAAGGCCAGATGTCCTCGATGGACGTGACGGAAGAG
CTTAAGCAGCTTTCGCTGGTCAAATCGGAAGGCTACGAAAATATCAAGATCACCGGCGCCCGTCTGGACATGGATAACGACTTCAAAACCTGGGTCGGGATCA
TCCATGCCTTCGCCAAATATAATGTGCTTGGCGACAGCGTCACGCTGCCTTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCGTCGGCCCGTTCGTCAGCAAAA
CTGCGTAAGCGTCTTGATGCCTCGCTGACCCGTATCGCCACCAACACAATCTCCTTCAGTAATAAAGAAGGGGAGTATTACGTCACGCATCTGGTGCAGTCCGC
CAAGTACAGCGCTAAAAAGGATGAGGTGACGCTACAGGCCGATCCAAAAATCTTCGAACTGTATCAGTTCGACAAAAAAGTTCTGCTGCAGCTGCGCGCCATT
AATGAATTGTCGCGCAAAGAGTCCGCCCAGGCGCTGTATACGTTTATTGAAAGCCTGCCGCCCAACCCGGCGCCGGTCTCGCTGGCACGCCTGCGCGCGCGTC
TGAATCTCACCTCACGCACCATCACGCAAAACTCCACCGTGCGTAAGGCAATGGAACAGCTCAAGGAGATCGGTTATCTCGATTACACCGAAATCAAGCGCGG
ACGGGTGGTGTACTTTCATATCCACTACAGAAGGCCAAAGCTGCGTCCACAGAGCCTGCCAGGGGCGCTGCCTGCCGGTGATGAACTGCCGGTGGAAAACAG
CCCCGTAGCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAGAAGAGCTGGCGCTTCTGGAAAAAATCCGCAAGGGACAGATCTGA
>pCTU1 (FN543094)
CTGGACCGTAAAACCGGCGAGGTGGTCACGCTGGTTCCCAACCGTAACAACACGGTGCAGCCGGTCGCGCTGATGCGCCTTGGCCTGTTTGTACCGACGCTG
AAGTCCACCGCCCGCGGCCGAAAAGGCCAGATGTCCTCAATGGACGTGACGGAAGAGCTTAAGCAGCTTTCGCTGGTAAAATCGGAAGGCTACGAAAATATC
AAGATAACCGGCGCCCGTCTGGACATGGACAATGATTTTAAAACCTGGGTCGGGATCATTCATGCCTTCGCCAAATATAATGTCCTTGGCGACAGCGTCACGCT
GCCTTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCTTCGGCCCGTTCATCTGCAAAGCTCCGTAAGCGACTTGATGCCTCGCTGACCCGTATCGCCACCAACA
CCATCTCCTTCAGTAACAAAGAAGGAGAGTACTACGTCACGCACCTTGTGCAGTCTGCCAAGTACAGCGCCAAAAAGGATGAGGTGACGCTGCAGGCCGATC
CAAAAATCTTCGAGCTCTATCAGTTCGACAAGAAAGTCCTGCTGCAGCTGCGCGCCATTAATGAACTGTCGCGTAAAGAATCCGCGCAGGCGCTGTATACGTTT
ATTGAAAGCCTGCCGCCCAACCCCGCCCCGATCTCGCTTGCCCGTCTGCGCGCACGTCTGAATCTTACGTCCCGCACCATCACGCAAAACTCCACGGTGCGTA
AAGCCATGGAGCAGCTCAAAGAGATCGGTTATCTGGATTACACCGAAATCAAACGCGGGCGGGTGGTGTACTTTCATATCCACTACAGAAGGCCAAAACTTCG
ACCACAAAGCCTGCCTGGCGCGCTGCCAGCCGGTGAAGAGTTACCGGTAGAAAACAGCGTCGTAGCGGAAGAGCAGGGCGAAATGGTGATGCTGACCAAAG



AAGAGCTGGCATTGCTGGAAAAAATCCGCAAGGGCCAGATCTGA
>pCDU1 (CP012267)
ATGGTGAGTAAGCACCGGACATTAAGGACAGGAGACCCGCACGTGGCTGATGACGAGAGCATTAATATCAATGACGCCTTCAGTGAGCTGGACCGTAAAACT
GGCGAACTCGTGACGCTGGTACCGAACCGCAATAACACGGTGCAGCCGGTCGCGCTGATGCGCCTTGGCCTGTTCGTCCCGACGCTGAAATCCACGGCCCGT
GGTCGTAAGGGCCAGATGTCCTCTATGGATGTCACTGAAGAGCTTAAACAGCTCTCGCTGGTGAAGTCCGAAGGCTATGAGAATATTAAAATCACCGGCGCGC
GCCTGGATATGGACAATGATTTTAAGACCTGGGTTGGGATCATCCATGCCTTCGCCAAATACAATGTCCTCGGTGACAGTGTGACGCTGCCGTTTGTGGAATTT
GTGAAGCTGTGTGGTATCCCTTCTGCGCGTTCGTCCGCGAAGCTTCGCAAGCGTCTTGACGCTTCTCTCACCCGCATCGCCACCAATACCATCTCCTTCAGTAA
CAAAGAAGGGGAGTACTACGTCACGCACCTGGTGCAGTCCGCCAAGTACAGCGCCAAAAAGGATGAGGTGACGTTACAGGCCGACCCGAAAATCTTCGAGC
TTTATCAGTTCGACAAAAAGGTACTGCTGCAGCTTCGCGCCATTAACGAGCTGTCGCGTAAGGAGTCTGCCCAGGCGCTCTATACCTTTATTGAAAGTCTGCCG
CCTAACCCGGCACCCGTCTCGCTGGCACGTCTGCGAGCACGACTGAATCTCACCTCGCGCACCATCACGCAAAACTCTACGGTGCGTAAGGCGATGGAGCAG
CTCAAAGAGATAGGCTATCTCGACTACACCGAAATCAAACGCGGGCGGGTGGTGTACTTTCATATCCACTACAGAAGGCCGAAACTGCGCCCGCAAAGTTTGC
CTGGCGCGCTGCCTGCGGGTGAAGAGTTGCCGGCAGATAATGCCGCCGCGGTGGAAGAGCAGGGCGAAATGGTGATGTTGACCAAAGAAGAGCTGGCGCTG
CTGGAGAAAATACGCAAGGGGCAGATCTGA
>pCP017664 (CP017664)
CTGGACCGTAAAACCGGGGAGGTCGTGACGCTGGTACCGAACCGTAATAATACGGTGCAGCCGGTCGCGCTGATGCGCCTTGGTCTGTTCGTTCCGACGCTGA
AATCCACGGCCCGTGGCCGTAAGGGCCAGATGTCCTCAATGGATGTCACGGAGGAGCTTAAACAGCTCTCGCTGGTAAAATCTGAAGGCTACGAGAATATTAA
AATCACCGGCGCGCGTCTGGATATGGACAATGATTTCAAGACCTGGGTCGGGATCATTCATGCCTTCGCCAAATACAATGTTCTCGGAGACAGCGTCACGCTGC
CGTTTGTGGAGTTCGTGAAGCTGTGCGGTATTCCTTCCGCGCGTTCGTCTGCAAAGCTTCGCAAGCGCCTCGACGCCTCGCTCACCCGTATCGCCACTAACACC
ATCTCGTTCAGTAACAAAGAAGGGGAGTATTACGTGACGCACCTGGTGCAGTCCGCCAAATACAGCGCCAAAAAGGATGAGGTGACGTTACAGGCCGACCCG
AAAATTTTCGAGCTCTATCAGTTCGACAAAAAAGTACTGCTGCAACTGCGCGCCATTAACGAACTGTCGCGTAAGGAATCAGCGCAGGCGCTCTATACCTTTAT
CGAAAGCCTGCCGCCCAACCCGGCACCGGTCTCGCTGGCACGTCTGCGAGCACGACTGAATCTGACCTCCCGCACCATTACGCAAAACTCAACGGTGCGTAA
GGCGATGGAACAGTTGAAAGAGATTGGCTACCTCGACTACACCGAAATCAAGCGCGGGCGTGTAGTGTACTTCCATATCCACTACAGAAGGCCAAAACTGCG
CCCGCAAAGTTTGCCTGGCGCGCTGCCTGCGGGTGAAGAGTTGCCGGCAGATAATGCCGCCGCGGTGGAGGAGCAGGGCGAGATGGTGATGCTGACCAAAG
AAGAGCTGGCATTGCTTGAGAAAATCCGCAAGGGGCAGATCTGA
>pCCO1 (CP012265)
GTGGCTGATGAAGAGAGCATTAATATTAATGACGCTTTCAGTGAGCTGGATCGCAAAACCGGCGAGGTTGTCACGCTGGTCCCTAACCGTAATAACACGGTGC



AGCCGGTTGCGCTGATGCGCCTTGGTCTGTTTGTACCGACGCTTAAATCCACGGCCCGTGGGCGTAAAGGGCAGATGTCTTCGATGGATGTGACGGAAGAACT
GAAGCAACTGTCGCTGGTGAAATCCGAAGGATATGAAAATATCAAAATCACCGGCGCGCGTCTGGATATGGATAACGACTTTAAGACGTGGGTCGGTATTATTC
ACGCCTTCGCCAAATATAACGTTCTTGGCGACAGCGTGACGCTCCCTTTTGTGGAGTTTGTAAAACTCTGCGGCATCCCATCAGCCCGCTCTTCCGCCAAACTG
CGTAAACGCCTTGATGCCTCGCTGACACGCATCGCCACCAATACCATCTCCTTCAGTAATAAAGAAGGTGAGTACTACGTCACGCACCTCGTGCAGTCAGCTAA
ATACAGCGCCAAAAAGGATGAGGTGACGCTACAGGCCGATCCTAAAATCTTTGAGCTCTACCAGTTCGACAAGAAAGTGCTGTTGCAGTTGCGCGCCATTAAT
GAGCTGTCGCGTAAGGAATCGGCGCAGGCGCTCTATACCTTTATAGAAAGCCTGCCGCCTAACCCGGCACCGGTCTCGCTTGCCCGTCTGCGGGCCCGTCTGA
ATCTGACGTCACGCACAATTACGCAGAACTCCACGGTGCGTAAGGCGATGGAGCAGCTCAAAGAGATTGGGTATCTCGATTACACCGAAATCAAACGCGGCC
GCGTGGTCTATTTTCATATCCACTACAGAAGGCCAAAGCTTCGTCCGCAGAGTCTTCCTGGTGCGCTGCCCTCCGGAGAAGATTTGCCCGTTGAAAATACCGTT
GCTCCTGAAGAGCAGGGTGAGATGGTGATGTTGACCAAAGAAGAACTGGCGCTGCTGGAGAAAATCCGCAAAGGCCAGATCTGA
>pPALTYR11Z (CP019707)
ATGGAACATGATAAGGATTTGATCGCAGAATCTTTCAGTGAGCAGGATAAGGCGACCGGTAGTGTAGTGGCGCTGGTGCCGAATTCAAACAATACCGTCCAGC
CAGTCGCGTTAATGCGACTTGGTCTCTTTGTGCCGACGCTGAAATCAACCGCGCGCGGCAGGACCGGTCAGATGGCGTCCATGGATGTGACCGATGAGCTGAA
GCAGCTTTCGCTGGTGCGCTCTGAGGGGTATGAGAACATTCGTATCACTGGCGCTCGTCTCGATATGGATAACGATTTTAAAACCTGGGTCGGCATTATCCATGC
TTTCGCCCGTTATAAGGTACTGGGCGATACTGTCACACTACCGTTTGTGGAGTTTGTTAAACTCTGTGGTATTCCTTCCGCCCGTTCTTCTGCCCGGCTGCGTAA
GCGTCTGGACGCATCCCTGACGCGTATCGCGACTAATACCATCTCGTTCACTAACAAAGCCGGCGACTACTATGTGACGCACCTTGTGCAGTCAGCTAAGTACA
GTCCCAGAACGGATGAAGTGACTCTACAAGCCGATCCTAAAATATTTGAGCTTTACCAGTTCGACCGCAAAGTGCTGCTGCAACTGCGTGCGATTAACGCTCT
GTCACGCAAGGAGTCTGCGCAGGCTCTTTACACCTTTATTGAGAGCTTACCTTCCAACCCGGCGCCAGTGTCGCTGGCCCGGCTGCGTGCTCGTCTGAACCTG
ACTTCCCGCACAATCACGCAAAACGCCACGGTACGCAAAGCAATGGAACAATTGAGAGATATTGGCTATCTCGATTACAGCGAACTGAAGCGAGGGCGGACT
GTTTATTTCCATATCCACTATCGGCGGCCAAAGCTGCGGCCCGATCATATACCACTGAGTTTGCCGCCTGAACTTGAAGCAGAGCTGTCTGAAGACGACACTGA
TACACTGCCTGAGCCGGAGGGGGAAATGGTCCGCCTTTCTCCAGAGGAAAGGTTACTGCTGGAAAAAATCCGTCGTGGCGAGTTCAGGTAA
>pSg66741_1 (CP054057)
ATGAATGATAAAGGATCCGACATGGAGCAGGATAACGATCTGATTAAGAGTTCATTCAGTGAGACGAACAAAGAAACGGGTACTGTTGTTACACTGACACCAA
ATTCTGGTAACACAGTGCAACCTGTAGCGCTTATGCGGCTTGGTCTTTTTGTGCCGACATTGAAATCCACAGCCCGTGGAAGGACAGGGCTGATGGCCTCTATG
GATGTGACCAGTGAGCTTAGTCAGCTTTCTCTGGTTAAGGCTGAAGGTTATGAAAACATTAAAATTACTGGTGCCCGCCTTGATATGGATAACGACTTTAAAAC
TTGGGTCGGAATTATCCATGCTTTTGCCCGCCATAAAACTATTGGTGATAGTGTCAGCTTACCTTTTGTTGAATTTGTTAAACTTTGTGGAATTCCTTCCGCACGA
TCATCAGCAAAACTTCGTAAGCGTCTCGATTCTTCCCTGACACGTATTGCGACTAATACCATCTCCTTCTCCAACAAGGCTGGTGATTACTACGTGACACACTTA



GTTCAATCAGCTAAGTATAGTCCTAAGACAGATCAGGTTACGATCCAGGCAGATCCTAAAATTTTCGAGCTTTATCAATTCGATAGAAAGGTCTTGTTGCAACTG
AGAGCTATCAACGTCTTGTCACGGAAAGAATCAGCACAGGCTCTTTATACCTATATTGAAAGCCTGCCCTCCAGCCCTGCGCCAGTGTCTCTTGCTAGACTACG
AGCGCGCTTAAATTTGACCTCGAGACCCATCACCCAAAATGCTACTGTTCGTAAAGCTATGGAGCAGCTGCGTGATATTGGTTATCTCGATTATTCAGAGTTAAA
GCGTGGCAGGACAGTCTATTTCATCATTCATGAGCGTCGACCAAAGCTTCATCCTGATGGTCTTCCACTTGGCTTACCGCTTGCTAGTGAAGAAGATATTGAGAT
TGAGGAGGGTAGTGACTCAGGAGAGGGTGAGCTTGTGCGACTGTCAGCTGAAGAAAAGCAACTTTTGGATCGCATTCGCCGTGGTGAAGTAAAGTAA
>pEuc2 (CP045722)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCCGATGCGTTTAGCGAAACAGACAAACGCACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAAC
ACCGTGCAGCCGGTAGCGCTGATGCGGCTCGGCTTATTTGTTCCGACGCTCAAATCTACGGCGCGCAGTCAGAAAAACCAGATGAATGCCATGGATGTGACAC
AGGATCTTAAGCAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATTAAGATTCTGGGTGCCCGGTTGGATATGGATAATGATTTTAAAACCTGGGTCGGG
ATCATTCGAGCATTCGCCACGCATGAGTGTCTGGGAGACACTGTAACGCTCTCTTTCGTTGAATTCGCAAAACTCTGTGGCATACCTTCGGTACGACTCTCCTC
GAAGCTCAGGAGCCGCCTGGACGCATCCTTGACGCGTATCGCATCGAATACTCTGACCTTTACCAGTAAAGGCGGAGAAAACTACACGACGCATCTGGTGCAG
TCGGCTAAATACAGCATCAAGAAAGATACAGTAACGCTGCAGGCTGACCCCAAAATCTTTGAGTTGTATCAGTTCGACAGAAAGGTTTTGCTGCAGCTGAAAG
CTATCAATGAGCTGGCCCGCAAAGAATCCGCTCAGGCACTCTACACCTTCATTGAAAGCCTTCCTCCTAAGCCTGCCCCGATATCAATGGCGCGTCTGCGTGCC
AGACTAAACCTGACGTCACGCGTGATTACCCAGAATGCGACTGTCAGAAAGGCCATGGAGCAGTTAAAAGAGATTGGTTATCTTGATTACACCGAAACACGGC
GGGGCTCGTCAGTCTACTTTTGGGTGCATTATCGTCATCCTAAGCTGCGTCCGGCCGAACTGCCACTCAGCAACTCTGACCTGATCGATGATGAGATCGACGAT
TATGACGATCTTGATCTTGACCCCGGCGTTATTGATGTCAGCCTGCCTGAACCGATGATCGAAGAAGAGAACAGTGAACTGGTCATGGTGTCTCGTGAGGAAA
AAGAATTACTCAACAAAATCAGAAAGCAGAAGAAGCTGTGA
>pPant3 (CP022519)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCCGATGCGTTTAGCGAAACAGACAAACGCACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAAC
ACCGTGCAGCCGGTAGCGCTGATGCGGCTCGGCTTATTTGTTCCGACGCTCAAATCTACGGCGCGCAGTCAGAAAAACCAGATGAATGCCATGGATGTGACAC
AGGATCTTAAGCAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATTAAGATTCTGGGTGCCCGGTTGGATATGGATAATGATTTTAAAACCTGGGTCGGG
ATCATTCGAGCATTCGCCACGCATGAGTGTCTGGGAGACACTGTAACGCTCTCTTTCGTTGAATTCGCAAAACTCTGTGGCATACCTTCGGTACGACTCTCCTC
GAAGCTCAGGAGCCGCCTGGACGCATCCTTGACGCGTATCGCATCGAATACTCTGACCTTTACCAGTAAAGGCGGAGAAAACTACACGACGCATCTGGTGCAG
TCGGCTAAATACAGCATCAAGAAAGATACGGTAACGCTGCAGGCTGACCCCAAAATCTTTGAGTTGTATCAGTTCGACAGAAAGGTTTTGCTGCAGCTGAAAG
CTATCAATGAGCTGGCCCGCAAAGAATCCGCTCAGGCACTCTACACCTTCATTGAAAGCCTTCCTCCTAAGCCTGCCCCGATATCAATGGCGCGTCTGCGTGCC
AGACTAAACCTGACGTCACGCGTGATTACCCAGAATGCGACTGTCAGAAAGGCCATGGAGCAGTTAAAAGAGATTGGTTATCTTGATTACACCGAAACACGGC



GGGGCTCGTCAGTCTACTTTTGGGTGCATTATCGTCATCCTAAGCTGCGTCCGGCCGAACTGCCACTCAGCAACTCTGACCTGATCGATGATGAGATCGACGAT
TATGACGATCTTGATCTTGACCCCGGCGTTATTGATGTCAGCCTGCCTGAACCGATGATCGAAGAAGAGAACAGTGAACTGGTCATGGTGTCTCGTGAGGAAA
AAGAATTACTCAACAAAATCAGAAAGCAGAAGAAGCTGTGA
>pCP061085 (CP061085)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCCGATGCGTTTAGCGAAACAGACAAACGCACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAAC
ACCGTGCAGCCGGTAGCGCTGATGCGGCTCGGCTTATTTGTTCCGACGCTCAAATCTACGGCGCGCAGTCAGAAAAACCAGATGAATGCCATGGATGTGACAC
AGGATCTTAAGCAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATTAAGATTCTGGGTGCCCGGTTGGATATGGATAATGATTTTAAAACCTGGGTCGGG
ATCATTCGAGCATTCGCCACGCATGAGTGTCTGGGAGATACTGTAACGCTCTCTTTCGTTGAATTCGCAAAACTCTGTGGCATACCTTCGGTACGACTCTCCTCG
AAGCTCAGGAGCCGCCTGGACGCATCCTTGACGCGTATCGCATCGAATACTCTGACCTTTACCAGTAAAGGCGGAGAAAACTACACGACGCATCTGGTGCAGT
CGGCTAAATACAGCATCAAGAAAGATACGGTAACGCTGCAGGCTGACCCCAAAATCTTTGAGTTGTATCAGTTCGACAGAAAGGTTTTGCTGCAGCTGAAAGC
TATCAATGAGCTGGCCCGCAAAGAATCCGCTCAGGCACTCTACACCTTCATTGAAAGCCTTCCTCCTAAGCCTGCCCCGATATCAATGGCGCGTCTGCGTGCCA
GACTAAACCTGACGTCACGCGTGATTACCCAGAATGCGACTGTCAGAAAGGCCATGGAGCAGTTAAAAGAGATTGGTTATCTTGATTACACCGAAACACGGCG
GGGCTCGTCAGTCTACTTTTGGGTGCATTATCGTCATCCTAAGCTGCGTCCGGCCGAACTGCCACTCAGCAACTCTGACCTGATCGATGATGAGATCGACGATT
ATGACGATCTTGATCTTGACCCCGGCGTTATTGATGTCAGCCTGCCTGAACCGATGATCGAAGAGGAGAACAGTGAACTGGTCATGGTGTCTCGTGAGGAAAA
AGAATTACTCAACAAAATCAGAAAGCAGAAGAAGCTGTGA
>pCP048036 (CP048036)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGTGAAACAGATAAACGTACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAATA
CCGTCCAGCCGGTAGCATTGATGCGACTCGGTTTATTTGTTCCGACGTTAAAATCCACAGCACGCAGTCAGAAAAACCAGATGAACGCCATGGATGTGACCCA
GGATCTTAAACAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATCAAGATTCTGGGTGCCCGCCTGGATATGGATAATGATTTCAAAACCTGGGTCGGGA
TCATTCGTGCTTTCGCTACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCATTCGTTGAATTTGCCAAACTATGCGGCATACCCTCAGTGCGGCTCTCCTCG
AAGCTCAGAAGCCGCCTGGACGCTTCGCTGACCCGTATTGCCTCTAACACCCTGACTTTTACCAGTAAGGGCGGAGAGAACTACACGACGCATCTGGTGCAGT
CTGCGAAATACAGCATCAAGAAGGACACGGTGACGCTGCAGGCCGATCCCAAGATCTTTGAGCTGTATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAAG
CCATCAATGAGCTGGCACGCAAAGAGTCTGCTCAGGCGCTCTACACCTTCATTGAAAGCCTTCCGCCAAAGCCTGCGCCGATATCTATGGCGCGCTTGCGCGC
CAGACTTAATCTGACCTCGCGCGTGATAACGCAGAATGCCACCGTCAGAAAGGCCATGGAGCAGTTGAAAGAGATCGGTTATCTCGACTACACCGAAACCCG
ACGTGGTTCATCAGTCTACTTCTGGGTTCATTACCGTCATCCTAAGCTGCGTCCGGCCGAACTGCCGCTCAGTAAGTCAGGCCTGATCGATGATGAGATGGATG
AGTTTGACGATCTTGATATCGATTCCGACGTAATTGACGTCACCCTGCCTGAACCGGTGATTGAAGAGGATAGCAGTGAGCTGGTGATGGTCTCGCGTGAGGA



AAAAGAGCTACTGAATAAAATCAGGAAGCAGAAGAAGCAGTGA
>pCP016892 (CP016892)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGTGAAACAGATAAACGTACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAACA
CCGTCCAGCCGGTAGCATTGATGCGACTCGGTTTATTTGTTCCGACGTTAAAATCCACAGCACGCAGTCAGAAAAACCAGATGAACGCCATGGATGTGACCCA
GGATCTTAAACAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATCAAGATTCTGGGTGCCCGCCTGGATATGGATAATGATTTCAAAACCTGGGTCGGGA
TCATTCGTGCTTTCGCTACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCATTCGTTGAATTTGCCAAACTATGCGGCATACCCTCAGTGCGGCTCTCCTCG
AAGCTCAGAAGCCGCCTGGACGCTTCGCTGACCCGTATTGCCTCTAACACCCTGACTTTTACCAGTAAGGGCGGAGAGAACTACACGACGCATCTGGTGCAGT
CTGCGAAATACAGCATCAAGAAGGACACGGTAACGCTGCAGGCCGATCCCAAGATCTTTGAGCTGTATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAAG
CCATAAATGAGCTGGCACGCAAAGAGTCTGCTCAGGCGCTCTACACCTTCATTGAAAGCCTTCCGCCAAAGCCTGCGCCGATATCTATGGCGCGCCTGCGCGC
CAGACTTAATCTGACCTCGCGCGTGATAACGCAGAATGCCACCGTCAGAAAGGCCATGGAGCAGTTGAAAGAGATCGGTTATCTCGACTATACCGAAACCCGA
CGTGGTTCATCAGTCTACTTCTGGGTTCATTACCGTCATCCTAAGCTGCGTCCGGCCGAACTGCCGCTCAGTAAGTCAGGCCTGATCGATGATGAGATGGATGA
GTTTGACGATCTTGATATCGATTCCGACGTAATTGACGTCACCCTGCCTGAACCGGTGATTGAAGAGGATAGCAGTGAGCTGGTGATGGTCTCGCGTGAGGAA
AAAGAGCTGCTGAACAAAATCAGGAAGCAGAAGAAGCAATGA
>pPagL15_2 (CP034150)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGCGAAACAGATAAACGTACAGGTGAAGTTGTTACTCTTACCCCCAACAGTAACAACA
CCGTCCAGCCGGTAGCATTGATGCGACTCGGTTTATTTGTTCCGACGTTAAAATCCACAGCGCGCAGTCAGAAAAACCAGATGAACGCCATGGATGTGACCCA
GGATCTTAAACAGTTATCCCTGGTCAGGTCAGAAGGCTATGACAACATTAAGATTCTGGGTGCCCGCCTGGATATGGATAATGATTTCAAAACCTGGGTCGGGA
TCATTCGTGCATTCGCTACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCTTTCGTTGAATTTGCCAAACTATGCGGCATACCCTCAGTGCGTCTCTCCTCGA
AGCTCAGGAGCCGTCTGGATGCTTCGCTGACGCGTATTGCCTCTAACACCCTGACTTTTACCAGCAAGGGCGGAGAGAACTACACGACGCACCTGGTGCAGT
CTGCGAAATACAGCATCAAGAAGGACACGGTAACGCTGCAGGCCGATCCCAAGATCTTTGAGCTGTATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAAG
CCATCAATGAGCTGGCACGCAAAGAGTCTGCTCAGGCGCTCTACACCTTCATTGAAAGCCTTCCGCCGAAGCCTGCGCCGATATCTATGGCGCGTCTGCGCGC
AAGACTTAACCTGACATCGCGTGTGATTACCCAGAATGCCACCGTCAGAAAGGCCATGGAGCAGTTAAAAGAGATCGGCTATCTCGACTACACCGAAACCCGA
CGTGGCTCATCAGTCTACTTCTGGGTTCATTATCGTCATCCTAAGCTGCGCCCGGCCGAACTGCCGCTCAGTAAGTCAGGCCTGATCGATGATGAGATGGATGA
GTTTGACGATCTTGATATCGATTCCGACGTAATTGACGTCAGCCTGCCTGAACCGGTGATTGAAGAGGATAGCAGTGAGCTGGTGATGGTCTCGCGTGAAGAA
AAAGAGCTACTGAACAAAATCAGGAAGCAGAAGAAGCAATGA
>pPV989-167 (CP028351)



ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGCGAAACAGACAAGCGTACAGGCGAAGTTGTTACTCTAACGCCCAACAGTAATAACA
CCGTGCAGCCAGTCGCGTTGATGCGTCTCGGCTTGTTTGTTCCAACGCTGAAATCCACAGCGCGCAGTCAGAAAAACCAGATGAATGCGATGGATGTGACTCA
GGATCTGAAACAGTTATCTCTGGTCAGATCGGAAGGGTATGACAACATCAAGATTCTGGGTGCCCGGCTGGATATGGATAATGATTTTAAGACCTGGGTTGGGA
TCATTCGCGCATTCGCCACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCGTTCGTAGAATTTGCAAAACTCTGCGGCATACCTTCTGCGCGCCTCTCATCG
AAGCTCAGGAGCCGTCTGGACGCTTCGCTGACGCGGATTGCGTCTAATACCCTGACTTTTACCAGCAAGGGCGGAGAGAACTACACAACGCATCTGGTGCAG
TCCGCCAAATACAGCGTCAAAAAGGACACGGTGACCTTACAGGCCGATCCCAAAATCTTTGAGCTATATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAGG
CTATTAACGAGCTGGCACGCAAAGAATCCGCTCAGGCGCTTTATACGTTCATTGAAAGCCTTCCGCCTAAACCTGCACCAATATCCATGGCACGCCTGCGTGCA
AGGCTTAACCTTACGTCGCGCGTGATCACCCAGAATGCGACAGTCAGGAAAGCGATGGAGCAGTTAAAAGAGATTGGTTATCTCGATTATACCGAGACCCGCC
GCGGCTCTTCCGTGTACTTCTGGGTCCATTATCGTCACCCCAAACTGCGCCCGGCCGAACTGCCGCTCAGCAAGGCAGACCTGATCGATGATGAGATGGACGA
GTTTGACGATATGGACAACGATCTCACTATTATTGATGTCAATCTGCCTGAACCGGTGGGTGAAGATGAAAGCAGTGAACTTGTCATGGTATCGCGTGAGGAAA
AAGAGTTACTGAATAAAATCAGGAAACAGAAAAAGCGTTAG
>pPag1 (CP001893)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGCGAAACAGACAAGCGTACAGGCGAAGTTGTTACTCTAACGCCCAACAGTAATAACA
CCGTGCAGCCAGTCGCGTTGATGCGTCTCGGCTTGTTTGTTCCAACGCTGAAATCCACAGCGCGCAGTCAGAAAAACCAGATGAATGCGATGGATGTGACTCA
GGATCTGAAACAGTTATCTCTGGTCAGATCGGAAGGGTATGACAACATCAAGATTCTGGGTGCCCGGCTGGATATGGATAATGATTTTAAGACCTGGGTTGGGA
TCATTCGCGCATTCGCCACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCGTTCGTAGAATTTGCAAAACTCTGCGGCATACCTTCTGCGCGCCTCTCATCG
AAGCTCAGGAGCCGTCTGGACGCTTCGCTGACGCGGATTGCGTCTAATACCCTGACTTTTACCAGCAAGGGCGGAGAGAACTACACAACGCATCTGGTGCAG
TCCGCCAAATACAGCGTCAAAAAGGACACGGTGACCTTACAGGCCGATCCCAAAATCTTTGAGCTATATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAGG
CTATTAACGAGCTGGCACGCAAAGAGTCCGCTCAAGCGCTTTATACGTTCATTGAAAGCCTTCCGCCTAAACCTGCACCAATATCCATGGCACGCCTGCGTGCA
AGGCTTAACCTTACGTCGCGCGTGATCACCCAGAATGCGACAGTCAGGAAAGCGATGGAGCAGTTAAAAGAGATTGGTTATCTCGATTATACCGAGACCCGCC
GCGGCTCTTCCGTGTACTTCTGGGTCCATTATCGTCACCCCAAACTGCGCCCGGCCGAACTGCCGCTCAGCAAGGCAGACCTGATCGATGATGAGATGGACGA
GTTTGACGATATGGACAACGATCTCACTATTATTGATGTCAATCTGCCTGAACCGGTGGGTGAAGATGAAAGCAGTGAACTTGTCATGGTATCGCGTGAGGAAA
AAGAGTTACTGAATAAAATCAGGAAACAGAAAAAGCGTTAG
>pVag2 (CP038855)
ATGCCAAGAAAAGAACCAGATATCCTGAACATAGCTGATGCGTTTAGCGAAACAGACAAGCGTACAGGCGAAGTTGTTACTCTGACGCCCAACAGTAATAATA
CCGTGCAGCCAGTCGCGTTGATGCGACTTGGCTTGTTTGTTCCAACGCTGAAGTCCACAGCGCGTAGTCAGAAAAACCAGATGAATGCGATGGATGTGACTCA



GGATCTGAAACAGTTATCCCTGGTCAGATCGGAAGGGTATGACAACATCAAGATTCTGGGTGCCCGGCTGGATATGGATAATGATTTTAAGACCTGGGTCGGGA
TCATTCGCGCATTCGCCACGCATGAGTGTCTGGGAGACACGGTAACGCTCTCATTCGTAGAATTTGCAAAACTCTGCGGCATACCTTCTGCGCGCCTCTCATCG
AAGCTCAGGAGCCGTCTGGACGCTTCGCTGACGCGGATTGCGTCTAATACCCTGACTTTTACCAGCAAGGGCGGAGAGAACTACACAACGCATCTGGTGCAG
TCCGCCAAATACAGCGTCAAAAAGGATACGGTGACCTTACAGGCCGATCCCAAGATCTTTGAGCTGTATCAGTTCGACAGAAAGGTTCTGCTGCAGCTTAAGG
CTATTAACGAGCTGGCACGCAAAGAGTCCGCTCAGGCGCTTTATACGTTCATTGAAAGCCTTCCGCCTAAACCTGCACCGATATCTATGGCACGCCTGCGTGCA
AGGCTTAATCTTACGTCGCGCGTGATCACCCAGAATGCGACAGTCAGAAAGGCGATGGAGCAGTTAAAAGAGATTGGTTATCTCGACTACACCGAGACCCGAC
GCGGCTCTTCCGTGTACTTCTGGGTCCATTATCGTCACCCCAAGCTGCGCCCAGCCGAACTGCCGCTCAGCAAGGCAGGCCTGATCGATGATGAGATGGACGA
GTTTGACGATCTGGACAACGATCCCACTATTATTGATGTCAATCTGTCCGAATCGGTGAGTGAGGATGAAAGCAGTGAACTTGTCATGGTATCGCGTGAGGAAA
AAGAATTACTTAATAAAATCAGGAAACAGAAAAAGCGTTAG
>pHS1 (CP006570)
ATGCCGAAAAAAGAACAAGAAAACAAAATGATAGCTGAAGCTTTTAGCGAGACGGATAAACGGACCGGCGAGGTTATTAACTTAACGCCAAACAGTAACAAC
ACGGTCCAGCCTGTCGCGTTGATGAGGCTTGGACTCTTTGTGCCAACACTGAAGTCCACCAGCCGCGGTCGCAAAAACCAAATGTCTACCATGGACGTGACC
GATGAATTAAAACAGCTTTCACTCGTCAAATCAGAAGGTTATGAAAACATCAAAATTACCGGCGCCCGGCTGGATATGGACAACGATTTTAAAACATGGGTCG
GTATCATACATGCCTTTGCAAAGTACAAGGTGCTGGGTGACAGCGTAACACTCCCTTTTGTGGATTTTGCCAAGCTATGCGGTATCCCCTCTGTACGTTCCTCTG
CTAAGCTCAGAAGCCGTCTGGATGCATCCCTCACGCGTATCGCGACTAACACGATCGCTTTTAGCAATAGGGAAGGGGAGTACTATGTCACTCACCTGGTGCAA
TCAGCAAAATACAGCACGAAAAACGACTCGGTGACCCTTCAAGCGGATCCCAAAATTTTCGAGTTATATCAATTTGATAAAAAGGTGTTATTGCAGCTTAGGGC
TATCAATGAACTGTCTCGGAAAGAATCTGCACAAGCGCTCTATACCTTTATTGAAAGCCTTCCTACCGATCCCGCTCCGATATCAATGGGGCGCCTGCGAGCCC
GATTAAACCTGACTTCGCGCACAATCACTCAGAACGCCACGGTAAGAAAAGCCATGGAGCAACTGAAAGAGATTGGCTACTTGGATTACACGGAGATAAAAC
GGGGGCAAACCGTTTACTTTGTTATTCACTATCGACGCCCGAAACTCAGACCTGCAGATATCCCTCTGAGCCTGCCTGATATCACCGATGAAGACTTAGAAAAC
ATGAAAGAGCCCGCGGATCAAGGCGGTGAAATGGTGATGCTGTCCAAGGAAGAGATGGAATTACTTGAGAAAATCCGCAAGAGCAAAAAAAAGACCTAA
>pHCM2 (AL513384)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTCTCAGAAACAGACAAAAAGACCGGTGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTTCAGCCTGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACCGCCAGGGGCAGAAAGGGGCAAATGGTCTCTATGGACGCCTCTG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTACGAGGACATAAGGATCTCCGGCGTTCGTCTGGATATGGATAACGACTTCAAAACGTGGGTAG
GCATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGCGACACCGTCACGTTACCGTTCGTCGAGTTCGTCAGGCTCTGTGGCATACCAACGGCCAGATCGTC
CGCGAAGTTACGCAAGCGCCTGGACAGTTCTCTAACTCGTATTGCCACAAACACTATCTCATTCCGCAGTAAAGGCTCTGATGAGTATTACGTGACGCACCTTG



TGCAGACAGCAAAGTACAGCACAAAGAACGACACGGTCTCGCTGCAGGCTGATCCTAAGATTTTCGAACTCTACCAGTTCGACAAAAAGGTTCTTCTGCAAC
TCCGGGCAATTAACGAACTCTCCAGAAAAGAATCCGCGCAGGCGCTCTACACCTTCATCGAAAGTTTGCCACCTGACCCGGCACCAATCTCGCTGGCTCGCTT
ACGCGCCAGACTTAACTTAACCAGCCGCACCATTACCCAGAACGCGACAGTCAGGAAGGCGATGGAGCAGTTGCGTGAGATCGGCTATCTCGATTACACCGA
AGTGAAGCGCGGCAGCTCGGTCTACTTCATCATCCACTATAGGCGGCCGAAATTACGCCCAGCACTGCCACCAACTAAAGCTGCGCCTGAAGAACCAGAAGA
CATCTTGCCTGGTGATGATCAGGAGGACATTATCGATGTTGTTCCTGAAGAAAAAGAGGGTGAGATGGTCATGTTGAGCAAGGAAGAACTGGCGATTCTCGAA
GAGCTACGCAAGGCAAAAGCTCGCAAATAA
>pG6809-1 (KT345945)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTCTCAGAAACAGACAAAAAGACCGGCGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTTCAGCCTGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACCGCCAGGGGCAGAAAGGGGCAAATGGTCTCTATGGACGCCTCTG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTACGAGGACATAAGGATCTCCGGCGTTCGTCTGGATATGGATAACGACTTCAAAACGTGGGTAG
GCATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGCGACACTGTCACGTTACCGTTCGTCGAGTTCGTCAGGCTCTGTGGCATACCAACGGCCAGATCGTC
CGCGAAGTTACGTAAGCGCCTGGACAGTTCTCTGACTCGTATTGCCACAAACACTATCTCATTTCGCAGTAAAGGCTCTGATGAGTATTACGTGACGCACCTTG
TGCAGACAGCAAAGTACAGCACAAAGAACGACACGGTCTCGCTGCAGGCTGATCCTAAGATTTTCGAACTCTATCAGTTCGACAAAAAGGTTCTTCTGCAAC
TCCGGGCAATCAACGAACTCTCCAGAAAAGAATCCGCGCAGGCGCTCTACACCTTCATCGAAAGTTTGCCACCTGACCCGGCACCAATCTCGTTAGCTCGCTT
ACGCGCCAGACTTAACTTAACCAGCCGCACCATTACCCAGAATGCGACAGTCAGGAAGGCGATGGAGCAGCTGCGGGAGATCGGCTATCTCGATTACACCGA
AGTGAAGCGCGGCAGCTCGGTCTACTTCATCATCCACTATAGGCGGCCGAAGTTACGCCCGGCATTGCCACCAGTTAAAGCTGCGCCGGAAGAACCAGAAGAT
ATCTTGCCTGGTGATGATTCGGAGGACATTATCGATGTTGTTCCTGAAGAAAAAGACGGTGAGATGGTCATGTTAAGCAAGGAAGAACTGGCGATTCTCGAAG
AGCTGCGCAAAGCTAAAACTCGTAAATAG
>pG8786 (AJ698720)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTCTCAGAAACAGACAAAAAGACAGGCGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACTGTTCAGCCCGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACGTCCAGGGGCAGGAAGGGGCAAATGGTCTCTATGGACGCCTCTG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTATGAGGACATAAGGATCTCCGGCGTTCGTCTGGATATGGATAACGACTTTAAAACGTGGGTAGG
CATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGCGACACTGTCACGTTACCGTTCGTCGAGTTCGTCAGGCTCTGTGGCATACCAACGGCCAGATCGTCC
GCGAAGTTACGTAAGCGCCTGGACAGTTCTCTAACTCGTATCGCCACAAACACTATCTCATTCCGCAGTAAAGGCTCTGATGAGTATTACGTAACTCACCTTGT
GCAGACAGCAAAGTACAGCACTAAGAACGACACGGTCTCGCTGCAGGCTGATCCTAAGATTTTCGAACTCTACCAGTTCGACAAAAAGGTTCTTCTGCAACT
CCGGGCAATCAACGAACTCTCCAGAAAAGAATCCGCCCAGGCACTCTACACATTCATCGAAAGTTTGCCACCTGACCCGGCACCAATCTCGTTGGCTCGCTTA



CGCGCCAGACTTAACTTAACCAGCCGCACCATTACCCAGAACGCGACTGTCAGGAAGGCGATGGAGCAGCTGCGGGAGATCGGCTATCTCGATTACACCGAA
GTGAAGCGCGGCAGCTCGGTCTACTTCATCATCCACTATAGGCGGCCGAAGTTACGCCCGGCATTGCCACCAACTAAAGCTGCGCCGGAAGAACCAGAAGAG
CAGGAAGATAACTTGCCTGGCGATGGTCAGGAGGACATCATCGATGTTGTTCCTGAAGAAAAAGACGGTGAGATGGTCATGTTGAGCAAGGAAGAACTGGCG
ATTCTCGAAGAGCTGCGCAAGGCAAAGGCTCGCAAATAG
>pCP53-113k (CP033097)
ATGAGCGTAAACGACAATAAAAACATTGCGATAAGCGAAGCATTTTCCGAAACAGACAAAAAGACCGGCGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTTCAGCCTGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACATCCAGGGGTAGAAAGGGGCAAATGGTCTCTATGGACGCCTCCG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTACGAGGATATAAGGATTGCTGGTCTTCGTCTTGATATGGATAACGATTTCAAAACATGGGTGGG
CATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGTGACACCGTCACGTTGCCGTTCGTCGAGTTCGTCAGACTTTGTGGCATACCAACAGCCAGATCGTCC
GCGAAGTTACGTAAGCGCCTGGACAGCTCTCTAAGTCGTATCGCCACAAACACCATCTCATTCCGCAGCAAAGGCTCTGAAGAGTATTACGTTACGCACCTTGT
GCAGACGGCAAAGTACAGTACCAAGAATGACACGGTCGAACTGAAGGCCGATCCTAAGATTTTCGAACTTTACCAGTTCGACAAAAAGGTGCTTTTGCAACT
TCGGGCCATCAACGAACTCTCCAGAAAGGAATCCGCGCAGGCGCTCTACACCTTCATTGAAAGTTTGCCACCAGACCCGGCGCCAATCTCATTGGCTCGCTTA
CGCGCCAGACTTAACTTAACCAGCCGTACCATTACCCAGAATGCGACAGTCAGGAAGGCGATGGAGCAACTGCGAGAGATCGGCTATCTCGATTACACTGAAG
TGAAACGCGGCAGCTCGGTCTACTTCGTCATCCACTATAGACGGCCGAAGTTACGTTCGGCACTGCCGCCATCTATGGCCACGCCTGAAGATCCAGAAGATATC
TTGTCAGGTGATGATCCGGAGGACATTATCGATGTTGCTCCTGAAGAAAAAGACGGGGAAATGGTCATGTTGAGCAAGGAAGAACTGGCGATTCTCGAAGAG
CTGCGCAAGGCAAAGGCTCGCAAATAG
>pP59A-2 (CP044300)
ATGAGCGTAAACGACAATAAAAACATTGCGATAAGCGAAGCATTTTCCGAAACAGACAAAAAGACCGGCGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTTCAGCCTGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACATCCAGGGGTAGAAAGGGGCAAATGGTCTCTATGGACGCCTCCG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTACGAGGATATAAGGATTGCTGGTCTTCGTCTTGATATGGATAACGATTTCAAAACATGGGTGGG
CATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGTGACACCGTCACGTTGCCGTTCGTCGAGTTCGTCAGACTTTGTGGCATACCAACAGCCAGATCGTCC
GCGAAGTTACGTAAGCGCCTGGACAGCTCTCTAAGTCGTATCGCCACAAACACCATCTCATTCCGCAGCAAAGGCTCTGAAGAGTATTACGTTACGCACCTTGT
GCAGACGGCAAAGTACAGTACCAAGAATGACACGGTCGAACTGAAGGCCGATCCTAAGATTTTCGAACTTTACCAGTTCGACAAAAAGGTGCTTTTGCAACT
TCGGGCCATCAACGAACTCTCCAGAAAAGAATCCGCGCAGGCGCTCTACACCTTCATTGAAAGTTTGCCACCAGACCCGGCGCCAATCTCATTGGCTCGCTTA
CGCGCCAGACTTAACTTAACCAGCCGCACCATTACCCAGAATGCGACAGTCAGGAAGGCGATGGAGCAACTGCGAGAGATCGGCTATCTCGATTACACTGAA
GTGAAACGCGGCAGCTCGGTCTACTTCGTCATCCACTATAGACGGCCGAAGTTACGTTCGGCACTGCCGCCATCTATGGCCACGCCTGAAGATCCAGAAGATAT



CTTGCCAGGTGATGATCCGGAGGACATTATCGATGTTGCTCCTGAAGAAAAAGACGGGGAAATGGTCATGTTGAGCAAGGAAGAACTGGCGATTCTCGAAGA
GCTGCGCAAGGCAAAGGCTCGCAAATAG
>pTB212 (CP033252)
ATGAGCGTAAACGACAATAAAAACATTGCGATAAGCGAAGCATTTTCCGAAACAGACAAAAAGACCGGCGAAGTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTTCAGCCTGTTGCTCTGATGCGTCTTGGTCTCTTCGTTCCGACGCTGAAATCGACATCCAGGGGTAGAAAGGGGCAAATGGTCTCTATGGACGCCTCCG
CTGAACTCAAACAGCTGTCTCTGGCCAAAGCCGAAGGGTACGAGGATATAAGGATTGCTGGTCTTCGTCTTGATATGGATAACGATTTCAAAACATGGGTGGG
CATCATCCACGCGTTCGCCAAGCACAAGGTTGTTGGTGACACCGTCACGTTGCCGTTCGTCGAGTTCGTCAGACTTTGTGGCATTCCAACAGCCAGATCGTCC
GCGAAGTTACGTAAGCGCCTGGACAGCTCTCTAAGTCGTATCGCCACAAACACCATCTCATTCCGCAGCAAAGGCTCTGAAGAGTATTACGTTACGCACCTTGT
GCAGACGGCAAAGTACAGTACCAAGAATGACACGGTCGAACTGAAGGCCGATCCTAAGATTTTCGAACTTTACCAGTTCGACAAAAAGGTGCTTTTGCAACT
TCGGGCCATCAACGAACTCTCCAGAAAAGAATCCGCGCAGGCGCTCTACACCTTCATTGAAAGTTTGCCACCAGACCCGGCGCCAATCTCATTGGCTCGCTTA
CGCGCCAGACTTAACTTAACCAGCCGCACCATTACCCAGAATGCGACAGTCAGGAAGGCGATGGAGCAGCTGCGAGAGATCGGCTATCTCGATTACACTGAA
GTGAAACGCGGCAGCTCGGTCTACTTCGTCATCCACTATAGACGGCCGAAGTTACGTTCGGCACTGCCGCCATCTATGGCCACGCCTGAAGATCCAGAAGATAT
CTTGCCAGATGATGATCCGGAGGACATTATCGATGTTGCTCCTGAAGAAAAAGACGGGGAAATGGTCATGTTGAGCAAGGAAGAACTGGCGATTCTCGAAGA
GCTGCGCAAGGCAAAGGCTCGCAAATAG
>pLF82 (CU638872)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTTTCAGAAACAGATAAAAAGACAGGCGAAGTTGTTACGTTGGTTCCTAACACTAATAACA
CTGTTCAGCCTGTTGCTTTGATGCGTCTGGGCCTCTTCGTTCCGACGCTGAAATCGACATCCAGAGGAAGAAAGGGGCAAATGGTCTCTATGGATGCCTCTGCT
GAACTCAAACAGCTGTCTCTGGCAAAAGCCGAAGGGTACGAAGACATAAGGATCTCTGGCCTTCGGCTTGATATGGATAACGACTTTAAAACGTGGGTGGGAA
TAATCCACGCGTTTGCCAAACACAAGGTCGTTGGCGATACTGTCACGTTGCCGTTCGTTGAGTTTGTAAGGCTGTGTGGCATTCCGACCGCCAGGTCATCAGC
GAAGTTACGCAAACGCCTGGACAGTTCGCTAAGCCGTATTGCCACAAATACCATCTCGTTCCGTAGCAAAGGCTCTGATGAGTTTTACGTAACGCATCTTGTGC
AAACGGCAAAATATAGTGTCAAGCACGATACGGTCGAACTGAAAGCAGATCCCAAGATTTTCGAACTCTACCAGTTCGACAAAAAGGTTCTTCTGCAACTCCG
GGCTATAAACGAACTCTCAAGAAAAGAATCCGCTCAGGCGCTTTATACTTTTATTGAAAGTTTGCCGCCTGATCCGGCACCAATATCACTAGCCCGTTTACGCG
CCAGACTTAATCTGACAAGTCGCACTATTACTCAGAATGCGACGGTAAGAAAGGCTATGGAACAGCTGCGAGAGATAGGATATCTCGATTACACGGAAGTTAA
GCGCGGAAACTCGGTCTACTTCGTCATCCACTATAGGCGGCCAAAGTTACGCCAGGCACAAATATCAACAAAAATCGATAATGATGAGACGGAATATAGCCTCC
CAGATGAGAATCAAGATGACATTATCGACGTTGTGCCTGACGAAAAAGAAGGCAAAATGGTCATGTTGAGTAAAGAAGAACTGGCGCTTCTCGAAGAGTTGC
GCAAGGCAAAGACTCGCAAATAG



>pL100-3 (CP034747)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTTTCAGAAACAGATAAAAAGACAGGCGAAGTTGTTACGTTGGTTCCTAACACTAATAACA
CTGTTCAGCCTGTTGCTTTGATGCGTCTGGGCCTCTTCGTTCCGACGCTGAAATCGACATCCAGAGGAAGAAAGGGGCAAATGGTCTCTATGGATGCCTCTGCT
GAACTCAAACAGCTGTCTCTGGCAAAAGCCGAAGGGTACGAAGACATAAGGATCTCTGGCCTTCGGCTTGATATGGATAACGACTTTAAAACGTGGGTGGGAA
TAATCCACGCGTTTGCCAAACACAAGGTCGTTGGCGATACTGTCACGTTACCATTCGTTGAGTTTGTAAGGCTGTGTGGCATTCCGACCGCCAGGTCATCAGCG
AAGTTACGCAAACGCCTGGACAGTTCGCTAAGCCGTATTGCCACAAATACCATCTCGTTCCGTAGCAAAGGCTCTGATGAGTTTTACGTAACGCATCTTGTGCA
AACGGCAAAATATAGTGTCAAGCACGATACGGTCGAACTGAAAGCAGATCCCAAGATTTTCGAACTCTACCAGTTCGACAAAAAGGTTCTTCTGCAACTCCGG
GCTATAAACGAACTCTCAAGAAAAGAATCCGCTCAGGCGCTTTATACTTTTATTGAAAGTTTGCCGCCTGATCCGGCACCAATATCACTAGCCCGTTTACGCGCC
AGACTTAATCTGACAAGTCGCACTATTACTCAGAATGCGACGGTAAGAAAGGCTATGGAACAGCTGCGAGAGATAGGATATCTCGATTACACGGAAGTTAAGC
GCGGAAACTCGGTCTACTTCGTCATCCACTATAGGCGGCCAAAGTTACGCCAGGCACAAATATCAACAAAAATCGATAATGATGAGACGGAATATAGCCTCCCA
GATGAGAATCAAGATGACATTATCGACGTTGTGCCTGACGAAAAAGAAGGCAAAATGGTCATGTTGAGTAAAGAAGAACTGGCGCTTCTCGAAGAGTTGCGC
AAGGCAAAGACTCGCAAATAG
>pGD31-F25 (CP031294)
ATGAGCGAAAACGGCAATAAAAACATAGCGATCGTTGAAGCATTTTCAGAAACAGATAAAAAGACAGGCGAAGTTGTTACGTTGGTTCCTAACACTAATAACA
CTGTTCAGCCTGTTGCTTTGATGCGTCTGGGCCTCTTCGTTCCGACGCTGAAATCGACATCCAGAGGAAGAAAGGGGCAAATGGTCTCTATGGATGCCTCTGCT
GAACTCAAACAGCTGTCTCTGGCAAAAGCCGAAGGGTACGAAGACATAAGGATCTCTGGCCTTCGGCTTGATATGGATAACGACTTTAAAACGTGGGTGGGAA
TAATCCACGCGTTTGCCAAACACAAGGTTGTTGGCGATACTGTCACGTTGCCGTTCGTTGAGTTTGTAAGGCTGTGTGGCATTCCGACCGCCAGGTCATCAGCG
AAGTTACGCAAACGCCTGGACAGTTCGCTAAGCCGTATTGCCACAAATACCATCTCGTTCCGTAGCAAAGGCTCTGATGAGTTTTACGTAACGCATCTTGTGCA
AACGGCAAAATATAGTGTCAAGCACGATACGGTCGAACTGAAAGCAGATCCCAAGATTTTCGAACTCTACCAGTTCGACAAAAAGGTTCTTCTGCAACTCCGG
GCTATAAACGAACTCTCAAGAAAAGAATCCGCTCAGGCGCTTTATACTTTTATTGAAAGTTTGCCGCCTGATCCGGCACCAATATCACTAGCCCGTTTACGCGCC
AGACTTAATCTGACAAGTCGCACTATTACTCAGAATGCGACGGTAAGAAAGGCTATGGAACAGCTGCGAGAGATAGGATATCTCGATTACACGGAAGTTAAGC
GCGGAAACTCGGTCTACTTCGTCATCCACTATAGGCGGCCAAAGTTACGCCAGGCACAAATATCAACAAAAATCGATAATGATGAGACGGAATATAGCCTCCCA
GATGAGAATCAAGATGACATTATCGACGTTGTGCCTGACGAAAAAGAAGGCAAAATGGTCATGTTGAGTAAAGAAGAACTGGCGCTTCTCGAAGAGTTGCGC
AAGGCAAAGACTCGCAAATAG
>pSA20094620.2 (CP030187)
ATGAGCGAAAACGACAATAAAAACATTGCGATAAGCGAAGCATTTTCCGAAACAGACAAAAAAACCGGCGAACTTGTTACGTTAGTTCCTAACACCAACAAC



ACAGTCCAGCCCGTTGCTCTCATGCGTTTAGGACTCTTTGTACCCACGCTTAAATCCACAGCAAGGGGTAGAAAGGGACAAATGGTCTCAATGGATGCCACAG
CTGAACTCAAACAACTTTCTCTGGCCAAAGCCGAAGGGTATGAGGACATACGGATCTCCGGGATGCGCCTGGATATGGATAATGACTTCAAAACCTGGGTCGG
CATCATTCATGCCTTTGCCAAACATAAGGTAGTTGGCGACACTGTCACGTTATCGTTTGTCGAGTTCGTCAGGCTTTGCGGCATCCCGACTGCAAGGTCATCAG
CGAGGCTGCGTAAGCGTCTTGAAGACTCTCTCAACCGTATTGCCACAAACACCATCAAGTTCCGAAGCAAAGGCTCTGAAGAGGTTTACGTAACGCACCTGG
TGCAAACAGCGAAGTACAGCACCAAGAAAGACACAGTCGAGCTGAAGGCTGATCCTAAAATTTTCGAACTCTACCAATTCGACAAAAAGGTCCTTCTTCAAC
TACGAGCGATCAACGAACTTTCCAGAAAAGAATCCGCGCAGGCGCTCTACACTTTCATCGAAAGTTTGCCTCCTGACCCGGCGCCTATCTCAATGGCCCGCTT
ACGCGCCAGGCTCAATCTAACCAGTCGCACCATTACCCAGAACGCGACAGTCAGGAAGGCGATGGAGCAGCTGCGGGAGATCGGCTATCTCGACTACACAGA
AGTGAAACGCGGTAGTTCTGTTTATTTCATTATCCACTATAGACGGCCAAAGTTGCGACCGGCTCAGATACCGGTCAAAGTCGGGCCAGACGAGCCTGAAGAT
AATTTCCCTGATGAAACTCAGGAGGACATCATCGATGTTGTCCCGGAAGAAAAAGAATGCAAGATGGTCATGTTGAGCAAAGAAGAACTGGCGATTCTCGAA
GAACTGCGTAAGGCAAAAGCGCTTAAATGA
>pAR-0407-3 (CP044180)
ATGAGCGAAAACGACAATAAAAACATTGCGATAAGCGAAGCATTTTCCGAAACAGACAAAAAAACCGGCGAACTTGTTACGTTAGTTCCTAACACCAACAAC
ACAGTCCAGCCCGTTGCTCTCATGCGTTTAGGACTCTTTGTACCCACGCTTAAATCCACAGCAAGGGGTAGAAAGGGACAAATGGTCTCAATGGATGCCACAG
CTGAACTCAAACAACTTTCTCTGGCCAAAGCCGAAGGGTATGAGGACATACGGATCTCCGGGATGCGCCTGGATATGGATAATGACTTCAAAACCTGGGTCGG
CATCATTCATGCCTTTGCCAAACATAAGGTAGTTGGCGACACTGTCACGTTATCGTTTGTCGAGTTCGTCAGGCTTTGCGGCATCCCGACTGCAAGGTCATCAG
CGAGGCTGCGTAAGCGTCTTGAAGACTCTCTCAACCGTATTGCCACAAACACCATCAAGTTCCGAAGCAAAGGCTCTGAAGAGGTTTACGTAACGCACCTGG
TGCAAACAGCGAAGTACAGCACCAAGAAAGACACAGTCGAGCTGAAGGCTGATCCTAAAATTTTCGAACTCTACCAATTCGACAAAAAGGTCCTTCTTCAAC
TACGAGCGATCAACGAACTTTCCAGAAAAGAATCCGCGCAGGCGCTCTACACTTTCATCGAAAGTTTGCCTCCTGACCCGGCGCCTATCTCAATGGCCCGCTT
ACGCGCCAGGCTCAATCTAACCAGTCGCACCATTACCCAGAACGCGACAGTCAGGAAGGCGATGGAGCAGCTGCGGGAGATCGGCTATCTCGACTACACAGA
AGTGAAACGCGGTAGTTCTGTTTATTTCATTATCCACTATAGACGGCCAAAGTTGCGACCGGCTCAGATACCGGTCAAAGTCGGGCCAGACGAGCCTGAAGAT
AATTTCCCTGATGAAACTCAGGAGGACATCATCGATGTTGTCCCGGAAGAAAAAGAATGCAAGATGGTCATGTTGAGCAAAGAAGAACTGGCGATTCTCGAA
GAACTGCGTAAGGCAAAAGCGCTTAAATGA
>pRHB20-C15_2 (CP057633)
ATGAGTGAAAACGACAATAAAAACATAGCGATAATTGAGGCTTTCTCCGAAACCGATAAAAAGACCGGGGAAGTTGTTACGTTAGTTCCTAACACCAACAACA
CTGTCCAGCCTGTCGCTCTGATGCGTTTAGGACTATTCGTTCCAACATTGAAATCCACTGCGAGGGGCAGAAAGGGACAAATGGTGTCGATGGACGCCACCGA
AGAACTGAAGCAACTGTCGCTGGCCAAAGCTGAAGGCTATGAGGATATCCGCATCTCAGGTCTCAGGCTGGACATGGATAATGATTTTAAGACGTGGGTAGGG



ATTATCCATGCCTTCGCCAAGCACAAGGTCGTAGGCGACACTGTCACGTTGCCATTCGTTGAGTTCGTCCGACTGTGCGGTATTCCTACCGCCAGGTCTTCCGC
AAAGCTGCGTAAGCGACTGGACAGCTCACTCAGCCGTATCGCCACGAACACCATTTCTTTTCGTAGCAAAGGTTCAGAAGAGTTTTACGTAACGCACCTGGTA
CAGACGGCAAAGTACAGTACCAAGAACGACACGGTAGAGCTGAAGGCTGACCCGAAGATTTTCGAACTCTACCAGTTCGACAAGAAGGTACTGCTACAACT
GCGAGCCATCAACGAACTCTCAAGAAAAGAGTCGGCCCAGGCGCTCTACACGTTCATCGAGAGTTTGCCACCTGATCCGGCACCGATATCACTCGCACGTTTG
CGTGCCAGACTTAATCTCACCAGCCGTACCATTACCCAGAATGCGACAGTCAGGAAGGCAATGGATCAGCTCAAAGAGATTGGTTATCTCGATTTCACCGAAG
TGAAGCGCGGAAGCTCTGTGTATTTTATTATCCACTATAGACATCCGAAATTACGCCCGGCCCAGATACCGACCAACGCAGGTGTCGATGAGTCGGATGATGATA
TCCCAGATGACGTAGTGGAAGGACAGCAGGATGAGCAGGGGGAAATGGTAATGTTGAGCAAGGAAGAACTGGCGATCCTCGAAGAGCTGCGCAAGGCCAAA
TCGAAAAAGTGA
>pRHB20-C16_2 (CP057631)
ATGAGTGAAAACGACAATAAAAACATAGCGATAATTGAGGCTTTCTCCGAAACCGATAAAAAGACCGGGGAAGTTGTTACGTTAGTTCCTAACACCAACAACA
CTGTCCAGCCTGTCGCTCTGATGCGTTTAGGACTATTCGTTCCAACATTGAAATCCACTGCGAGGGGCAGAAAGGGACAAATGGTGTCGATGGACGCCACCGA
AGAACTGAAGCAACTGTCGCTGGCCAAAGCTGAAGGCTATGAGGATATCCGCATCTCAGGTCTCAGGCTGGACATGGATAATGATTTTAAGACGTGGGTAGGG
ATTATCCATGCCTTCGCCAAGCACAAGGTCGTAGGCGACACTGTCACGTTGCCATTCGTTGAGTTCGTCCGACTGTGCGGTATTCCTACCGCCAGGTCTTCCGC
AAAGCTGCGTAAGCGACTGGACAGCTCACTCAGCCGTATCGCCACGAACACCATTTCTTTTCGTAGCAAAGGTTCAGAAGAGTTTTACGTAACGCACCTGGTA
CAGACGGCAAAGTACAGTACCAAGAACGACACGGTAGAGCTGAAGGCTGACCCGAAGATTTTCGAACTCTACCAGTTCGACAAGAAGGTACTGCTACAACT
GCGAGCCATCAACGAACTCTCAAGAAAAGAGTCGGCCCAGGCGCTCTACACGTTCATCGAGAGTTTGCCACCTGATCCGGCACCGATATCACTCGCACGTTTG
CGTGCCAGACTTAATCTCACCAGCCGTACCATTACCCAGAATGCGACAGTCAGGAAGGCAATGGATCAGCTCAAAGAGATTGGTTATCTCGATTTCACCGAAG
TGAAGCGCGGAAGCTCTGTGTATTTTATTATCCACTATAGACATCCGAAATTACGCCCGGCCCAGATACCGACCAACGCAGGTGTCGATGAGTCGGATGATGATA
TCCCAGATGACGTAGTGGAAGGACAGCAGGATGAGCAGGGGGAAATGGTAATGTTGAGCAAGGAAGAACTGGCGATCCTCGAAGAGCTGCGCAAGGCCAAA
TCGAAAAAGTGA
>pPagL15_1 (CP034149)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACAAAAAACAGCGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCTGTCGCTTTAATGCGTCTTGGGCTGTTCGTGCCGACGCTGAAATCTACTGCACGCGGTAAATCCGGTGCGATGGCATCAACGGATGCGACGAA
AGAGCTGAAGAATCTGACGCTGGTGAAAGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCGGG
TATTATTCAATCGTTTTCCCGCTATCCGACCAAAGGCGATACTGTCACGCTGCCGTTTATCGACTTTGTTAAGATGTGTGGCATTCCCTCTGCCAACTCTTCAGCC
GCCCTGCGCAAGCGTCTTGATGCCTCTCTGCGCCGTATCGCGACCAATACGCTCTCTTTTGAAGGTAACGGCAAGGCCTATCACACCCACCTTGTTCAGTCTGC



TTATTACGATCGCGAAAAAGATATTGTGCGCATCCAGGCCGACCCCAAGCTGTTCGAACTCTATAACTTCGACCACAAGGTCCTGCTTCAGCTCCGTGCAATAT
CCCGTTTGAAGCGTAAAGAGTCTGCGCAGGCGCTTTACACCTTCCTGGAAAGCCTGCCAACCAATCCGGCGCCTATCTCGCTTGCACGCCTGCGTATGCGCCT
GAACCTCGGCTCTAAGACCACCACGCAGAACCATGTCGTGCGGCGCGCGATGGAGCAGCTGAAAGAGATCGGTTATCTGGATTACTCAGAAGTGAAGCGTGG
CCGCTCAGTCTTTTTTATTATCCACAGCCGTACGCCTAAGCTTGATGGCATCAGTAATCTTGAGAGCATCGATTCGCTGGATGAGATCGAGTTTGATGATTAA
>pCFSAN047153_1 (CP034470)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACAAAAAACAGCGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCTGTCGCTTTAATGCGTCTTGGGCTGTTCGTACCGACGCTGAAATCTACTGCACGCGGTAAATCCGGTGCTATGGCATCAACGGATGCGACGAAA
GAGCTGAAGAATCTGACGCTGGTGAAAGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCGGGT
ATTATTCAATCTTTTTCCCGCTATCCGACCAAAGGCGATACCGTCACGCTGCCGTTTATCGATTTTGTGAAGATGTGTGGCATTCCCTCTGCCAACTCTTCAGCTG
CCCTGCGCAAGCGTCTTGATGCCTCTCTGCGCCGTATCGCGACCAATACGCTCTCTTTTGAAGGCAACGGCAAGGCCTATCACACCCACCTTGTTCAGTCTGCT
TATTACGATCGCGAAAAAGATATTGTGCGCATCCAGGCCGACCCCAAGCTGTTCGAACTCTATAACTTCGACCACAAGGTCCTGCTTCAGCTCCGTGCGATATC
CCGTCTGAAGCGTAAAGAGTCTGCGCAGGCGCTTTACACTTTCCTGGAAAGCCTGCCAACCAATCCAGCGCCTATCTCGCTTGCACGCCTGCGTATGCGCCTG
AACCTCGGCTCTAAGACCACCACGCAGAACCATGTCGTGCGGCGCGCGATGGAGCAGCTGAAAGAGATCGGTTATCTGGATTACTCAGAAGTGAAGCGTGGC
CGCTCAGTCTTTTTTATTATCCACAGCCGTACGCCTAAGCTTGATGGCATCAGTAATCTGGAGAGCATCGATTCGCTGGATGAGATCGAGTTTGATGATTAA
>pASB05p1 (CP046723)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACAAAAAACAGCGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA
CTGTTCAGCCCGTCGCTTTAATGCGTCTTGGGCTGTTCGTGCCGACGCTGAAATCTACTGCACGCGGTAAATCCGGTGCGATGGCATCAACAGATGCGACGAA
AGAGCTGAAGAATCTGACGCTGGTGAAAGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCGGG
TATTATTCAATCGTTTTCCCGCTATCCGACCAAAGGCGATACCGTCACGCTGCCGTTTATCGATTTTGTGAAGATGTGTGGCATTCCCTCTGCCAACTCTTCAGCC
GCCCTGCGCAAGCGTCTTGATGCCTCTCTGCGCCGCATCGCGACCAATACGCTCTCTTTTGAAGGCAACGGCAAGGCCTATCATACCCACCTTGTTCAGTCTGC
TTATTACGATCGCGAAAAAGATATTGTGCGCATCCAGGCCGACCCCAAGCTGTTCGAACTCTATAACTTCGACCACAAGGTCCTGCTTCAGCTCCGTGCGATAT
CCCGTCTGAAGCGTAAAGAGTCTGCGCAGGCGCTTTACACCTTCCTGGAAAGCCTGCCAACTAATCCAGCGCCTATCTCGCTTGCACGCCTGCGTATGCGCCT
GAATCTCGGCTCTAAGACCACCACGCAGAACCATGTCGTGCGGCGCGCGATGGAGCAGCTGAAAGAGATCGGTTATCTGGATTACTCAGAAGTGAAGCGTGG
CCGCTCAGTCTTTTTTATTATCCACAGCCGTACGCCTAAGCTTGATGGCATCAGTAATCTTGAGAGCATCGATTCGCTGGATGAGATCGAGTTTGATGATTAA
>pVag1 (CP038854)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACAAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA



CCGTTCAGCCGGTGGCGCTGATGCGTCTTGGACTGTTCGTGCCGACGCTGAAATCAACCGCACGGGGTAAATCCGGTGCGATGGCATCAACGGATGCGACGA
AAGAGCTGAAGAATCTGACGCTGGTAAAGGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCTCGGCTGGATATGGATAACGATTTCAAAACCTGGGCAG
GTATTATTCAGTCCTTTTCGCGTTATCCGACCAAAGGCGATACCGTCACACTGCCGTTTATCGATTTTGTGAAGATGTGCGGCATTCCCTCTGCTAACTCGTCTGC
CGCACTGCGTAAGCGTCTTGATGCCTCTCTGCGCCGCATTGCAACTAACACGCTCTCTTTTGAAGGTAACGGCAAGGCGTATCATACCCACCTTGTCCAGTCAG
CCTATTACGACCGCGAAAAAGATATTGTGCGGATTCAGGCGGATCCCAAACTGTTTGAACTCTACAACTTCGATCACAAGGTACTGCTGCAGCTTCGTGCAATA
TCCCGCCTTAAGCGTAAAGAGTCTGCACAGGCGCTCTATACCTTCCTTGAGAGTCTGCCGACCAATCCGGCACCGATATCGCTGGCACGCCTGCGTATGCGCCT
TAATCTCGGCTCTAAGACCACTACGCAGAACCATGTGGTGCGGCGTGCAATGGAGCAACTGAAGGAGATTGGTTATCTGGATTATTCAGAAGTGAAGCGTGGC
CGCTCAGTCTTTTTCATTATCCATAGTCGCACACCTAAGCTTGATGGCATCGGTAATCTGGAGAGCATCGATTCGCTGGACGAGATCGAGTTTGAGGATTAA
>pPag3 (CP001895)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACCAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCGGTGGCACTGATGCGTCTTGGACTGTTCGTTCCGACGCTGAAATCAACCGCACGGGGTAAATCCGGTGCAATGGCATCAACGGATGCGACGAA
AGAGCTGAAGAATCTTACGTTGGTAAAGGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCACGGCTGGATATGGATAACGATTTCAAAACTTGGGCAGGT
ATTATTCAGTCCTTTTCGCGCTATCCGACTAAAGGCGATACCGTCACACTGCCGTTTATCGATTTTGTGAAGATGTGCGGCATTCCCTCTGCCAACTCGTCTGCC
GCACTGCGTAAGCGTCTTGATGCCTCTCTGCGCCGCATTGCAACTAACACGCTCTCTTTTGAAGGCAACGGCAAGGCGTATCATACCCACCTTGTCCAGTCAGC
CTATTACGACCGCGAAAAAGATATTGTGCGGATTCAGGCAGATCCCAAACTGTTTGAACTCTACAACTTCGATCACAAGGTACTGCTGCAGCTTCGTGCAATAT
CCCGCCTTAAGCGTAAAGAGTCTGCACAGGCGCTCTATACTTTCCTTGAGAGCCTGCCGACCAATCCGGCACCGATATCACTGGCACGCCTGCGTATGCGCCTT
AATCTCGGCTCTAAGACCACCACGCAGAACCATGTGGTGCGGCGTGCAATGGAGCAACTGAAGGAGATTGGTTATCTGGATTATTCAGAAGTGAAGCGTGGCC
GCTCAGTCTTTTTCATTATCCATAGTCGCACACCTAAGCTTGATGGCATCGGTAATCTGGAGAGCATCGATTCGCTGGACGAGATCGAGTTTGAGGATTAA
>pCP014127 (CP014127)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTTGAACCTTTTCTGTCAGTGACAAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCGGTGGCATTGATGCGTCTTGGACTGTTCGTGCCGACGCTGAAATCAACCGCACGGGGTAAATCCGGTGCAATGGCATCAACGGATGCGACGAA
AGAGCTAAAGAATCTGACGCTGGTAAAGGCGGAAGGCTACGAAAAGATTACCATTACCGGCGCACGCCTGGATATGGATAACGATTTCAAAACCTGGGCAGGT
ATTATTCAGTCCTTTTCGCGCTATCCTACCAAAGGCGATACCGTCACACTGCCGTTTATCGATTTTGTGAAGATGTGCGGCATTCCCTCTGCTAACTCGTCTGCCG
CACTGCGTAAGCGTCTTGATGCCTCTCTGCGCCGCATTGCAACTAACACGCTCTCTTTTGAAGGCAACGGCAAGGCGTATCATACCCACCTTGTCCAGTCAGCT
TATTACGACCGTGAAAAAGATATTGTTCGGATTCAGGCGGATCCCAAACTGTTTGAACTCTACAACTTTGATCACAAGGTGCTGCTTCAGCTTCGTGCAATATCC
CGCCTTAAGCGTAAAGAGTCTGCACAAGCCCTCTATACCTTCCTTGAGAGCCTGCCTACCAATCCGGCTCCGATATCGCTGGCACGCCTACGTATGCGCCTTAAT



CTCGGCTCTAAGACCACCACGCAGAACCATGTGGTGCGGCGTGCGATGGAGCAATTGAAGGAAATTGGTTATCTGGATTATTCAGAAGTTAAACGTGGCCGCT
CAGTCTTTTTCATTATCCATAGCCGCACACCTAAGCTTGATGGCATCGGTAATCTGGAGAGTATCGATTCGCTGGATGAGATCGAGTTTGAGGATTAA
>pPant1 (CP022517 )
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTAGAACCTTTTCTGTCTGTGACAAAAAACAGTGGTGAAGTTATCCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCCGTCGCATTAATGCGTCTCGGGCTCTTTGTGCCAACGCTGAAATCGACCGCTCGCGGGAAATCCGGGGCGATGGCCTCAACAGATGCGACGAA
AGAGCTAAAGAACCTGACGCTGGTGAAAGCGGAGGGTTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCAGG
TATTATTCAGTCATTCTCGCGTTATCCGACCAAAGGCGACACGGTCACCCTGCCGTTTATTGATTTTGTGAAGATGTGCGGCATTCCCTCTGCTAACTCTTCTGCT
GCGCTACGAAAACGCCTTGATGCCTCGCTACGACGTATTGCGACCAATACCCTCTCCTTTGAAGGCAATGGCAAGGCGTATCATACCCACCTGGTGCAGTCTGC
TTATTACGACCGTGAAAAAGATATCGTCCGCATTCAGGCTGATCCTAAGCTGTTCGAACTTTATAATTTCGACCACAAAGTACTGCTTCAGCTCCGGGCCATCTC
CCGCCTCAAGCGTAAAGAGTCTGCGCAGGCGCTCTACACCTTCCTGGAGAGTCTGCCGACCAATCCGGCACCCATCTCCCTTGCACGTTTGCGCATGCGTCTT
AACCTCGGTTCAAAGACCACTACGCAGAACCACGTGGTAAGGCGCGCGATGGAGCAGCTAAAAGAGATCGGTTATCTGGATTATTCAGAAGTGAAGCGCGGC
CGCTCTGTGTTTTTCATTATTCACAGTCGCACGCCTAAGCTTGATGGTATCGGTAATCTGGAGAGCATTGATTCGCTGGATGAGATCGAGTTTGAAGATTAA
>pCP061084 (CP061084)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTAGAACCTTTTCTGTCTGTGACAAAAAACAGTGGTGAAGTTATCCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCCGTCGCATTAATGCGTCTCGGGCTCTTTGTGCCAACGCTGAAATCGACCGCTCGCGGGAAATCCGGGGCGATGGCCTCAACAGATGCGACGAA
AGAGCTAAAGAACCTGACGCTGGTGAAAGCGGAGGGTTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCAGG
TATTATTCAGTCATTCTCGCGTTATCCGACCAAAGGCGACACGGTCACCCTGCCGTTTATTGATTTTGTGAAGATGTGCGGCATTCCCTCTGCTAACTCTTCTGCT
GCGCTACGAAAACGCCTTGATGCCTCGCTACGACGTATTGCGACCAATACCCTCTCCTTTGAAGGCAATGGCAAGGCGTATCATACCCACCTGGTGCAGTCTGC
TTATTACGACCGTGAAAAAGATATCGTCCGCATTCAGGCTGATCCTAAGCTGTTCGAACTTTATAATTTCGACCACAAAGTACTGCTTCAGCTCCGGGCCATCTC
CCGCCTCAAGCGTAAAGAGTCTGCGCAGGCGCTCTACACCTTCCTGGAGAGTCTGCCGACCAATCCGGCACCCATCTCCCTTGCACGTTTGCGCATGCGTCTT
AACCTCGGTTCAAAGACCACTACGCAGAACCACGTGGTAAGGCGCGCGATGGAGCAGCTAAAAGAGATCGGTTATCTGGATTATTCAGAAGTGAAGCGCGGC
CGCTCTGTGTTTTTCATTATTCACAGTCGCACGCCTAAGCTTGATGGTATCGGTAATCTGGAGAGCATTGATTCGCTGGATGAGATCGAGTTTGAAGATTAA
>pEuc1 (CP045721)
ATGGCAGATAAAGACAACGAAAACAAAGCGTTACTAGAACCTTTTCTGTCTGTGACAAAAAACAGTGGTGAAGTTATCCAGCTTCATCCCAACAAGAATAATA
CCGTTCAGCCCGTCGCATTAATGCGTCTCGGGCTCTTTGTGCCAACGCTGAAATCGACCGCTCGCGGGAAATCCGGGGCGATGGCCTCAACAGATGCGACGAA
AGAGCTAAAGAACCTGACGCTGGTGAAAGCGGAGGGTTACGAAAAGATTACCATTACCGGCGCGCGGCTGGATATGGATAACGATTTCAAAACCTGGGCAGG



TATTATTCAGTCATTCTCGCGTTATCCGACCAAAGGCGACACGGTCACCCTGCCGTTTATTGATTTTGTGAAGATGTGCGGCATTCCCTCTGCTAACTCTTCCGCT
GCGCTACGAAAACGCCTTGATGCCTCGCTACGACGTATTGCGACCAATACCCTCTCCTTTGAAGGCAATGGCAAGGCGTATCATACCCACCTGGTGCAGTCTGC
TTATTACGACCGTGAAAAAGATATCGTCCGCATTCAGGCTGATCCTAAGCTGTTCGAACTTTATAATTTCGACCACAAAGTACTGCTTCAGCTCCGGGCCATCTC
CCGCCTCAAGCGTAAAGAGTCTGCGCAGGCGCTCTACACCTTCCTGGAGAGTCTGCCGACCAATCCGGCACCCATCTCCCTTGCACGTTTGCGCATGCGTCTT
AACCTCGGTTCAAAGACCACTACGCAGAACCACGTGGTAAGGCGCGCGATGGAGCAGCTAAAAGAGATCGGTTATCTGGATTATTCAGAAGTGAAGCGCGGC
CGCTCTGTGTTTTTCATTATTCACAGTCGCACGCCTAAGCTTGATGGTATCGGTAATCTGGAGAGCATTGATTCGCTGGATGAGATCGAGTTTGAAGATTAA
>pPANA10 (HE617161)
ATGGCAGATAAAGATAGTGAAAACAAAGCGTTACTAGAGCCTTTTCTGTCTGTGACCAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAAAATAATA
CCGTTCAGCCCGTGGCCTTAATGCGTCTGGGACTCTTTGTTCCCACGCTTAAATCCACAGCGCGGGGCATTTCTGGTGCTATGGCTTCAACCGATGCCACCAAA
GAGCTTAAAAACCTCTCTCTGGTTAAAGCGGAAGGCTATGAAAAGATTACCATCACCGGTGCCAGACTGGATATGGATAATGACTTTAAGACCTGGGCCGGTAT
TATTCAGTCTTTTTCCCGTTACCCCACACAGGGTGATACGGTAACCCTGCCTTTTATTGATTTCGTGAAGATGTGCGGTATTCCCTCCGCCAACTCCTCTGCCGCA
TTGCGTAAGCGACTCGACGCTTCGTTACGCCGTATTGCGACGAACACTCTCTCTTTTGAAGGTAACGGTAAGGCCTATCATACGCATCTGGTACAGTCAGCTTAT
TACGATCGTGAAAAAGACATTGTCCGCATACAGGCTGATCCCAAGCTCTTTGAGCTGTATAACTTCGACCACAAGGTTTTACTGCAGCTGAGGGCTATCTCCCG
CCTTAAGCGTAAAGAATCGGCTCAGGCGCTTTATACGTTCCTGGAGAGCCTGCCGACCAACCCTGCGCCCATTTCTCTTGCCCGCTTACGTATGCGGCTCAATC
TTGGCTCAAAGATTACCACGCAGAATCACGTGGTACGACGCGCGATGGAACAGCTTAAAGAGATTGGCTACCTTGATTACTCTGAAGTCAAACGAGGCCGCTC
CGTATTTTTCATCATTCACAGCAGAACACCGAAACTCGATGGAATCAGTAACCTGGAAGGAATCGATACGCTCGATGACATCGATTTTGAAGACTGA
>pEA320 DNA (CP028034)
ATGGCAGATAAAGATAGTGAAAACAAAGCGTTACTAGAGCCTTTTCTGTCTGTGACCAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAAAATAATA
CCGTTCAGCCCGTGGCCTTAATGCGTCTGGGACTCTTTGTTCCCACGCTTAAATCCACAGCGCGGGGCATTTCTGGTGCTATGGCTTCAACCGATGCCACCAAA
GAGCTTAAAAACCTCTCTCTGGTTAAAGCGGAAGGTTATGAAAAGATTACCATCACCGGTGCCAGACTGGATATGGATAATGACTTTAAGACCTGGGCCGGTAT
TATTCAGTCTTTTTCCCGTTACCCTACACAGGGTGATACGGTAACCCTGCCTTTTATTGATTTCGTGAAGATGTGCGGTATTCCCTCCGCCAACTCCTCTGCCGCA
TTGCGTAAGCGACTCGACGCTTCGTTACGCCGTATTGCGACGAACACTCTCTCTTTTGAAGGTAACGGTAAGGCCTATCATACGCATCTGGTACAGTCAGCTTAT
TACGATCGTGAAAAAGACATTGTCCGCATACAGGCTGATCCCAAGCTCTTTGAGCTGTATAACTTCGACCACAAGGTTTTACTGCAGCTGAGGGCTATCTCCCG
CCTTAAGCGTAAAGAATCGGCTCAGGCGCTTTATACGTTCCTGGAGAGCCTGCCGACCAACCCTGCGCCCATTTCTCTTGCCCGCTTACGTATGCGGCTCAATC
TTGGCTCAAAGATTACCACGCAGAATCACGTGGTACGACGCGCGATGGAACAGCTTAAAGAGATTGGCTACCTTGATTACTCTGAAGTCAAACGAGGCCGCTC
CGTATTTTTCATCATTCACAGCAGAACACCGAAACTCGATGGAATCAGTAACCTGGAAGGAATCGATACGCTCGATGACATCGATTTTGAAGACTGA



>pCP035036 (CP035036)
ATGGCAGATAAAGATAGTGAAAACAAAGCGTTACTAGAGCCTTTTCTGTCTGTGACCAAAAACAGTGGTGAAGTTATTCAGCTTCATCCCAACAAAAATAATA
CCGTTCAGCCCGTGGCCTTAATGCGTCTGGGACTCTTTGTTCCCACGCTTAAATCCACAGCGCGGGGCATTTCTGGTGCTATGGCTTCAACCGATGCCACCAAA
GAGCTTAAAAACCTCTCTCTGGTTAAAGCGGAAGGCTATGAAAAGATTACCATCACCGGTGCCAGACTGGATATGGATAATGACTTTAAGACCTGGGCCGGCAT
TATTCAGTCTTTTTCCCGTTACCCTACACAGGGTGATACGGTAACCCTGCCTTTTATTGATTTCGTGAAGATGTGCGGTATTCCCTCCGCCAACTCCTCTGCCGCA
TTGCGTAAGCGACTCGACGCTTCGTTACGCCGTATTGCGACGAACACTCTCTCTTTTGAAGGTAACGGTAAGGCCTATCATACGCATCTGGTACAGTCAGCTTAT
TACGATCGTGAAAAAGACATTGTTCGCATACAGGCTGATCCCAAGCTCTTTGAGCTGTATAACTTCGACCACAAGGTTTTACTGCAGCTGAGGGCTATCTCCCG
CCTTAAGCGTAAAGAATCGGCTCAGGCGCTTTATACGTTCCTGGAGAGCCTGCCGACCAACCCTGCGCCCATTTCTCTTGCCCGCTTACGTATGCGGCTCAATC
TTGGCTCAAAGATTACCACGCAGAATCACGTGGTACGACGCGCGATGGAACAGCTTAAAGAGATTGGCTACCTTGATTACTCTGAAGTCAAACGAGGCCGCTC
CGTATTTTTCATCATTCACAGCAGAACACCGAAACTCGATGGAATCAGTAACCTGGAAGGAATCGATACGCTCGATGAGATCGATTTTGAAGACTGA
>pCP049116 (CP049116)
ATGGCAGATAAAGATAGTGAAAACAAAGCGTTACTAGAGCCTTTTCTGTCTGTGACTAAAAACAGCGGTGAAGTTATTCAGCTTCATCCCAATAAAAATAACAC
TGTTCAGCCTGTTGCCTTGATGCGACTGGGACTGTTTGTACCAACGCTTAAATCCACCGCGCGCGGGATTTCAGGCGCGATGGCGTCCACGGATGCGACGAAA
GAACTTAAAAACCTCTCGCTGGTGAAAGCGGAAGGGTATGAAAAGATTACCATCACCGGTGCCAGGCTGGATATGGATAATGATTTCAAGACATGGGCAGGCA
TCATCCAGTCTTTTTCGCGTTATCCTACTCAGGGCGATACGGTCACGCTGCCCTTTATCGATTTCGTTAAAATGTGTGGAATACCATCAGCAAACTCTTCTGCTGC
CTTACGTAAGCGGCTTGATGCATCCCTACGGCGAATTGCGACCAATACGCTGTCCTTTGAAGGAAACGGTAAGGCCTATCACACGCACCTTGTTCAGTCTGCCT
ACTATGATCGTGAAAAAGATATTGTTCGCATACAAGCTGATCCCAAGCTTTTTGAGCTCTATAACTTCGATCACAAGGTTTTACTTCAGCTACGCGCCATCTCCC
GTCTGAAACGTAAAGAATCGGCTCAGGCGCTCTATACGTTCCTTGAGAGCCTTCCCACCAACCCTGCGCCTATATCACTGGCACGCCTGCGTATGCGCCTGAAT
TTAGGATCTAAAATTACGACGCAGAACCACGTTGTGCGACGCGCAATGGAGCAGCTTAAAGAGATTGGCTATCTCGACTATTCTGAAGTCAAACGCGGACGCT
CTGTGTTTTTCATTATCCACAGCAGAACGCCTAAACTGGATGGTATCGGCAATCTTGAAGGCATTGATACCCTTGAAGACATTGAATTTGAAGAATAG
>pDSJ10 (CP017591)
ATGGCAGATAAAGATAGTGAAAACAAAGCGTTACTAGAGCCTTTTCTGTCTGTGACTAAAAACAGCGGTGAAGTTATTCAGCTTCATCCCAATAAAAATAACAC
TGTTCAGCCTGTTGCCTTGATGCGACTGGGACTGTTTGTACCAACCCTTAAATCCACCGCGCGCGGGATTTCAGGCGCGATGGCGTCCACGGATGCGACGAAA
GAACTTAAAAACCTCTCGCTGGTGAAAGCGGAAGGGTATGAAAAGATTACCATCACCGGTGCCAGGCTGGATATGGATAATGATTTCAAGACATGGGCAGGCA
TCATCCAGTCTTTTTCGCGTTATCCTACTCAGGGCGATACGGTCACGCTGCCCTTTATCGATTTCGTTAAAATGTGTGGAATACCTTCAGCAAACTCTTCTGCTGC
CTTACGTAAGCGGCTTGATGCATCCCTACGGCGAATTGCGACCAATACCCTGTCATTTGAAGGAAACGGTAAGGCCTATCACACGCACCTTGTTCAGTCTGCCT



ACTATGATCGTGAAAAAGATATTGTTCGCATACAAGCTGATCCCAAGCTTTTTGAGCTCTATAACTTCGATCACAAGGTTTTACTTCAGCTACGCGCCATCTCCC
GTCTGAAACGTAAAGAATCGGCTCAGGCGCTCTATACGTTCCTTGAGAGCCTTCCCACCAACCCTGCGCCTATATCACTGGCACGCCTGCGTATGCGCCTGAAT
TTAGGATCTAAAATTACGACGCAGAACCACGTTGTGCGACGCGCAATGGAGCAGCTTAAAGAGATTGGCTATCTCGACTATTCTGAAGTCAAACGCGGACGCT
CTGTGTTTTTCATTATCCACAGCAGGACGCCTAAACTGGATGGTATCGGCAATCTTGAAGGCATTGATACCCTTGAAGACATTGAATTTGAAGAATAG
>pCP060162 (CP060162)
ATGGCAGACAAAGAGAGTAAAAACAAGGCGTTACTGGAACCTTTTCTGTCGGTGACAAAAAACAGTGGCGAAGTTATCCAGCTCCATCCTAACAAGAATAAT
ACTGTCCAGCCTGTGGCACTGATGCGTCTGGGATTGTTTGTTCCCACCCTTAAATCCACTGCTCGCGGCAAATCCGGGGCTATGGCCTCCACTGATGCGACCAA
AGAGCTGAAAAACCTCTCGCTGGTAAAAGCGGAAGGGTATGAGAAGATCACCATAACCGGTGCCAGACTGGATATGGATAACGATTTCAAAACCTGGGCAGG
GATTATTCAATCCTTCTCCCGTTATCCGACCAAAGGCGACACGGTTACGCTGCCTTTTATCGATTTCGTTAAGATGTGTGGTATTCCGTCAGCGAACTCTTCTGCG
GCCCTGCGCAGGCGTCTGGATGCCTCATTACGGCGCATTGCAACCAATACGCTCTCCTTTGAAGGTAACGGCAAGGCTTATCATACTCACCTTGTACAATCTGC
CTATTACGATCGGGAAAAAGATCTGGTGCGCATTCAGGCCGATCCGAAGCTGTTTGAGTTATATAACTTTGATCACAAGGTTCTGCTTCAGTTGCGGGCCATTTC
GCGCCTGAAACGTAAAGAGTCTGCTCAGGCGCTCTATACCTATCTGGAAAGCCTTCCTGTTAATCCGGCCCCTATCTCGCTGGCGCGACTGCGTATGCGTCTTA
ACCTGGGATCGAAAACCACCACGCAGAACCATGTGGTGCGGCGTGCTATGGAGCAGCTGAAAGAGATAGGCTATCTCGACTATTCCGAGATTAAGCGTGGACG
TTCCGTGTTTTTCATCATCCATAGCAGGACGCCCAAGCTGGATGGTATCGGAAATCTGGAGAGCATCGACGTGCTGGATGAGATCGAGTTTGACGACGAGTCGT
GA
>pPSP-3a9 (CP010326)
ATGGCAGACAAAGAGAGTAAAAACAAGGCGTTACTGGAACCTTTTCTGTCGGTGACAAAAAACAGTGGCGAAGTTATCCAGCTCCATCCTAACAAGAATAAT
ACTGTCCAGCCTGTGGCACTGATGCGTCTGGGATTGTTTGTTCCCACCCTTAAATCCACTGCTCGCGGCAAATCCGGGGCTATGGCCTCCACTGATGCGACCAA
AGAGCTGAAAAACCTCTCGCTGGTAAAAGCGGAAGGGTATGAGAAGATCACCATAACCGGTGCCAGACTGGATATGGATAACGATTTCAAAACCTGGGCAGG
GATTATTCAATCCTTCTCCCGTTATCCGACCAAAGGCGACACGGTTACGCTGCCTTTTATCGATTTCGTTAAGATGTGTGGTATTCCGTCAGCGAACTCTTCTGCG
GCCCTGCGCAGGCGTCTGGATGCCTCATTACGGCGCATTGCAACCAATACGCTCTCCTTTGAAGGTAACGGCAAGGCTTATCATACTCACCTTGTACAATCTGC
CTATTACGATCGGGAAAAAGATCTGGTGCGCATTCAGGCCGATCCGAAGCTGTTTGAGTTATATAACTTTGATCACAAGGTTCTGCTTCAGTTGCGGGCCATTTC
GCGCCTGAAACGTAAAGAGTCTGCTCAGGCGCTCTATACCTATCTGGAAAGCCTTCCTGTTAATCCGGCCCCTATCTCGCTGGCGCGACTGCGTATGCGTCTTA
ACCTGGGATCGAAAACCACCACGCAGAACCATGTGGTGCGGCGTGCTATGGAGCAGCTGAAAGAGATAGGCTATCTCGACTATTCCGAGATTAAGCGTGGACG
TTCCGTGTTTTTCATCATCCATAGCAGGACGCCCAAGCTGGATGGTATCGGAAATCTGGAGAGCATCGACGTGCTGGATGAGATCGAGTTTGACGACGAGTCGT
GA



>pEM01 (LN907828)
ATGTTCACTATAATCAGGACATTGCTTTTTCCATCCACAAAAAGAAGATCCGCAGCCATGGCAGATAACATCAATGAAAACAAAGGATTGATTGATCCTTTTCTG
TCAGTGACCAAACATAATGGTGAAGTTATTCAGCTTCATCCCAATAAAAATAATACCGTTCAGCCTGTCGCGTTAATGCGTCTTGGGCTGTTTGTGCCGACGCTA
AAGTCCACGGCCCGCGGCAAATCAGGTGCGATGGCTTCTACCGATGCCACTAAAGAACTCAAGAACTTAACGCTGGTGAAAGCGGAAGGTTATGAGAAGATC
ACCATAACCGGCGCCCGGCTGGATATGGATAACGATTTTAAGACCTGGGCCGGGATTATTCAGTCGTTCTCCCGCTATCCCTGCAAAGGCGATACGGTGACGCT
GCCTTTTGTTGATTTCGTGAAGATGTGCGGTATCCCCTCTTCCAGTTCGTCAGCGGCGCTGCGTAAAAGGCTCGATGCTTCATTACGTCGCATCGCCACCAATAC
GCTCTCCTTTGAAGGCAACGGCAAAGCCTATCACACGCACCTTGTGCAATCCGCCTATTACGATCGTGAAAAAGACATCGTGCGTATTCAGGCCGATCCCAAA
CTGTTTGAGCTCTACAACTTCGACCACAAGGTTTTGCTGCAGCTCCGGGCTATCTCCCGACTGAAGCGTAAAGAGTCCGCACAGGCGCTCTATACCTATCTGGA
GAGCCTTCCAGCCAATCCGGCACCCGTTTCCCTTGCTCGTCTGCGTATGCGCCTCAATCTGGCCTCCAAGACCACCACGCAAAATCATGTGGTGCGTCGTGCAA
TGGAGCAGTTGCAGGAGATTGGCTACCTCGATTACACCGAAGTGAAGCGTGGCCGTGCCGTCTATTTCATTATCCATAACCGCATGCCTAAGCTGGATGGCATT
CAGTCGATTGAAGATATCGCTGAGTTTACTGACTTCCCAGTTGAAGAGTAA
>pSC138 (AY509004)
ATGACGAGCGAAAATAATAGCTTACTTCTGAACCTTCAGGAAGTTGATAAGACAACCGGTGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAGC
CAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCTT
GTACAGCTGGCCATTGCCAAAAGCGAAGGATACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTCG
CTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAATG
CGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGCC
CTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGACCGGCTGAATCT
CACCTCAAATGTCTATACACAGAACCACACGGTGCGTAAGGCGATGGAGCAGCTGCGTGATATTGGTTATCTGGATTACACCGAGTTTAAACGTGGCCGAGCC
ACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTAGTCCTGTGAAGGTTCCGCGCAAAGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCTGGCATCGATCCTCTTAAACTGGCTGAAGCCCTCTCAGCGATGAAGCCAGAAAATTGA
>pL21-1NR (MN423365)
ATGACGAGCGAAAATAATAGCTTACTTCTGAACCTTCAGGAAGTTGATAAGACAACCGGTGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAGC
CAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCTT
GTACAGCTGGCCATTGCCAAAAGCGAAGGATACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTCG



CTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAATG
CGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGCC
CTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGACCGGCTGAATCT
CACCTCAAATGTCTATACACAGAACCACACGGTGCGTAAGGCGATGGAGCAGCTGCGTGATATTGGTTATCTGGATTACACCGAGTTTAAACGTGGCCGAGCC
ACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTAGTCCTGTGAAGGTTCCGCGCAAAGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCTGGCATCGATCCTCTTAAACTGGCTGAAGCCCTCTCAGCGATGAAGCCAGAAAATTGA
>pA2508-emrE (MN310379)
ATGACGAGCGAAAATAACAGCTTACTTCTGAACCTTCAGGAGGTTGATAAGACAACCGGTGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAG
CCAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCT
TGTACAGCTGTCCATTGCCAAAAGCGAAGGATACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTC
GCTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAAT
GCGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACACATCTGGTGCAGTCAGCCTATT
ATGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGC
CCTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGACCGGCTGAATC
TCACCTCAAATGTCTATACGCAGAACCACACGGTACGTAAGGCGATGGAGCAGCTGCGGGATATTGGTTATCTGGATTACACTGAGTTTAAACGTGGCCGAGCC
ACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTGGTCCTGTGAAGGTTCCGCGCAAAGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCTGGCATCGATCCCCTTAAACTGGCCGAAGCTCTCTCAGCGATGAAGCCAGAAAATTGA
>pBJ20-tetA (MN310373)
ATGACGAGCGAAAATAACAGCTTACTTCTGAACCTTCAGGAAGTTGATAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAG
CCAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCT
TGTACAGCTGTCCATTGCCAAAAGCGAAGGGTACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTC
GCTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAAT
GCGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGTTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATT
ATGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGC
CCTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGAGCGGCTGAATC



TCACCTCAAATGTCTATACGCAGAACCACACGGTGCGTAAGGCGATGGAGCAGCTGCGGGATATTGGTTATCTGGATTACACCGAGTTTAAACGTGGCCGAGC
CACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTGGCCCTGTGAAGGTTCCGCGCAATGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCGGGCATCGATCCTCTTAAACTGGCTGAAGCCCTCTCAGCGATGAAGCCAGAAAATTGA
>pW08291-tetA (MN310376)
ATGACGAGCGAAAATAACAGCTTACTTCTGAACCTTCAGGAAGTTGATAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAG
CCAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCT
TGTACAGCTGTCCATTGCCAAAAGCGAAGGGTACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTC
GCTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAAT
GCGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGTTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATT
ATGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGC
CCTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGAGCGGCTGAATC
TCACCTCAAATGTCTATACGCAGAACCACACGGTGCGTAAGGCGATGGAGCAGCTGCGGGATATTGGTTATCTGGATTACACCGAGTTTAAACGTGGCCGAGC
CACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTGGCCCTGTGAAGGTTCCGCGCAATGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCGGGCATCGATCCTCTTAAACTGGCTGAAGCCCTCTCAGCGATGAAGCCAGAAAATTGA
>p71221-mphA (MN310374)
ATGACGAGCGAAAATAACAGCTTACTTCTGAACCTTCAGGAAGTTGATAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTGCAG
CCAGTAGCGCTCATGAGACTCGGTCTCTTCGTCCCAACTCTGAAATCAACAGGGAAGAGCAAGGCGAACCGGAAAAACGTTACAGACGCGACTGAGGAGCT
TGTACAGCTGTCCATTGCCAAAAGCGAAGGGTACACTGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTGGGGATAATTC
GCTCCATGTCGGAGTATGGGGTAAAAAGTGACACCCTGGAACTGTCGTTCGTCGAATTCGTTAAGATGTGCGGATTTGACTCCCGTCGTTCAAACAAAAAAAT
GCGCGATCGCATCAGTAATTCCCTGTTTAAACTCGCCTCGGTTACGTTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATT
ATGACATCAACGAGGATATCGTTGAGATCAAGGCTGAACCTAAGCTGTTTGAGCTTTACCACATGGACAGAAGGGTACTGCTGCGGCTGAAAGCCATTGACGC
CCTGCAGCGCAAGGAATCAGCCCAGGCGCTTTATACCTACATCGAAAGTCTTCCCCAGAATCCTGCACCTATTTCCATGAAACGGATGCGTGAGCGGCTGAATC
TCACCTCAAATGTCTATACGCAGAACCACACGGTGCGTAAGGCGATGGAGCAGCTGCGGGATATTGGTTATCTGGATTACACCGAGTTTAAACGTGGCCGAGC
CACCTATTTCAGCGTGCATTATCGCAACCCCAAACTCATCAGTGGCCCTGTGAAGGTTCCGCGCAATGAGGAAGAAGAGAAGGCGCCAGAGCAAAATTATGAC
GAAGTCATTAAGGCGCTGAAGGCTGCGGGCATCGATCCTCTTAAACTGGCTGAAGCCCTCTCAGCGATGAAGCCAGAAAATTGA
>pA2359-IMP (MN423363)



ATGACGAGCGAAAATAACAGCTTACCTCTCAATCTTCAGGAAGTGGACAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGTACCAGTACTGTGCAG
CCGGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCAACCCTGAAATCAACCTCCAGGAGTAAGGCAAACCGTAAAAACGTCACAGATGCCACTGAGGAGCTC
GTACAGCTGTCCATCGCCAAAAGCGAAGGGTACACCGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTCGGGATCATTCG
CTCGATGTCTGAGTATGGGGTAAAAAGTGACACTCTGGAGCTGTCGTTCGTTGAATTCGTTAAGATGTGTGGATTTGACTCACGGCGCTCAAACAAGAAAATG
CGGGATCGCATCAGCAATTCCCTGTTTAAACTCGCCTCGGTTACCCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTGGAGATCAAGGCTGAACCCAAGCTCTTTGAGCTTTACCATATGGACAGGCGGGTCCTGCTTCGGCTGAAAGCCATTGACGCC
CTGCAGCGGAAGGAATCTGCCCAGGCGCTGTATACCTACATCGAGAGCCTTCCCCAGAATCCCGCACCTATCTCCATGAAACGTATGCGGGACCGGCTGAATCT
TACCTCAAATGTCTATACGCAGAACCACACGGTCCGAAAGGCTATGGAGCAACTTCGGGATATCGGCTATCTGGATTACACCGAGTTTAAACGTGGCCGGGCG
ACTTACTTTAGCGTTCATTATCGCAATCCCAAACTCATCAGCGGGACGGTGAAGGTACCGCGCAAGGAGGAAGAAGAGAAGGCGCCGGAGCAGAATTATGAC
GAAGTCATCAAGGCACTGAAGGCTGCAGGCATCGATCCGCAGAAACTTGCTGAAGCGCTATCGGCGATGAAGCCGGAAAATTGA
>p13294-1NR (MT570100)
ATGACGAGCGAAAATAACAGCTTACCTCTCAATCTTCAGGAAGTGGACAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGTACCAGTACTGTGCAG
CCGGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCAACCCTGAAATCAACCTCCAGGAGTAAGGCAAACCGTAAAAACGTCACAGATGCCACTGAGGAGCTC
GTACAGCTGTCCATCGCCAAAAGCGAAGGGTACACCGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTCGGGATCATTCG
CTCGATGTCTGAGTATGGGGTAAAAAGTGACACTCTGGAGCTGTCGTTCGTTGAATTCGTTAAGATGTGTGGATTTGACTCACGGCGCTCAAACAAGAAAATG
CGGGATCGCATCAGCAATTCCCTGTTTAAACTCGCCTCGGTTACCCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTGGAGATCAAGGCTGAACCCAAGCTCTTTGAGCTTTACCATATGGACAGGCGGGTCCTGCTTCGGCTGAAAGCCATTGACGCC
CTGCAGCGGAAGGAATCTGCCCAGGCGCTGTATACCTACATCGAGAGCCTTCCCCAGAATCCCGCACCTATCTCCATGAAACGTATGCGGGACCGGCTGAATCT
TACCTCAAATGTCTATACGCAGAACCACACGGTCCGAAAGGCTATGGAGCAACTTCGGGATATCGGCTATCTGGATTACACCGAGTTTAAACGTGGCCGGGCG
ACTTACTTTAGCGTTCATTATCGCAATCCCAAACTCATCAGCGGGACGGTGAAGGTACCGCGCAAGGAGGAAGAAGAGAAGGCGCCGGAGCAGAATTATGAC
GAAGTCATCAAGGCACTGAAGGCTGCAGGCATCGATCCGCAGAAACTTGCTGAAGCGCTATCGGCGATGAAGCCGGAAAATTGA
>pA1876-NR (MT549899)
ATGACGAGCGAAAATAACAGCTTACCTCTCAATCTTCAGGAAGTGGACAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGTACCAGTACTGTGCAG
CCGGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCAACCCTGAAATCAACCTCCAGGAGTAAGGCAAACCGTAAAAACGTCACAGATGCCACTGAGGAGCTC
GTACAGCTGTCCATCGCCAAAAGCGAAGGGTACACCGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTCGGGATCATTCG
CTCGATGTCTGAGTATGGGGTAAAAAGTGACACTCTGGAGCTGTCGTTCGTTGAATTCGTTAAGATGTGTGGATTTGACTCACGGCGCTCAAACAAGAAAATG



CGGGATCGCATCAGCAATTCCCTGTTTAAACTCGCCTCGGTTACCCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTGGAGATCAAGGCTGAACCCAAGCTCTTTGAGCTTTACCATATGGACAGGCGGGTCCTGCTTCGGCTGAAAGCCATTGACGCC
CTGCAGCGGAAGGAATCTGCCCAGGCGCTGTATACCTACATCGAGAGCCTTCCCCAGAATCCCGCACCTATCTCCATGAAACGTATGCGGGACCGGCTGAATCT
TACCTCAAATGTCTATACGCAGAACCACACGGTCCGAAAGGCTATGGAGCAACTTCGGGATATCGGCTATCTGGATTACACCGAGTTTAAACGTGGCCGGGCG
ACTTACTTTAGCGTTCATTATCGCAATCCCAAACTCATCAGCGGGACGGTGAAGGTACCGCGCAAGGAGGAAGAAGAGAAGGCGCCGGAGCAGAATTATGAC
GAAGTCATCAAGGCACTGAAGGCTGCAGGCATCGATCCGCAGAAACTTGCTGAAGCGCTATCGGCGATGAAGCCGGAAAATTGA
>pFB2.3 (CP014778)
ATGACGAACGAAAATAACAGCTTACCTCTCAATCTTCAGGAAGTGGACAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGTACCAGTACTGTGCAG
CCGGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCAACCCTGAAATCAACCTCCAGGAGTAAGGCAAACCGTAAAAACGTCACAGATGCCACTGAGGAGCTC
GTACAGCTGTCCATCGCCAAAAGCGAAGGGTACACCGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTCGGGATCATTCG
CTCGATGTCTGAGTATGGGGTAAAAAGTGACACTCTGGAGCTGTCGTTCGTTGAATTCGTTAAGATGTGTGGATTTGACTCACGGCGCTCAAACAAGAAAATG
CGGGATCGCATCAGCAATTCCCTGTTTAAACTCGCCTCGGTTACCCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTGGAGATCAAGGCTGAACCCAAGCTCTTTGAGCTTTACCATATGGACAGGCGGGTCCTGCTTCGGCTGAAAGCCATTGACGCC
CTGCAGCGGAAGGAATCTGCCCAGGCGCTGTATACCTACATCGAGAGCCTTCCCCAGAATCCCGCACCTATCTCCATGAAACGTATGCGGGACCGGCTGAATCT
TACCTCAAATGTCTATACGCAGAACCACACGGTCCGAAAGGCTATGGAGCAACTTCGGGATATCGGCTATCTGGATTACACCGAGTTTAAACGTGGCCGGGCG
ACTTACTTTAGCGTTCATTATCGCAATCCCAAACTCATCAGCGGGACGGTGAAGGTACCGCGCAAGGAGGAAGAAGAGAAGGCGCCGGAGCAGAATTATGAC
GAAGTCATCAAGGCACTGAAGGCTGCAGGCATCGATCCGCAGAAACTTGCTGAAGCGCTATCGGCGATGAAGCCGGAAAATTGA
>p10057-catA (MN423364)
ATGACGAGCGAAAATAACAGCTTACCTCTCAATCTTCAGGAAGTGGACAAGACAACCGGCGAAGTTGTTAAGCTGGATGTCAACAGTACCAGTACTGTGCAG
CCGGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCAACCCTGAAATCAACCTCCAGGAGTAAGGCAAACCGTAAAAACGTCACAGATGCCACTGAGGAGCTC
GTACAGCTGTCCATCGCCAAAAGCGAAGGGTACACCGACGTTAAGATCACCGGTTCGCGTCTTGATATGGACACGGATTTTAAAGTCTGGCTCGGGATCATTCG
CTCGATGTCTGAGTATGGGGTAAAAAGTGACACTCTGGAACTGTCGTTCGTTGAATTCGTTAAGATGTGTGGATTTGACTCACGGCGCTCAAACAAGAAAATG
CGGGATCGCATCAGCAATTCCCTGTTTAAACTCGCCTCGGTTACCCTGAAGTTCCAGAGCGAGACCAAAGGATGGACCACCCATCTGGTGCAGTCAGCCTATTA
TGACATCAACGAGGATATCGTGGAGATCAAGGCTGAACCCAAGCTCTTTGAGCTTTACCATATGGACAGGCGGGTCCTGCTTCGGCTGAAAGCCATTGACGCC
CTGCAGCGGAAGGAATCTGCCCAGGCGCTGTATACCTACATCGAGAGCCTTCCCCAGAATCCCGCACCTATCTCCATGAAACGTATGCGGGACCGGCTGAATCT
TACCTCAAATGTCTATACGCAGAACCACACGGTCCGAAAGGCTATGGAGCAACTTCGGGATATCGGCTATCTGGATTACACCGAGTTTAAACGTGGCCGGGCG



ACTTACTTTAGCGTTCATTATCGCAATCCCAAACTCATCAGCGGGACGGTGAAGGTACCGCGCAAGGAGGAAGAAGAGAAGGCGCCGGAGCAGAATTATGAC
GAAGTCATCAAGGCACTGAAGGCTGCAGGCATCGATCCGCAGAAACTTGCTGAAGCGCTATCGGCGATGAAGCCGGAAAATTGA
>pCP051549 (CP051549)
ATGATGAGCGAAAATAATACCTTACCTCTAAATTTGCAGGAGGTTGATAAGAGAACCGGTGAAGTTGTTAAGCTAGATGTTAACAGCACCAGTACCGTTCAACC
TGTTGCGCTCATGAGGCTTGGTCTCTTCGTTCCTACACTGAAATCGACAGGAAAGAGTAAGGCTAACTGTAAAAATGTCACAGATGCGACCGAGGAGCTTGTA
CAGCTGTCTATCGCGAAGAGCGAGGGGTATACCGATGTCAGGATCACAGGATCGCGTCTGGACATGGATACGGACTTTAAAGTCTGGCTTGGGATCATTCGCTC
CATGTCAGAGTATGGCGTAATAAAAGACACGCTAGAATTGTCTTTTGTTGAGTTCGTTAAAATGTGTGGTTTTGATTCGCGGCGTTCAAATAAGAAAATGCGCG
ACCGTATCAGCAACTCTCTGTTCAAACTGGCGACCGTTACGTTGAAGTTCCAGAGTGACACTAAAGGCTGGACTACACACTTGGTGCAGTCAGCTTACTATGAT
ATCAACGAAGATATCGTGGAGATCAAGGCAGAACCCAAACTCTTCGAGCTCTACCACATGGACCGGCGGGTACTGCTGCGGTTGAAGGCAATCGACGCCCTG
CAGCGTAAAGAGTCTGCTCAAGCCTTGTATACCTACATCGAAAGCCTGCCTCAGAACCCGGCGCCAATCTCAATGAAACGTATGCGGGACCGGTTGAACCTCA
CCTCAAACGTGTACACGCAGAACCATACCGTTCGCAAAGCAATGGAGCAGTTGCGAGATATCGGGTATCTGGATTACACCGAATTCAAACGCGGACGGGCAAC
CTATTTCAGCGTGCATTATCGCAACCCGAAATTAATTAGCAGTACCGTGAAGTCGCCTCGCAAAGAGGTAGAGGAGCAGTCTCCCGAGCAGAACTATGATGAG
GTCATTAAGGCTTTGAAAGCCGCGGGTATCGATCCTCAAAAGCTGGCCGAAGCGCTCACCAGTATTAAGCCAGAAAATTGA
>pAF18_1 (CP025983)
ATGACGAGCGAAAATAATACCTTACCTCTAAATTTGCAGGAGGTTGATAAGAAAACCGGTGAAGTTGTTAAGCTAGATGTTAACAGCACCAGTACCGTTCAAC
CTGTTGCGCTCATGAGGCTTGGTCTCTTCGTTCCTACGCTGAAATCGACAGGAAAGAGTAAGGCTAACTGTAAAAATGTCACAGATGCGTCCGAGGAGCTTGT
ACAGCTGTCTATCGCGAAGAGCGAGGGGTACACCGATGTCAGGATCACAGGATCGCGTCTGGACATGGATACGGACTTTAAAGTCTGGCTTGGGATCATTCGC
TCCATGTCAGAGTATGGCGTAAAAAAAGACACGCTGGAATTGTCTTTTGTTGAGTTCGTTAAAATGTGTGGTTTTGATTCGCGGCGTTCAAATAAGAAAATGCG
CGACCGTATCAGCAACTCTCTGTTCAAACTGGCGACCGTTACGTTGAAGTTCCAGAGTGACACTAAAGGCTGGACTACACACTTGGTGCAGTCAGCTTACTAT
GATATCAACGAAGATATCGTGGAGATCAAGGCAGAACCCAAACTCTTCGAGCTCTACCACATGGACCGGCGGGTACTGCTGCGGTTGAAGGCAATCGACGCCC
TGCAGCGTAAAGAGTCTGCTCAAGCCTTGTATACCTACATCGAAAGCCTGCCTCAGAACCCGGCGCCAATCTCAATGAAACGTATGCGGGACCGGTTGAACCT
CACCTCAAACGTGTACACGCAGAACCATACCGTTCGCAAAGCAATGGAGCAGTTGCGAAATATCGGGTATCTGGATTACACCGAATTCAAACGCGGACGGGCA
ACCTATTTCAGCGTGCATTATCGCAACCCGAAATTAATTAGCAGTACCGTGAAGTCGCCTCGCAAAGAGGTAGAGGAGCAGTCTCCCGAGCAGAACTATGATG
AGGTCATTAAGGCTTTGAAAGCCGCGGGTATCGATCCGCAAAAGCTGGCCGAAGCGCTCACCAGTATTAAGCCAGAAAATTGA
>p1_090001 (CP036176)
ATGACGAGCGAAAATAATAGCTTACCTCTGAATCTGCAGGAGGTTGATAAGAAAACCGGTGAAGTTGTTAAGCTGGATGTCAACAGCACCAGTACCGTTCAAC



CCGTTGCGCTCATGAGGCTTGGTCTCTTTGTTCCTACGCTGAAATCGACAGGAAGGAGTAAGGCTAACCGTAAAAACGTCACAGATGCGACTGAGGAGCTTGT
ACAGCTGTCTATCGCGAAGAGTGAAGGGTACACCGACGTCAGGATCACAGGATCGCGTCTGGACATGGACACGGACTTTAAAGTCTGGCTTGGGATCATTCGC
TCCATGTCAGAGTATGGCGTAAAAAAAGACACGCTAGAATTGTCTTTTGTTGAGTTCGTTAAGATGTGTGGTTTCGATTCGCGGCGTTCAAACAAAAAAATGCG
CGACCGTATCAGCAACTCCCTGTTCAAACTGGCGACCGTCACGTTGAAGTTCCAGAATGACACCAAGGGCTGGACCACACACCTGGTGCAGTCGGCTTACTAT
GATATCAACGAAGATATCGTGGAAATCAAGGCCGAGCCCAAACTCTTCGAGCTCTACCACATGGACCGGCGGGTGCTGCTGCGGTTGAAGGCGATCGACGCCC
TGCAGCGTAAAGAGTCTGCTCAAGCCCTGTATACCTACATCGAAAGCCTGCCTCAGAACCTGGCGCCAATCTCCATGAAACGTATGCGCGATCGGCTGAATCTT
ACCTCAAACGTGTACACGCAGAACCATACCGTTCGCAAAGCGATGGAGCAACTGCGGGATATTGGATATCTGGATTACACCGAATTCAAACGCGGACGGGCAG
CCTATTTCAGCGTGCATTATCGCAACCCGAAACTGATCAGCAGTACTGTGAAGTCGCCTCGCAAAGAGGAAGAGGCGCAGTCTCCTGAGCAGAACTATGATGA
GGTCATTAAGGCTTTGAAAGCCGCGGGTATCGATCCTCAGAAGCTGGCCGAAGCGCTCACCAGTATGAAGCCTGAAAATTGA
>pCP029140 (CP029140)
ATGACGAGTGAAAATAATGACTTACCTCTGAATCTGCTGGAGGTAGATAAAACAACTGGTGAGGTTGTTAAGCTGGATGTCAACAGCACCAGTACTGTTCAGC
CTGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCCACCCTCAAATCAACCAGTAAGAGTAAGGCGAACCGCAAAAACGTCACAGACGCGACTGAGGAGCTTG
TACAGCTGTCTATCGCTAAGAGTGAGGGGTATACCGACGTTAGGATCACTGGATCGCGTCTCGACATGGACACAGATTTCAAAGTCTGGCTTGGGATCGTTCGC
TCTATGTCAGAGTATGGCGTAAAAAAAGACACCCTGGAATTGTCTTTTGTAGAGTTCGTGAAGATGTGTGGCTTTGACTCGCGCCGTTCGAACAAGAAAATGC
GCGATCGTATCAGTAACTCCCTCTTCAAACTGGCGACCGTCACGCTGAAGTTCCAGAGTGAAACCAAGGGCTGGACTACACACCTGGTACAGTCGGCTTACTA
TGATATCAATGAAGATATCGTGGAGATCAAGGCTGAGCCTAAACTTTTCGAGCTCTATCATATGGACCGGCGGGTACTGCTGCGGTTGAAGGCAATCGATGCTC
TGCAACGTAAAGAGTCCGCGCAAGCCTTGTATACCTACATCGAAAGTTTACCTCAGAACCCGGCGCCAATCTCCATGAAACGTATGCGGGACCGGCTGAATCTT
ACCTCAAATGTCTATACGCAGAACCACACCGTTCGTAAGGCAATGGAGCAGTTGCGGGATATCGGTTATCTGGACTACACGGAGTTCAAGCGCGGCCGTGCAA
CCTATTTCAGTGTGCATTATCGCAATCCTAAGCTCATCAGTAGCAACGTAAAAGTGCCGCGTAAAGAGGAAGAAGAGAAGGCACCTGAGCAAAACTACGATGA
GGTCATAAAAGCGCTGAAAGCTGCGGGGATTGATCCACAGAAGCTTGCCGAAGCCCTGTCGGCGATGAAACCAGAAAATTGA
>pRHBSTW-00529_3 (CP056420)
ATGACGAGTGAAAATAATGACTTACCTCTGAATCTGCTGGAGGTAGATAAAACAACTGGTGAGGTTGTTAAGCTGGATGTCAACAGCACCAGTACTGTTCAGC
CTGTAGCGCTCATGAGGCTCGGTCTCTTCGTTCCCACCCTCAAATCAACCAGTAAGAGTAAGGCGAACCGCAAAAACGTCACAGACGCGACTGAGGAGCTTG
TACAGCTGTCTATCGCTAAGAGTGAGGGGTATACCGACGTTAGGATCACTGGATCGCGTCTCGACATGGACACAGATTTCAAAGTCTGGCTTGGGATCGTTCGC
TCTATGTCAGAGTATGGCGTAAAAAAAGACACCCTGGAATTGTCTTTTGTAGAGTTCGTGAAGATGTGTGGCTTTGACTCGCGCCGTTCGAACAAGAAAATGC
GCGATCGTATCAGTAACTCCCTCTTCAAACTGGCGACCGTCACGCTGAAGTTCCAGAGTGAAACCAAGGGCTGGACTACACACCTGGTACAGTCGGCTTACTA



TGATATCAATGAAGATATCGTGGAGATCAAGGCTGAGCCTAAACTTTTCGAGCTCTATCATATGGACCGGCGGGTACTGCTGCGGTTGAAGGCAATCGATGCTC
TGCAACGTAAAGAGTCCGCGCAAGCCTTGTATACCTACATCGAAAGTTTACCTCAGAACCCGGCGCCAATCTCCATGAAACGTATGCGGGACCGGCTGAATCTT
ACCTCAAATGTCTATACGCAGAACCACACCGTTCGTAAGGCAATGGAGCAGTTGCGGGATATCGGTTATCTGGACTACACGGAGTTCAAGCGCGGCCGTGCAA
CCTATTTCAGTGTGCATTATCGCAATCCTAAGCTCATCAGTAGCAACGTAAAAGTGCCGCGTAAAGAGGAAGAAGAGAAGGCACCTGAGCAAAACTACGATGA
GGTCATAAAAGCGCTGAAAGCTGCGGGGATTGATCCACAGAAGCTTGCCGAAGCCCTGTCGGCGATGAAACCAGAAAATTGA
>pN55391 (CP016411)
ATGACGAGTGAAAATAATAAGTTACCTCTGAATCTGCAGGAAGTGGATAAGACAACTGGTGAAGTTGTTAAGTTGGATGTCAACAGTACAAGTACCGTGCAGC
CAGTAGCCCTCATGCGACTCGGGCTGTTCGTTCCCACGTTGAAATCGACAGGGAAGAGCAAGGCGAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTT
GTACAGCTGTCTATCGCCAAGAGTGAAGGGTATACGGATGTTAGGATCACAGGATCGCGTCTTGACATGGATACAGACTTTAAGGTCTGGCTCGGGATCATTCG
TTCCATGTCAGAGTATGGTGTAAAAAAGGACACTCTGGAACTGTCCTTTGTTGAGTTTGTTAAAATGTGTGGTTTTGATTCCCGGCGTTCCAACAAGAAAATGC
GCGATCGCATCAGTAATTCCTTATTCAAACTGGCTTCGGTGACGTTGCAGTTCCAGAGTGAAACCAAAGGCTGGACAACCCATCTTGTTCAGTCGGCATTCTAT
GACATTAACGAAGATATTGTTGAGATTAAGGCGGAGCCTAAGCTGTTCGAGCTGTATCATATGGACAGAAGAGTTCTTCTTCGTCTGAAGGCTATTGATGCACT
CCAGAGAAAAGAATCTGCACAAGCGCTGTATACCTACATAGAGAGTCTTCCGCAGAATCCGGCACCTATCTCAATGAAGCGTATGCGGGACAGACTGAACCTC
ACATCCAATGTCTATACGCAGAACCACACGGTCCGTAAGGCGATGGAGCAACTCAGGGATATCGGTTATCTGGACTACACAGAATTTAAGCGCGGACGAGCAA
CCTACTTCAGCGTTCATTATCGCAATCCTAAGCTCATCAGCAGTACTGTTAAAACACCGCGAAAGGACAAAGTGGAAAAGGAACCGGAGCAGAATTACGATGA
AGTAATCAAGGCCCTGGAAGCTGCCGGTATTGATCCTAAAAAACTAGCTGAAGCTCTCACCAGTATGAACCCCAAACATTGA
>pAUSMDU00010532_01 (CP045959)
ATGACGAGTGAACATAATAAGTTACCTCTGAATCTGCAGGAAGTGGATAAGACAACTGGTGAAGTTGTTAAGTTGGATGTCAACAGTACAAGTACCGTGCAGC
CAGTAGCCCTCATGCGACTTGGGCTGTTCGTTCCCACGTTGAAATCGACAGGGAAGAGCAAGGCGAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTTA
TACAGCTGTCTATCGCCAAGAGTGAAGGGTATACGGATGTTAGGATCACAGGATCGCGTCTTGACATGGATACGGACTTTAAGGTCTGGCTCGGGATCATTCGT
TCCATGTCAGAGTATGGTGTAAAAAAGGACACTCTGGAACTGTCCTTTGTTGAGTTCGTTAAGATGTGTGGTTTTGATTCCCGGCGTTCCAACAAGAAAATGCG
CGATCGCATCAGTAATTCCTTATTCAAGTTGGCTTCGGTGACGTTGCAGTTCCAGAGTGAAACCAAAGGCTGGACAACCCATCTTGTTCAGTCGGCATTCTATG
ACATTAACGAAGATATTGTTGAGATTAAGGCGGAGCCTAAGCTGTTCGAGCTGTATCATATGGACAGAAGAGTTCTTCTTCGTCTGAAGGCTATTGATGCACTCC
AGAGAAAAGAATCTGCACAGGCGCTGTATACCTACATAGAGAGTCTTCCGCAGAATCCGGCACCTATATCAATGAAGCGTATGCGGGACAGACTGAACCTCAC
ATCCAATGTCTATACGCAGAACCACACGGTCCGTAAGGCGATGGAGCAACTCAGAGATATCGGTTATCTGGACTACACAGAATTTAAGCGCGGACGAGCAACC
TACTTCAGCGTTCATTATCGCAATCCTAAGCTCATCAGCAGTACTGTTAAAACACCGCGAAAGGACAAAGTGGAAAAGGAACCGGAGCAGAATTACGATGAA



GTAATCAAGGCTCTGGAAGCTGCCGGTATTGATCCTAAAAAACTAGCTGAAGCTCTCACCAGTATTAACCCCAAACATTGA
>pCP022140 (CP022140)
ATGACGAGTGAAAATAATAAGTTACCTCTGAATCTGCAGGAAGTGGATAAGACAACTGGTGAAGTTGTTAAGTTGGATGTCAACAGTACAAGTACCGTGCAGC
CAGTAGCCCTCATGCGACTCGGACTGTTCGTTCCCACGTTGAAATCGACAGGGAAGAGCAAGGCGAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTT
GTACAGCTGTCTATCGCCAAGAGTGAAGGGTATACGGATGTTAGGATCACAGGATCGCGTCTTGACATGGATACGGACTTTAAGGTCTGGCTCGGGATCATTCG
TTCCATGTCAGAGTATGGTGTCAAAAAGGACACTCTGGAACTGTCCTTTGTTGAGTTCGTTAAGATGTGTGGTTTCGATTCCCGGCGTTCCAACAAGAAAATGC
GCGATCGCATCAGTAATTCCTTATTCAAGCTGGCTTCGGTGACGTTGCAGTTCCAGAGTGAAACCAAAGGCTGGACAACCCATCTTGTTCAGTCGGCATTCTAT
GACATTAACGAAGATATTGTTGAGATTAAGGCGGAGCCTAAGCTGTTCGAGCTGTATCATATGGACAGAAGAGTTCTTCTTCGTCTGAAGGCTATTGATGCACT
CCAGAGAAAAGAATCTGCGCAGGCGCTGTATACCTACATAGAGAGCCTTCCGCAGAATCCGGCACCTATCTCGATGAAGCGTATGCGGGACAGACTGAACCTT
ACATCTAATGTCTATACGCAGAACCACACGGTCCGTAAGGCGATGGAGCAGCTCAGGGATATCGGTTATCTGGACTACACCGAATTTAAGCGCGGACGAGCAA
CCTACTTCAGCGTTCATTATCGCAATCCTAAGCTCATCAGCAGTACTGTTAAAACACCGAGAAAGGACAAAGTGGAAAAGGAACCGGAGCAGAATTACGATGA
AGTAATCAAGGCCCTGGAAGCTGTCGGTATTGATCCTAAAAAACTTGCTGAAGCTCTCACCAGTATGAACCCCAAACATTGA
>pC52_001 (CP042546)
ATGGCGAGTGAAAATAATAAGTTACCTCTGAATCTGCAGGAAGTTGATAAATCAACCGGAGAAGTTGTCAACCTGGATGTCAACAGCACCAGTACCGTACAGC
CTGTAGCCCTCATGCGTCTTGGTCTGTTCGTTCCTACGCTGAAATCGACAGGAAAGAGTAAGGCCAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTCG
TACAGCTCTCTATTGCCAAGAGTGAAGGGTATACGGATATCAAAATCACAGGATCACGCCTGGATATGGATACTGACTTCAAAGTCTGGCTGGGGATCATTCGAT
CCATGTCTGAGTATGGCGTAAAAAAAGACTCACTGGAACTTTCGTTCGTTGAGTTCGTCAAGATGTGCGGATTTGACTCCCGACGCTCTAATAAAAAAATGCGT
GACCGCATCAGCAACTCGCTGTTCAAGCTCGCGTCGGTGACCCTGAAGTTTCAGAGCGAGACAAAAGGCTGGACGACGCACCTTGTGCAGTCCGCCTACTAT
GACATTAACGAAGATATCATTGAGATAAAGGCTGAACCCAAGCTCTTTGAGCTGTATCACATGGACAGAAGGGTGCTACTGCGTCTGAAGGCCATTGATGCCCT
CCAGAGAAAAGAATCCGCTCAGGCGCTTTATACATACATTGAGAGCCTGCCGCAGAACCCGGTCCCTATCTCCATGAAGCGTATGCGGGACAGGCTGAACCTG
ACATCAAACGTCTACACGCAGAACCATACTGTCCGTAAAGCGATGGAACAACTCAAGGATATCGGGTATCTGGATTACACGGAATTCAAACGCGGACGTTCAA
CTTATTTCAGCGTTCATTACCGTAATCCGAAGCTAATCAGCAGCTCTGGCAAGGCGGTTCCCAGGGATGAGGATGAGAAAAAACCTGAACAGAACTACGACGA
AGTCATTAAGGCCCTGAAAGCGGCCGGGATCGATCCACAAAAGCTGGCCGAAGCCCTCACAAACATGAAACCAGAAAATTGA
>pCP026049 (CP026049)
ATGGCGAGTGAAAATAATAAGTTACCTCTGAATCTGCAGGAAGTTGATAAATCAACCGGAGAAGTTGTCAACCTGGATGTCAACAGCACCAGTACCGTACAGC
CTGTAGCCCTCATGCGTCTTGGTCTGTTCGTTCCTACGCTGAAATCGACAGGAAAGAGTAAGGCCAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTCG



TACAGCTCTCTATTGCCAAGAGTGAAGGGTATACGGATATCAAAATCACAGGATCACGCCTGGATATGGATACTGACTTCAAAGTCTGGCTGGGGATCATTCGAT
CCATGTCTGAGTATGGCGTAAAAAAAGACTCACTGGAACTTTCGTTCGTTGAGTTCGTCAAGATGTGCGGATTTGACTCCCGACGCTCTAATAAAAAAATGCGT
GACCGCATCAGCAACTCGCTGTTCAAGCTCGCGTCGGTGACCCTGAAGTTTCAGAGCGAGACAAAAGGCTGGACGACGCACCTTGTGCAGTCCGCCTACTAT
GACATTAACGAAGATATCATTGAGATAAAGGCTGAACCCAAGCTCTTTGAGCTGTATCACATGGACAGAAGGGTGCTACTGCGTCTGAAGGCCATTGATGCCCT
CCAGAGAAAAGAATCCGCTCAGGCGCTTTATACATACATTGAGAGCCTGCCGCAGAACCCGGTCCCTATCTCCATGAAGCGTATGCGGGACAGGCTGAACCTG
ACATCAAACGTCTACACGCAGAACCATACTGTCCGTAAAGCGATGGAACAACTCAAGGATATCGGGTATCTGGATTACACGGAATTCAAACGCGGACGTTCAA
CTTATTTCAGCGTTCATTACCGTAATCCGAAGCTAATCAGCAGCTCTGGCAAGGCGGTTCCCAGGGATGAGGATGAGAAAAAACCTGAACAGAACTACGACGA
AGTCATTAAGGCCCTGAAAGCGGCCGGGATCGATCCACAAAAGCTGGCCGAAGCCCTCACAAACATGAAACCAGAAAATTGA
>pKOXM1A (CP008842)
ATGGCGAGTGAAAATAATAAGTTACCTCTGAATCTGCAGGAAGTTGATAAATCAACCGGAGAAGTTGTCAACCTGGATGTCAACAGCACCAGTACCGTACAGC
CTGTAGCCCTCATGCGTCTTGGTCTGTTCGTTCCTACGCTGAAATCGACAGGAAAGAGTAAGGCCAACCGTAAAAACGTCACAGACGCGACTGAGGAGCTCG
TACAGCTCTCTATTGCCAAGAGTGAAGGGTATACGGATATCAAAATCACAGGATCACGCCTGGATATGGATACTGACTTCAAAGTCTGGCTGGGGATCATTCGAT
CCATGTCTGAGTATGGCGTAAAAAAAGACTCACTGGAACTTTCGTTCGTTGAGTTCGTCAAGATGTGCGGATTTGACTCCCGACGCTCTAATAAAAAAATGCGT
GACCGCATCAGCAACTCGCTGTTCAAGCTCGCGTCGGTGACCCTGAAGTTTCAGAGCGAGACAAAAGGCTGGACGACGCACCTTGTGCAGTCCGCCTACTAT
GACATTAACGAAGATATCATTGAGATAAAGGCTGAACCCAAGCTCTTTGAGCTGTATCACATGGACAGAAGGGTGCTACTGCGTCTGAAGGCCATTGATGCCCT
CCAGAGAAAAGAATCCGCTCAGGCGCTTTATACATACATTGAGAGCCTGCCGCAGAACCCGGTCCCTATCTCCATGAAGCGTATGCGGGACAGGCTGAACCTG
ACATCAAACGTCTACACGCAGAACCATACTGTCCGTAAAGCGATGGAACAACTCAAGGATATCGGGTATCTGGATTACACGGAATTCAAACGCGGACGTTCAA
CTTATTTCAGCGTTCATTACCGTAATCCGAAGCTAATCAGCAGCTCTGGCAAGGCGGTTCCCAGGGATGAGGATGAGAAAAAACCTGAACAGAACTACGACGA
AGTCATTAAGGCCCTGAAAGCGGCCGGGATCGATCCACAAAAGCTGGCCGAAGCCCTCACAAACATGAAACCAGAAAATTGA
>pENT-1ac (CP017991)
ATGGCTAAGGAAAATAATGAGTTACCTCTGAATCTTGAGGAGGTGAACAAAACAACAGGTGAAGTTGTTAAGCTGGATGTTAACAGCGCCAGTACTGTTCAGC
CTGTTGCGCTCATGAGGCTTGGTCTCTTCGTTCCTACGTTAAAATCGACGTCCAGGAGCAAGACTAACCGCAAAAACGTCACTGATGCGACTGAGGAGCTCGT
ACAGCTCTCTATTGCCAAAAGTGAAGGGTATACCGATGTCAGGATCACAGGATCGCGTCTTGACATGGATACGGACTTCAAAGTCTGGCTTGGGATCATTCGTT
CGATGTCTGAGTGTGGCGTCAAAAATGACACACTTGAATTATCCTTTGTCGAATTCGTGAAGATGTGTGGTTTCGATTCCCGCCGCTCAAACCAGAAAATGCGT
GACCGTATCAGCAATTCACTGTTTAAACTTGCGTCAGTAACCCTCAAATTTCAGAGCGAGACGAAAGGGTGGACAACACACCTGGTACAGTCCGCTTATTACG
ACATCACCGAGGATGTTGTTGAGATCAAGGCGGAACCTAAACTCTTCGAATTGTATCACATGGACAGGCGGGTTCTGTTGCGACTGAAAGCCATCGATGCCCT



GCAGCGCAAGGAGTCTGCTCAGGCACTCTACACCTACATTGAAAGCCTCCCACAGAATCCCGCTCCTATTTCCATGAAACGCATGCGGGACAGACTGAACCTG
ACGTCAAACGTCTATACGCAGAATCACACGGTTCGCAAAGCCATGATGCAGTTGAAGGATATCGGTTATCTGGATTACACCGAATTCAAACGTGGGCGCTCCAC
ATACTTCAGTGTGCATTATCGCAATTCAAAACTTATCAGCAGCACGGTGAAAGTTCCGCGCAAGCCAGAAGAAGAAATACCTGAACAGAATTACGATGAAGTG
ATTAACGCCCTGAAAGCTGCTGGAATTGATCCGCAGAAACTGGCAAAAGCCCTCGCCAGCGTCAAGCCCGATAATGACTGA
>pSTN0717-53-2 DNA (AP022500)
ATGGCTAAGGAAAATAATGAGTTACCTCTGAATCTTGAGGAGGTGAACAAAACAACAGGTGAAGTTGTTAAGCTGGATGTTAACAGCGCCAGTACTGTTCAGC
CTGTTGCGCTCATGAGGCTTGGTCTCTTCGTTCCTACGTTAAAATCGACGTCCAGGAGCAAGACTAACCGCAAAAACGTCACTGATGCGACTGAGGAGCTCGT
ACAGCTCTCTATTGCCAAAAGTGAAGGGTATACCGATGTCAGGATCACAGGATCGCGTCTTGACATGGATACGGACTTCAAAGTCTGGCTTGGGATCATTCGTT
CGATGTCTGAGTGTGGCGTCAAAAATGACACACTTGAATTATCCTTTGTCGAATTCGTGAAGATGTGTGGTTTCGATTCCCGCCGCTCAAACCAGAAAATGCGT
GACCGGATCAGCAATTCACTGTTTAAACTTGCGTCAGTAACCCTCAAATTTCAGAGCGAGACGAAAGGGTGGACAACACACCTGGTACAGTCCGCTTATTACG
ACATCACCGAGGATGTTGTTGAGATCAAGGCGGAACCTAAACTCTTCGAATTGTATCACATGGACAGGCGGGTTCTGTTGCGACTGAAAGCCATCGATGCCCT
GCAGCGCAAGGAGTCTGCTCAGGCACTCTACACCTACATTGAAAGCCTCCCACAGAATCCCGCTCCTATTTCCATGAAACGCATGCGGGACAGACTGAACCTG
ACGTCAAACGTCTATACGCAGAATCACACGGTTCGCAAAGCCATGATGCAGTTGAAGGATATCGGTTATCTGGATTACACCGAATTCAAACGTGGGCGCTCCAC
ATACTTCAGTGTGCATTATCGCAATTCAAAACTTATCAGCAGCACGGTGAAAGTTCCGCGCAAGCCAGAAGAAGAAATACCTGAACAGAATTACGATGAAGTG
ATTAACGCCCTGAAAGCTGCTGGAATTGATCCGCAGAAACTGGCAAAAGCCCTCGCCAGCGTCAAGCCCGATAATGACTGA
>pENTAS01 (CP003027)
ATGGCTAAGGAAAATAATGAGTTACCTCTGAATCTTGAGGAGGTGAACAAAACAACAGGCGAAGTTGTTAAGCTGGATGTCAACAGCGCCAGTACCGTTCAG
CCTGTCGCGCTCATGAGGCTTGGTCTCTTCGTTCCTACGTTAAAATCAACATCCAGGAGCAAGACTAACCGCAAAAACGTCACAGATGCGACTGAGGAGCTCG
TACAGCTCTCTATTGCTAAAAGTGAAGGGTATACCGATGTCAGGATCACAGGATCGCGTCTTGATATGGATACGGACTTCAAAGTCTGGCTCGGGATCATTCGCT
CGATGTCTGAGTGCGGGGTGAAAAATGACACACTGGAGTTATCCTTTGTCGAATTCGTGAAGATGTGTGGTTTCGATTCCCGCCGTTCGAACAAGAAAATGCG
CGATCGAATCAGTAATTCACTGTTTAAACTGGCCTCAGTTACCCTCAAATTTCAGAGCGAGACGAAAGGGTGGACGACACACCTGGTACAGTCTGCCTATTAC
GACATAAACGAGGATGTTGTTGAGATCAAGGCTGAGCCTAAGCTCTTCGAGCTGTATCACATGGACAGGCGGGTGCTGTTGCGACTGAAAGCCATCGATGCCC
TGCAGCGCAAGGAGTCTGCTCAGGCACTCTACACCTACATTGAAAGCCTCCCACAGAATCCTGCGCCTATTTCCATGAAACGCATGCGGGACAGGCTGAATCT
GACGTCAAACGTCTATACGCAGAATCACACGGTTCGCAAAGCCATGACACAGCTGAAGGATATCGGTTATCTGGATTACACCGAGTTCAAGCGTGGCCGCTCC
ACATACTTCAGTGTGCATTATCGTAATTCAAAACTTATCAGTAGTACGGTGAAAGTTCCGCGCAAGACTGAAGAGGAAACGCCGGAACAGAATTACGATGAGG
TGATTAACGCCCTGAAAGCCGCGGGTATTGATCCCCAGAAACTGGCAAAGGCCCTCGCCAGTGTCAAACCAGATAATGACTGA



>pECLA (CP001919)
ATGGCTATGGAAAATAATGAGTTACCCCTGAATCTTCAGGAGGTCAATAAGACAACGGGTGAAGTTGTTAAGCTGGATGTCAACAGCGCCAGTACTGTTCAGC
CTGTTGCGCTCATGAGGCTTGGTCTGTTCGTTCCTACCCTCAAATCGACCTCTAGGAGTAAGACGAACCGCAAAAACGTCACGGATGCGACTGAGGAGCTCGT
ACAGCTGTCCATTGCCCGGAGTGAAGGGTATACCGATGTCAGGATCACCGGATCGCGCCTCGATATGGATACGGACTTCAAAGTCTGGCTTGGAATCATCCGTT
CAATGTATGATTTTGGCGTTAAGGATGACACGCTCAAGCTGTCTTTTGTTGAGTTTGTTAAAATGTGTGGCTTTGACTCCCGGCGCTCTAACAAGAAAATGCGT
GACAGGATAAGCAACTCCCTGTTCAAGCTGGCATCCGTAACCCTCAAGTTTCAGAGTGAAACGAAAGGGTGGACTACGCACCTGGTTCAGTCTGCCTATTACG
ACATCACTGCCGATGTCGTGGAGATCAGGGCAGAGCCCAAGCTCTTTGAGCTTTATCAGATGGACAGGCGGGTCCTGTTGCGTCTGAAAGCCATTGATGCCCT
GCAGCGCAAGGAGTCCGCACAGGCACTCTATACCTACATTGAAAGTCTGCCACAGAATCCGGCCCCCATCTCCATGAAGCGTATGCGAGACAGACTCAACCTG
ACGTCTAACCTCTACACGCAGAACCACACGGTGCGCAAAGCCATGGCGCAGCTGAAGGATATCGGCTATCTGGATTACACCGAATTCAAACGCGGCCGGGCCA
CCTACTTCAGCGTGCATTACCGTAATCCGAAACTCATCAGTAGCAAGGTCGTTGTTCCCCGTGAGCCGGAAGAGGAAGTACCTGAGCAGAACTATGACGAAGT
TATTAAAGCCCTGAAGGCTGCAGGTATTGATCCTCAGAAACTAGCAAAAGCGCTCGCCAGCGTGAAACCGGGAAATGACTGA
>pCP043854 (CP043854)
ATGGCTATGGAAAATAATGAGTTACCCCTGAATCTTCAGGAGGTCAACAAGACAACGGGCGAAGTTGTTAAGCTGGATGTCAACAGCGCCAGTACTGTTCAGC
CTGTTGCGCTCATGAGGCTTGGTTTGTTCGTTCCTACCCTGAAATCAACCTCCAGGAGTAAGACGAACCGCAAAAACGTCACGGATGCGACTGAGGAGCTCGT
ACAGCTGTCCATTGCCCGGAGTGAAGGGTATACCGATGTCAGGATCACCGGATCGCGCCTCGATATGGATACGGACTTCAAAGTCTGGCTTGGGATCATCCGTT
CAATGTATGATTTTGGCGTCAAGGACGACACGCTCAAGCTGTCTTTTGTTGAGTTCGTTAAAATGTGTGGTTTTGACTCCCGGCGCTCTAACAAGAAAATGCGC
GACAGGATCAGCAACTCCCTGTTCAAGCTGGCATCCGTAACCCTCAAGTTTCAGAGTGAAACGAAAGGGTGGACTACGCACTTGGTTCAGTCAGCCTATTACG
ACATCACTGCCGATGTTGTGGAGATCAGGGCAGAGCCCAAGCTCTTTGAGCTTTATCAAATGGACAGGCGGGTCCTGTTGCGTCTGAAGGCCATCGATGCCCT
GCAGCGCAAGGAATCCGCACAGGCACTCTATACCTACATCGAAAGCCTGCCACAGAATCCGGCCCCTATCTCCATGAAGCGTATGCGAGACAGACTCAACCTA
ACATCTAACCTCTACACGCAGAACCACACGGTGCGCAAAGCCATGGCGCAGCTGAAGGATATCGGCTATCTGGATTACACTGAATTCAAACGCGGCCGGGCCA
CCTACTTCAGCGTGCATTACCGTAATCCTAAACTCATTAGTAGCAAGGTCGTTGTTCCCCGTGAGCCGGAAGAGGAAGTACCTGAGCAGAACTATGACGAAGT
GATTAAAGCCCTGAAGGCTGCAGGTATTGATCCTCAGAAACTGGCAAAAGCGCTCGCCAGCGTGAAACCGGAAAATGACTGA
>pLS999207 (LS999207)
ATGGCTATGGAAAATAATGAGTTACCCCTGAATCTTCAGGAGGTCAACAAGACAACGGGCGAAGTTGTTAAGCTGGATGTCAACAGCGCCAGTACTGTTCAGC
CTGTTGCACTCATGAGGCTTGGTCTGTTCGTTCCTACACTGAAATCGACTTCCAGGAGTAAGGCGAACCGCAAAAACGTCACGGATGCGACTGAGGAGCTCGT
ACAGTTGTCCATTGCCCGGAGTGAAGGGTATACCGATGTCAGGATCACCGGATCGCGCCTCGATATGGATACGGACTTCAAAGTCTGGCTTGGGATCATTCGTT



CAATGTATGATTTTGGCGTCAAGGATGACACGCTCAAACTGTCTTTTGTTGAGTTCGTTAAAATGTGTGGCTTTGACTCCCGGCGCTCTAACAAGAAAATGCGC
GACAGGATCAGCAACTCCCTGTTCAAGCTGGCATCCGTAACCCTCAAGTTTCAGAGTGAAACGAAAGGGTGGACTACGCACCTAGTTCAGTCTGCCTATTACG
ACATCACTGCTGATGTTGTGGAGATCAGGGCAGAGCCCAAGCTTTTTGAGCTTTATCAGATGGACAGGCGGGTCCTGTTGCGTCTGAAGGCCATCGATGCACT
GCAGCGCAAGGAGTCCGCACAGGCACTCTATACCTACATCGAAAGCCTGCCACAGAATCCGGCCCCAATCTCCTTGAAGCGTATGCGAGACAGACTCAACCT
GACGTCTAACCTCTACACGCAGAACCACACGGTGCGCAAAGCCATGGCGCAGTTGAAGGATATCGGCTATCTGGATTACACCGAATTCAAACGCGGCCGGGCC
ACCTACTTCAGCGTGCATTATCGTAATCCGAAACTCATCAGTAGCAAGGTCGTTGTTCCCCGTGAGCCGGAAGAGGAAGTACCTGAGCAGAACTATGACGAAG
TGATTAAAGCCCTGAAGGCTGCAGGTATTGATCCACAGAAACTGGCAAAAGCGCTCGGCAGCGTGAAGCCGGAAAATGACTGA
>pRHBSTW-00938_2 (CP055905)
ATGACCTATGAAAATAACAAGTTACCTCTCAATCTTGAGGAAGTAGATAAATCTACTGGTGAAGTTGTTAAACTCGATGTCAACAGTACAAGTACCGTTCAGCC
GGTAGCGTTAATGAGACTGGGTCTCTTTGTTCCAACGTTGAAATCTACGGGAAGGAGCAAAGCTAACCGTAAAAACGTTACAGACGCGACTGAGGAGCTTATA
CAGCTATCGATTGCCAGGAGCGAAGGCTATACAGACGTTAAGATTACAGGATCCCGTTTAGACATGGATACTGATTTTAAGGTATGGCTTGGCATCATTAGATCG
ATGTCTGAGTATGGCGTCAAGAAAGATACTTTAGAGCTTTCATTCGTTGAGTTCGTCAAGATGTGCGGATTCAATTCAAGGCGCTCTAATCAGAAAATGCGTGA
TCGAATCAGTAATTCACTCTTCAAACTTGCTTCGGTGACACTTAAATTTCAAAGTGAAACAAAAGGATGGACTACCCACCTTGTTCAGTCTGCTTTTTATGACAT
CACTGAAGACGTCATAGAAATTAAAGCCGAGCCAAAGCTCTTTGAACTGTACCACATGGACCGACGCGTTCTGCTTCGTCTGAAGGCTATTGACGCACTTCAG
CGTAAAGAGTCTGCACAAGCGCTGTATACCTTCATCGAAAGTCTGCCACAAAACCCTGCACCTATCTCGATGAAACGCATGAGAGACCGGCTAAATCTCACAT
CTAACGTTTACACGCAAAACCATACTGTGCGAAAAGCGATGGAGCAACTGAAGGATATTGGCTATCTCGATTACTCGGAGTTTAAACGAGGTCGTTCTACTTAC
TTCAGTGTTCACTATCGCAATCCTAAGCTTATTAGCAGCTCCGGGAAGGTTAGCAAGGCGGTGGAAGAAGAATCTTGTGCCGAAACTGAACAGAATTATGAGG
ATGTGATCAAAGCATTGAAAATTGCAGGTATTGATCCTGCTAAGCTTGCTGATGTTCTGGCAAAAATGAAATCTGAAAATTGA
>pCP017663 (CP017663)
ATGGTTAAGAAATCCAAAACCTTACCGATGAATTTGGAAGAAACTAACAAATCGACAGGTGAGATCGTTTCACTGGATATTAACAGCTCCAGCACTGTTCAGC
CGGTGCCGCTTATGCGTCTCGGCCTGTTTGTTCCCACTCTAAAATCAACGAGTAAGAGCAAAAATAACCGTAAAAATATCACAGATGCCACTGAAGAACTTGTC
CAGTTGTCCATTGCCAAGAGCGAAGGTTATACCGACGTGAAAATTACAGGGTCACGTTTGGATATGGACACTGATTTTAAGGTGTGGCTGGGGATCGTTCGGTC
AATGGCAGAGTATGGGGTGCAAGGAAGCGCGCTTAAACTTACATTTGTCGAGTTCATTAAGATGTGTGGATTCGATAGCCGGCGCTCCAATCAGAAGATGCGA
GATCGTATCAGTAACTCCCTGTTTAAGCTGGCATCCGTCACACTCAAGTTCCAGAACGATACGAAAGGGTGGGTAACACACCTCGTAAAATCAGCCTCATATGA
TGTCGTAGAAAACGTTGTAGAGATTGAAGCTGAGCCTAAACTCTTCGAACTCTATGACATGGACAGGCGTGTGCTGCTTCGATTAAAAGCCATCGATGCACTG
CCACGCAAAGAATCAGCCCAGGCTCTCTACACCTTCATTGAGAGCCTGCCCCAGAACCACGCACCCATTTCCATGAAGCGTCTTCGTGACCGGCTTAACCTGA



CTTCAAGCGTTTACACGCAAAATCACACCGTTAGAAAGGCCATGGAGCAACTGAAAGAAATCGGGTACCTCGAATACACCGAAACTAAACGCGGAAACTCCA
CCTTCTTCGTCGTTCACTACCGCAATCCGAAGCTGATCCAGACTTCTAAGCTGCCTAAACAAAAGGTTGAAGAGCAGCCGCCGTCAGAAGAGAACTACGACG
AAGTCATTAAGGCTTTGAAAACTGCAGGTATAGATCCCGTCAAACTGGCAGAAGCTCTCGCTAAATCAAAACCCAAAAATTGA
>pEC881_2 (CP019027)
ATGTCCACAAAAAATAAAAAAGGTAAAAATAACAAAGAAGTAGAAGATAATCTCGACAACTTTGAAGAAGGTTCCCTTGAATTGTACACAGGGGAACTTGTC
CCTAATAGCAACAATACAGTCCAACCAATTGCGTTGATGCGGCTGGGGTTGTTCGTGCCTACGCTCAAGGGGACAAAATACAGCAAGCGTAACAAGCCAAATG
AGATCGATGCTTCAAAGGAGCTTGTTCAGCTCGAAGTAGCCCGTTCTGAAGGCTATTCCGATATCAAGATAACCGGTCCTCGTCTCGACATGGATCATGATTTC
AAAACGTGGGTGGGCGTTGTGCGTTCGCTGGCAGAATACGGCGAACCTAACGGTCGTGTCGAGTTAAGCATCACGAAATTTGCGAAGTTTTGTGGCTATCCAT
CGTCACAGATCCGCAAAACACTCCGCGACCGGCTTACAAACAGTCTTTTGAAGATCATGCGTACAACTCTGTCTTTCCAGAGAACGTATGAAGAAAAGAATGT
CGACGGCTCTAACAAGATCTCGCTTCTGATGGTGCACCTCATCAATAGCGTGGACTACAACGAGCAGAAAGATACGGTGGTGTTCTATGCAGAACCGAAGCTG
GCCGAACTATATCGCTTTGACCATAAGGTTCTTTTGCAGTTAAAGGTTATCAATAAGCTACCACGCAAAGAAACAGCACAGGCTCTGTACACCTTCATCGAAAG
TCTTCCAACCAAGCCTGCGCCGGTATCGCTTGCTCGATTACGTGCGCGACTCAATTTGAGTAGCAGGAATGTCAGCTCGCAGAATCAGACTATACGTAACGGCT
TAAAAGCTCTCCAAGATTTGGGCTATCTCGAATACAGCGAGATTAAGCGAGGGCGGTCGATCTATATCCAGATTCACAGCCGCAATCCAAAACTCAAAGTCGCA
CCGCCAAAACCTGAAGACATCGAACCCAAAAAACCAGATGAGAAAGCTGGGGAAATTGATGCCAAACAGAACATTATCAACAAGATAACCGAACTTTCGCAG
AATTTGACGCCTGAAAATATCAAGATGATTGAGATCCTTTCCAATAGTCTCAAACTGCTTTGA
>pRHB13-C13_2 (CP057834)
ATGTCCACAAAAAATAAAAAAGGTAAAAATAACAAAGAAGTAGAAGATAATCTCGACAACTTTGAAGAAGGTTCCCTTGAATTGTACACAGGGGAACTTGTC
CCTAATAGCAACAATACAGTCCAACCAATTGCGTTGATGCGGCTGGGATTGTTCGTGCCCACGCTCAAGGGGACAAAATACAGCAAGCGTAACAAGCCAAATG
AGATCGATGCTTCAAAGGAGCTTGTTCAGCTCGAAGTAGCCCGTTCTGAAGGCTATTCCGATATCAAGATAACCGGTCCTCGTCTCGACATGGATCATGATTTC
AAAACGTGGGTGGGCGTTGTGCGTTCGCTGGCAGAATACGGCGAACCTAACGGTCGTGTCGAGTTAAGCATCACGAAATTTGCGAAGTTTTGTGGCTATCCAT
CGTCACAGATCCGCAAAACACTCCGCGACCGGCTTACAAACAGTCTTTTGAAGATCATGCGTACAACTCTGTCTTTCCAGAGAACGTATGAAGAAAAGAACGT
CGACGGCTCTAACAAGATCTCGCTTCTGATGGTGCACCTCATCAATAGCGTGGACTACAACGAGCAGAAAGATACGGTGGTGTTCTATGCAGAACCGAAGCTG
GCCGAACTATATCGCTTTGACCATAAGGTTCTTTTGCAGTTAAAGGTTATCAATAAGCTACCACGCAAAGAAACAGCACAGGCTCTGTACACCTTCATCGAAAG
TCTTCCAACCAAGCCTGCGCCGGTGTCGCTTGCTCGATTGCGTGCGCGACTCAATTTGAGTAGCAGGAATGTCAGCTCGCAGAATCAGACTATACGCAACGGC
TTAAAAGCTCTCCAAGATTTGGGTTATCTCGAATACAGCGAGATTAAACGAGGGCGGTCGATCTATATCCAGATTCACAGCCGCAATCCAAAACTCAAAGTCGC
ACCGCCAAAACCTGAAGACATCGAACCCAAAAAACTAGATGAGAAAGCTGGGGAAATTGATGCCAAACAGAACATTATCAACAAGATAACCGAACTTTCGCA



GAATTTGACGCCTGAAAATATCAAGATGATTGAGATCCTTTCCAATAGTCTCAAACTGCTTTGA
>pECOH89 (HG530657)
ATGTCCACAAAAAATAAAAAAGGTAAAAATAACAAAGAAGTAGAAGATAACATCGACAACTTTGAAGAAGGTTCCCTTGAATTGTACACAGGGGAACTTGTC
CCTAATAGCAACAATACAGTCCAACCAATTGCGTTGATGCGACTGGGGTTGTTCGTCCCCACGCTTAAGGGAACAAAATACAGTAAACGTAACAAGCCAAATG
AGATCGATGCTTCAAAGGAGCTTGTCCAGCTCGAAGTAGCCCGTTCTGAAGGCTATTCCGATATCAAGATAACCGGTCCTCGTCTCGACATGGATCATGATTTC
AAAACGTGGGTGGGCGTTGTGCGTTCGCTGGCAGAATACGGCGAACCTAACGGTCGTGTCGAGTTAAGCATCACGAAATTTGCGAAGTTTTGTGGCTATCCAT
CGTCACAGATCCGCAAAACACTCCGCGACCGGCTTACAAACAGTCTTTTGAAGATCATGCGTACAACTCTGTCTTTCCAGAGAACGTATGAAGAAAAGAACGT
CGACGGCTCTAACAAGATCTCGCTTCTGATGGTGCACCTCATCAATAGCGTGGACTACAACGAGCAGAAAGATACGGTGGTGTTCTATGCAGAACCGAAGCTG
GCCGAACTATATCGCTTTGACCATAAGGTTCTTTTGCAGTTAAAGGTTATCAATAAGCTACCACGCAAAGAAACAGCACAGGCTCTGTACACCTTCATCGAAAG
TCTTCCAACCAAGCCTGCGCCGGTATCGCTTGCTCGATTGCGTGCGCGACTCAATTTGAGTAGCAGGAATGTCAGCTCGCAGAATCAGACTATACGTAACGGCT
TAAAAGCTCTCCAAGATTTGGGCTATCTCGAATACAGCGAGATTAAGCGTGGGCGGTCGATCTATATCCAGATTCACAGCCGCAATCCAAAACTCAAAGTCGCA
CCGCCAAAACCTGAAGACATCGAACCCAAAAAACCAGATGAGAAAGCTGGGGAAATTGATGCCAAACAGAACATTATCAACAAGATAACCGAACTTTCGCAG
AATTTGACGCCTGAAAATATCAAGATGATTGAGATCCTTTCCAATAGTCTCAAACTGCTTTGA
>pCFSAN004177P_01 (CP012496)
ATGTCCGGTAAAAGTAAAAAAACTTTAAAAAACATAGAAATAAGAGATAGCCTCTCCAACTTTGATGAAAATTCCGTTGAATTATATACAGGGAATCTTGTGCC
CAATAGTAACAACACTGTCCAGCCTATCGCCCTCATGAGGCTTGGGTTGTTTGTGCCGACATTAAAGGGGACAAAATTCAGCAAGCGTAACAGACCAAATGAG
ATCGACGCATCCAGAGAGCTTGTGCAGATGGAAGTCGCCCGTTCTGAGGGATACACCGACATTAAGATAACGGGCCCACGCCTGGATATGGATCATGATTTCAA
AACGTGGGTGGGTGTGGTGCGCTCGCTGGCCGAATACGGCGAATCAAACGGGCGTGTTGAGTTAAGCATCACCAAATTCGCTAAGTTCTGCGGATACCCGTCG
TCGCAAATTAGGAAAACACTTCGCGACCGGCTTACAAACAGCCTTTTGAAAATTATGCGTACCACATTGTCCTTCCAGCGGACTTATGAAGAAAAGAACGTAG
ACGGCTCAAACAAGATATCGCTTCTGATGGTACACCTCATCAATAGTGTGGACTACAACGAGCAGAAAGACACTGTGGTGTTCTATGCGGAACCTAAGCTCGC
GGAACTCTATCGTTTCGACCATAAGGTTCTTCTGCAACTAAAGGTTATCAATAAGCTACCTCGTAAAGAAACTGCACAGGCTCTGTATACGTTTATTGAAAGCCT
TCCACCAAACCCAGCACCAGTATCTCTTGCACGTTTACGGGCGCGACTTAACCTGAGCAGCAGAAACGTTAGTTCGCAGAATCAGACTATACGTAATGGTCTTA
AATCACTTAAAGAACTGGGCTATCTCGACTACAGCGAGCTTAAGCGCGGGCGCTCTGTCTACATTCAGATCCATAATCGAAATCCAAAACTGAAAGCTTCCTCG
CCTAAAATCAAAAACGATGTTATCGAAGAAGCGAGTAAACAAGAACAGAAGGATGGAAAAGTTGATGCGAAGCAGAATCTTATCAATAAGATAACTGAGCTT
TCTCAGGATTTAACGCCCGAGAATATCAAAATGATTGAGATACTTTCTAACAGTCTCAAACTGCTTTGA
>pCFSAN004176P_01 (CP012492)



ATGTCCGGTAAAAGTAAAAAAACTTTAAAAAACATAGAAATAAGAGATAGCCTCTCCAACTTTGATGAAAATTCCGTTGAATTATATACAGGGAATCTTGTGCC
CAATAGTAACAACACTGTCCAGCCTATCGCCCTCATGAGGCTTGGGTTGTTTGTGCCGACATTAAAGGGGACAAAATTCAGCAAGCGTAACAGACCAAATGAG
ATCGACGCATCCAGAGAGCTTGTGCAGATGGAAGTCGCCCGTTCTGAGGGATACACCGACATTAAGATAACGGGCCCACGCCTGGATATGGATCATGATTTCAA
AACGTGGGTGGGTGTGGTGCGCTCGCTGGCCGAATACGGCGAATCAAACGGGCGTGTTGAGTTAAGCATCACCAAATTCGCTAAGTTCTGCGGATACCCGTCG
TCGCAAATTAGGAAAACACTTCGCGACCGGCTTACAAACAGCCTTTTGAAAATTATGCGTACCACATTGTCCTTCCAGCGGACTTATGAAGAAAAGAACGTAG
ACGGCTCAAACAAGATATCGCTTCTGATGGTACACCTCATCAATAGTGTGGACTACAACGAGCAGAAAGACACTGTGGTGTTCTATGCGGAACCTAAGCTCGC
GGAACTCTATCGTTTCGACCATAAGGTTCTTCTGCAACTAAAGGTTATCAATAAGCTACCTCGTAAAGAAACTGCACAGGCTCTGTATACGTTTATTGAAAGCCT
TCCACCAAACCCAGCACCAGTATCTCTTGCACGTTTACGGGCGCGACTTAACCTGAGCAGCAGAAACGTTAGTTCGCAGAATCAGACTATACGTAATGGTCTTA
AATCACTTAAAGAACTGGGCTATCTCGACTACAGCGAGCTTAAGCGCGGGCGCTCTGTCTACATTCAGATCCATAATCGAAATCCAAAACTGAAAGCTTCCTCG
CCTAAAATCAAAAACGATGTTATCGAAGAAGCGAGTAAACAAGAACAGAAGGATGGAAAAGTTGATGCGAAGCAGAATCTTATCAATAAGATAACTGAGCTT
TCTCAGGATTTAACGCCCGAGAATATCAAAATGATTGAGATACTTTCTAACAGTCTCAAACTGCTTTGA
>AnCo3 (KY515226)
ATGCTGTCAGCGGTAAAAGATAGTCTGTCAGCGGCAAGCAATATGCTGTTGTCTGTTTTTTGTAGGCTGTCAGCGGTAAATAACGTATGCTGTCAGCGGTTGAA
CGAGAAAGGTATCCACATGTCCACAAAAAATAAAAAAGGCAACAGTAACAAAGAAGTAGAAGATAACCTCGACAACTTTGAAGAAGATTCTCTCGAATTGTA
CACAGGGGATCTTGTACCCAATAATAATAACACGGTGCAGCCTATCGCCCTGATGAGGCTTGGTCTGTTCGTTCCAACGTTAAAGGGGACTAAACACAGCAAA
CGTAACAGACCAAACGAGATTGATGCTTCAAAGGAGCTTGTCCAGCTAGAAGTTGCTCGTTCAGAGGGTTACTCCGATATTAAGATAACAGGTCCGCGCTTGG
ATATGGATCATGATTTTAAAACGTGGGTCGGTGTTGTACGTTCGCTGGCTGAATACGGAGAGGCTAGTGGGCGTGTTGAGTTAAGTATCACTAAGTTCGCAAAA
TTTTGTGGCTACCCATCGTCACAAATTAGAAAAACTCTTCGGGACAGACTTACAAACAGTCTCCTGAAAATTATGCGTACCACATTGTCTTTTCAGCGCACATAT
GAAGAAAAGAACGTAGATGGCTCAAATAAGATCTCACTTCTGATGGTTCACCTCGTCAATAGCGTGGACTACAACGAGCAGAAAGACACGGTCGTTTTTTATG
CCGAACCTAAGCTTGCAGAACTGTATCGCTTCGACCATAAGGTTCTACTCCAGTTGAAGGTCATTAATAAACTTCCACGCAAAGAAACGGCACAGGCGCTGTAT
ACGTTCATCGAAAGTCTTCCAGCCAAACCTGCACCGGTTTCTCTCGCTCGTCTGCGAGCACGACTAAATCTGAGTAGTAGAAACGTCAGTTCGCAGAACCAGA
CCATACGCAACGGCTTAAAATCTCTCAAAGAGCTTGGTTATCTGGACTACAGCGAGATTAAGCGCGGACGCTCGATCTACATTCAGATCMACAGTCGCAACCC
GAAACTAAAAGTCGCTTCCGTGAAACCAGAAGGCATCGGAGAGCTAGACAAACCGACTGAAAAGAGAGGGGAAATCGATGCGAAACAGAATCTTGTCAATA
AGATAACCGAGCTGTCGCAAAATCTGACGCCGGAAAACATCAAGCTGATAGAGATACTCACAAATAGTCTTAAACTGCTTTGA
>pSTM_Phi (KP763470)
ATGCTGTCAGCGGTAAAAGATAGTCTGTCAGCGGCAAGCAATATGCTGTTGTCTGTTTTTTGTATGCTGTCAGCGGTAAATAACGTATGCTGTCAGCGGTTGAA



CGAGAAAGGTATCCACATGTCCACAAAAAATAAAAAAGGCAACAGTAACAAAGAAGTAGAAGATAACCTCGACAACTTTGAAGAAGATTCTCTCGAATTGTA
CACAGGGGATCTTGTACCCAATAATAATAACACGGTGCAGCCTATCGCCCTGATGAGGCTTGGTCTGTTCGTTCCAACGTTAAAGGGGACTAAACACAGCAAA
CGTAACAGACCAAACGAGATTGATGCTTCAAAGGAGCTTGTCCAGCTAGAAGTTGCTCGTTCAGAGGGTTACTCCGATATTAAGATAACAGGTCCGCGCTTGG
ATATGGATCATGATTTTAAAACGTGGGTCGGTGTTGTACGTTCGCTGGCTGAATACGGAGAGGCTAGTGGGCGTGTTGAGTTAAGTATCACTAAGTTCGCAAAA
TTTTGTGGTTACCCATCGTCACAAATTAGAAAAACTCTTCGGGACAGACTTACAAACAGTCTCCTGAAAATTATGCGTACCACATTGTCTTTTCAGCGCACATAT
GAAGAAAAGAACGTAGATGGCTCAAATAAAATCTCACTTCTGATGGTTCACCTCGTCAATAGCGTGGACTACAACGAGCAGAAAGACACGGTCGTTTTTTATG
CCGAACCTAAGCTTGCAGAACTGTATCGCTTCGACCATAAGGTTCTACTCCAGTTGAAGGTCATTAATAAACTTCCACGCAAAGAAACGGCACAGGCGCTGTAT
ACGTTCATCGAAAGTCTTCCAGCCAAACCTGCACCGGTTTCTCTCGCTCGTCTGCGAGCACGACTAAATCTGAGTAGTAGAAACGTCAGTTCGCAGAACCAGA
CCATACGCAACGGCTTAAAATCTCTCAAAGAGCTTGGTTATCTGGACTACAGCGAGATTAAGCGCGGACGCTCGATCTACATTCAGATCCACAGTCGCAACCCG
AAACTAAAAGTCGCTTCCGTGAAACCAGAAGGCATCGGAGAGCTAGACAAACCGACTGAAAAGATAGGGGAAATCGATGCGAAACAGAATCTTGTCAATAA
GATAACCGAGCTGTCGCAAAATCTGACGCCGGAAAACATCAAGCTGATAGAGATACTCACAAATAGTCTTAAACTGCTTTGA
>pSAN1-1735 (CP014707)
ATGCTGTCAGCGGTAAAAGGTAGTCTGTCAGCGGCAAGCAATATGCTGTTGTCTGTTTTTTGTATGCTGTCAGCGGTAAATAACGTATGCTGTCAGCGGTTGAA
CGAGAAAGGTATCCACATGTCCACAAAAAATAAAAAAGGCAACAGTAACAAAGAAGTAGAAGATAACCTCGACAACTTTGAAGAAGATTCTCTCGAATTGTA
CACAGGGGATCTAGTGCCCAATAACAATAATACTGTACAGCCTATCGCCCTGATGAGGCTTGGTCTGTTCGTTCCAACGTTAAAGGGGACTAAACACAGCAAA
CGTAACAGACCAAACGAGATTGATGCTTCAAAGGAGCTTGTTCAGTTAGAGGTTGCTCGTTCAGAGGGTTACTCCGATATTAAGATAACAGGTCCGCGCTTGG
ATATGGATCATGATTTTAAAACGTGGGTCGGTGTTGTACGTTCGCTGGCTGAATACGGAGAGGCTAGTGGGCGTGTTGAGTTAAGCATCACTAAGTTCGCAAAA
TTTTGTGGCTACCCATCGTCACAAATTAGAAAAACTCTTCGGGACAGACTTACAAACAGTCTCCTGAAAATTATGCGTACCACATTGTCTTTTCAGCGAACATAT
GAAGAAAAGAACGTAGATGGCTCAAATAAGATCTCACTTCTGATGGTTCACCTCGTCAATAGCGTGGACTACAACGAGCAGAAAGACACGGTCGTTTTTTATG
CCGAACCTAAGCTTGCAGAACTGTATCGCTTCGACCATAAGGTTCTACTCCAGTTGAAGGTCATTAATAAACTTCCACGCAAAGAAACGGCACAGGCGCTGTAT
ACGTTCATCGAAAGTCTTCCAGCCAAACCTGCACCGGTTTCTCTCGCTCGTCTGCGAGCACGACTAAATCTGAGTAGTAGAAACGTCAGTTCGCAGAACCAGA
CCATACGCAACGGTTTGAAATCTCTCAAAGAGCTTGGTTATCTGGACTACAGCGAGATTAAGCGCGGACGCTCGATCTACATTCAGATCCACAGTCGCAACCCG
AAACTAAAAGTCGCTTCCGTGAAACCAGAAGGCATCGGAGAGCCAGACAAACCGACTGAAAAGAGCGGGGAAATCGATGCGAAACAGAATCTTGTCAATAA
GATAACCGAGCTGTCGCAAAATCTGACGCCGGAAAACATCAAGCTGATAGAGATACTCTCAAATAGTCTTAAACTGCTTTGA
>pCS (CP012254)
ATGCCCACTCGACAGAAAAAAGAAACCAAAAACAATGCGTTAGACGACAGTATAGATAATTTTGAAGAAGAATCCCTCGAACTATACACAGGCGATCTTGTTC



CAAACAGCAACAATACTGTTCAGCCTATAGCGTTGATGAGACTCGGTTTGTTCGTGCCCACGCTAAAGGGGACAAAGAACAGCAAGCGGAACAGACCTAATG
AGATCGACGCCTCAAAAGAACTGGTTCAGCTGGAGGTTGCTCGTTCAGAAGGGTATTCCGACATCAAGATAACAGGTCCACGCCTGGATATGGATCACGATTT
TAAAACGTGGGTCGGCGTCGTGCGCTCTCTGGCCGAGTACGGGGAGCCGAGTGGCCGCGTCGAGTTGAGCATTACCAAGTTCGCCAAATTCTGCGGCTATCCG
TCGTCGCAGATCCGCAAGACGCTGCGTGACAGGCTCACCAACAGCCTCCTGAAGATCATGCGCACCACGCTCTCTTTCCAGCGCACGTATGAAGAAAAGAAC
GTCGACGGCTCGAACAAAATCTCGCTCCTGATGGTTCACCTGGTGAACAGCGTCGATTACAACGAGCAAAAAGACTCCATCATCTTTCACGCAGAGCCGAAG
CTGGCCGAACTCTATCGCTTCGACCACAAAGTGCTGCTCCAGCTAAAAGTCATTAACAAGCTGCCGCGCAAAGAGACCGCCCAGGCGCTGTATACGTTCATCG
AAAGTCTTCCAGCCAAACCGGCACCAGTATCGCTGGCAAGGCTTCGAGCTAGACTTAATTTGAGTAGTCGCAACGTCAGCTCGCAGAACCAGACCATCCGCA
ACGGCTTAAAAACGCTGGAGGAATTGGGCTATCTCGAATACAGCGAGATTAAGCGTGGCCGCTCGATTTACATTCAGATCCACAGCCGCAATCCCAAGCTTAA
AGCCTCTTCGGTCAAAGAGGAAATGCCCGCGCTTCCGGATAAGCCGGTCGAGAACACGTCTTCTGGTGTCGATGCAAAACAAAACCTCGTGAACAAAATCAC
CGAGTTATCGCAGAACCTGACGCCCGAAAACATCAAGCTGATCGAGATTCTCTCCAACAGCCTGAAACTCCTTTGA
>pCsaCS931a (CP027108)
ATGCCCACTCGACAGAAAAAAGAAACCAAAAACAATGTGTTAGACGACAGTATAGATAATTTTGAAGAAGAATCCCTCGAACTATACACAGGCGATCTTGTTC
CAAACAGCAACAATACTGTTCAGCCTATAGCGTTGATGAGGCTTGGTTTGTTCGTGCCCACGCTAAAGGGAACAAAGAACAGCAAGCGGAACAGACCTAATG
AGATCGACGCCTCAAAAGAACTGGTTCAGCTGGAGGTTGCTCGTTCAGAAGGGTATTCCGACATCAAGATAACAGGTCCACGCCTGGATATGGATCACGATTT
TAAAACGTGGGTCGGCGTCGTTCGCTCTCTGGCCGAGTACGGGGAGCCGAGTGGCCGCGTCGAGTTGAGCATTACCAAGTTCGCCAAATTCTGCGGCTATCCG
TCGTCGCAGATCCGCAAGACGCTGCGTGACAGGCTCACCAACAGCCTCCTGAAGATCATGCGCACCACGCTCTCTTTCCAGCGCACGTATGAAGAAAAGAAC
GTCGACGGCTCGAACAAAATCTCGCTCCTGATGGTTCACCTGGTGAACAGCGTCGATTACAACGAGCAAAAAGACTCCATCATCTTTCACGCAGAGCCGAAG
CTGGCCGAACTCTATCGCTTCGACCACAAAGTGCTGCTCCAGCTAAAAGTCATTAACAAGCTGCCGCGCAAAGAGACCGCCCAGGCGCTGTATACGTTCATCG
AAAGTCTTCCAGCCAAACCGGCACCAGTATCGCTGGCAAGGCTTCGAGCCAGACTTAATTTGAGTAGTCGTAACGTCAGCTCGCAGAATCAGACCATCCGCAA
CGGCTTAAAAACGCTGGAGGAATTGGGCTATCTCGAATACAGCGAGATTAAGCGTGGCCGCTCGATTTACATTCAGATCCACAGCCGCAATCCCAAGCTCAAA
GCCTCTTCGGTCAAAGAGGAAATGCCCGCGCTTCCGGATAAGCCGGTCGAGAGCACGTCTTCTGGTGTCGATGCAAAACAAAACCTCGTGAACAAAATCACC
GAGTTATCGCAGAACCTGACGCCCGAAAACATCAAGCTGATCGAGATTCTCTCCAACAGCCTGAAACTCCTTTGA
>pB16KP0177-3 (CP052527)
ATGTCCACAAGAAAGAAAAAAGAGAGCGATATCAAAGAAATACCTGAAGACAACGAAATTCCTGAGGAAGAAGCTCTCACTTTGTACACAGGTGATTTAGTT
CCTAACAGCAACAACACGGTGCAGCCAATCGCTTTAATGCGTCTTGGCCTCTTCGTGCCGACACTCAAAGGAACGAAGAATAGCTCTCGCAACAAGTCCAAC
ATGATCGACGCATCCAGAGAGCTTGTCCAGCTGGAAGTCGCGCGGTCAGAGGGTTATTCAAACATTAAAATCACCGGTCCTCGACTGGATATGGATCATGACTT



CAAAACCTGGGTTGGTGTTGTTCGCTCTCTGGCTGAATACGGCGAGCCAACCGGGCGCGTTGAGCTGAGCATCACGAAGTTCGCCAAGTTCTGCGGCTACCC
GTCTTCGCAGATCCGCAAAACCCTGCGAGACCGCCTGACAAATAGCCTGCTCAAGATCATGCGCACGACGTTGTCGTTCCAGCGCACTCATGAAGAGAAGAA
CGTCGACGACACCAACAAGATATCCCTGTTGATGGTTCACCTCATAAACAGCGTTGATTACAACGAGAAGAAAGACTCTATTGTCTTTTATGCTGAACCTAAGC
TGTCTGAGCTCTATCGCTTTGACCACAAAGTTCTGCTGCAGTTAAAGGTCATCAACAAGCTCCCGCGCAAGGAGACGGCCCAGGCGCTGTATACTTTCATCGA
AAGTCTTCCTCCTAAGCCGGCACCGGTATCTCTCGCCCGGCTGCGCGCCAGGCTGAATCTGAGCACGCGCAACGTCAGTTCGCAAAACCAGACTATCAGGAA
CGGATTGAAGTCACTGCAAGAGCTGGGCTATCTCGAATATAGCGAGGTTAAGCGTGGCCGTTCTGTCTACATCCAGATCCACAGTCGTAACCCAAAACTGAAA
GTAACATCGAGCAAACCTGAGAAGCCAGAGTCGCCTAAGCAGGCAGAAGAAGCGAAGGGTGAAATTGATGCGAAACAGAACCTCAAAAACAAAATTTCTGA
GCTGTCGCAGAACCTGACGCCAGAGAATATCAAGCTGATCGAGATACTCACCAATAGCCTCAAATTGCTTTGA
>pC16KP0189-2 (CP052416)
ATGTCCACAAGAAAGAAAAAAGAGAGCGATATCAAAGAAATACCTGAAGACAACGAAATTCCTGAGGAAGAAGCTCTAACTTTGTACACAGGTGATTTAGTT
CCTAACAGCAACAACACGGTGCAGCCAATCGCTTTAATGCGTCTTGGCCTCTTCGTGCCGACACTCAAAGGAACGAAGAATAGCTCTCGCAACAAGTCCAAC
ATGATCGACGCATCCAGAGAGCTTGTCCAGCTGGAAGTCGCGCGGTCAGAGGGTTATTCAAACATTAAAATCACCGGTCCTCGACTGGATATGGATCATGACTT
CAAAACCTGGGTTGGTGTTGTTCGCTCTCTGGCTGAATACGGCGAGCCAACCGGGCGCGTTGAGCTGAGCATCACGAAGTTCGCCAAGTTCTGCGGCTACCC
GTCTTCGCAGATCCGCAAAACCCTGCGAGACCGCCTGACAAACAGCCTGCTCAAGATCATGCGCACGACGTTGTCGTTCCAGCGCACTCATGAAGAGAAGAA
CGTCGACGACACCAACAAGATATCCCTGTTGATGGTTCACCTCATAAACAGCGTTGATTACAACGAGAAGAAAGACTCTATTGTCTTTTATGCTGAACCTAAGC
TGTCTGAGCTCTATCGCTTTGACCATAAAGTTCTGCTGCAGTTGAAGGTCATCAACAAGCTCCCGCGCAAAGAGACGGCCCAGGCGCTGTATACTTTCATCGA
AAGTCTTCCTCCTAAGCCGGCACCGGTATCTCTTGCCCGGCTGCGCGCCAGGCTCAATCTGAGCACGCGCAACGTCAGTTCGCAAAACCAGACTATCAGGAAC
GGATTGAAGTCACTGCAAGAGCTGGGCTATCTCGAATATAGCGAGGTTAAGCGTGGCCGTTCTGTCTACATCCAGATCCACAGTCGTAACCCAAAACTGAAAG
TAACATCGAGCAAACCTGAGAAGCCAGAGTCGCCTAAGCAGGCAGAAGAAGCGAAGGGTGAAATTGATGCGAAACAGAACCTCAAAAACAAAATTTCTGAG
CTGTCGCAGAACCTGACGCCAGAGAATATCAAGCTGATCGAGATACTTACCAATAGCCTCAAATTGCTTTGA
>pKPHS1 (CP003223)
ATGCTGTCAGCGGTAAACGATATGCTGTCAGCGGTACGGTATATGCTGCCAACGGTTTTGTGTATGCTATCAGCGGTAATTGACGTATGCTGTCAGCGGTTAGAA
CCAAAAGGTATCCACATGTCCACAAAAAATAAAAAAGAGAGTGAAATCAAAGAAATACCTGAGGATAACGAAATTCTTGAGGAAGATGCTCTCAATTTGTACA
CAGGTGACTTAGTTCCTAACAGCAACAATACGGTGCAGCCAATCGCTTTAATGCGCCTTGGCCTCTTTGTTCCAACGCTCAAGGGAACGAAGAATAGCTCTCG
CAACAAGTCCAACATGATCGACGCATCCAGGGAGCTTGTCCAGCTTGAAGTCGCGCGGTCAGAGGGTTATTCAAACATTAAAATCACCGGTCCGCGGCTGGAT
ATGGATCATGACTTCAAAACCTGGGTTGGTGTTGTTCGCTCTCTGGCTGAATACGGCGAGCCAACAGGGCGCGTAGAGCTGAGCATCACGAAGTTCGCCAAGT



TCTGCGGCTACCCGTCCTCGCAGATCCGCAAGACCCTGCGAGACCGCCTGACAAACAGCCTGCTCAAGATCATGCGCACGACGTTGTCGTTCCAGCGCACTCA
TGAAGAGAAGAACGTCGACGACACCAACAAGATATCCCTGTTGATGGTTCACCTCATAAACAGCGTTGATTACAACGAGAAGAAAGACTCCATTGTCTTTTAT
GCTGAACCTAAGCTGTCTGAGCTCTATCGCTTTGACCACAAAGTTCTGCTGCAGTTGAAGGTCATCAACAAGCTCCCGCGCAAAGAGACGGCACAGGCGCTG
TATACTTTCATCGAAAGTCTTCCTCCTAAGCCGGCACCGGTATCTCTTGCCCGGCTGCGCGCCAGGCTCAATCTGAGCACGCGCAACGTCAGCTCGCAAAACC
AGACTATCAGGAACGGATTGAAGTCACTGCAAGAGCTGGGCTATCTCGAATATAGCGAGGTTAAGCGTGGCCGTTCTGTCTACATCCAGATCCACAGTCGTAAC
CCAAAACTGAAAGTCACATCGAGCAAACCCGAGAAGCCAGAGGCGCCTAAGCAGGCAGAAGAAGCGAAGGGTGAAATTGATGCGAAACAGAACCTCAAAA
ACAAAATTTCTGAGCTGTCGCAGAACCTGACGCCAGAGAATATCAAGCTGATCGAGATACTCACCAATAGCCTCAAGTTGCTTTGA
>pCAV1015-111 (CP017931)
ATGTCCACAGCCAAGAAAAAAGGCAGAAAAAACATAGCTGAAGATTCAGAAAATGAGATCTTTGATGTGGACTCATCCACAGAGCCAGATGACCTTGATGAA
GGCTCTCTCAAACTTTATACAGGCGATCTGACCCCCAATAGCAACAACACAGTTCAACCTATCGCGTTAATGCGACTTGGTTTATTTGTCCCGACACTAAAAGG
CACAAGGAATAGTAAACGAAACAAGTCGAATGAGATAGACGCCTCGAAAGAGCTGGTTCAGCTGGAAGTCGCTCGTTCCGAAGGTTATGCCGACATCAAAAT
CACCGGCCCCAGACTGGACATGGATCACGACTTCAAAACATGGGTTGGGGTGGTTCGTTCTTTAGCTGAATACGGCGAGGCCAGTGGGCGCGTGGAGTTGAG
CATTACGAAGTTTGCAAAATTCTGCGGCTATCCTTCATCGCAAATCCGCAAAACATTACGTGACAGGCTCACAAATAGCCTTCTGAAAATAATGCGGACGACGC
TTTCCTTCCAGCGCACGTATGAAGAGAAGAACGTCGACGGCTCGAATAAGATCTCGCTCCTGATGATGCACCTCATAAACAGCGTTGATTACAACGAGAAGAA
AGACACCATCATTTTTCAGGCCGAGCCTAAGCTGTCAGAGCTGTATAGGTTCGACCATAAGGTGCTCCTGCAACTGAAGGTCATAAACAAACTCCCGCGTAAG
GAGACGGCCCAGGCGCTGTATACGTTCATCGAAAGTCTCCCAACAAAGCCGGCCCCCATCTCCCTAGCGAGGCTAAGAGCCAGACTCAATCTGAGTTCGAAC
AACGTTAGCTCCCAAAATCAGACGATCCGAAATGGCCTCAAGTCTCTCCAGGAACTTGGGTATCTCGACTACAGCGAGATCAAGCGTGGCCGGTCTGTCTATAT
CCAAATTCATAACCGAAATCCGAAGCTGAAAGTCACTGGTGGCAAGCCTGATGAACCACCTAAAGAGAAGCCTCCAGTGGAAGGTAATTCGGACACTAAGCA
GAATCTTATCAATAAGATAGCTGAGCTTTCCAAGGACCTGACCCCCGAGAATATTAGGCTTATTGAGATCCTTAGCAACAGCCTGAAGCTTGTTTGA
>pRHBSTW-00909_5 (CP056140)
ATGTCCACAGCCAAGAAAAAAGGCAGAAAAAACATAGCTGAAGATTCAGAAAATGAGATCTTTGATGTGGACTCATCCACAGAGCCAGATGACCTTGATGAA
GGCTCTCTCAAACTTTATACAGGCGATCTGACCCCCAATAGCAACAACACAGTTCAACCTATCGCGTTAATGCGACTTGGTTTATTTGTCCCGACACTAAAAGG
CACAAGGAATAGTAAACGAAACAAGTCGAATGAGATAGACGCCTCGAAAGAGCTGGTTCAGCTGGAAGTCGCTCGTTCCGAAGGTTATGCCGACATCAAAAT
CACCGGCCCCAGACTGGACATGGATCACGACTTCAAAACATGGGTTGGGGTGGTTCGTTCTTTAGCTGAATACGGCGAGGCCAGTGGGCGCGTGGAGTTGAG
CATTACGAAGTTTGCAAAATTCTGCGGCTATCCTTCATCGCAAATCCGCAAAACATTACGTGACAGGCTCACAAATAGCCTTCTGAAAATAATGCGGACGACGC
TTTCCTTCCAGCGCACGTATGAAGAGAAGAACGTCGACGGCTCGAATAAGATCTCGCTCCTGATGATGCACCTCATAAACAGCGTTGATTACAACGAGAAGAA



AGACACCATCATTTTTCAGGCCGAGCCTAAGCTGTCAGAGCTGTATAGGTTCGACCATAAGGTGCTCCTGCAACTGAAGGTCATAAACAAACTCCCGCGTAAG
GAGACGGCCCAGGCGCTGTATACGTTCATCGAAAGTCTCCCAACAAAGCCGGCCCCCATCTCCCTAGCGAGGCTAAGAGCCAGACTCAATCTGAGTTCGAAC
AACGTTAGCTCCCAAAATCAGACGATCCGAAATGGCCTCAAGTCTCTCCAGGAACTTGGGTATCTCGACTACAGCGAGATCAAGCGTGGCCGGTCTGTCTATAT
CCAAATTCATAACCGAAATCCGAAGCTGAAAGTCACTGGTGGCAAGCCTGATGAACCACCTAAAGAGAAGCCTCCAGTGGAAGGTAATTCGGACACTAAGCA
GAATCTTATCAATAAGATAGCTGAGCTTTCCAAGGACCTGACCCCCGAGAATATTAGGCTTATTGAGATCCTTAGCAACAGCCTGAAGCTTGTTTGA
>pCAV1752-111 (CP018360)
ATGTCCACAGCCAAGAAAAAAGGCAGAAAAAACATAGCTGAAGATTCAGAAAATGAGATCTTTGATGTGGACTCATCCACAGAGCCAGATGACCTTGATGAA
GGCTCTCTCAAACTTTATACAGGCGATCTGACCCCCAATAGCAACAACACAGTTCAACCTATCGCGTTAATGCGACTTGGTTTATTTGTCCCGACACTAAAGGG
CACAAGGAATAGTAAACGAAACAAGTCGAATGAGATAGACGCCTCGAAAGAGCTGGTTCAGCTGGAAGTCGCTCGTTCCGAAGGTTATGCCGACATCAAAAT
CACCGGCCCCAGACTGGACATGGATCACGACTTCAAAACATGGGTTGGGGTGGTTCGTTCTTTAGCTGAATACGGCGAGGCCAGTGGGCGCGTGGAGTTGAG
CATTACGAAGTTTGCAAAATTCTGCGGCTATCCTTCATCGCAAATCCGCAAAACATTACGTGACAGGCTCACAAATAGCCTTCTGAAAATAATGCGGACGACGC
TTTCCTTCCAGCGCACGTATGAAGAGAAGAACGTCGACGGCTCGAATAAGATCTCGCTCCTGATGATGCACCTCATAAACAGCGTTGATTACAACGAGAAGAA
AGACACCATCATTTTTCAGGCCGAGCCTAAGCTGTCAGAGCTGTATAGGTTCGACCATAAGGTGCTCCTGCAGCTGAAGGTCATAAACAAACTCCCGCGTAAG
GAGACGGCCCAGGCGCTGTATACGTTCATCGAAAGTCTCCCAACAAAGCCGGCCCCCATCTCCCTAGCGAGGCTAAGAGCCAGACTCAATCTGAGTTCGAAC
AACGTTAGCTCCCAAAATCAGACGATCCGAAATGGCCTCAAGTCTCTCCAGGAACTTGGGTATCTCGACTACAGCGAGATCAAGCGTGGCCGGTCTGTCTATAT
CCAAATTCATAACCGAAATCCGAAGCTGAAAGTCACTGGTGGCAAGCCTGATGAACCACCCAAAGAGAAGCCTCCAGTGGAAGGTAATTCGGACACTAAGCA
GAATCTTATCAATAAGATAGCTGAGCTTTCCAAGGACTTGACCCCCGAGAATATTAGGCTTATCGAGATCCTTAGCAACAGCCTGAAGCTTGTTTGA
>p1761_03 (CP039977)
ATGTCCACAGGCAAAAAAAAGAAGAAAGAAAACATACCGTTAATCGATGATGATGACGCGATCGACGAAAGTGTTCCGGCGTTATTCACAGGCGACCTCACC
CCTAACAGCAACAATACCGTACAACCCATTGCGTTGATGAGACTTGGATTGTTCGTTCCCACGCTCAAAGGCACGAAGAATAGTAAACGAAATAACTCCAACC
AGATAGACGCCTCAAAAGAACTGGTGCAACTGGAGGTTGCGAGATCTGAGGGTTATTCCGATATCAAAATAACCGGTCCACGTCTCGATATGGATCACGACTTC
AAGACGTGGGTTGGTGTCGTCCGATCACTTGCCGAGTATGGGGAGGCCAGTGGGCGCGTTGAGCTAAGCATCACGAAGTTTGCCAAGTTCTGTGGGTATCCAT
CTTCCCAGATACGCAAGACGCTGCGAGACAGGATTACGAACAGCCTGCTGAAGATAATGCGCACAACGCTTTCGTTCCAGCGCACATACGAAGAGAAGAACG
TGGACGGCTCGAACAAGATATCTCTGCTCATGGTTCATCTGGTGAATAGCGTGGATTACAATGAGAAAAATGACACCATCATATTTCACGCCGAACCAAAGCTG
TCAGAGCTATACCGGTTTGACCACAAAGTTCTTCTCCAACTGAAGGTCATCAACAAACTTCCACGTAAAGAAACCGCCCAGGCGCTATACACCTTCATTGAAA
GTCTTCCGGCGCGGCCGGCGCCAATATCTCTGGCTCGTTTGCGTGCGAGGTTGAATCTGAATAGCTCAAGCATCAGCTCCCAAAATCAGACCATTCGAAACGG



TCTGAAGTCTCTTAAAGAGCTTGGCTACCTCGATTACTCAGAGGTGAAGCGTGGTCGCTCTGTATTTATTCAGATTCATGGACGCAACCCGAAACTTAAAGTCA
TTGGTGAAGAGAAACCGCCGAAGCCTGAGAAGCCTGCAGAGCAAGTGGAAGGGCCACAAGAGAACGGCGAGCTGGACGTCGTAAAACAAAACATGATCAA
GAAGATAGCTGAACTTTCTGCGGATTTGACGCCTGAGAATATAAAGCTAATTGAGATACTTAGTAACGGTCTGAAGTTGCTTTGA
>pCP032196 (CP032196)
ATGTCCACAGGCAAAAAAAAGAAGAAAGAAAACATACCGTTAATCGATGATGATGACGCGATCGACGAAAGTGTTCCGGCGTTATTCACAGGCGACCTCACC
CCTAACAGCAACAATACCGTACAACCCATTGCGTTGATGAGACTTGGATTGTTCGTTCCCACGCTCAAAGGCACGAAGAATAGTAAACGAAATAACTCCAACC
AGATAGACGCCTCAAAAGAACTGGTGCAACTGGAGGTTGCGAGATCTGAGGGTTATTCCGATATCAAAATAACCGGTCCACGTCTCGATATGGATCACGACTTC
AAGACGTGGGTTGGTGTCGTCCGATCACTTGCCGAGTATGGGGAGGCCAGTGGGCGCGTTGAGCTAAGCATCACGAAGTTTGCCAAGTTCTGTGGGTATCCAT
CTTCCCAGATACGCAAGACGCTGCGAGACAGGATTACGAACAGCCTGCTGAAGATAATGCGCACAACGCTTTCGTTCCAGCGCACATACGAAGAGAAGAACG
TGGACGGCTCGAACAAGATATCTCTGCTCATGGTTCATCTGGTGAATAGCGTGGATTACAATGAGAAAAATGACACCATCATATTTCACGCCGAACCAAAGCTG
TCAGAGCTATACCGGTTTGACCACAAAGTTCTTCTCCAACTGAAGGTCATCAACAAACTTCCACGTAAAGAAACCGCCCAGGCGCTATACACCTTCATTGAAA
GTCTTCCGGCGCGGCCGGCGCCAATATCTCTGGCTCGTTTGCGTGCGAGGTTGAATCTGAATAGCTCAAGCATCAGCTCCCAAAATCAGACCATTCGAAACGG
TCTGAAGTCTCTTAAAGAGCTTGGCTACCTCGATTACTCAGAGGTGAAGCGTGGTCGCTCTGTATTTATTCAGATTCATGGACGCAACCCGAAACTTAAAGTCA
TTGGTGAAGAGAAACCGCCGAAGCCTGAGAAGCCTGCAGAGCAAGTGGAAGGGCCACAAGAGAACGGCGAGCTGGACGTCGTAAAACAAAACATGATCAA
GAAGATAGCTGAACTTTCTGCGGATTTGACGCCTGAGAATATAAAGCTAATTGAGATACTTAGTAACGGCCTGAAGTTGCTTTGA
>pRHB30-C05_4 (CP057316)
ATGTCCACAGGCAAAAAAAAGAAGAAAGAAAACATACCGTTAATCGATGATGATGACGCGATCGACGAAAGTGTTCCGGCGTTATTCACAGGCGACCTCACC
CCGAACAGCAACAATACCGTACAACCCATTGCGTTGATGAGACTTGGATTGTTCGTTCCCACGCTCAAAGGCACGAAGAATAGTAAACGAAATAACTCCAACC
AGATAGACGCCTCAAAAGAACTGGTGCAACTGGAGGTTGCGAGATCTGAGGGTTATTCCGATATCAAAATAACCGGGCCACGTCTCGATATGGATCACGACTT
CAAGACGTGGGTTGGTGTCGTCCGATCACTTGCCGAGTATGGGGAGGCCAGTGGGCGCGTTGAGCTAAGCATCACGAAGTTTGCCAAGTTCTGCGGGTATCCA
TCTTCCCAGATACGCAAGACGCTGCGAGACAGGATCACGAACAGCCTGCTGAAGATAATGCGCACAACGCTTTCGTTCCAGCGCACATACGAAGAGAAGAAC
GTGGACGGCTCGAACAAGATATCTCTGCTCATGGTTCATCTGGTGAATAGCGTGGATTACAATGAGAAAAATGACACCATCATATTTCACGCCGAGCCAAAGCT
GTCAGAGCTATACCGGTTTGACCACAAAGTTCTTCTCCAGCTGAAGGTCATCAACAAACTTCCACGTAAAGAAACCGCCCAGGCGCTATACACCTTCATTGAA
AGTCTTCCGGCGCGGCCGGCACCAATATCTCTGGCTCGTTTGCGTGCGAGGTTGAATCTGAATAGCGCAAGCATCAGCTCCCAAAATCAGACCATTCGAAACG
GTCTGAAGTCTCTTAAAGAGCTTGGCTACCTCGATTACTCAGAGGTGAAGCGTGGTCGCTCTGTATTTATTCAGATTCATGGACGCAACCCGAAACTTAAAGTC
ATTGGTGAAGAGAAACCGTCGAAGCCTGAGAAGCCTGTAGAGCAAGTGGAAGGGCCACAAGAGAACGGCGAGCTGGAAGTCGTAAAACAAAACATGATCA



AGAAGATAGCTGAACTTTCTGCGGATTTGACGCCTGAGAATATAAAGCTAATTGAGATACTTAGTAACGGTCTGAAGTTGCTTTGA
>pNDM-Mar (JN420336)
ATGGGATTCAACATTAACGGTCGTATGTTTAGGATAGGAATGACTGTGAACAAGAAAACGGAAAAAATTAACAATGAAATCAAAGAACAAGCCGCATTCTCAT
TCAATGTCGTAGGGGGTACGGGTAAAGTTACTAACTTTACCCCTGGTAACAATGGTACCGTTCAACCTGTTGCTTTGTTGAGGCTTGGGGTATTTGTCCCGGCC
CCTCCGGGCGTAGCAAAGAAAAACCTCCCAGAGGGTTTGGTTACGATGGATGTGTCCCGCGATTTACAGCATATGCAGATCGCATCCAGTGAAGGCTACAAAG
AAATATCGCTATCCAGCCCTCGTCTTGATATGGGGACAGATTTCCGTGTATGGCTTGGTATAGTCCGTTCATTACATGACCATGGCCATTACTCAGGAAGGATTAA
GCTTCCTTTTAGCACCTTCCTTAAAAATTGTGGGTTTGACCCCTCGAGGTCGAATAAGCCCATGAAACAACGTATCGATGCTTCGATGATTAAACTGAAAATGG
TCACTTTTCAGTTCCGCAATGAAGATTCAACCCTCACGACCGGCCTCATTAACTGGGCACGGTACAACATAAAAACCAATGAGATTGAGATAGAGGGAGATCC
CCGGATTCAGGAGCTCTATCAGATTGACTATAAGGTTTATCTTCGCCTTAAGGCTCTTGATAATCTGCAAAGGAAAGAGTCCGCCCAGGCCTTGTATACCTACCT
CGCCAGCCTACCTAAAGACCCTGCACCAATCTCAATGAAACGCTTTCGCGACCGTTTACGGCTAACGTCCCCAGTAGCCTCTCAGAACATGATCATTCGCCGTT
CGTTGAAGGAGCTTGAGCAAATCGGTTACTTGCAATACAGAGAAGAGAAGATTGGTCGGTCAATAAAGTTCCACATACTTAAACGAAGTCCCTCGCTGGATGC
CAAAAAGACCATCCTGGTCCCGGCTGCACATAACCCAGCTGATGACGATGCACTGATACATAAACTTAAAATGCTGAAGGCTGCAGGTTACTCAGAAACTGAG
ATTGCTGGCGTTCTGGATGCCCTCGATAAGTTGCAGAGGGAAGGAAAACCGGAATCCGAAGTCGAAGATGCCGATTTTGAGGAGCTTTAA
>pE20-HI3 (MG288682)
ATGGGATTCAACATTAACGGTCGTATGTTTAGGATAGGAATGACTGTGAACAAGAAAACGGAAAAAATTAACAATGAAATCAAAGAACAAGCCGCATTCTCAT
TCAATGTCGTAGGGGGTACGGGTAAAGTTACTAACTTTACCCCTGGTAACAATGGTACCGTTCAACCTGTTGCTTTGTTGAGGCTTGGGGTATTTGTCCCGGCC
CCTCCGGGCGTAGCAAAGAAAAACCTCCCAGAGGGTTTGGTTACGATGGATGTGTCCCGCGATTTACAGCATATGCAGATCGCGTCCAGTGAAGGCTACAAAG
AAATATCGCTATCCAGCCCTCGTCTTGATATGGGGACAGATTTCCGTGTATGGCTTGGTATAGTCCGTTCATTACATGACCATGGCCATTACTCAGGAAGGATTAA
GCTTCCTTTTAGCACCTTCCTTAAAAATTGTGGGTTTGACCCCTCGAGGTCGAATAAGCCCATGAAACAACGTATCGATGCTTCGATGATTAAACTGAAAATGG
TCACTTTTCAGTTCCGCAATGAAGATTCAACCCTCACGACCGGCCTCATTAACTGGGCACGGTACAACATAAAAACCAATGAGATTGAGATAGAGGGAGATCC
CCGGATTCAGGAGCTCTATCAGATTGACTATAAGGTTTATCTTCGCCTTAAGGCTCTTGATAATCTGCAAAGGAAAGAGTCCGCCCAGGCCTTGTATACCTACCT
CGCCAGCCTACCTAAAGACCCTGCACCAATCTCAATGAAACGCTTTCGCGACCGTTTACGGCTAACGTCCCCAGTAGCCTCTCAGAACATGATCATTCGCCGTT
CGTTGAAGGAGCTTGAGCAAATCGGTTACTTGCAATACAGAGAAGAGAAGATTGGTCGGTCAATAAAGTTCCACATACTTAAACGAAGTCCCTCGCTGGATGC
CAAAAAGACCATCCTGGTCCCGGCTGCACATAACCCAGCTGATGACGATGCACTGATACATAAACTTAAAATGCTGAAGGCTGCAGGTTACTCAGAAACTGAG
ATTGCTGGCGTTCTGGATGCCCTCGATAAGTTGCAGAGGGAAGGAAAACCGGAATCCGAAGTCGAAGATGCCGATTTTGAGGAGCTTTAA
>pENVA (HG918041)



ATGGGATTCAACATTAACGGTCGTATGTTTAGGATAGGAATGACTGTGAACAAGAAAACGGAAAAAATTAACAATGAAATCAAAGAACAAGCCGCATTCTCAT
TCAATGTCGTAGGGGGTACGGGTAAAGTTACTAACTTTACCCCTGGTAACAATGGTACCGTTCAACCTGTTGCTTTGTTGAGGCTTGGGGTATTTGTCCCGGCC
CCTCCGGGCGTAGCAAAGAAAAACCTCCCAGAGGGTTTGGTTACGATGGATGTGTCACGCGATTTACAGCATATGCAGATCGCATCCAGTGAAGGCTACAAAG
AAATATCGCTATCCAGCCCTCGTCTTGATATGGGGACAGATTTCCGTGTATGGCTTGGTATAGTCCGTTCTTTACATGACCATGGCCATTACTCAGGAAGGATTAA
GCTTCCTTTTAGCACCTTCCTTAAAAATTGTGGGTTTGACCCCTCGAGGTCGAATAAGCCCATGAAACAACGTATCGATGCTTCGATGATTAAACTGAAAATGG
TCACTTTTCAGTTCCGCAATGAAGATTCAACCCTCACGACCGGCCTCATTAACTGGGCACGGTACAACATAAAAACCAATGAGATTGAGATAGAGGGAGATCC
CCGGATTCAGGAGCTCTATCAGATTGACTATAAGGTTTATCTTCGCCTTAAGGCTCTTGATAACCTGCAAAGGAAAGAGTCCGCCCAGGCCTTGTATACCTACCT
CGCCAGCCTACCTAAAGACCCCGCACCAATCTCAATGAAACGCTTTCGCGACCGTTTACGGCTAACGTCCCCAGTAGCCTCTCAGAACATGATCATTCGCCGTT
CGTTGAAGGAGCTTGAGCAAATCGGTTACTTGCAATACAGAGAAGAGAAGATTGGTCGGTCAATAAAGTTCCACATACTTAAACGAAGTCCCTCGCTGGATGC
CAAAAAGACCATCCTGGTCCCGGCTGCACATAACCCAGCTGATGACGATGCACTGATACATAAACTTAAAATGCTGAAGGCTGCAGGTTACTCAGAAACTGAG
ATTGCTGGCGTTCTGGATGCCCTCGATAAGTTGCAGAGGGAAGGAAAACCGGAATCCGAAGTCGAAGATGCCGATTTTGAGGAGCTTTAA
>pKP18-31-IMP,KPC (MN661402)
GTGAAGAAAGTAAACAAAGAAATATCTAAAGATATCAGTGGGAAAGGTTATTTTTCTTTTGAAGTGACAGGACAAACAGGCAAAGTTACTCACTTCGCACCAG
GGAACACAGGCACTGTCCAGCCCGTTGCGCTGCTAAGACTAGGGGTATTTGTCCCGACTCCCTTGGCTACAGGCAAAACACGTTCCATTGATAAAGTTGTGAC
TATGGACGTGTCAAACGAGCTCCAGCATATGGAGGTCGCTTCCAGTGAAGGGTACAAGGAGATCTCCCTATCTAGCCCCCGGCTGGATATGAACACCGATTTTC
GAGTCTGGCTGGGAATTGTCAGGACGATTCACGATTTTAACGATGTCTCAGTTTCGGGAAGAATAAAATTACCTTTCTCAACGTTCCTCAAAAACTGTGGATTT
GACCCGACACGATCGAATAAGCACATGAAAGCACGTATCGACGCCTCGATGGTTAAGCTAAGAATGGTGACATTTCAGTTCAGAAACGAAGATTCCACGCTTA
CTACCGGCCTGATAAACTGGGCACGTTATAACATCAAAACAAATGAGATCGAGATAGAAGGTGACCCCCGCATCAAAGAGCTTTACGCGATTGATTATAAGGTT
TTTTTGCGGCTTAAGGCACTGGACAGCTTACAACGAAAAGAGTCTGCACAGGCGTTGTATACCTATCTGGCGAGCTTGCCGAAGAACCCGGCCCCAATCAGCA
TGAAACGATTCCGAGACCGACTGCGGTTAACTTCCCACGTCTCCGCTCAGAATGAAATTATACGGCGCTCACTTCGTGAGCTACATGAGATAGGTTATCTGCAA
TACCATGAAGAGAAGGTCGGTAGAAATATCAAATTTCATATCCTAAAAAGAAGCCCATCTCTCGGTGCGAAAAAGGACCCTATTCAGGCACCGGCACAAAATG
CCCCGATCCTGGATGACCCGTTGCTTGAAAAACTGAAAATGATGAAAGCAGCTGGATTTACCGGCGAAGAGATTGCTGCAGTTCTTGTTTCCATCGATAAGATG
AAAAAGATAAACGGCAAGCATCATGATGAAGAGGCTGAAGACGCGGATTTTAGCGAGGAGTGA
>pA324-IMP (MF344566)
GTGAAGAAAGTAAACAAAGAAATATCTAAAGATATCAGTGGGAAAGGTTATTTTTCTTTTGAAGTGACAGGACAAACAGGCAAAGTTACTCACTTCGCACCAG
GGAACACAGGCACTGTCCAGCCCGTTGCGCTGCTAAGACTAGGGGTATTTGTCCCGACTCCCTTGGCTACAGGCAAAACACGTTCCATTGATAAAGTTGTGAC



TATGGACGTGTCAAACGAGCTCCAGCATATGGAGGTCGCTTCCAGTGAAGGGTACAAGGAGATCTCCCTATCTAGCCCCCGGCTGGATATGAACACCGATTTTC
GAGTCTGGCTGGGAATTGTCAGGACGATTCACGATTTTAACGATGTCTCAGTTTCGGGAAGAATAAAATTACCTTTCTCAACGTTCCTCAAAAACTGTGGATTT
GACCCGACACGATCGAATAAGCACATGAAAGCACGTATCGACGCCTCGATGGTTAAGCTAAGAATGGTGACATTTCAGTTCAGAAACGAAGATTCCACGCTTA
CTACCGGCCTGATAAACTGGGCACGTTATAACATCAAAACAAATGAGATCGAGATAGAAGGTGACCCCCGCATCAAAGAGCTTTACGCGATTGATTATAAGGTT
TTTTTGCGGCTTAAGGCACTGGACAGCTTACAACGAAAAGAGTCTGCACAGGCGTTGTATACCTATCTGGCGAGCTTGCCGAAGAACCCGGCCCCAATCAGCA
TGAAACGATTCCGAGACCGACTGCGGTTAACTTCCCACGTCTCCGCTCAGAATGAAATTATACGGCGCTCACTTCGTGAGCTACATGAGATAGGTTATCTGCAA
TACCATGAAGAGAAGGTCGGTAGAAATATCAAATTTCATATCCTAAAAAGAAGCCCATCTCTCGGTGCGAAAAAGGACCCTATTCAGGCACCGGCACAAAATG
CCCCGATCCTGGATGACCCGTTGCTTGAAAAACTGAAAATGATGAAAGCAGCTGGATTTACCGGCGAAGAGATTGCTGCAGTTCTTGTTTCCATCGATAAGATG
AAAAAGATAAACGGCAAGCATCATGATGAAGAGGCTGAAGACGCGGATTTTAGCGAGGAGTGA
>pKOX_R1 (CP003684)
GTGAAGAAAGTAAACAAAGAAATATCTAAAGATATCAGTGGGAAAGGTTATTTTTCTTTTGAAGTGACAGGACAAACAGGCAAAGTTACTCACTTCGCACCAG
GGAACACAGGCACTGTCCAGCCCGTTGCGCTGCTAAGACTAGGGGTATTTGTCCCGACTCCCTTGGCTACAGGCAAAACACGTTCCATTGATAAAGTTGTGAC
TATGGACGTGTCAAACGAGCTCCAGCATATGGAGGTCGCTTCCAGTGAAGGGTACAAGGAGATCTCCCTATCTAGCCCCCGGCTGGATATGAACACCGATTTTC
GAGTCTGGCTGGGAATTGTCAGGACGATTCACGATTTTAACGATGTCTCAGTTTCGGGAAGAATAAAATTACCTTTCTCAACGTTCCTCAAAAACTGTGGATTT
GACCCGACACGATCGAATAAGCACATGAAAGCACGTATCGACGCCTCGATGGTTAAGCTAAGAATGGTGACATTTCAGTTCAGAAACGAAGATTCCACGCTTA
CTACCGGCCTGATAAACTGGGCACGTTATAACATCAAAACAAATGAGATCGAGATAGAAGGTGACCCCCGCATCAAAGAGCTTTACGCGATTGATTATAAGGTT
TTTTTGCGGCTTAAGGCACTGGACAGCTTACAACGAAAAGAGTCTGCACAGGCGTTGTATACCTATCTGGCGAGCTTGCCGAAGAACCCGGCCCCAATCAGCA
TGAAACGATTCCGAGACCGACTGCGGTTAACTTCCCACGTCTCCGCTCAGAATGAAATTATACGGCGCTCACTTCGTGAGCTACATGAGATAGGTTATCTGCAA
TACCATGAAGAGAAGGTCGGTAGAAATATCAAATTTCATATCCTAAAAAGAAGCCCATCTCTCGGTGCGAAAAAGGACCCTATTCAGGCACCGGCACAAAATG
CCCCGATCCTGGATGACCCGTTGCTTGAAAAACTGAAAATGATGAAAGCAGCTGGATTTACCGGCGAAGAGATTGCTGCAGTTCTTGTTTCCATCGATAAGATG
AAAAAGATAAACGGCAAGCATCATGATGAAGAGGCTGAAGACGCGGATTTTAGCGAGGAGTGA
>pEC316_2 (CP018955)
ATGTATAAGAAAAGTGTAGATCTATCACTTGAATCGGTTCTCGTAGAAATCGATGAAAATAAGAAGCTCATGCCTTCCAGAAACGCTACTGTCCAGCCTGTAGC
TTTGATGCGCTTAGGTCTGTTTCTACCTTCCTTAAAACGAAAAGGAAAGGATACAGAAAATATCAGTATTGATGCGAGTAACGAACTTCAAAGCTTAGAGTTGG
CAAGAGCCGAAGGTTATACAGACATCCGTATTACCGGCCCACGACTTTCGATGGAGACTGACTTCAAGGTGTGGGTTGGCATCATTCTCGCGTTTTCGAAATAT
GGCTTAAACAGCAGCACCATTGAACTTCCATTCAGCGAGTTTGCTACATTATGCGGGTTTAGCTCAAAGGACAAAGATAAAGGACTCAGAACGCGCTTGGCCG



ACTCTCTTATTCGTCTTCGCAGCACAACTATCAAGCTTGCCTCAGAAAAGGATCGGAATGGTGTTGTATCTGGTCTGTTAAGTCGTGGTAAGTGGGACGAAAAA
GACGACATCATGGAACTTACCGCCGATGAGTCTCTTTGGGAGCTTTATCAATTCGACCGTCAGGTGCTTCTGCAGATGTTTATAATCCGGCAACTTGCGAACAA
AGGGACAGCACAGGCCCTATACACTTTCATTGAGAGCCTTCCTGAGCGACCAATACCACTATCGTTCGCGCGTATTAAACGTCGCCTAATGCTTACCTCACCCA
ATAACCAGCAGAATCGAGTGATTAACAAGGCTATAGACGAGCTTAAAGCGGTCGGTTATTTAGATGGCGATGTCGTTAAAAAGGATGGTGAATGGCACTTAATC
ATAACCCGTCGCACGCCTAGGCCAGACATTAAGGCTATGTCTGAAGCCTTAAAAGATGGAGAGTAA
>pRHBSTW-00204_2 (CP056656)
ATGTATAAGAAAAGTGTAGATCTATCACTTGAATCGGTTCTCGTAGAAATCGATGAAAATAAGAAGCTCATGCCTTCCAGAAACGCTACTGTCCAGCCTGTAGC
TTTGATGCGCTTAGGTCTGTTTCTACCTTCCTTAAAACGAAAAGGAAAGGATACAGAAAATATCAGTATTGATGCGAGTAACGAACTTCAAAGCTTAGAGTTGG
CAAGAGCCGAAGGTTATACAGACATCCGTATTACCGGCCCACGACTTTCGATGGAGACTGACTTCAAGGTGTGGGTTGGCATCATTCTCGCGTTTTCGAAATAT
GGCTTAAACAGCAGCACCATTGAACTTCCATTCAGCGAGTTTGCTACATTATGCGGGTTTAGCTCAAAGGACAAAGATAAAGGACTCAGAACGCGCTTGGCCG
ACTCTCTTATTCGTCTTCGCAGCACAACTATCAAGCTTGCCTCAGAAAAGGATCGGAATGGTGTTGTATCTGGTCTGTTAAGTCGTGGTAAGTGGGACGAAAAA
GACGACATCATGGAACTTACCGCCGATGAGTCTCTTTGGGAGCTTTATCAATTCGACCGTCAGGTGCTTCTGCAGATGTTTATAATCCGGCAACTTGCGAACAA
AGGGACAGCACAGGCCCTATACACTTTCATTGAGAGCCTTCCTGAGCGACCAATACCACTATCGTTCGCGCGTATTAAACGTCGCCTAATGCTTACCTCACCCA
ATAACCAGCAGAATCGAGTGATTAACAAGGCTATAGACGAGCTTAAAGCGGTCGGTTATTTAGATGGCGATGTCGTTAAAAAGGATGGTGAATGGCACTTAATC
ATAACCCGTCGCACGCCTAGGCCAGACATTAAGGCTATGTCTGAAGCCTTAAAAGATGGAGAGTAA
>pQil-IT (JN233705)
ATGTATAAGAAAAGTGTAGATCTATCACTTGAATCGGTTCTCGTAGAAATCGATGAAAATAAGAAGCTCATGCCTTCCAGAAACGCTACTGTCCAGCCTGTAGC
TTTGATGCGCTTAGGTCTGTTTCTACCTTCCTTAAAACGAAAAGGAAAGGACACAGAAAATATCAGTATTGATGCGAGTAGCGAACTTCAAAGCTTAGAGTTG
GCAAGAGCCGAAGGTTATACAGACATCCGTATTACCGGCCCACGACTTTCGATGGAGACTGACTTCAAGGTGTGGGTTGGCATCATTCTCGCGTTTTCGAAATA
TGGCTTAAACAGCAGCACCATTGAACTTCCATTCAGCGAGTTTGCTACATTCTGCGGGTTTAGCTCAAAGGACAAAGATAAAGGACTCAGAACGCGCTTGGCC
GACTCTCTTATTCGTCTTCGCAGCACAACTATCAAGCTTGCCTCAGAAAAGGATCGGAATGGTGTTGTATCTGGTCTGTTAAGTCGTGGTAAGTGGGACGAAAA
AGACGACATCATGGAACTTACCGCCGATGAGTCTCTTTGGGAGCTTTATCAATTCGACCGTCAGGTGCTTCTGCAGATGTTTATAATCCGGCAACTTGCGAACA
AAGGGACAGCACAGGCCCTATACACTTTCATTGAGAGCCTTCCTGAGCGACCAATACCACTATCGTTCGCGCGTATTAAACGTCGCCTAATGCTTACCTCACCC
AATAACCAGCAGAATCGAGTGATTAACAAGGCTATAGACGAGCTTAAAGCGGTCGGTTATTTAGATGGCGATGTCGTTAAAAAGGATGGTGAATGGCACTTAAT
CATAACCCGTCGCACGCCTAGGCCAGACATTAAGGCTATGTCTGAAGCCTTAAAAGATGGAGAGTAA



Table S4. Accessory modules in the 11 IncFIB single-replicon plasmids

IncFIB
subtype

Plasmid

Accessory modules

Key loci within LAR
The other accessory modules

besides LAR
Antibiotic resistance Heavy metal resistance Metabolism

IncFIB-4.1

pBJ20-tetA ARRpBJ20-tetA
sil–cop region and ∆Tn6736 (containing

type A ars locus)
ISKpn26, IS903B, IS1A, ISSen4

and Kl.pn.I5-like intron

p71221-mphA ARRp71221-mphA
sil–cop region and ∆Tn6736 (containing

type A ars locus)
IS903B, IS1A, ISSen4 and

Kl.pn.I5-like intron

pW08291-tetA ARRpW08291-tetA
sil–cop region and ∆Tn6736 (containing

type A ars locus)
ISKpn26, IS903B, IS1A, ISSen4

and Kl.pn.I5-like intron

pA2508-emrE ARRpA2508-emrE (∆Tn6535)
sil–cop region, type D ars locus and
ARRpA2508-emrE (containing type E ars

locus)

phn locus, urt locus, fec locus, lac
locus and gsi locus

pL21-1NR
Truncated sil–cop region, type B ars locus

and Tn6736
K-antigen gene cluster

pSC138 ARR-1pSC138 and ARR-2pSC138 (Tn6092)

IncFIB-4.2

p10057-catA ARRp10057-catA
ARRp10057-catA (containing type E ars

locus)
hut locus and ∆lac locus

p13294-1NR
Tn6755 (containing type C ars locus and

sil–cop region)
ehu locus, gsi locus and Tn6755

(containing phn locus)
pA1876-NR Truncated sil–cop region ∆ehu locus and gsi locus
pA2359-IMP ARRpA2359-IMP (Tn6382) ARRpA2359-IMP (containing mer locus) fec locus, lac locus and hut locus

pFB2.3 sil–cop region, and type C and D ars loci ∆ehu locus



Table S5. Resistance genes in the 11 IncFIB single-replicon plasmids
IncFIB
subtype

Plasmid Resistance marker Resistance phenotype Nucleotide position Region located

IncFIB-4.1

pBJ20-tetA

sil Silver resistance
17793.. 27670
28574..31021 sil–cop region

cop Copper resistance 32319..39851
Type A ars locus Arsenic resistance 55638..60371 ∆Tn6736

tetA(A) Tetracycline resistance 91288..92487

ARRpBJ20-tetA

dfrA1 Trimethoprim resistance 93720..94193

qacED1
Quaternary ammonium compound

resistance
94897..95244

sul1 Sulphonamide resistance 95238..96077
mph(A) Macrolide resistance 100288..101193
aphA1 Aminoglycoside resistance 102170..102985
blaSHV-12 β-lactam resistance 106570..107430
qnrS1 Quinolone resistance 111439..112095
blaLAP-2 β-lactam resistance 113692..114549
tmrB Tunicamycin resistance 118881..119423
aacC2 Aminoglycoside resistance 119436..120296

p71221-mphA

blaSHV-12 β-lactam resistance 23293..24153

ARRp71221-mphA

aphA1 Aminoglycoside resistance 27738..28553
mph(A) Macrolide resistance 29530..30435
sul1 Sulphonamide resistance 34646..35485

qacED1
Quaternary ammonium compound

resistance
35479..35826



dfrA1 Trimethoprim resistance 36530..37003
tetA(A) Tetracycline resistance 38236..39435

Type A ars locus Arsenic resistance 69525..74258 ∆Tn6736

sil Silver resistance
16867..19162
99941..110096 sil–cop region

cop Copper resistance 91111..98643

pW08291-tetA

sil Silver resistance 18062..30513
sil–cop region

cop Copper resistance 31810..39340
Type A ars locus Arsenic resistance 55128..59862 ∆Tn6736

tetA(A) Tetracycline resistance 89487..90686

ARRpW08291-tetA

dfrA1 Trimethoprim resistance 91919..92392

qacED1
Quaternary ammonium compound

resistance
93096..93443

sul1 Sulphonamide resistance 93437..94276
mph(A) Macrolide resistance 98487..99392
blaSHV-12 β-lactam resistance 102909..103769

pA2508-emrE
emrE

Quaternary ammonium compound
resistance

140434..140766 ARRpA2508-emrE

(∆Tn6535)
Type E ars locus Arsenic resistance 147522..150841

pL21-1NR

cop Copper resistance 33412..36192
sil–cop region

sil Silver resistance 45370..57816
Type A ars locus Arsenic resistance 106416..111159 Tn6736
Type B ars locus Arsenic resistance 118041..122346 Type B ars locus

pSC138
tetA(A) Tetracycline resistance 23877..25076

ARR-1pSC138
catA2 Phenicol resistance 31377..32018



blaTEM-1 β-lactam resistance 36180..37041
aphA1 Aminoglycoside resistance 42500..43261
dfrA12 Trimethoprim resistance 45941..46438

aadA2 Aminoglycoside resistance
46858..47637
63491..64270

qacED1
Quaternary ammonium compound

resistance
47801..48148

sul1 Sulphonamide resistance 48142..48981
sul3 Sulphonamide resistance 58613..59404

qacH2
Quaternary ammonium compound

resistance
60584..60916

aadA1a Aminoglycoside resistance 61086..61877
cmlA1 Phenicol resistance 61970..63229
blaCMY-2 β-lactam resistance 91413..92558

ARR-2pSC138
sugE

Quaternary ammonium compound
resistance

93182..93662

IncFIB-4.2 p10057-catA

dfrA12 Trimethoprim resistance 111171..111668

ARRp10057-catA

qacED1
Quaternary ammonium compound

resistance
114369..114716
171860..172207

sul1 Sulphonamide resistance
114710..115549
142113..142952
172201..173040

chrA Chromate resistance 117363..118568
mph(A) Macrolide resistance 122187..123092
blaSHV-12 β-lactam resistance 124055..124915
mph(E) Macrolide resistance 133281..134165



msr(E)
Macrolide, Lincosamide and
Streptogramin B resistance

134221..135696

armA Aminoglycoside resistance 137995..138768
blaDHA-1 β-lactam resistance 144529..145668
qnrB4 Quinolone resistance 149789..150436

catA1 Phenicol resistance
161047..161706
193016..193675

aacA4cr Aminoglycoside resistance 168770..169369
blaOXA-1 β-lactam resistance 169500..170330
catB3 Phenicol resistance 170468..171100
arr3 Rifampin resistance 171185..171637

Type E ars locus Arsenic resistance 176865..180184
tetA(D) Tetracycline resistance 190157..191341
strA Aminoglycoside resistance 196060..196863
strB Aminoglycoside resistance 196869..197699
sul2 Sulphonamide resistance 202363..203178

p13294-1NR
Type C ars locus Arsenic resistance 67507..71815 Type C ars locus

sil Silver resistance 75572.. 88023
sil–cop region

cop Copper resistance 89321..96862

pA1876-NR
sil Silver resistance 42634..55085

sil–cop region
cop Copper resistance 56383..59779

pA2359-IMP

mer locus Mercuric resistance 4732..8235
ARRpA2359-IMP

(Tn6382)
blaTEM-1 β-lactam resistance 12141..13001
blaCTX-M-3 β-lactam resistance 13783..14658
aacA4 Aminoglycoside resistance 16727..17281



qacED1
Quaternary ammonium compound

resistance
17408..17740

blaIMP-38 β-lactam resistance 17972..18712

pFB2.3

Type C ars locus Arsenic resistance 33901..38209 Type C ars locus
sil Silver resistance 43981..66193

sil–cop region
cop Copper resistance 67491..70746

Type D ars locus Arsenic resistance 109803..112679 Type D ars locus



Table S6. Pairwise comparison of backbone sequences of the 11 IncFIB single-replicon plasmids using BLASTN
(coverage+i
dentity), %

pBJ20-tet
A

p71221-m
phA

pW08291-
tetA

pA2508-
emrE

pL21-1NR pSC138
p10057-c

atA
p13294-1

NR
pA1876-N

R
pA2359-I

MP
pFB2.3

pBJ20-tetA (100+100) (94+100) (72+96) (89+97) (89+97) (75+89) (75+89) (75+89) (84+89) (86+89)

p71221-mp
hA

(100+100) (100+100) (78+97) (89+97) (89+97) (75+89) (75+89) (75+89) (84+89) (86+89)

pW08291-te
tA

(100+100) (100+100) (78+97) (89+97) (89+97) (75+89) (75+89) (75+89) (84+89) (86+89)

pA2508-em
rE

(64+96) (64+96) (66+97) (100+98) (100+97) (80+89) (80+89) (79+89) (89+89) (92+89)

pL21-1NR (27+97) (27+97) (26+97) (35+98) (100+100) (68+90) (67+90) (66+90) (75+90) (79+90)

pSC138 (27+97) (27+97) (25+97) (35+97) (98+100) (68+90) (67+90) (66+90) (75+90) (79+90)

p10057-cat
A

(26+89) (26+89) (24+89) (32+89) (76+90) (77+90) (100+99) (100+99) (100+99) (99+99)

p13294-1N
R

(26+89) (26+89) (24+89) (32+89) (75+90) (76+90) (100+99) (100+100) (100+99) (99+99)

pA1876-NR (26+89) (26+89) (24+89) (32+89) (75+90) (76+90) (100+99) (100+100) (100+99) (99+99)

pA2359-IM
P

(26+89) (26+89) (24+89) (32+89) (75+90) (76+90) (89+99) (89+99) (88+99) (100+99)

pFB2.3 (26+89) (26+89) (24+89) (32+89) (76+90) (77+90) (89+99) (84+99) (84+99) (94+99)
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