Supplementary Information

Table S1. Gene Information for Development of Plasmid DNA Reference Materials.

accession nu oA, product size amino acid
gene name sequence (5’-3’) .
mber (bp) mutation

TTGCGATGCTCTATGAGTGGCTAAATCGATCTCATATCGTCGAGTGGTGGGGCGGAGA
AGAAGCACGCCCGACACTTGCTGACGTACAGGAACAGTACTTGCCAAGCGTTTTAGC
GCAAGAGTCCGTCACTCCATACATTGCAATGCTGAATGGAGAGCCGATTGGGTATGCC
CAGTCGTACGTTGCTCTTGGAAGCGGGGACGGATGGTGGGAAGAAGAAACCGATCCA
aac(6’)-Ib aac(6’)-Ib MNO045292 GGAGTACGCGGAATAGACCAGTTACTGGCGAATGCATCACAACTGGGCAAAGGCTTG 482 —
GGAACCAAGCTGGTTCGAGCTCTGGTTGAGTTGCTGTTCAATGATCCCGAGGTCACCA
AGATCCAAACGGACCCGTCGCCGAGCAACTTGCGAGCGATCCGATGCTACGAGAAAG
CGGGGTTTGAGAGGCAAGGTACCGTAACCACCCCAGATGGTCCAGCCGTGTACATGG
TTCAAACACGCCAGGCATTCGAG

AGAGGATTTCTCACGCCAGGATTTGAGTGACAGCCGTTTTCGCCGCTGCCGCTTTTATC
AGTGTGACTTCAGCCACTGTCAGCTGCAGGATGCCAGTTTCGAGGATTGCAGTTTCAT
TGAAAGCGGCGCCGTTGAAGGGTGTCACTTCAGCTATGCCGATCTGCGCGATGCCAGT
TTCAAGGCCTGCCGTCTGTCTTTGGCCAACTTCAGCGGTGCCAACTGCTTTGGCATAG
AGTTCAGGGAGTGCGATCTCAAGGGCGCCAACTTTTCCCGGGCCCGCTTCTACAATCA 579
AGTCAGCCATAAGATGTACTTCTGCTCGGCTTATATCTCAGGTTGCAACCTGGCCTATA
CCAACTTGAGTGGCCAATGCCTGGAAAAATGCGAGCTGTTTGAAAACAACTGGAGCA
ATGCCAATCTCAGCGGCGCTTCCTTGATGGGCTCAGATCTCAGCCGCGGCACCTTCTC
CCGCGACTGTTGGCAACAGGTCAATCTGCGGGGCTGTGGCCTAACCTTTGCCGATCTG
GATGGGCTCGACCCCAGACGGGTCAACCTCGAAGGAGTCAAGATCTGTGCCTGGCA

gnrd gnrd MNO045282

GGCATTGAAATTCGCCACTGCCGCGCACAAGGCGCAGATTTCCGCGGTGCAAGCTTTA 263

gnrB qnrB MNO045281
TGAATATGATCACCACGCGCACCTGGTTTTGCAGCGCATATATCACTAATACTAATCTAA



GCTACGCCAATTTTTCGAAAGTCGTGTTGGAAAAGTGTGAGCTGTGGGAAAACCGCT
GGATGGGGACTCAGGTACTGGGTGCGACGTTCAGTGGTTCAGATCTCTCCGGCGGCG
AGTTTTCGACTTTCGACTGGCGAGCAGCAAA

GCAAGTTCATTGAACAGGGTGATATTCGTCGCTGCCACTTTGATGTCGCAGATCTTCGT
GATGCAAGTTTCCAACAATGCCAACTTGCGATGGCAAACTTCAGTAATGCCAATTGCT
ACGGTATAGAGTTCCGTGCGTGTGATTTAAAAGGTGCCAACTTTTCCCGAACAAACTT
TGCCCATCAAGTGAGTAATCGTATGTACTTTTGCTCAGCATTTATTTCTGGATGTAATCT 47 B

qnrs gnrs MNOAS280 o CTATGCCAATATGGAGAGGGTTTGTTTAGAAAAATGTGAGTTGTTTGAAAATCGCT
GGATAGGAACGAACCTAGCGGGTGCATCACTGAAAGAGTCAGACTTAAGTCGAGGTG
TTTTTTCCGAAGATGTCTGGGGGCAATTTAGCCTACAGGGGGCCAATTTATGCCACGCC

GAACTCGACGGTTTAGA

GACAGCGTCGCACAGAATGCTGCGCCTCCCGCCCCGACGGTCAGCGCCGCTAAGGTG
CTGGTGAAGTCGATCAGTCAGTGGGATAGTTTTAACGGTCGCATTGAAGCGGTGGAGA
GCGTTCAGCTTCGCCCTCGCGTCTCGGGATACATTGATAAAGTGAATTACACTGACGG 339
CCAGGAGGTGAAAAAGGGCCAGGTGCTGTTCACGATAGATGACAGAACCTATCGCGC
CGCGCTGGAGCAGGCGCAGGCGGCGTTGGCAAGAGCCAAAACGCAGGCCAGCCTCG
CGCAAAGCGAGGCGAACCGCACCGATAAATTAGTCCATACCAACCTCGTCTCC

ogxA ogxA MNO045291

CTATGCGATGTCAGAGCTGGGGCTGAACGCCACCGCTAAATTTAAAAAATCCGCCCGT
ACCGTTGGTGACGTACTGGGTAAGTATCACCCGCATGGCGACCGCGCCTGCTATGAAG

parC parC MNO045289 CCATGGTGCTGATGGCGCAGCCGTTCTCTTACCGTTACCCGCTGGTCGATGGCCAGGG 262 Ser80Arg
GAACTGGGGCGCGCCGGATGATCCGAAGTCATTCGCGGCGATGCGTTATACCGAATCC
CGCCTGTCCAAATACGCCGAGCTGCTGTTA

CGTTGGTGACGTAATCGGTAAATACCATCCCCACGGCGATTCCGCAGTGTATAACACCA
gyrd gyrAl MNO045284 TCGTTCGTATGGCGCAGCCATTCTCGCTGCGTTACATGCTGGTGGATGGTCAGGGTAAC 251 Asp87Asn
TTCGGTTCTATTGACGGCGACTCCGCGGCGGCAATGCGTTATACGGAGATCCGTCTGG



g2 MN045285

gyrd3 MN045286

g4 MN045287

gyrAS MNO045288

CGAAAATCGCCCACGAACTGATGGCCGATCTCGAAAAAGAGACGGTGGATTTCGTGG
ATAACTATGACGGTACGG

CGTTGGTGACGTAATCGGTAAATACCATCCCCACGGCGATTACGCAGTGTATGACACCA
TCGTTCGTATGGCGCAGCCATTCTCGCTGCGTTACATGCTGGTGGATGGTCAGGGTAAC
TTCGGTTCTATTGACGGCGACTCCGCGGCGGCAATGCGTTATACGGAGATCCGTCTGG
CGAAAATCGCCCACGAACTGATGGCCGATCTCGAAAAAGAGACGGTGGATTTCGTGG
ATAACTATGACGGTACGG

CGTTGGTGACGTAATCGGTAAATACCATCCCCACGGCGATTTCGCAGTGTATGACACC
ATCGTTCGTATGGCGCAGCCATTCTCGCTGCGTTACATGCTGGTGGATGGTCAGGGTAA
CTTCGGTTCTATTGACGGCGACTCCGCGGCGGCAATGCGTTATACGGAGATCCGTCTG
GCGAAAATCGCCCACGAACTGATGGCCGATCTCGAAAAAGAGACGGTGGATTTCGTG
GATAACTATGACGGTACGG

CGTTGGTGACGTAATCGGTAAATACCATCCCCACGGCGATTTCGCAGTGTATGGCACCA
TCGTTCGTATGGCGCAGCCATTCTCGCTGCGTTACATGCTGGTGGATGGTCAGGGTAAC
TTCGGTTCTATTGACGGCGACTCCGCGGCGGCAATGCGTTATACGGAGATCCGTCTGG
CGAAAATCGCCCACGAACTGATGGCCGATCTCGAAAAAGAGACGGTGGATTTCGTGG
ATAACTATGACGGTACGG

CGTTGGTGACGTAATCGGTAAATACCATCCCCACGGCGATTTCGCAGTGTATGCCACCA
TCGTTCGTATGGCGCAGCCATTCTCGCTGCGTTACATGCTGGTGGATGGTCAGGGTAAC
TTCGGTTCTATTGACGGCGACTCCGCGGCGGCAATGCGTTATACGGAGATCCGTCTGG
CGAAAATCGCCCACGAACTGATGGCCGATCTCGAAAAAGAGACGGTGGATTTCGTGG
ATAACTATGACGGTACGG

251

251

251

251

Ser83Tyr

Ser83Phe

Ser83Phe

Asp87Gly

Ser83Phe

Asp87Ala

Note: “~ means no artificial mutation.



Figure S1. Genetic stability of aac(6°)-1b.

Alignment : aac(6')-Ib

original
3th aac(E')-Ib
6th aac(6')-Ib
9th aac(6')-Ib

==TTCCCAT- COTCTATCAC
TTTTCOCATT CCCTTATCAGC
TTTTCCCATT CCCTTATCAGC
TTTTOOCATE COCTTATCAL

TEOCTAMTC
TCOCTAAATC

12ch aac(6')-In =TTTGOCAT= COCTTATCAC TCOCTARATC
15ch aac(6')-Ib =TTTCOGATT COCTTATG TCCCTAAATC
Clustal Consensus sssssss & ssss
13

eriginal CTTTTAGOCE MACGACTOCCT CACTOCATAC
3th aac(6')-Ib CTTTTACOCE AACACTOCCT CACTCCATAC
6th aac(6')~-Ib CTTTTACCCS AACACTODCT CACTOCATAC
Sth aac(6')-In CTTTTACOCE AACACTOCCT CACTCCATAC
12th aac(6')-Ib CTTTTACOCE AACACTOCCT CACTCCATAC
15cth aac(6')-Ib CTTTTACOGE RAAGACTOCCT CACTCCATAC

Clustal Consansus  44sssssss

eriginal
3th aac(6')-In
6th aac(6')-Ib
9th aac(6')-Ib
12th aac(6')-Ib
15eh aac(6')-Ib
Clustal Consensus

disbsbadss didibasdas

COCAGCAGTAC GOGCGAATAGA
CCACCACTAL COCCAATACA
OCACCACTAC GOCCARTACA
OCACCACTAC COCCANTACA
CCACGACTAC GOCGAATAGR
CCAGCACTAC GOCCARTRACA

eriginal
ath sac(€')-Ib ATCATCOCCA
6th aac(6')-Ib ATCATOOOCA

9th aac(6')-Ib
12th aac(6')-Ib
15eh aac(6')-Id
Clustal Consensus

ATCATOOOCAR
PRI

eriginal CATCCTOCAG
3th aac(6')-Ib GATCETOCAG
6th aac(€')-Ib CATCCTOCAG
9th aac(6')~Ib CATCCTOCAC
12ch aac(6')-In CATCCTOCAC
15ch aac(6')-Ib CATCCTOCAC

Clustal Consensus  4sssssssss

COTCACCARG ATOCAMACTE
COTCACCARG ATOCARACCG
COTCACCARG ATCCARACCG
COTCACCARG ATOCARACCE

CETCACCAAG ATOCARROCE
sessssasss sesssasssn

CCCTCTACAT
COCTCTACAT
CCCTCTACAT
CCCTCTACAT
OCCTCTACAT
OCCTCTACAT
sassssssas

COTTCAAACA
COETTCARACA
COTTCARACA
COTTCAARCA
COETTCAARCR
CETTCAARCA

srssbsasan

. |
460 a0 LLL

CATCTCATAT COTCCACTOC

sessssssns bssssssnns

ATTCCAATOD
ATTCCRAATGN
ATTCCAATOC
ATTCCARTOC
ATTCCARTCN
ATTCCRATCN

sssassssas

TCARTCEACK
TCAATCCACK
TCAATCCACK
TCAATCCACK
TCARTCCACA
TCARTCCACGR

sssssssaas

CCAGTTACTG
COACTTACTC
CCACTTACTC
CCACTTACTC
CCACTTACTG

‘ CRCCARCTTC

ACAACCACE COCCACACTT
ACAACCACC OOOCACACTT

ssssssnase

COCCATTCRE
CODCATTOCG
COCCATTOOC
COOCGATTOOC
CODCATTCOR

CODGATTOOR
FrTyTrrren

D ELETTRY BT PP T PR WETET PRDTS ETT T Py |
o is0 an o EL L] ann

CRAGOCATOC

ACOCCTOCOC GRGCARCTTC
Gessssasns besssssnss

COOCAGOCA- TT-OGAG-—
TTTOCAGAR
~TTOGAGA-
TT=-CCACAR
TTTOCGAGAR
TT-OCAGA-

. sass

CCRCOCATOC
sassssnsnn

ARCARCCACG T
Gsbsssases ssssssnsas

TATCOCCACT
TATCOCCACT
TATCOCCACT
TATCCOCACT
TATCOOCACT

TATCOCCAGT
ssssssasas

COTACCTTOD
CCTACCTTCN
CCTACCTTOD
CCTACCTTON
CCETACCTTON
CCTACCTTON
sasssasass

CAAMGCCTTC
CAAMCCCTTC

sasssasass

CATCCTACCA

CATOCTACCR

sabsssasns sessssasas

ssssssanas

sassssasis

ssssasasss

TTTCACACCL

snssssaans

100 110

RCCARCACTA
ACCAACACTA
Asssssasss ssssssssss

220
CETCOEAGA
COTCOEARGA
CCTCOCARCR
CCTCOCARCA

COCCRCCEAT
COCCACCOAT
COCCACCEAT
COCCACCCAT
COCCACCCAT
COCCACCCAT

EEL

Bassssasas srsssasasa

ARCCTACCCT ARCCACCOCA

Sbssssabas sesssabsss

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.



Figure S2. Genetic stability of parC.

Alignment: pazC

10 20 30 40 50 €0 70 g0 S0
origiral -YAMSELGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAELLL--
3tk pazC -YAMSELGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAELLL--
6tk pazC -LCDVKLGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPESY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGLLL--
9tk pazC -LCDVKLGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPESY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGLLL--
12tk pazC FYAMSELGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAELLLNS
15tk pazC -YAMSELGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAEPAVKQ
Cll:!ll mmm - :llll AAARARARAL AAARRRRRRE AR ARRRARD AARARARARD AARAARARAD AARARARAAD AR A

Note: “*”” means no difference in amino acid. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 10 amino acids.



Figure S3. Genetic stability of gnrS.

Alignmant: gnes

original
3th gurs

6th gnrs

sth gnzs

12th gnzs

15th gnzs

Clustal Consansus

original
3th gnrs

6th qnes

Sth gurs

12th gnrs

15th gnes

Clustal Consansus

original
3th qnrs

6th gnrs

9tn qurs

12th gnxs

15th gnes

Clustal Consensus

original

3th gnrs

6th gnrs

9th gnrs

12th gnrs

15th gnes
Clustal Consensus

~CCARGTT-C

aasssas &

ATTTCTCCAT
ATTTCTCCAT
ATTTCTCCAT
ATTTCTCCAT
ATTTCTCCAT
ATTTCTCCAT
srssssanas

ATTCARCACE CTCATATTCC TOOCTCOUAC
CATCARCACC CTCATATTOC TCOGRCTCOCAC
ATTCAACACE CTCATATTCC TCGCTCOCAC
MATCARCACE CTCATATTOC TOCCTCOCAC
CCAGARCACE CTGATATTOC TOGCTGOCAC
COTCARCACE CTCATATTOS TCOGCTCOCAS

Ahbabss Absassbbbs dasassssas

CTGATTTAAA
CTGATTTAAR
CTCATTTAAR
GTGATTTAAA
CTCATTTAAR

CTCATTTAAR
B

CTAATCTTTC CTATGOCAAT
CTAATCTTTC CTATCOCAAT
CTAATCTTTC CTATCOCAAT
CTAATCTTTC CTATCOCAAT
CTAATCTTTC CTATCOCAAT
CTAATCTTTC CTATCOCAAT
shsssbssss sssssassen

TTTCATCTCC CACATCTTOC
TTTCATCTCC CAGATCTTOC
CAGATCTTOGC
CAGATCTTOC
CAGATCTTOG
CAGATCTTOC

TTTCTTTACA ARRATCTCAC
TTTCTTTACA AARATCTCAC
shssssnsas

ACACTCACAC

TTAACTOCAC CTCTTTTTTC

? TCCOOCCAART
T TCCCOGCART

TCATCCARCT
TCATCCARCT
TCATCCARCT
TCATCCAACT
TCATCCAACT
TCATCCAACT
ssssssanns

CAAMACTTTCS

TTCTTTCRAAR
TTCTTTCAAA
TTCTTTCAAR

TTCCAMCART
TTOCAACAAT
TTOCAACAAT
TTOCAMCAAT
TTOCAACAAT
TTOCAMCAAT

sbsssssans

OCATCAACTC
OCATCAACTC
OCATCARCTC
CCATCAAGTG
OCATCARCTC

OCATCARCTC
ahssssne

COCARCTTOC
COCAACTTOC
COCAACTTOC
COCAACTTOC
COCAACTTOC
COCAACTTOC

sasasssnan

ACCRRCCAN
ACCARCCAN
ACCARCCAN
ACCAACCARC
ACCARCCARG
ACCAACCARG

sasssssnas

CATCCCARAC
CATCCCARAC
CATCOCARAS
sassssnaan

TCTACTTTTG

sssssassns

P .-
20 LEL

CCC-TTTACA

srsssssans

220
CTCAGCATTT

wraalannal
EEL]

CATCACTCAR
CATCACTCAA
CATCACTCAR
CATCACTCAR
CATCACTCA
CATCACTCAR

EETTT T

EE

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.



Figure S4. Genetic stability of ogxA4.

Alignmant : oguk

eriginal
It ok
[N
9en oqur
12th oguA
15eh oguh
Clustal Consansus

original

st oqua
IEn oquk
12eh ogudk

15th oquhd
Clustal Consansus

eriginal

€en oqua
sth oquh
12eh oguh
15en oqued
Clustal Consensus

eriginal
It oqa
6eh oqeh
IEn oguk
12th ogudk

15tk oquh
Clustal Consansus

ACARCCTATC
ACARCCTATC
ACARCCTATC
ACARCCTATC
ACARCCTATC
ACAACCTATC
sassssssnn

Sreaya)
20 130

CTOCCACAGR
CTTOCACAGA
CTTCCCCACA
CTTCOCCAGA

QOEOOCOCET  CCAGCAGCCG
COCOOCOCET COAGCACCCG
COCCOCOCCT COACCACOOT

sessssssss bessssasss

CACCOCOOCT

sbssssnass

Msssbsasas ssssmssbas

CATTCATAAA CTCAATTACA

CATTCATAAR CTCAATTACR
CATTCATAAA CTCAATTACAR
CATTCATAAR CTCAATTACR
CATTCATAAA CTCAATTACA
CATTGATAAA CTCAATTACA

saas sarsas

ssssbsasas ssssassbas

CCTCOTCARG
COTCCTCARG

COTCOTCARG

srsssssnan

CTEROCEOCA
CTEROCCOCA
CTCACCOOCA
CTEAOGEOCA
CTCACCOOCA

CTGACGROCA
.

srsssssnas

TOCATCACTC
TCCATCACTC
TOCATCACTC
TCCATCACTC
TCCATCACTC
shsssnssan

ssssssssas

100

ACTCCCATAC TTTTAACCCT
ACTCCCATAC TTTTAACCCT
ACTOCCATAC TTTTAACCCT
ACTCCCATAC TTTTAACCCT
ACTCCCATAG TTTTAACGCT
ACTCCCATAC TTTTAADCGCT
Gassbasans sassssssas

ARCCCOCACE TECTCTTCAC
ARCCCOCACE TCCTCTTCAC
ARCECOCAGE TECTCTTOAL

ARGCGOCAGE TGCTCTTCAC
. .

COOCAROOCE
[Ernd Vinnes
COOCAACOCET
COOCARCOGE
COOCARCOCE

Gassssssss ssssssssan

sassssaas

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.



Figure S5. Genetic stability of gnrB.

Alignment: garB

original
3th gurB
6th gnrd
sth gnrB
12en gord
15th gne®
Clustal Consansus

eriginal
3tn gnrB
6th gnrB
sth gurB
12th gnrd
15en gnrB
Clustal Comsensus

=COCATTCAR
TCOCATTCAR
TOCCATTCRR
TCCCATTCRR
TCCCATTCAR
TCECATTCRR

Ty

CTANTCTARG
CTAATCTARG
CTANTCTARG

ATTCCOCACT GOCGCGCACA
ATTCOOCACT COCCOCCACA
ATTCOCCACT COCCCOCACA
ATTCCOCACT GOCGOGCACA
ATTCGOCACT COCGOGCACA
ATTCCOCACT COCGCGCACA

Gassssssss sssssssnss

ACCOCCACAT
ACCOCCACAT
ACCOGCAGAT
ACCOCCACAT
ACCOCCACAT
sssasssans

srssssasnn

AAACTCTCAG
AAACTCTCAC
AAACTCTCAC

sesssssass

sassssssss ssssssssss

sssass o @

asas

CARGCTTTAT
CARCCTTTAT

: CARCCTTTAT

CARGOTTTAT
CARCCTTTAT
CARCCTTTAT
sessssasas

CTCTGCGEAR
CTCTGOCARR
CTETCOCEARR

CAATATCATC
CAATATCATC
CAATATCATC
CAATATCATC
CAATATCATC
CAATATCATC
sasssnssns

AOCCOTGCAT
ACCCCTCCAT
ACCCCTCCAT
AOCCCTCERT
AOCCCTCCAT

80

ACCACCOCCA CCTCCTTTTC
ACCACCOCCA COTCCTTTTC
ACCACCOGCA COTGETTTTG
ACCACCOCCA CCTCCTTTTC

daassbssas dasssssass

200

GOGCACTCAG GCTACTGOCTG
COOCACTCAC CTACTOCCTC
CECCACTCAG CTACTCCCTC

CACOGCATAT
CACOCCATAT
CACCCCATAT
CACOGCATAT
CAGOCCATAT
CACOCCATAT

sasssssans

ceealana.l
210

CCRCCTTCAG
CCACCTTCAC
CCACCTTCAC
CCROCTTCAG

100

ATCACTAATR
NTCACTARTR
T

220
TCCTTCAGAT

TCETTCACAT
TCCTTCACAT

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.



Figure S6. Genetic stability of gnrA.

Alignmant : gz

original CT-CACGOCA. GEATTTCAGT GACAGOCGTT TTOGCOOCTG CCCCTTTTAT
3th gnzA TTOCACGOCA GEATTTGACT CGACAGOCGTT TTOGOOGCTG COGCTTTTAT
6th gnrh
Sth gnrh
12th gnrh
15en gneh

100

CGATCOCACTT
CGATCCCACTT

TR ET Y BT PRETY BET TR PEREY BETEE PRy EPTTEY PEREY BT PRTrY ST P |
50 180 o o L a 210 22

L e |
110

TOGAGCGATTC

TOCACCATTC

TOCAGCATTC

13 5 17 1A 1 20 a
eriginal CACTTTCATT CAARMCOCCOGC COCTTCAACEC CTCTCACTTC AQUTATCOCG ATCTROROCA TOQOCACTTTC AACCOCTOOC GTCTCTCTTT GROCAACTTC AGUOCTCROCA
3th gnrk CACTTTCATT GAAAGOCCOG COCTTGAAGE CTCTCACTTC AGCTATCOCG ATCTOOGOGA TOOCAGTTTC AAGCCOCTCOC GTCTCETCTTT GEOCAACTTC AGCCGTCOCR
6th gauzk CACTTTCATT CAAACOCCOG COCTTCAACEC CTCTCACTTC ACCTATCOCE ATCTOOCOCA TCOCACTTTC AACCOCTOOC GTCTCTCTTT GROCAACTTC AGUCCTCOCA
9th gnrhk CACTTTCATT GAAACOCCOG COCTTCAACE CTCETCACTTC ACCTATCOCG ATCTCOCOGA TCOCACTTTC AACCOCTCOC GTCTCTCTTT GEOCAACTTC AGCCCTCOCR
12th gnrh CACTTTCATT CAAACOCCOC COCTTCAACE CTCTCACTTC ACCTATCOCC ATCTOOCOCA TCOCACTTTC AACCOCTCOC GTCTCETCTTT GEOCAACTTC ACCCCTCOCR
15th gnrh CACTTTCATT GAAAGOGGOG COCTTCAAGE GTCTCACTTC AGCTATGOCG ATCTGEOGOGA TGOCAGTTTC AAGOROCTOOC GTCTGTCTTT GGROCAACTTC AGUCGGTGOCR
Clustal CONSAREUE & *444asssss Sassiattss Sssaasants Saasattsns AMsatatsss SASEAtatts AMAauasass AMANARGats AMMAkasass Adadadaads dadadadans

TR R EPTERY PEPRY BEETT PETRY BPTER PRPTY BETTE PETY BPPTR PRRTY BRTTE PEPEY EPTERY PRPTY SETTE] PEDEY PP PR PP PR |
230 240 250 280 70 o L na azn A

T ACCCAGTCOC ATCTCAACCE COOCARCTTT TOOOGCOOOC GOTTCTACAA TCAACTCACC CATAACATCT ACTTCTCOTC GOCTTATATC

ACCCACTOCG ATCTCAACCE COOCAACTTT TOOOQOOOCT GOUTTCTACAA TCAACTCACS CATAACATCT ACTTCTCOTC COUTTATATC

? CATAAGATCT ACTTCTGOTC GOCTTATATC

CATAACATCT ACTTOTCOTC COCTTATATC

original TCACCTTOCR oo AAR ATOD TG
3th gnrk TCACCTTCCA ACCTCOOCTA TACCAACTTC ACTCOOCAAT GOCTCGAAAR ATCOCAGOTG
6th gauzk TCACCTTCCA ACCTCCOCTA TG e AR TG
9th gnrk TCACCTTCCA ACCTCOOCTA TACCAACTTC ACTCOOCAAT COCTCCAAAR ATCOCAGOTC
12th gnrh TCACCTTCCA ACCTCOOCTA TACCAACTTC ACTCOOCAAT COCTCCAAAA ATCOCACCTC
15th gnrh TCACCTTCGCA ACCTCOOCTA TACCAACTTG ACTCOOCAAT GOCTCCAAAR ATCOCAGETG
ClusStal CONSGNEUS & **FFesssss Messssssss Ssssssssss Sassstssns Sasasstsss sassabssss

LR R BT PERE BT PR T B |
o 5

original ACCTOGAAGE ACTCAAGATC TETGOC-TOG CA—

3th gnzA ACCTOCGAACE ACTCAAGATC TOOOOCCTOE CARA-

6th gnrk ACCTOCAACE ACTCAACATT COCOOCCTOL CARAR==-
9th gnra ACCTOGAAGG AGTCAAGTG- —————————= ————————m
12th gark ACCTOGAAGE ACTCAAGATC TCTCOCCTCG CAAGTTGAGT
15th gnrA ACCTOCAAGE ACTCAAGATC TCOOGOCCTCE CARARTAGTT

CARCACCTCA ATCTOOROCC CTCTOOOCTA
O TOC Ch ATC CTCTCOCCTA
CCACTCTTCE CARCACCTCA ATCTOOGORG
COACTCTTOR AT
CEACTCTTCC CARCACCTCA ATCTOOCCRG
CCACTCTTCE CARCACCTCA ATCTOOROGC

TOOCARTOTC
TCCCARTCTC

ACCTTTOO0C
ACCTTTOONC

TOOC) T

TCOCARTCTC
TCOCARTOTC

TCOCARTCTC

sesssanane

CCTTGATCRG

srsssssane

L50

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.



Figure S7. Genetic stability of gyrA4.

3th gyrA2

6tk gyzA2

9th gyrA2

12tk gyrA2

15tk gyrA2
Clustal Corsersus

Alignment: gyrAl

3th gyTA3
6zh gyzAd
9th gyTA3
12tk gyrA3
15th gyrA3
Clustal Corsersus

Alignment: gyrh4

3tk gyzA4
6tk gyTAd
9tk gyTAd
12tk gyrhAd
15tk gyzhAd
Clustal Consersus

Alignment: gyrhSs

3tk qy=AS
6tk gy=AS
9tk gy=AS
12tk gyzAS
15tk gyrAS
Clustal Consensus

PHGDFAVYDT
PEGDFAVYDT

AAAAARRRAR

PHGDEAVYET
PHGDEAVYET
PHGDEAVYET
PHGDEAVYET

AAAAARALAR

AAAARRRAAR

TVRMAQPFSL RYMLVDGQGH FPGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN YDGT-
TVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMRYTETRLA KIAHELMADL EFETVDEVDN YDGTE
TVRMAQPFSL RYMLVDGQGH FGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN YDGTE
TVRMAQPFSL RYMLVDGQGH FGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN YDGTE
TVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMRYTEIRLA KIAHELMADL EKETVDEVDN YDGT-
TVRMAQPFSL RYMLVDGQGH FPGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN YDGT-

AAAAARARAE AARARARARL ARARARAAAL AAAARAAAAL AAAAAAAAAL AAAAAAAARA AAAR

ccsclaccel cecilaneal aeuld
80

TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDGT-
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDGT-
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDGT-
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDGT-
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDETG
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EFETVDEVIN YDETG

ARAAARARAL AARAAAAARE AAAAARAEAL AARAAARARL AAAAARAAAL AMAAAAAREE AAAA

TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVIN YDGT-
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVIN YDGT-
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KTIAHEIMADL EFETVDEVIN YERYGC
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVIN YDGT-
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVIN YDGTE
TVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KTAHEIMADL EFETVDEVIN YDGTE

AAARAAAAAR AAMARARAAE AAARAAARARE AAAARALALSE AAMAAAARLE AAAAALAAAL A-

cesclecec] cecilacaal aues
80

TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDGT
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDET
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDET
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDET
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDET
TVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMBYTEIRLA KIAHELMADL EFETVDEVIN YDET

ARAAAARARE AAAAAARAAL AAARARARAE AARAAAAAESE AAAAAAAAAA AARAAAAARE BAAR

IVRMAQPESL RYMLVDGQEN PGSIDEDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YDET-
IVRMAQPESL RYMLVDGQEN PGSIDEDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YDET-
IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YDET-
IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YARYG
IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YGRYG
IVRMAQPFSL RYMLVDGQGN FPGSIDEDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN YERYE

AAAAARAAAL AAAAAAAARL AAAAAARRRE AR A R AR AR AR AR AR A

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 10 amino acids.
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Figure S8. PCR results for homogeneity of plasmid DNA reference materials.
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Note: Lane M is DL 2000 DNA marker, lanes 1-12 are PCR bands of each reference material in

12 tubes.
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Figure S9. Homogeneity of aac(6°)-1b in plasmid DNA reference materials.

Alignmant : aac(6')-Ib

asc(6')-In-1
aac(6')-In-2
aac(6')-In-3
aac(6')-In-4
asc(6')-In-5
aac(6')-In-6
aac(6')-In-7
aac(6')-In-8
ase(6')-In
aac(€')-In-10

aac(6')-In-11

aac(6')-In-12

Clustal Consensus

aac(6')-In-1
aac(6')-In-2
aac(6')-Ib-3
aac(6')-In-4
aac(6')-In-5
aac(6')-In-6
aac(6')-In-7
asc(6')-In

aac(6')-In-11
aac(6')-In-12
Clustal Consensus

asc(6')-In-1
aac(6')-In-2
aac(6')-In-3
aac(6')-In-4
asc(6')-In-5
asc(6')-Ib-6
aac(6')-In-7
aac(6')-In-8
aac(6')-In-9
aac(6')-I5-10
ase(6')-In-11
aac(6')-In-12
Clustal Consansus

aac(6')-In-1
aac(6')-In-2

asc(6')-Ib-1
aac(6')-In-2
aac(6')-Ib-3
aac(6')-1b
aac(6')-Ib-5
aac(6')-In-6
aac(§')-In-7
aac(6')-In-8
aac(6')-Ib-9
aae(6')-In-10
asc(6')-In-11
aac(6')-In-12
Clustal Consensus

Note: “*” means no difference in nucleotide.

CACCTACACE

R EETEY PR P |
a 110
RACACTACTT GOCAAGCCTT

CACGTRACRGG
CACCTRCRGG
CACCTACACE
CACCTRCACG
CACCTRCRCE
CACCTACACE
CRCCTRCRCC

COCAMGOCTT
COCARGOCTT
COCAACOCTT

TT
RAACACTACTT
AACACTACTT
ARCACTACTT
ARCACTACTT
RACACTACTT
AACACTACTT

eI EEETY EETTR PERTY ST PEPEY BETER PRTY SETTE PRETY EEPERY PRETY BETTE) PEPEY BT PR STl PPy PR PRRTY SETEe ey |
1za 130 140 150 160 17 180 1% 200 21n 220

TT AC AGT e TT GCA TCA A X CATTCOCTAT COOCACTOCT ACCTTCOTCT TOCAACCOGE CACCCATCCT COCARCAAGA
TTACOGCARG ACTCOCTCAC TOCATACATT GUAATCCTCA ATCCACACOT CATTCOCTAT COOCACTOCT ACCTTCOOTCT TOCAACOOOC CAOCCATCCT COCARCAACGR
TT MG N e TT GCAATCOTCA GAT CCET ACCTTGOTCT TCCARGOGOE CACCEATCET GOGAAGRACA
TTACOCCARG AGTCOGTCAC TOCATACATT GCAATCCTCGA ATCGACAGOT GATTGOCTAT GOCCACTOCT ACCTTCCTCT TCCAAGOGOG GAOCCATCCT CGGCAAGAAGA
TT AC N uc TT GCM TCA N GAT T ACCTTCOTCT TCCARCOCCE CACCCATCOT COCAACAACA
TTAGOGCARG AGTCOGTCAC TOCATACATT GUAATCOTCGA ATGGAGAGOT GATTCGCTAT GOOCAGCTOCT ACCTTCOTCT TCGAACOGOG GACGCATCOT CGCARGAAGAR
TT g 1 e TT GCA TCA A CGATTCGGCTAT COOCACTOCT ACCTTGOTCT TCCAAGOGCE GACCEATCET GOGAAGAAGA
TCCATACATT CCAATCOTCA ATCCACACOT CATTOOCTAT COOCACTOCT ACCTTOOTCT CRCCCATOCT  COCAACARCA

T CCAATCOTCA ATCCACACOS CATTCOCTAT T ACCTTCCTCT AACAACA

T TOCATACATT GUAATCCTGA ATCCACAGOT GATTCGRGTAT GOOCAGCTOCT ACCTTCCTCT CGACCCATCET GOGAAGRACGR

T GCA GAT ACCTTCOTCT CACCCATCOT COCAAGAACA

TOCATACATT CCAATCCTCRA ATCCACACOC CATTOOCTAT COOCACTOCT ACCTTOCTCT CROCCATCCT  COCAACRRCA

babshbbaan

ey

ey

RO

ey

R

B B B B B e e B B B B B B MR E R MR BT BT REETY TR By |
an

ANCCCATOCA
ARCOCATOCA
ARCOCATOCA
ANCOCATOCK
PRCCCATOCA
AMCOCATOCR
ANCOCATOCA
ARCOCATOCR
AMCOCATOCR
ARCOCATOCR

COACTACCOG CAATACACCA
COACTACCOG GRATACACCA
CCACTAOCOE GRATACAOCR
COACTAOCOG GAATACACCR
COACTAOOCC CRATACACCR
COACTAOCOE CAATACACCR
CEACTAOCOG GRATAGACCR
CEACTAOCOE GRATACACCR
CEACTAOGOG CRATACADCR
CEACTAOGOG GRATAGACCR
CCACTAOGOG GRATAGAOCR
COACTACCOG GRATACACCA

CTTACTOOOC
CTTACTCCOG
CTTACTCCOG
CTTACTCCOG
CTTACTOOOC
CTTACTCOOC
CTTACTCGOG
CTTACTCCOC
CTTACTCOOG
CTTACTCEOG
CTTACTCCOG
CTTACTCCOR

AATOCATCAS
AATCCATCAC
AATCCATCAE
AATCCATCAC
ARTOCATCRC
AATCCATCAS
AATCCATCAC
AATCCATCAS
AATCCATCRE
AATCCATCAS
AATCCATCAC
AATCCATCAS

am ELL kL
CCETCROOCAG
CCTCOOOCAC

CAACTTCOCA
CAACTTOOCA
CAACTTOOCA
CAACTTCOCA
CAACTTCOCA
CAACTTOOCA

AACTCOCCAR
AACTCOOCCAR
AACTCOCCAR
AACTOOCCAR
ARCTOOCCAR
AACTOOOCAR
AACTCOGCAR
AACTOOCCAR
AACTOOGCAR
AACTOOGCAR
AACTOOGCAR
AACTCOCCAR

COCATOOCAT
COCATOOCAT
COCATOOCAT
COCATCOGAT
COCATOOCAT
COCATOOCAT

COTRCCACRA
COTACCACRA
COTACCACAA
COTACCACAA
COTACCACAA
COTACCACAA

R |
410

TTCCACCTCT

CRCRCCCRRG
CRCRCCCRAC
CRCRCOCRAE
CRACACCCRAG
CRCRCOCRAG
CRCACCCANG

a0 LEN

COTTCEACTTC CTCTTCAATC

|
440

CTROCCTARC
CTROCCTARC
CTAOCCTARS
CTROCCTARS
CTROOCTARS

CADCARGATC CARRACGCACT
Abdbabsias Abbdadiasd

sssssssass

CAACTTCOCA
CAACTTCOGR
CAACTTCOGA
CAACTTCOGA
CAACTTCOCA
CAACTTGOGA

P

4HD

06G-————
COCCOETT-—
C-COrR—

(=%
GUTRCCAGAA
COTACCAGAA
CCTACGAGAA
COTRCCACAA
oo A

T
GOGATCOGAT
COGATOOGAT
GOGATCOGAT
COCATOOCAT
GOGATOOGAT

Ac T

CACARGGCRRG
CRCRCGERAG
CACACOCRRG
CRCARCCCRAG

ARG

Gbbiabbass sbbbbidasa

FYTTTrTTTe

ssssssssas

GTROCCTARS

ssasas

Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S10. Homogeneity of parC in plasmid DNA reference materials.

Alignment: parC

parC-1
pazC-2
parC-3
parC-4
parC-5
parC-6
parC-7
parC-8
parC-9
parC-10
parC-11
parC-12
Clustal Consersus

~TAMSELGLN ATAKFEESAR TVGDVLGEYH
SMR-FELCLN ATAKFEKSAR TVEDVLGKYH
SMREVELGLN ATAKFEESAR TVGDVLGEYH
-YAMSELGLN ATAKFEKSAR TVEDVLGKYH
SMRFVKLCLN ATAKFEESAR TVEDVLGEYH
~YTAMSELGLN ATAKFKKSAR TVEDVLGKYH
SMRLLKLCLN ATAKFEESAR TVEDVLGEYH
FYAMVELGLN ATAKFKKSAR TVEDVLGKYH
SMRFVKLGLN ATAKFEESAR TUVEDVLGEYH
SMRLVELGLN ATAKFKKSAR TVEDVLGKYH
~YAMSELCLN ATAKFEESAR TUVCDVLGEYH
SMREVELGLN ATAKFKKSAR TVEDVLGKYH

chRAA RAARRAARRE ARAAAAALAR

PHGDRACYEA MVLMAQPESY RYPLVDGQGH WGAPDDPESE AMMRYTESRL
PHEGDBACYEA MVLMAQPESY RYPLVDGQGH WGAPDDPESE AAMRYTESRL
PHGDRACYEA MVLMAQPESY RYPLVDGOGH WGAPDDPESE AAMRYTESRL
PHGDRACYEA MVLMAQPESY RYPLVDGQGN WEGAPDDPESE AAMRYTESRL
PHGDBACYEA MVLMAQPFSY RYPLVDGQGH WEGAPDDPESE AAMRYTESRL
PHGDRACYEA MVLMAQPESY RYPLVDGQGH WEGAPDDPESE AAMRYTESRL
PHGDBACYEA MVIMAQPFSY RYPLVDGQGH WEGAPDDPESE AAMRYTESRL
PHGDRACYEAR MVIMAQPESY RYPLVDGQGN WEGAPDDPESE AAMRYILSRL
PHGDBACYEA MVLMAQPFSY RYPLVDGQGH WGAPDDPESE AAMRYTESRL
PHGDBACYEA MVLMAQPESY RYPLVDGQGN WGAPDDPESE AAMRYTESRL
PHGDRACYEA MVLMAQPESY RYPLVDGQGHN WGAPDDPESE AAMRYTESRL
PHGDBACYER MVLMAQPESY RYPLVDGQGN WGAPDDPESE AAMRYTESRL

AARAAARARE AAMAERAAAR AAAARAAARL AAMAARARAL AAALAMAARL

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 10 amino acids.
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Figure S11. Homogeneity of gnrS in plasmid DNA reference materials.

Alignment : gnrs

qnrs-1
qnrs-2
gnxs-3
qnrs

qnrs-12
Clustal

Note:

CTTCCTCATC
CTTCCTCGATG

ACAATCOCAR
ACAATCOCAR
ACAATCOCAR
ACAATCOCAR
ACAATCOCAR

~=~TTACCCT GCAGGCTGAT ATTCCTCCCT COCACTTTGA TCTCGCAGAT CTTCGTCATG
Consensus - - i
PEPTAEEETY BEPER PRDEY BETTRY PRDRY BETRR PREEY BETER PR EETRR PR BETE) PRPEY EPPRT PEPEY BEPTR) PRRRY IEPTRY PRDRY TR P |
12 3 150 1 1 0 21
TCECTACCGETA TAGACTTOCG TCOCCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAA TTTTCCTCAG CATTTATTTC
TCECTACCCTA TAGACTTOOC TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAR TTTTCCTCAG CATTTATTTC
TCCTACCETA TAGACTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TT A TTTTCCTCAGC CATTTATTTC
TCECTACCETA TAGACTTOOG TCOCTCETCGAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAR TTTTCCTCAG CATTTATTTC
TCECTACCETA TAGACTTOOC TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAR TTTTCCTCAC CATTTATTTC
TCECTACGETA TAGACTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAA TTTTCCTCAG CATTTATTTC
TCECTACCETA TAGACTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAR TTTTCCTCAG CATTTATTTC
TCCTACCETA TAGAGTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TT A TTTTCCTCAG CATTTATTTC
TCECTACCETA TAGACTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAA TTTTCCTCAG CATTTATTTC
TCCTACCETA TAGACTTOOC TCOCTCTCAT TTAAMACCTC CCAACTTTTC CCCAACAAAC TTTCOOCATC AACTCAGCTAR TTTTCCTCAG CATTTATTTC
TCECTACCETA TAGACTTOCG TCOCTCETCAT TTAAACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAA TTTTCCTCAG CATTTATTTC
TCECTACCETA TAGAGTTOOG TCOCTCTCAT TTAAMACCTG CCAACTTTTC COCAACAAAC TTTCOOCATC AACTCAGTAR TTTTCCTCAG CATTTATTTC
aan aan . . . aas aaa aas Mhasasanan hasanasana
ceseleceel coneleceal cocelececl covaloceal cocaleveal covaloceel coviloceal coveloceel coveleceel covelocecl cenaleneal
2 28
TCCATCTAAT CTTTOCTATG CCAATATCCA GACCCTTTCT TTAGAAMAAT CTCAGCTTCTT TCAAAATOCC TCCATACCAR CCAACCTACE COCTCCATCA CTGAAAGACT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTAGAAAAT CTCAGCTTCTT TCAAAATCCC TCCATAGGAA CCAACCTACE COCTCCATCA CTCAAAGACT
TCCATCTAAT CTTTCCTATG CCAATATCCA CACCCTTTCT TTAGAAAAT CTCACTTCTT TCAMATCCE TCCATACCARA CCAACCTACE COCTCCATCA CTCAAGACT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTACAAMAT CTCAGTTCTT TCAAAATOCC TCCATACCAA CCAACCTACE COCTCCATCA CTGAAAGAGT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTAGAAAAT CTCACTTCTT TCAMATOCE TCCATACCAR CCAACCTACE COCTCCATCA CTGAAGACT
TCCATCTAAT CTTTOCTATG CCAATATCCA CACCCTTTCT TTAGAAAAT CTCACTTCTT TCAAAATOCC TCCATACCAA CCAACCTACE COCTCCATCA CTCAAAGACT
AAT CTTTCCTATG CCA CGACCETTTCT TTAGAMAT CTCACTTCTT TCAMATOCE TCCATAGCCAA CCAACCTACE COCTCCATCA CTGAAGAGT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTAGAAMMAT CTCACTTCTT TCAAAATCCC TCCATAGCCGAR CCAACCTACE COCTCCATCA CTGAAGACT
TCCATCTAAT CTTTOCTATG CCAATATCCA GACCCTTTCT TTAGAAMAT C STTC TCAMATCOCE TCCATACCAR CCAACCTACE COCTOCATCA CTGAAGACT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTAGAAAAT CTCAGTTCTT TCAAMATCGE TCCATAGCAR CCAACCTACE COCTCCATCA CTGAAGAGT
CTTTOCTATG OC) CACCETTTCT TTACAMAT CTCACTTCTT TCAAMATOCC TCCATACCAR CCARCCTACE COCTCCATCA CTCAAMGACT
TCCATCTAAT CTTTCCTATG CCAATATCCA GACCCTTTCT TTAGAAMAT CTCAGTTCTT TCAAAATOCC TCCATAGGAA CCAACCTACE COCTCCATCA CTGAAAGACT
. . . B T T T LT LI LTI ey
ceceleceal coceloceal cocalocecl cocalocecl cocelocecl cocclocecl cocclocecl cocelocecl coceloceel cocelececl cocclenas
aso
CACGACTTAAC TCCACCTCTT TTTTCOCAAC ATCTCTCCCG GCAATTTACE CTACACCCCE CCAATTTATC CCACCOOCAR i
CACACTTAAC TCCACCTCTT TTTTCOCAAC ATCTCTCCCE CCAATTTACC CTACACCCOG CCAATTTATC CCACCOOCAA
CACACTTAAC TCCACCTCTT TTTTCOCAAC ATCTCTCOCG GCAATTTACE CTACACCCCG CCAATTTATC CCACCOOCAR
CACACTTAAG TCCACCTCTT TTTTOOCAAC ATCTCTCOCG GCAATTTACE CTACACCOCG CCAATTTATC CCACCOOCAR
CACACTTAAC TCCACCTCTT TTTTCOCAAC ATCTCTCCCG CCAATTTACC CTACACCCCG CCAATTTATC CCACCOOGAAR
CACACTTAAG TCCACGCTCTT TTTTOCCAAC ATCTCTCOCG GCAATTTAGE CTACACCOCG CCAATTTATC CCACCOOCAR
CACACTTAAC TOCACCTCTT TTTTCOCAAC ATCTCTCOCE CCAATTTACC CTACACCCCG CCAATTTATC CCACCOOGAA
CACGACTTAAC TCCACCTCTT TTTTCOCAAC ATCTCTCOCG GCAATTTACE CTACACCOCG CCAATTTATG CCACCOOGAA
CACACTTAAG TCCACCTCTT TTTTOOCAAC ATCTCTCCCG GCAATTTACE CTACACCCCG CCAATTTATC CCACCOOCAR CA=====——
CACACTTAAG TCCACCTCTT TTTTCOCAAC ATCTCTCOOG GCAATTTACE CTACACCOCE CCAATTTATG CCACCOOGAAR —
CAGACTTAAG TCGAGGTGTT TTTTCCGAAG ATGTCTGHGG GEARTTTAGE CTACAGGGEG CCAATTTATG CCACGOUGAR ATGGGTCTT
CAGACTTAAG TOCACCTCTT TTTTCOCGAAG ATCTCTCOCC GCAATTTACE CTACACCOCE CCAATTTATC CCACCOCCGAT A==

AT

means no difference in nucleotide.

Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S12. Homogeneity of ogxA4 in plasmid DNA reference materials.

Alignment : ogul
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120 130

CCAGCACCOG
CCAGCACOOG
CCACCACCOG
CCACCACCOG
CCACCACCOG
CCACCACCOG
CCACCACCOG
COAGCACOOG

CCACCACCOG
CEAGCACCOG
CCACCACCOG

assssnnann

150

50

COCCTAAGET O G
COCCTAAGET CCTCCETCANG
COCCTAAGET CCTCCETGANG

CTCAATTACA
CTCAATTACA
CGTCGAATTACA
CTCAATTACA
CTGAATTACA
CTCAATTACA

Mhsasasans sassssnnas

COCAARGOGA

assssnnans

ACCCATAMT
ACCCATAAAT

220

GATAGATCAC AGAACCTATC
CGATAGATCGAC AGAACCTATC
CGATACGATCAC AGAACCTATC

TAGCTOCATAC
TAGTOCATAC
TACTCOCATAC
TAGCTOCATAC
TAGTOCATAC
TACTOCATAC
TACTCOCATAC
TACTCOCATAC
TAGCTOCATAC
TAGTOCATAC
TACTOCATAC
TACTOCATAC COOOCC--

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.

ACAACCTATC

15



Figure S13. Homogeneity of gnrA in plasmid DNA reference materials.

Alignment : guzh
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sas s
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CCATTTCACT
CCATTTCACT
CCATTTCACT
CCATTTCACT

dsssssanns

sesnsssnnn

ACCCACTCRG
ACCCACTCRG

asssssnns

sessansans

venelaaanl
ATCTCAAGCS

ATCTCAAGES
ATCTCAAGCE

P

ACCTATCOOC
ACCTATOOOC
ACCTATCOOC
ACCTATGOOG
ACCTATCOOC
ACCTATOOOC
ACCTATCOOC
ACCTATCOCG
ACCTATCOOC
ACCTATOOOC
ACCTATOOOC

RACCTATCOOG
sessassnns

COCCTTTTAT CAGTCTCACT
COCCTTTTAT CACTCTCACT
CCCCTTTTAT CACTCTGACT
COCCTTTTAT CACTCTGACT
COGCTTTTAT CACTCTCACT
COCCTTTTAT CACTCTCACT
CCCCTTTTAT CAGTCTGACT
COCCTTTTAT CACTCTCACT
COCCTTTTAT CACTCTCACT
COCCTTTTAT CACTCTCACT
COCCTTTTAT CAGTCTGACT
COCCTTTTAT CACTCTCACT
Basssansas Aabsassban

sessssssas snssssssen

ATC
ATCTCARGOS
ATCTCANGOG
ATCTCARCOC

ATC
ATCTCAMGOG
ATCTCANGEE
ATCTCARCCC

ATC
sssssssans

Crrrrrrr ey

ey

TCAAGTCAGET
TCAACTCAGET
TCAACTCAGE
TCAACTCACK

TCACCTTCCA

ann

CTCAGATCTC
CTCACATCTC
CTCACATCTC
CTCACATCTC
CTCAGATCTC
CTCACATCTC
CTCACGATCTC
CTCACATCTC
CTCAGATCTC
CTCACATCTC
CTCAGATCTC
CTCACATCTC

ACODCCCCCR
ACOOCCCECR
RCCOOCCCCR
ACOCCCCOCR
ACODCCCCCR
ACOOCCCECR
RCOOCCCGCR
ACOCCCCOCR
ACODGCCGCR
ACOOCCCCCR
ACOOCCCOCR
ACOCCCGECR
sasssansss

aen an ELL qon a1n
TACCAACTTC N AT GO AAR A TC TTTCAAAACR RCTOCACCRR
TACCAACTTC ACTCOOCAAT COCTCCARAA ATCOCAGCTC TTTCAMACA ACTOCAGCAR
TACCAACTTG ACTGGOCAAT COCTCCARAA ATCOCAGCTC TTTCAAMACA ACTGCAGCAA
TACCAACTTG ACTGOOCAAT COCTCCARAA ATCOCAGCTC TTTCAAMACA ACTGCAGCAR
TACCARCTTC M AT O AAR A TG TTTCAAAACK ACTCOCACCRR
TACCAACTTC ACTCOOCAAT COCTCCARAA ATCOCAGCTC TTTCAMACA ACTOCAGCAR
TACCAACTTG ACTGGOCAAT COCTCCARAA ATCOCAGCTC TTTCAAMACA ACTGCAGCAA
TACCAACTTG ACTGOOCAAT COCTCCARAA ATCOCAGCTC TTTCAAMACA ACTCGCAGCAR
TACCAACTTC N AT GO0 AAR A TG TTTGAARAACA ACTGCAGCRR
TACCAACTTG ACTGOOCAAT GOCTCGOARAA ATCOCAGOTG TTTCAMACA ACTGCAGCAR
TACCAACTTG ACTGOOCAAT COCTCCEARAA ATCOCAGCTC TTTCAMACA ACTGCAGCAA
TACCAACTTG ACTCOOCAAT COCTCCARAA ATCOCAGCTC TTTCAAACA ACTCGCAGCAR

sassansssn

a0

sssssnsass

5
RO ACC ACTCACTCOG
ACCTOCAAGE AGTCAA--——
ACCTOCAACE ACTCACCCOG
ACCTOCARCE ACTCAACTC-
RO ACC ACTCAACTOL
ACCTOCAACE ACTCATCGCR
AT ACE ACTCACTCOC
ACCTOCAACE ACTCAACTCG
ACCTOCARCGE ACTCAACTCC
ACCTOCARCE  RCTCACCOCE

Ty

Ty

oy

CCACTCTTCG
CCACTCTTCR
CCACTCTTON
CCACTCTTOC
CCACTCTTCG
CCACTCTTCR
CCACTCTTOO
CCACTCTTOC
CCACTCTTCG
CCACTCTTCR
CCACTCTTOR
CCACTCTTCG
sasssssans

sassssssnn

BAAAALEARE AAAEAAARAS AAsAAAEAES

500 510 K20

SAsssbaaas Massssssss sasbsssbas

common that there are differences in the first and last 20 nucleotides.

bsssarssas

CTCTCTCTTT
sasssrsnnn

CATAAGATCT
CATAAGATCT

CATAACATCT
CATAACATCT
sssssssasns

@

TCECCAATCTC
TCCCARTCTC
TCEOCAATCTC
TCCCAATCTC
TCECCARTCTC
TCCCARTCTC
TCEOCAATCTC
TCCCAATCTC
TCECCARTCTC
TCCCARTCTC
TCOCAATOTC
TCCCAATCTC

srsssssses

530

ATCTCCATCE
ATCTCCATCE
ATCTCCATOR
ATCTCCATCC
ATCTCCATCE
ATCTCCATCE
ATCTCCATCS
ATCTCCATCC
ATCTCCATCE
ATCTCCATCE
ATCTCCATCR
ATCTCCATCE

srsssssans

sssalassal

100

CATCOCACTT
CATCOCACTT
CATCOCAGTT
CGATCOCAGTT

e

COOCARCTTC
COCCARCTTC
QEOCARCTTC
GOOCARCTTC
COOCARCTTC
COCCARCTTC
COOCARCTTC
COOCARCTTC
COOCARCTTC
COOCARCTTC
COOCARCTTC
COOCARCTTC

ey

ACTTCTCOTC
ACTTCTCCTC
ACTTCTOCTC
ACTTCTCCTC
sssssssans

sasssssass

han

sssssssans

110
TOCACCATTC
TOCACCATTC
TOCACCATTC
TOCACCATTC
TOCACCATTC
TOCACCATTC
TOGAGGATTC
TOCACCATTC
TOCACCATTC
TOCACCATTC
TOCAGCATTC
TOCACCATTC
ssnsasnas

220

sesnsasnns

30
GLCTTATATC
COCTTATATC
COCTTATATC
COCTTATATC
GOCTTATATC
COCTTATATC
COCTTATATC
COCTTATATC
GLOTTATATC
COCTTATATC
COCTTATATC
COCTTATATC
ssssssanes

cevalenned
440

COTTCATORG
COTTCATONG
COTTCATGRG
COTTGATORG
COTTCATORG
COTTCATONG
COTTCATGRG
COTTCATORG
COTTCATORG
COTTCGATGRG
COTTCATGRG
COTTCATCRG

sasssssban

550

ssssssssan

means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
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Figure S14. Homogeneity of gnrB in plasmid DNA reference materials.

Alignmant : gnxB

qnrB-1 T CACTCOOCOG

B T ey | - - s
150 17 1 200
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTC
TCACCTACTG
TCACCTACTG

250 260 270
gnrB-1 ACATCTCTOC COOCCOCACT TTTOCACTTT CCA-TCOOCE AACACCAAAAR --
qnrB-2 ACATCTCTOC COOCCOCGACT TTTCCACTTT CCACTCGA-A AACACCAMA A~
qnrB-3 ACATCTCTOC COOCCOCGACT TTTCCACTTT CCACTCOCCGA AACACCAMA --
qnrB-4 AGATCTCTOC COOCCOGACT TTTCCACTTT CCACTCOOCE AACACCAMA --
gqnrxB-5 ACATCTCTOC COOCCOCGACT TTTCOCACTTT CCACTCOC-C ACCAGCCAMA --
qnrB-6 ACATCTCTOC COCCCOCGACT TTTOCACTTT CCACTCOCCGA AACACCAAAR TA
qnrB-7 ACATCTCTOC COOCCOCGACT TTTCCACTTT CCACTCOC-GC AMCCGOCAMA ~-
qnrB-8 ACATCTCTOC COOCCOCGACT TTTCCACTTT CCGA-TCOCCE AACACCAMA --
qnrB-9 ACGATCTCTOC COOCCOGACT TTTCCACTTT CCACTCOG-- AACACCAMAR A-
qnrB-10 AGATCTCTOC COOCCOGACT TTTCCACTTT CCA-TCOCCT AACACCAMA --
qnrB-11 ACATCTCTOC COOCCOCGACT TTTCCACTTT CCACTCOC-C AGCAGCCAAA --
qnrB-12 ACATCTCTOC COOCCOCGACT TTTOCACTTT CCACTCOCCA AACACCAAAAR TA
Clustal CONSGNEUS  *4444sssss 4sasssasss asssnssnss ass aa s sasans

TTTCCACOCE
. .

ATATATCACT
. .

-1 . =
210 220

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S15. Homogeneity of gyr4 in plasmid DNA reference materials.

Alignment: gyrAl

10 20 0 50 &0 70 8o
ayTAl-1 SLVTPEPGEYH PHCDSAVYNT IVRMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDT LTVR-
gyTAl-2 ~-BWSRIGKYH PHGDSAVYNT IVEMAQPFSL RYMLVDGOGN FGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN WNGT-
gyTAl-3 ~-BWSRIGKYH PHGDSAVYNT IVREMAQPFSL RYMLVDGQGN PGSIDGDSAR AMRYTEIRLA KIAHELMADL EFETVDEVIN WHGT-
gyTAl-4 -VGDVIGKYH PHGDSAVYNT IVREMAQPFSL RYMLVDGQGN FPGSIDGDSAA AMRYTEIRLA KIAHELMADL EKETVDEVIN YDGTE
qyTAl-5 SLATRIGKYH PHGDSAVYNT IVRMAQPPSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL ERKETVDEVDK TERY-
gyTAl-6 LLVNLPGKYH PHGDSAVYNT IVREMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHFIMADL EFETVDEVDE RERYG
ayTAl-7 LLVNLEPGEYH PHGDSAVYNT IVRMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVIDE RERYG
gyTAl-8 ~VGERFGEYH PHGDSAVYNT IVEMAQPFSL RYMLVDGOGN FGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE CERYG
gyTAl-9 SLVSVIGKYH PHGDSAVYNT IVEMAQPFSL RYMLVDGQGN FPGSIDGDSAA AMRYTEIRLA KIAHELMADL ERETVDEVIN YDGT-
gyTAl-10 -BWSRIGKYH PHGDSAVYNT IVEMAQPFSL RYMLVDGQGN FGSIDGDSAR AMRYTEIRLA KIAHELMADL ERKETVDEVIH WNGT-
gyrAl-11 LLVNLPGEYH PHGDSAVYNT IVRMAQPPSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EKETVDEVDK RERYG
gyTAl-12 ~VEDPIGKYH PHGDSAVYNT IVEMAQPFSL RYMLVDGQOGN PGSIDGDSAA AMRYTEIRLA KIAHFIMADL EFETVDEVIN WQRY-
m““lmm P I N ) lllllllll‘
Alignment: gyrhAl

ceneecaal cocalacaal canclocaal cacalacaa] canalecaal] cacalacaa] caaaleaaa] cacafaaaa] a...]

10 20 20 40 50 €0 70 a0
qyTA2-1 ~-VEDGEGEYH PHGDYAVYDT IVRAMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERKETVDEVDE WERYG
gyTA2-2 ~VADRPGEYH PHGDYAVYDT IVEMAQPFSL RYMLVDGQGH FGSIDGDSAR AMRYTEIRLA KIAHEIMADL ERKETVDEVDH HDET-
gyTA2-3 SLVNGIGKYH PHGDYAVYDT IVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERKETVDEVDN WDGT-
qyTA2-4 ~-VEDGIGEYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAR AMRYTEIRLA KIAHEIMADL EKETVDEVDN WERY-
qyTA2-5 ~-VEDVIGEYH PHGDYAVYDT IVRAMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDN YDGETG
gyTA2-6 -VCHGIGEYH PHGDYAVYDT IVEMAQPFSL RYMLVDGOGH PGSIDGDSAR AMRYTEIRLA KIAHEIMADL ERKETVDEVDH LARY-
gyTA2-7 ~VADRPGEYH PHGDYAVYDT IVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERKETVDEVDN NDGT-
qyTA2-8 BWSSAPGKYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMBYTEIRLA KIAHEIMADL EKETVDEVDE SHGT-
qyTA2-9 SLVTVIGEYH PHGDYAVYDT IVRAMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDN YDGET-
gyTA2-10 SLVEGIGEYH PHGDYAVYDT IVEMAQPFSL RYMLVDGQGH FGSIDGDSAR AMRYTEIRLA KIAHEIMADL ERKETVDEVDH WDET-
gyTA2-11 ~RW-SUGKYH PHGDYAVYDT IVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE LOTVR
qyTA2-12 ~VeHEIGKYH PHeDYAVYDT IVRMAQPFSL RYMLVDGQEN PESIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVDN LARY-
cl“ulm _ll]l R
Alignment: gyrild

RN RFPERY [RICRURY I pESTIS RN ARG RS e PRGN R RS PRI SR O .|

10 20 20 40 S0 &0 T0 8o
gy=A3-1 SVGABRVGKYH PHEDFAVYDT IVRMAQPESL RYMLVDEOGN PESIDGDSARA AMBYTEIRLA KIAHREIMADL EFETVDEVDE M-TVR
gyTA3-2 HW-PREGKYH PHGDFAVYDT IVEMAQPFSL RYMLVDGQOGN FGSIDGDSAR AMRYTEIRLA KIAHEIMADL ERKETVDEVDT WERY-
gy=A3-3 ~VCEPIGKYH PHGDFAVYDT IVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN -QTVR
gy=hA3-4 SLVVePeKYH PHEDFAVYDT IVEMAQPESL RYMLVDGOGN PGSIDGDSAA AMBRYTEIRLA KIAHREIMADL EFETVDEVDE SNET-
gyTA3-5 -LVTREGKYH PHGDFAVYDT IVEMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE MGRYG
ayTA3-6 SLVSVIGKYH PHGDFAVYDT IVBMAQPFSL RYMLVDGOGH FGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDN YDGT-
gy=A3-7 ~LVTRFPGKYH PHGCDFAVYDT IVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMAYTEIRLA KIAEEIMADL EFETVDEVDE MGRYGC
gy=A3-8 -VeEAPGKYH PHEDFAVYDT IVRMAQPESL RYMLVDEOGN PESIDGDSAR AMBYTEIRLA KIAHEIMADL EFETVDEVDN CASVR
ayTA3-9 FVGDVIGKYH PHGDFAVYDT IVBMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFKETVDEVDN YDGTE
ayTA3-10 ~VGEPIGKYH PHGDFAVYDT IVEMAQPESL RYMLVDGOGH FGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN -QTVR
gy=A3-11 SLVIVIGKYH PEGDFAVYDT IVEMAQPFSL RYMLVDGOGH FGSIDGDSAA AMAYTEIRLA KIAEEIMADL EFETVDEVIN YERYGC
gyTA3-12 -VeDEPERYH PHEDFAVYDT IVBMAQPESL RYMLVDGOGN PGSIDGDSAA AMBYTEIBRLA KIAHREIMADL EFETVDEVIN MDET-
Clustal Corsersus JAARR AAAAARARAE AAAAAAAMAAA AAAAAAAAAS AAAARAAAAAL AGAAAAAAAL AAAMAAAAAAL AAAAAMAAN
Alignment: gyzh4

L L T I I L e Il Ty [puPy B Tl ) (R PR ey IS

10 20 20 40 S0 &0 T0 8o
gy=h4-1 =VeERIGKYH PHEDFAVYET IVEMAQPESL RIMLVDGOEN PGSIDGDSAR AMRYTEIRLA KIAREIMADL EFETVDEVIN LARYG
gy=h4-2 SLVIBRIGKYH PHEDFAVYET IVBMAQPESL RYMLVDGOGEN PGSIDGDSARA AMBRYTEIRLA KIAHNEIMADL EFETVDEVIN FERY-
gyTAe-3 -W-PVIGKYH PHGDFAVYGT IVEMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EXETVDEVIDK WERYG
gyTAe-4 -VCHGIGKYH PHGDFAVYGT IVBMAQPFSL RYMLVDGOGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVDN WHGT-
ayche-5 LVEDRPGKYH PHGDFAVYGT IVBMAQPFSL RYMLVDGOGH FPGSIDGDSAR AMRYTEIRLA KIAHEIMADL EKETVDEVDK CARYG
ayTtAe-6 ~CW-PIGKYH PHGDFAVYGT IVBMAQPFSL RYMLVDGOGH FGSIDGDSAR AMRYTEIRLA KIAHEIMADL EKETVDEVIDN SHGTD
ayhe-7 ~CW-PIGKYH PHGDFAVYCT IVEMAQPEFSL RYMLVDGOGH FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFKETVDEVIDN SHGTD
gy=hA4-8 ~CW-PIGKYH PECDFAVYCT IVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMAYTEIRLA KIAHEIMADL EFETVDEVIN SNGID
gy=h4-9 ~VCERPGEKYH PECDFAVYCT IVRMAQPFSL RYMLVDGOCH FGSIDGDSAR AMAYTEIRLA KIABEIMADL EFETVDEVDE LNGT-
gy=hA4-10 SLVRCPGEKYH PECDFAVYCT IVRMAQPFSL RYMLVDGOGH FGSIDGDSAA AMAYTEIRLA KIANEIMADL EFETVDEVDE MNGT-
gy=h4-11 IVeDVIGKYH PHEDFAVYIET IVRMAQPESL RYMLVDGOGN PESIDEDSAR AMRYTEIRLA KIAREIMADL EFETVDEVIN YVRYE
gyzA4e-12 -VeHCIGKYH PHEDFAVIET IVBMAQPESL RYMLVDEOGN PGSIDGDSARA AMBRYTEIRLA KIAHNEIMADL ERETVDEVIN WNGT-
Clustal Corsersus chAAE AMAAAAAMAE AAAMAAANAAAL AMAAAAAAAL AARARAAAMAL AGAMAAMAAAN AAAAAAMAALL AAAAAMANA-

Alignment: gyrAS
csselecacl ccccloceal cocaloceal cccalloceal cccalecael cacalececl cocclocaal coccloceal azaal

1o 20 0 20 50 &0 T0 8o
gyzAS-1 -VEDPPGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGOEN PESIDEDSAA AMBYTEIRLA KIAHELMADL EFETVDEVDN LGRYG
gyTAS5-2 -LVHRIGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGOEN PESIDEDSAA AMBYTEIRLA KIAHELMADL EFETVDEVDN WEGT-
gy=AS5-3 SLVVGEPGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGOEN PESIDEDSAA AMBYTEIRLA KIAHELMADL EFETVDEVDN C-RY-
gy=AS5-4 SLVNGPGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGOEN PESIDEDSAA AMBYTEIRLA KIAHELMADL EFETVDEVDE LDGET-
gy=A5-5 ~VCEGPGKYHE PHGDFAVYAT IVRMAQPFSL RYMLVDGOGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN MSRYC
gy=A5-6 SLVNGEGKYH PHGCDFAVYAT IVRMAQPFSL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE LDGT-
gy=AS5-7 ~VCEGPGKYHE PHGDFAVYAT IVRMAQPFSL RYMLVDGOGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN MSRYC
gy=A5-8 ~LVHRIGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGOGN FPGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN WEGT-
gy=A5-9 ~VCDRIGKYH PHGCDFAVYAT IVRMAQPFSL RYMLVDGOGHN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN WPTVR
gy=AS5-10 ~VCDVIGKYHE PHGDFAVYAT IVRMAQPFSL RYMLVDGOGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDN E-RY-
gy=AS5-11 CW-PVIGKYHE PHGDFAVYAT IVREMAQPFSL RYMLVDGOGHN FPGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE RNEGT-
gy=AS5-12 RW-ACIGKYE PHGCDFAVYAT IVRMAQPFSL RYMLVDGOGN FPGSIDGDSAA AMRAYTEIRLA KIAHEIMADL EFETVDEVIN LDGT-

AAARRAAAAS

AAARAARLAS

AABAAAAARA

AMAAAAAARR

Note: “*” means no difference in amino acid.

common that there are differences in the first and last 10 amino acids.

AAAAAAAAAR

Due to the instability of Sanger sequencing, it is
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Figure S16. PCR results for storage stability of plasmid DNA references materials
stored at 37°C.

gnr§

2000bp

1000bp
750bp N
500bp —
250bp ——
100bp —

ogxA gnrB gnrA

gvrAdl gvrd2 gyrd3

2000bp
1000bp
750bp
500bp =
250bp ——
100bp —

gyrA4 gyrds

2000bp
1000bp
750bp N
500bp ——|
250bp —
100bp —

Note: Lane 1 is DL 2000 DNA marker; lane 2—4, 5-7, and 8—10 are PCR bands of the target gene
sampled on the 1%, 7" and 13" days of storage, respectively. Considering the different sampling
timepoints, the gene images were intercepted and spliced using Microsoft Word, and the original

images are available upon request.
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Figure S17. Sequencing results of aac(6°)-1b for stability of plasmid DNA references
materials stored at 37°C.

Alignment : aac(6')-Ib

coel eealenanl

ceeeleneel eennl
&0 70

L1

eell -
100

.. | S -1
a0 50 30 110

====CTATCGA CTCCCTARAT CCATCTCATA TOCTOCACTC

37-14 TTCOCATCCT CTOCOEOGCA CANCARCCAC COOCCACACT TCCTCACCTA CACCAACACT ACTTCOCAAG
37-74 TTCCCCTTTT GOTTOCCACA CTCOCTAMAT CCATCTCATA TOCTOCACTC CTOCOCOCCA CGRACARCCAC COOCCACACT TOCTCACCTA CACCAACACT ACTTCOCAAG
3r-13a4 TTCCCATTTT TCOC-CCCACA CTCOCTAMT CCATCTCATA TOCTOCACTC CTOCOCOCCA GAACARCCAC CQUOCCACACT TOCTCACCTA CACCARCACT ACTTCOCAAG

sssss & » -

44 ssssssssss ssssssssss ssssssssas

Clustal Consenaus

SMM4RLALE HENSAASEAS HSASREAAAS AMMAEAAAAS AAASLAMEES Aussssssss

[ S SNET SR R | — I =<l .1
50 160 170 180 1%0 21 220

37-14 CATTOCAATG CTGAATCCAG AGOCGATTCG GTATGOCCAG TCCTACGTTG CTCTTCCAAG COOCGACCGA TOCTCOGAAG
37-74 COTTTTAGCG CAAGACTCCG TCACTOCATA CATTGCAATG CTGAATGGAG ACCCGATTGE CTATCCCCAG TCCTACGTTG CTCTTCCARG COCOGACCEA TCCTGOGAAG
37-134 COTTTTAGCS CAAGAGTONG TCACTOCATA CATTOCAATG CTCGAATOOAS AGOCGATTCS GTATGOCCAS TCOTACCTTG CTCTTGOAAG CGOGCACGEA TOGTCOGARG

Clustal Consensus

asssssssss ssssssssss ssssssssas

N i (o= Sy PRRER T EEms, R
230 24a0 250 260

AACARAACOCA TOCACCACTA CCOGCERATAC ACCACTTACT

SE [BE szl ammslls

250

R e =il e
270 280

wawl s
00

BASAEARANS ALAAMANASS SASARANAAE HALAAAAAAS SARARAAAAE AMEANAAAAS AAAAAANAAS Badssassss

ciliomasl el
ERL

seel sessalsass]
az0 130

37-14 COOCAATCCA TCACAACTCS GCARAGCCTT GOCAACCAAGC CTCOTTOCAG CTCTCOTTCA GTTOGCTCTTC
37-74 AACARNCOCA TCCACCACTA OCOCCAATAC ACCACTTACT GOOCAATCCA TCACAACTCC CCARACCCTT CECARCCAAC CTCCTTCOCAC CTCTCCTTCA CTTCCTCTTC
37-134 ARCAARCOCK TOCACCACTA CCOCCAATAC ACCACTTACT CGOOCAATCCA TCACAACTCC CCARACCCTT COCAACCAAG CTCCTTOCAC CTCTCCTTCA CTTCCTCTTC

Clustal Consensus

AARAALAALE AEAAAARAAS AMdbbbbbas Sbsbssbass

MM bAAAAS SEAARARAES BAMMsAbAbs SbmbAssdas

LT (L PV RO P (LS L |

Shbabsasss AAAAMAMEES BAdbbsbias

' ] as0 60 “i70 ino 394 Y “ito e
17-14 AATGATCOCE AGCTCACCAR GATCCAARCG GACCOGTORE OGAGCAACTT COGAGOGATC CGATGOTACE AGAAAGCOGG GTTTGAGAGE CAAGGTACCG
37-74 AATGATOROG AGETCACCAR GATOCAARCG GROCCGTCGC CGAGCAACTT GOGAGCGATC CGATGOTACE AGAAAGCGGE GTTTGAGAGE CAAGGCTACCG TAACCACOLC
CTTTCAGAGE CAAGCTACCG TAACCACCCC

sssssssans

ssssssssss sssssssans

Y (R SIS PR (NS (R | PR W P R,

: 460 a7 afn 450
37-14 AGATCOTOCA COCCTCTACA TCCTTCARAC ACCOCACCCA TTC----GAG ---
37-74 AGATGGTOCA GCOCTCTACA TGGTTCARAC ACCOOGOGGG TTTTTCTGAG GAA
37-134 AGATCOTOCK COOCTCTACA TCCTTCARAC ACCOCCTCAR TTTT-CCGAG AT-

Clustal CONSANSUS  *444R4sess Ssassssans ssassssass sas P sas

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides
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Figure S18. Sequencing results of parC for stability of plasmid DNA references
materials stored at 37°C.

Alignment: parC

10 20 30 40 50 &0 70 a0
37-1d4 ~YAMSELGLN ATAKFEESAR TVEDVLGEYH PHGDRACYER MVIMAQPFSY RYPLVDGQGH WGAPDDPESE AMMBYTESRL SKYAELLL-
37-74 SMRFVKLCLN ATAKFRESAR TVGDVLGKYH PHGDRACYEAR MVLMAQPFPSY RYPLVDGQGH WGAPDDPESE AAMRYTESRL SKYAGLLL-
37-13d SMRFVELGLN ATAKFRESAR TVEDVLGKYH PHGDRACYEA MVLMAQPFSY RYPLVDGQGN WEGAFPDDEESE AAMRYTESRL SKYAGPAV-
Clustal Consersus cocARAR ARARRARAAA AARAARARRR AAAARARAAA ARRAAAARRR AARARAARAR AAARARAAAA AARAAAARRE Ah4R .

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 10 amino acids.
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Figure S19. Sequencing results of gnrS for stability of plasmid DNA references

materials stored at 37°C.

Alignmant : gurs

PCN (R SIOVOR PUSISE) (R [CRUS) SRS (RIS (ERETS (G SRR, ARty GRBTES FEICRY EBEIRY S SRy JRUNENS AT GEREEIE R TS ey

10 20 an a0 50 &0 70 L1 L] 100 1140

17-14 --CUARGTTC ATTCARCACC CTCATATTOC TCCCTCOCAC TTTGATCTCG CAGATCTTCG TGATCCARGT TTCCARCART GOCAACTTCC GATCCCAAAC TTCACTAATC
37-14 TGCAAGTTTT TOCATACAGG GTGATATTOG TCGCTCOCAC TTTGATGTCG CAGATCTTCE TGATGCARGT TTCCAACART GOCAACTTGE GATGGCAAAC TTCAGTAATG
37-138 e e ACACC CTCATATTCC TOGCTCOCAC TTTGATCTOC CAGATCTTCC TGATCCAACT TTOCARCART COCAACTTCC GATCGCAAAC TTCACTAATC
Clustal Censensus S8ESS S880NSSANE SEANERIENE BARSEASAAS SEASRESNAS SASESNASES SOSESNNANS SESERIERES SESNNAEEE ShBassabEs

- - - - A
120 130 140

[ — | T PR |

160 170 180 190

37-14 CCARTTCCTA CCCTATACAC TTCCCTOOCT CTCATTTAAA ACCTOOCAAC TTTTCCCCAA CAAACTTTCE CCATCAACTC ACTAATCCTA TCTACTTTTC CTCACCATTT
37-14 CCARTTGCTA COCTATAGAG TTCCGTGECT CTGATTTAAA ACCTOOCARC TTTTCCOGAA CAAACTTTCES CCATCAAGTC AGTAATCGTA TCTACTTTTG CTCAGCATTT
37-13a CCARTTCCTA CCCTATACAC TTCCCTCOCT CTCATTTARA ACCTCOCAAC TTTTCCOCAA CAAACTTTCE CCATCAACTC ACTAATCCTA TCTACTTTTC CTCAGCATTT
Clustal CONSNSUS 4444ssssss s40ssasiss sosssstsss +asissssss S00ssstsas Sosbbbssnt Sabsbtsists Sostttssss S40sbssits essssssss Sasbbsases
SO | DU (e (SN | SSW (SO (ST | WO [roee, Nenry | S — (R [ SRS O s [— | SN [ f—
230 240 250 260 a7 280 280 300 an 120 130
37-1a ATTTCTCGAT CTAATCTTTC CTATGOCAAT ATGGACACCE TTTCTTTAGA AAAATCTCAC TTCTTTGAAR ATCCCTCCAT AGGAACCAAC CTACCGOGTG CATCACTGAR
37-14 ATTTCTGGAT GTAATCTTTC CTATGOCAAT ATCGAGACGG TTTGTTTAGA AAAATGTGAG TTGTTTGAAR ATCGCTGGAT AGGARCGAAC CTAGCGGGTG CATCACTGAR
37-134 ATTTCTCCAT CTAATCTTTC CTATGOCAAT ATCGACACCE TTTCTTTACA AAMATCTCAC TTCTTTGAAA ATCCCTCCAT ACCAACCARC CTACGOCOCTG CATCACTGAR
CLUSEA] CONSGRSUS $948668088 S6000aanss S4sssassss S0issnssss S88asassss Sassassses SAseasiass S00Rsansss SAsRRssnss S0ssasdsss Sasassanss
el el el bl ezl selneslimalsms] swlml maalnal e =
140 ansa is0 an kLD EL ann 410
37-14 ACACTCACAC TTAACTCCAC CTCTTTTTTC CCAACATCTC TCCCOCCAAT TTACOCCTACA CCOCCOCART TTATCOCACE COCAACTCCA COCTTTACA- —-——
37-14 AGAGTCAGAC TTAAGTCGAG GTGTTTTTTC CGAAGATGTC TCGEGGCAAT TTAGCCTACA GEGGGOCART TTATGCCACG COGAA-TGOG TCOOGTTTTA GRA
37-134 ACACTCACAC TTAACTOCAC CTCTTTTTTC CCAACATCTC TOOOOOCAAT TTACOCTACA COCCCOCAAT TTATCOCACC COCAA-TOCA -CACCTT--- --—
ClLUSEA] CONSORSUE sétsbttiss sbbtbtsiss dibbiseits bebssttiis Gobttidiis Sosbibtsns Sadbosistd dbsatsdons dbate & & & &

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides.

22



Figure S20. Sequencing results of ogx4 for stability of plasmid DNA references
materials stored at 37°C.

Alignmant : o33A

37-14

37-74

37-134

Clustal Consensus

a7-14

-4

37-134

Clustal Consansus

37-14

37-74

37-134

Clustal Consaensus

37-14

37-74

37-134

Clustal Censansus

= LI ETT Y TR PR BT PR e |
T LT a0 100

TCAGCCOOGE TARGETGOTG CTCAACTOGA TCACTCAGTC GGATACTTTT AACCOTOGCA TTGAAGOGGT
TCACCCOOGE TARCCTOCTC CTCAACTOCA TCACTCAGTC CCATACTTTT AACCCTOCCA TTCAACCOGT
: TCAGOCOOGE TAAGCTOOTG GCTGAACTOGA TCAGCTCAGTG CGATACTTTT AACCOTOGCA TTGAAGOGGT
GRAAAAAAAS BAAMAMAAAS SAAAAAAARE BAMRARAAAS RARAAAAAAE AAdbbabads

hasssasana

PR [t ceal aas eel ae ael I el eeeal
160 170 180 190 200 210

CGATAAACTCA ATTACACTGA COCCCACGAC CTGAAMAACG COCAGCTCOT CTTCACGATA CGATGACAGAA
CGATAAACTGA ATTACACTGA COCOCAGGAG GCTGARAAACG GOCAGCTCCT G
CATAAACTCA ATTACACTCA CCCOCACCAC CTCAARARCE COCACCTCCT CTTCACCATA GATGACACGRA

Sssssas sasssssass ssssasasas sasasasass

120 kL T 5
CCACACCCTT CACCTTOCOD CTOCOCTOTC COCATACATT
CTCODCTCTE GOCATACATT
COCATACATT

CEACACCCTT CACCTTOROC

P R P |
ES L] EFi]
COCTOCOCCA AMCCCACCOE AMCOCCACCE ATAAATTACT CCATACCAAC
COCTOCCCCA  AMCCCACCOC AACOCCACCE ATAMATTACT CCATAODOCC
COCTCOCOCA AMGCCACCEG AAMCCCCACCE ATARATTACT CCATACCOCT

ARCACOCAAR ACCCAGGOCA
ARCACOCAAR ACCCRCOICR

CCTATOCOOE CORCCTOCAG CACCOGCACG COOOCTTCON
COTATOCOGE OCOCOTOCAG CACCOCCACE CCCOCTTCON
CUTATOCOCE QCOCCTCCAG CACCOCCACE QCOOCTTCOS AAGACOCAAA ACCCACCOCA

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.

.-ilﬂ

“aza

CCATA GATCACACAA

330
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Figure S21. Sequencing results of gnrB for stability of plasmid DNA references
materials stored at 37°C.

=t

Alignmant :

37-14

37-74

37-134

Clustal Censansus

a7-14

37-74

17-134

Cluatal Conasnaus

37-14

37-74

37-134

Clustal Consensus

enal
110
TATATCACTA
. . CA TATATCACTA
SCA GATTTCOGOC GCTGCAACCTT TATGAATATG ATCACCACGE GUACCTCOTT TTGCAGOGCA TATATCACTA

b RARAAAAES BAAAEAAEES AARAAEAAAE SAMRARAads AEbEAbAeRe BARAbbAbe SbAARAbes Abdabadads

TCTGCCATTG

ATACTAATCT AACCTA
ATACTAATCT RAGCTAC
ATACTARTCT RAACCTACCO

GATCTCTORG GRGCOGACTT
CATCTCTONG COOCOCGACTT
GATCTCTONG GOGGOGACTT

Note: “*”” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S22. Sequencing results of gnrA for stability of plasmid DNA references
materials stored at 37°C.

Alignment : g=ra

sl wssgl sesaleasead: ensilinns] sesclhensl wsanlaseal swpeitveasl snscluscdl womlusad suenlansel seaallsvuesl wonaleuasl
a0 5 a0 100 110
37-14 ==AGAGCATT TCTCACGOCA CEATTTCACT GACAGCCCTT TTOCOCCOTG CC-GOTTTTA TCACTCTCGAC TTCAGOCACT GTCACCTOCA GEATGOCACT TTOGAGGATT
ar-7a =COCACCTTT TTTTOOCCCA CEATTTCACT CACACCCCTT TTOCOCOCTC OC-COTTTTA TCACTCTCAC TTCACOCACT CTCACCTOCA CCATCOCACT TTOCACCATT
37-134 ACACACCCCT TTTTTATOCA CCATTTCACT CACACCCCTT TTOCOCCOTC COCCOTTTTA TCACTCTCAC TTCACOCACT CTCACCTOCA CCATCOCACT TTOCACCATT
Clustal Consensus sass 4 s S44 44MMMANAAS SAMAAASAAA SARAAAAAAA 4 SASANAN AAARSAMAAS SSANAAAAAL AAMAEARASS AAAMAAAAAS Sanssssasa
B LT B e B B L B BT Py R Dy BT PR P Py SCTETY FEPTY BETERY PP BT Peeey |
5 170 180 190 200 210 220
ar-14 CCACTTTCAT TCAAMCOCCE COCOCTTCAAC COTCTCACTT CAGCTATCOC CATCTCOCOC ATCOCACTTT CARCCOCTCD COTCTCTCTT TCCOCARCTT CAGOCCTOOC
37-74 CCACTTTCAT TCAMGOCET COCCTTCAAC CCTCTCACTT CACGCTATCOC GATCTCOCOC ATCOCACTTT CARCCOCTCD CCTCTCTCTT TCOOCARCTT CROOCCTONCT
a7-134 CCACTTTCAT TCAMCOCCE COCCTTCAAGC COTCTCACTT CACCTATCOC CATCTCOCOC ATCOCACTTT CARCCOCTCD COTCTCTCTT TCOOCARCTT CAGOCCTON
CluStal CONSARSUS  S44essssss sesssssats Sassttsass S04sadabas Sabasbssss Ababsasias SLAsistads Sasbsssass bosssasiss

ey | o [ e

230 : e h I P “300777T e “a20 LT
17-14 MCTCOTTTC GEATAGAGTT CAGGGAGTCN GATCTCARGE COGOCARCTT TTOORGOOOC CGCTTCTACA ATCAAGTCAG CCATAAGATG TACTTCTGOT CGCOTTATAT
17-74 AACTCOTTTC GEATAGACTT CACCCACTCE CATCTCAAGG GOGOCARCTT TTOOCCOCOC CGOTTCTACA ATCAACTCAG CCATARGATG TACTTCTCOT CCGCTTATAT
37-134 AACTCOTTTG GEATAGAGTT CAGGGAGTCN GATCTCARGE GOGOCARCTT TTOORCOOOC CCCTTCTACA ATCAAGTCAG CCATAAGATG TACTTCTGOT CCCOTTATAT
S

SN NGO [ (R yS—— S—" (—— —— ——— T— Ou— i —. [y Ay [SYSm—y (i [— [———", (p——— — y——" —w |

; : 360 70 ino %0 o a0 20 a0 ian
17-14 CTCAGETTOE AROCTGEOCT ATACCAACTT GAGTGGOCAR TOOCTGGAM AATGOGAGET GTTTGAAME AACTGGAGCA ATGOCAATCT CAGRGGOGOT TOCTTGATGE
37-74 CTCAGETTGE ARCCTOGOCT ATACCAACTT GAGTCGRCAR TOCCTGGAM ARTGOGAGET GTTTGAAAMG AACTCCAGEA ATGOCAATCT CAGUGOOGET TOCTTCATGS
37-134 CTCACCTTOE ARCCTCCOCT ATACCAACTT CACTCCOCAR TOOCTCCAM ARTGOCACET CTTTCARME AACTCCAGCA ATCOCAATCT CAGROGOGCT TOCTTCATCG
CLUSTAL CORSARIUS  *+6640ss0s seusssssss Sesussesss s0000tonss Sa0asitoss S4eiatsses S00000tsns Soasssiiss Satanssise Sososiosts sasasessse

SUE] (PN [y S CSSI FON GUST N [ESe (O PSR, [ [ (SR [ P
i 10 420 530 fan 50

37-14 COGACTETTG CCAACAGGTC AATCTGOGOG GCTGTGOOCT ARCCTTTGOC GATCTGGATG GGCTCGACCE CAGACGOGTC
17-74 GOTCAGATCT CAGOCGOGEE ACCTTCTONN GOGACTETTG GOAMCAGETC ARTCTOOGEG GOTCTCOOCT AACCTTTCOC GATCTGEATG GOUTCGACCE CAGACGOLTC
37-13a GCTCAGATCT CAGOCGCGGE ACCTTCTCCS GOGACTETTG GEARCAGGTC ARTCTONCEG GCTCTCOOCT AACCTTTGOC GATCTGGATG GOCTCGACCE CAGAOGGCTC
CLUSEAL CONSAREUS  S+644080as Sabobittis Saidbtttts Sobsaiotss Sabbobbits Satabtiits Sosstitots Losbssitts Sddtatoits Sedssistis ddssasssss
17-14
17-74 -
17-134 AACCTOGAAG GAGTCATGAT GOTOGOCEOC AR

Clustal Consensus Ahbbabsabs sasbas & & e

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides.
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Figure S23. Sequencing results of gyr4 for stability of plasmid DNA references
materials stored at 37°C.

Alignment: gyrAl

37-1d
37-74
37-13d
Clustal Comsersus

Alignment: gyrAl

37-14
37-74
37-13d
Clustal Corsersus

Alignment: gyrhAl

37-1d4

37-74

37-134

Clustal Corsersus

Alignment: gyrhd

37-14

37-74

37-13d

Clustal Comrsensus

Alignment: gyrAS

37-14

37-74

37-13d

Clustal Comsensus

VEDVIGKYHP BEDSAVYNTI VEMAQPESLR YMLVDGOGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVINY DET
VEDVIGKYHP BEDSAVYNTI VEMAQPESLR YMLVDGOGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVINY DET
VEDVIGKYHP BEDSAVYNTI VEMAQPESLR YMLVDGOGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVINY DET

AAAAARAAAL AAAAAAAALE AAAAAAAAAE AAAAAALALE AAAAAAAAAE AAAAAAAAAE AAAAAAAAAE AAAAAAAAAEY AR

VEDVIGKYHP BGDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDNY DeT
VADRPGKYHP BEDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDEN DET
VEDGIGKYHP BEDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDNW ERY

A & < hAAAE AAAAAARARE AAAAAAAARE AAARARARAE AAAAAARARE AAAAARARAE AAAAAAAAAL AAAAARAAR

10 20 20 40 50 &0 70 80
VEDVIGKYHP BGDFAVYDTI VBMAQPFSLR YMLVDGQGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVDNY DT
VEDVIGKYHP BGDFAVYDTI VBMAQPFSLR YMLVDGQGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVDNY DT
VEDGEGKTHP BGDFAVYDTI VEMAQPESLR YMLVDGQGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVDEM DeT

AAA <A AAAR AAAAAARALE AAAAAAARAE ARARARAARE AR AR AR AR AR AR AR AR AR AR AR AR AR LR

~VCDVIGKYH PHGDEAVYST IVRMAQPFSL RYMLVDGQGH FPGSIDGDSAA AMRYTEIRLA KIAHEIMADL EXETVDEVIN YDGT-
LVGDREGKYH PHGDFAVYET IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE CARYG
-W-PVIGKYH PHGDFAVYET IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIE WERYG

SAAAA RARAAARRAR ARAAARAREE AR AARARRA AAAARRRRAR ARARRARA AR AR AR AR ARA AR R AR AR,

-VEDVIGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN YDGT
SLVNGEGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EKETVDEVDK LDGT
-VEDVIGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EKETVDEVIN K-RY

hR AR RARARRRRRE AR AR A RR AR RA AR R R AR AR R AR AR AR R R R AR AR RARL RAAR R AR

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 10 amino acids.
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Figure S24. PCR results for storage stability of plasmid DNA references materials
stored at 4°C.

2000bp

1000bp >
750bp %
S00bpP —
250bp —

100bp —

= .
obp ——
gnrS ogxA
qnrB qnrA
gyrdl grAd2
gyrd3 gyrdd
2000bp \
000bp
I'-‘*tllhlp %
500bp —
250bp —
100bp —— -

gyrds

Note: Lane 1 is DL 2000 DNA marker; lane 2-4, 5-7, 8-10, 11-13, 14-16, and 17-19 are PCR
bands of the target gene sampled on the 1%, 7%, 13%, 30® 60", and 90™ days of storage, respectively.
Considering the different sampling timepoints, the gene images were intercepted and spliced using

Microsoft Word, and the original images are available upon request.
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Figure S25. Sequencing results of aac(6°’)-1b for stability of plasmid DNA references
materials stored at 4°C.

Alignment: aac(&')-Ib

110
4-14 ===TTCOCAT COT=CTATCA CTCCCTAAAT CCATCTCATA TOCTOCACTC CTOCCOOCCA CAACAACCAC COODCACACT TOCTCACCTA CACCAACACT ACTTCOCAAC
4-74 TCTTTTTCAT CTCTOOCCTA CTCOCTARMT CCATCTCATA TCCTCCACTC CTOCOCOCCA CAACAACCAC COCCCACACT TOCTCACCTA CACCARCACT ACTTCOCANG

4-134 ATTTTCOCAT TTCATOCAGA CTCOCTAMAT CCATCTCATA TOCTCCACTG CTCCCOOGGA GAACAAGCAC TCCTCACCTA CACCGARCACT ACTTGOCAAG
TOCTGACCTA CAGCARCACT ACTTCOCARG

TCCTCACCTA CACCARCACT ACTTCOCAAG

aal
180

4-14 CTEAATCCAC RCOCCATTON CTATOOCCAC
&4-74 CTEATCCAL AGOCCATTCG CTATGOCCAG
4-134 CTCAATCCAC ACOCCATTOL GTATCOCCAG
4-304 CTCAATCCAC ACOCCATTCG CTATCOCCAC
4-604 CTCAATCCAG AGOCCATTCG GTATGOOCAG
4-904 CTEAATCCAC ACOCCATTCG CTATCOOCAC
Clustal Consensus 4 MsssssbsAs MMsbssases Aasadsssss Aessssasss sassssasas sasssssass

230 240 250 280 Fal]
AACIACOCA TOCACCACTA COOCCAATAC ACCACTTACT COCCAATOCA TCACAACTOL CCAAACCOTT COCAACCAAC CTCCTTOCAC CTCTCCTTCA CTTOCTCTTC
ARCAAACOCR. TOCACCACTA COCCCARTAC ACCACTTACT COCCAATOCA TCACAACTOL COARMCCCTT COCARCCAAG CTCOTTCCAC CTCTCCTTCA CTTOCTCTTC
ARCAANCOCK TOCACCACTA COOCCAATAC ACCACTTACT COOCAATCCA TCACAACTCE GCARACCOTT CCCARCCAAG CTCOTTCCAC CTCTCCTTCA GTTCCTGTTC
AACARACOGR TOCAGGACTA COOCCAATAG ACCACTTACT GOOCAATCCA TCACAACTGL GUARMGCCCTT CGOCARCAAG CTGOTTCCAG CTCTCOTTGA GTTGUTGTTC
ARCAARCOCR TOCACCACTA CCOCCAATAC ACCACTTACT COCCAATCCA TCACAACTCE GCARACCCTT COCARCCAAG CTCOTTCCAC CTCTCCTTCA GTTCCTGTTC

AACAARCOCR TOCACCACTA CCOCCARATAC ACCACTTACT GOCCAATCCA TCACARCTCC
'

b sssssssss aaas

400 410 420 430 a0

ACCTCACCAR COCACCCATE CCATCOTACT ACARACOCOC CTTTCACACE CAACCTACCC TARCCACOOC
ACETCACCAR COCACOCATE CCATGOTACG ACAARCOCOE GTTTGAGAGE CAACCTACCE TAROCACOOD
ACCTCRAOCRR COCACCCATC CCATCCTACG RCAARCOCOE GCTTTGAGACE CARCCTRAOOGC TARCCRCOOC
ACCTCROCAR COCACOCATE CCATCOTACG ACAARGOCOE GTTTCAGACGE CAACCTACOG TAROCACOCD
ACCTCROCRR CGUCAGCOCATE CCATGOTACG AGARAGOGOG GTTTGAGAGE CAAGCTACCG TAACCACOCD

ACCTCACCAR CATOCAAACG CACOCCTOCT CCACCAACTT COCACCCATC CCATCOTACG ACAAACOCOE CTTTCACACG CAACCTACOC TARCCACOIC

4 AAAAAALLAS SASALANAAL AAAAAAALAE SASAAAAAAL SAAAAALALE AbAsAAsbas dbbmbasads

SRR EEEEY BEEE PR NIRRT PEEEY TR PR R PR
5

4-14 ACATCCTOCA GOOCTCTACA TCOTTCAMAL ACCOCA--GG CATTCCAG-
4-7a4 ACATCCTOCAR COOCTCTACA TCCTTCAAAC ACCOCCOCCA TTTTOCOG-
4-134 ACATCCTOCA COOCTCTACA TCCTTCAMAL AMOCCCCCCGAA TATTTTOG-
4-304 ACATCCTOCA GLOGTCTACA TCOTTCAME ACCOOOGOG TTTTICTG-
4-604 ACATCCTOCA COOCTCTACA TCCTTCAAAC ACCCCCATTT TATTOOCC-
4-904 ACATCCTOCR COOCTETACA TCCTTCARAL ACCCOGC--AR TATTTCCAGC
Clustal Consansus i g

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides.
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Figure S26. Sequencing results of parC for stability of plasmid DNA references

materials stored at 4°C.

Alignment: paz(C

FORPPY PROYRPY PP PRI PO PR JTTTTY PR [POwON PRRRDY NPT DU (RPN PPN [N R EOe P

10 20 30 40 so €0 70 a0

4-14 -YAMSELGLN ATAKFEESAR TVGDVLGKYH PHGDRACYEA MVLMAQPFSY RYPLVDGQGN WGAPDDPKSF AAMRYTESRL SKYAELLL-
4-74 -YAICELGLN ATAKFKKSAR TVGDVLGKYH PHGDRACYEA MVLMAQPFSY RYPLVDGQGN WGAPDDPKSF AAMRYTESRL SKYAGCCS-
4-13d SMREVELCLN ATAKFRKSAR TVGDVLGKYH PHGDRACYEAR MVLMAQPEST RYPLVDGQGN WGAPDDEKSE AAMRYTESRL SKYAVICCL
4-30d SMREVELGLN ATAKERKSAR TVGDVLGKYH PHGDRACYER MVLMAQPEST RYPLVDGQGN WGAPDDEKSE AAMRYTESRL SKYAGLLL-
4-60d FYAMVELGLN ATAKFKESAR TVGDVLGKYH PHGDRACYEA MVLMAQPFSY RYPLVDGQGN WGAPDDPKSF AAMRYTESRL SKYAGVCCL
4-904 SMRFVKLGLN ATAKFKKSAR TUGDVLGKYH PHGDRACYEA MVLMAQPESY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGLLL-
cl““l hw_m : :llll AAAARARRAL AAARAAMLAR ANAAAARRAL AAAALAAAAL AMAAAARAAE ARAAMAMAAL ARAAAAAAAE ARAA

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 10 amino acids.
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Figure S27. Sequencing results of gnrS for stability of plasmid DNA references
materials stored at 4°C.

Alignment: qnrs

3 5
===CCAACTT CATTCAACAC CCTCATATTC CTOCCTCOCA CTTTCATCTC GCACATCTTC GTCATCCAAC TTTOCARCAR TCOCARCTTC OCATCCCAAR CTTCACTAAT
CATCCAACTT TCTCAAACAC COTGATATTC CTOCCTCOCA CTTTCATCTC GCACATCTTC CTCATCCAAC TTTOCAACAR TCOCARCTTC OCATCOCARR CTTCACTAAT
=CTEOCCACT TCTTTTCCAC COTCATATTC CTOCCTCOCA CTTTCATCTC GCACATCTTC GTCATCCAAC TTTOCARCAR TCOCARCTTC OCATCCGCAAR CTTCACTAAT
==TCCAACTT T-TTOCACAGC CCTCATATTC CTOCCTCOCA CTTTGATCTC GCACATCTTC GTCATCCAAG TTTCCARCAR TCOCARCTTC OCGATCCCAAN CTTCAGTAAT
TCTCCAMATT T-TCOCTCAC COTCATATTC CTOCCTOOCA CTTTCATCTS CCACATCTTC CTCATCCAAC TTTOCAACAA TCOCARCTTC OCATOCUAAR CTTCACTAAT
=CTCCAAGAC TCTCACACAG

ae . sa

0 o
COCAATTCCT ACCCTATACA
COCAATTCOT ACCGTATAGR
COCAATTCCT ACCCTATACA
COCAATTGOT ACCGTATAGR

CACTARTCCT
COCATCAACT GACTAATCCT ATCTACTTTT GOTCAGCATT
: OOCATCAACT CACTAATCCT ATCTACTTTT COTCACCATT
COCATCAACT GACTAATCOCT ATCTACTTTT GOTCAGCATT
COCAATTCCT ACCCTATACA CTTOCCTODC TCTCATTTAR : OOCATCAACT CACTAATOCT ATCTACTTTT COTCAGCATT
COCAATTCCT ACCCTATACA CTTOCCTCOC TCTCATTTAR COCATCAACT GACTAATOCT ATCTACTTTT GOTCAGCATT
BAAAALARAS BARARAAAAE SAAAAAAAAS MAAEAARAEE BAMAAAEAAE AAARANAAAS ARAAABARAS SAAAAAIAAL SARAAAAALL AEAEARAAEL badbbbAAL

O U e ST PR R e Se (S e PLNRD e [ penie [ETRT Qe (R SRR [ Ry ooy ey |
23 ] 5

4-1la TATTTCTCCA TCTAATCTTT CCTATCOCAR TATCCAGACE CTTTCTTTAC AAAAATCTCA CTTCTTTCAA AATCCCTCCA TACCARCCAR OCTACOCCCT GCATCACTCA
TCTAATCTTT CCTATGOCAR TATGCACACE GTTTGTTTAG
TCTAATCTTT CCTATCGOCAA TATCCACACE CTTTCTTTAC
TCTAATCTTT CCTATCOCAA TATCCACACE CTTTCTTTAGC
CTTTCTTTAGC
CTTTCTTTAG

GTTCTTTCAA AATCGCTCCA TAGEAACCAA OCTAGOCCOT GUATCACTCA
TRCCARCCAR OCTACOCCET GCATCACTCA
TRCCARCCAR OCTACOCCET CUATCACTCA
TACCARCCAR CCTACOCGET GUATCACTCA

PEREL RS BTN PEPE IETETY FEPE BT PRDE ST PEDES IR DTS TR PR PR PRREY JIETET R T P e
EL L ann EL) ar ELL %o 400 410 420 430
ARCACTCACA CTTAACTCCA COTCTTTTTT COCARCATCT CTOOCCOCAR TTTACCCTAC ACCOCCCCAR TTTATCOCAC COOCARCT--
AARCACTCACA CTTAACTCCA COTCTTTTTT OOCAACATCT CTCOCCOCAR TTTACOCTAC ACCOCOOCAR TTTATCOCAD COCCAATCAR ==TOOCCTTT ACAA==
ARCACTCACA CTTAACTCCA COTCTTTTTT COCARCATCT CTOOOCOCAA TTTACCCTAC ACCOCCOCAA TTTATCOCAC COCOCAATOCR COCACACTTT TARAA-
ACACTCACA CTTAACTCGA GOTCTTTTTT COCARCATCT CTCOCOGCAR TTTAGOCTAC AGCCGCCOCAA TTTATCOCAC COCCGAATGOG -TOCCCTTTT AGAA--
ARCACTCACA CTTAACTCCA COETCTTTTTT COCAACATCT CTOOOCOCAR TTTACOCTAC ACCOCCOCAR TTTATCOCAC COCCATCOCA OOCCACTTTT ARAAAR
AARCACTCACA CTTAACTCCA COTCTTTTTT OOCARCATCT CTCOCOCCAR TTTAGOCTAC ACCOCOOCAR TTTATCOCAC COOCARTCCA GOOCCATTTT ACAACA

BARAALALAS SARARANASA SAASASAANA SAAEAARAAS RAAANANARA AAARAAAAAA ARAAAAARAA SASAANAAAE sasss O

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides.
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Figure S28. Sequencing results of ogx4 for stability of plasmid DNA references

materials stored at 4°C.

Alignmant: oageh

leeeal
10

cealeaaal
an an

50
4-14 ===CACACOC =TOCCACACA ATCCTOOOOC TOOOCOOOOC ACCCTCACEC
4-74 CCACACACCT GTOOOCARCA ATCCTOOOOC ACCCTCACCC
4-134 =CACACACOC ~TTCTOCACA ATCOTCOCOC ACCCTCACOG
4-3a 0 e—————— T CECACOCAGR ATCCTCOGOC
4-604 =AGAACACOC CTTCOOOCAR ATCOTOOOOC - &
4-904 =TCCACACOG TTTEOGCAGA ATGCTCCGOC TOCCGOOOOG ACCCTCAGOG
Clostal Consansss 4 SdAAAAAAsE LAMAAAAAAE Abbdiddada
sssalassnl sosaloccal sucalasasl cosalosecl sanalacasd
120 130 140 150 180
4-1d COCTCEEAGAG COETTCACCTT CODOCTCOGCG TCTOGCGATA CATTGATARR
4=-74 COCTCCACAC CCTTCACCTT COOOCTOOCC TCTOCCCATA CATTCATARR
4-13a4 COCTCCAGAGC CCTTCACCTT COQOOCTOOOC TCTOGOCATA CATTCATAAR
4-304 COCTCCACGAGC CCTTCACCTT COOOCTCOCCE TCTOGCCATA CATTCATAAR
4-604 COOTCCAGAG COTTCACCTT CODOCTOGEG TCTOGGGATA CATTGATARA
4-904 COOTCCACAGC COTTCACCTT CODOUTCOOOC TCTOGCCATA CATTCATARA

Clustal CORSANSUS  *4444840as sssbssssss sssssssass

cseelececl cocclocacl cocalocacl cocclonaal

230 240 250 260
4-1a ACAACCTATC GOOCOCOCCT CCACCACCOG CACOCCCCET
4-74 AGAACCTATC GUOCCGOGET GGAGCAGECG CAGGCGOOGT
4-134 ACAACCTATC COOCOCOCCT CCACCACOOG CACOCCCOCT
4-304 ACAACCTATC CCCCOCCCCT COACCACCCG CACCCOOCCT
4-604 ACAACCTATC COCOOCOCCT CCACCAGCOG CAGOCCCCOCT
4-304 ACAACCTATC COGOOCOCCT COACCACCOG CACCCCCCOCT

Clustal CORSAREUSE & *#45484s8s sssbssssss ssssssssss

4-14a
4-74
4-134
4-304
4-80a
4-904 .
Clustal Consensus  *

sesssssnes

sasasssban

sssssssass

TOCCARGAGE

TCLCAAGAGT

sasssssans

FIU

&0

dsssassssa

170

CGTGAATTACA
CTCAATTACA
CTCAATTACA
GTCAATTACA
GTGAATTACA
CTCAATTACA
sssssssans

sasssssans

S e |
70
COTCCTCARG
CLTCCTCRAG

— . |
180

CTEACCCOTR
CTCACCOOCR
CTCACCCOCA
CTCROCCOCR
CTEAOGEOCR
CTCAOCCOTA
sassbsanss

TOCATCAGTC

> TOCATCAGTC

TCOCATCACTS

> TCGATCAGTC

ACTCCEATAG

: TTTTAACCCT

TTTTAACCET

TTTTAACCET
TTTTAACCET

B P T

190
COACCTCARR
COACCTCARR
COACCTCARR
CEACCTCARR
CGOAGCTCARR
COMCCTCAMA
ssssssasas

sesalaceal
200

ARCCCOCRGE
PRCCCOCRCE.
ANCCCOCNGE
ARCCCOCRCE
ARCCROCRGE
ARCCCOCRCL
srssssssss

ssssssssas

-1
azo

T ROOCATAART
T ROCOGATRAAT

ACCCATRAAAT
ACCCATRAAAT

* ROOCATAAAT

ACCCATAAAT

sal casalecsa
210 220

o Pt
110

COCATTCARE
COCATTCARS
COCATTCAM
COCATTCARE
COCATTCAMG
COCATTCARG

sassssasas

sessssasas

TACTOCATAC
TACTOCATAC
TACTOCATAS
TACTOCATAL
TACTOCATAC
TACTOCATAC

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S29. Sequencing results of gnrB for stability of plasmid DNA references
materials stored at 4°C.

Alignment : qarB

4-14
4-74
4-134
4-304

4-%04
Clustal Consansus

Note: “*” means no difference in nucleotide.

===COCATTC
ACACCCATTC
==RCCCATTC
~TCCCCATTC
~TACCCATTC
-=GOGCATTG

shsanan

ATACTAATCT
ATACTAATCT

semsimangl secoleasg] swesecsml pmaal=negl
5

AAA-TTOCOE ACTCOOCOCE

ARCCTROCOC
AACCTROCOC
sssans

.

230

CATCTCTOOE

GATCTCTOOG
CATCTCTOOE

COCCOCACTT
COCCOCAGTT
COCCOCACTT

TTCGACTTTC

T ACRACCOGCA

R R EETY BEPTTY PR |
.

GATTTOCCOG

GATTTOCGOG

T

i
COARAACTCT
CCARAACTCT
CCARAACTCT
COAMMCTCT
CCARAACTCT
COARAACTCT
sssssssans

-1
27

CACTCCOC-R
GRACTCCOG-R
CA-TCOCCCR

GEAGE]
CUACCAAA-
ACACCRARA-

GATCTCTONG

&0
CTCCARCCTT
CTCCAACCTT
CTCCARCCTT
CTCCAMCCTT

sssalassel] sssalesaal caczlossal] s
160 170 180

CACCTCTCRG
CACCTCTCRG

TATCAATATC
TATCAATATC
TATCAATATC

TATCAATATC

AAARCOCCTC
ARAMCCCOTC

sssssasans

T CCACCTCOTT
T CCACCTCCTT

ETTTT T

ssssasssns

common that there are differences in the first and last 20 nucleotides.

GCACCTCCTT

sasssnansn

CARCCTRCTCC
CACCTACTCC
CACCTACTCC
CACTACTCC
CACCTACTCG
CRACCTRCTCR
sssssnsnss

e |
200

TTCCAGOGCA

CTOOCACCTT
CTCOCACGTT
CTCOCACCTT
CTOCCACCTT
ssssnsnsns

ceel eensl
210

eeel
110

TATATCACTA
TATATCACTA
TATATCACTA
TATATCACTA
TATATCACTA
TATATCACTA

saal
220

CACTCCTTCA
CACTCCTTCA
CACTCCTTCA
CACTCCTTCA
CAGCTCCTTCA
CACTCCTTCA
sssssnssas

Due to the instability of Sanger sequencing, it is
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Figure S30. Sequencing results of gnrA for stability of plasmid DNA references

materials stored at 4°C.

Alignment : gnrh

TTTTTTTCCA CCATTTCACT

L

CATACACTTC ACCCACTCOC

B T T T T T T T TR

CCCCTTTTAT
CCCCTTTTAT
CCCCTTTTAT

CACRCOOCTT TTOCOOCOTG

sassanasas

ATCTCOCOCA TCOCACTTTC
ATCTGOGOGR. TCOCAGTTTC
ATCTCOCOCA TOOCACTTTC
ssssssssss sassssssss

Sbssssssns srssssssss EEETErrrres

COTTCTACAR TCAACTCACE

GhAAAAAAAs BbAdibddad AAMAAAAbda AMAAAAALAE Sbdbddiisd

100

CGATCOCACTT

Ghsssssass ssssssssss

CATAACATCT ACTTOTCCTC
CATAACATCT ACTTCTOOTC
CATAACATCT ACTTOTCCOTC

sasalas
n

TOCAGCATTC

sassssasss

sedlessgl eesslsessl masslosnlsaslionssl samalsesi] wenstsusal stz sssslivsssl wemslusssl
E & a0 %0 00

COCTTATATC
COCTTATATC
COCTTATATC

T GGCTTATATC
T COCTTATATC
T COCTTATATC

sasa

sas

R e e [P (WREL Py il PRty ftnity PRl (B-oler el NRRACEE] [Sroiey |GROtpat [RSE| v i, ety uise, it it |
3 5 a3

ACCTCOCCTA TACCAACTTG ACTCOCCAAT COCTCCAAAA ATCOCAGCTG TTTGAAMACA ACTCCACCAR TCCCARTCTC ACCOOCCCTT COTTCATOCC
ACCTCOOOTA TACCAACTTG AC STGERAAR TG TTTCAARACR ACTGGAGCAR TOOCARTOTC AGOGOOGCTT COTTCATGOS
COTTEATEGE

COTTEATECE

COTTEATECE |

COTTEATGRE

srssnsnnns

s
ACTCARGATC TCTGOCTCOC
ACTCARCTOR
ACTCATCCTG -GUGCTOCOC
ACTCARGTOE -COOOOCCTT
AGCTCAG--TG -GLOCODOGE
ACTCARCCTC ~CEACOOCOC

. sasas . .

a
CARCAGCTCR
CAACAGCTCR
CARCACCTCA
CRACACCTCR
CAACAGCTCR

CARCAGOTCR
srsansanas

OCACTCTTON

ATCTCOGRGE
Massssanes sassssssns

saassssnsan

ATCTCEATGE

Sasasssass ssssssssas

ssssssases

T ACACCCOTCA

ACACCOGTCR

sesssssans

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S31. Sequencing results of gyrAd for stability of plasmid DNA references
materials stored at 4°C.

Alignment: gyrAl
RPRPPN RO [P PRRN PR PO (PR PORen NETIUN PN el PRGN T PORN RO e | |
10 20 20 40 50 &0 70 80
4-1d -VC-DVIGKY HPHGDSAVYN TIVRMAQPFS LRYMLVDGQC NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD NYDET-
4-7d LLV-NLEGKY HPHGDSAVYN TIVEAMAQPFS LRYMLVDGQG NPGSIDGDSA AMMRYTEIRL AKIAHELMAD LEKETVDEVD KRERYG
4-13d -Ve-AGPGKY HPHGDSAVYN TIVEMAQEPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD KSTVR-
4-30d4 -VG-ERPGKY HPHGDSAVYN TIVEMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD KCERYG
4-60d -RW-PREGKY HPHGDSAVYN TIVEMAQEPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD TLTVR-
4-90d -Ve-DPIGKY HPHGDSAVIN TIVEMAQEPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD NWQRY-
m“tﬂl m :lll AAAARAAAAS AAAARAAAAR AAAAAAAAES AAAALAAAARL AAAAAAARRE AAAAREARAL AR AR AR .
Alignment: gyrAl
RPRRON] PRRPRY [EPRPOUR RN RN (RPN TR RGN OO PR NEERRR PRRN [T PR JEeTTeY preey|
10 20 20 40 50 €0 70 80
4-1d VEDVIGKYHP BEDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVINY DET-
4-7d VADRPGKYHP BEDYAVYDTI VRMAQPFSIR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDNN DET-
4-13d VEDGFEKYHP BEDYAVYDTI VERMAQPFSLR TMLVDGQGNE GSIDGDSAAA MRYTEIRLAK IAHELMADLE FETVDEVDEW ERYG
4-30d VADRPGKYHP BEDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDEN DET-
4-60d RW-SVGKYHP BEDYAVYDTI VRMAQPFSLR YTMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDEL QTVR
4-90d VGHGIGKYHP BEDYAVYDTI VRMAQPFSLR YMLVDGQGNF GSIDGDSAAA MRYTEIRLAK IAHELMADLE KETVDEVDNL ARY-
Cl“ule!.m 'lllll AARARARLAS AAARARARAE AAAAAARARL AAAAAAAALE AAAAAAALAL AAAAAA AL llllllll:
Alignment: gyrAl
PR PRRPI [NPRPUN PR [N PRI ST PURiR [P PRR RN AR o PR BETTSY peeey |
10 20 30 40 50 €0 70 80
4-1d -VEDVIGKYH PHGDFAVYDT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVIN YDGT-
4-7d -LVIREGKYE PHGDFAVYDT IVRMAQPESL RYMLVDGQGH FPGSIDGDSAAR AMRYTEIRLA KIAHELMADL EXETVDEVIE MGRYG
4-13d -VGHGEGKYE PHGDFAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDEDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDK SETVR
4-304 -VeDVIGKYE PHGDFAVYDT IVRMAQPFSL RYMLVDGQGH FGSIDGDSAR AMRYTEIRLA KIAHELMADL EXETVDEVIN YDGT-
4-60d SVGARVGKYH PHGDFAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE M-TVR
4-90d -VGEAPGKYE PHGDFAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN CASVR
cl““l m = _llll AAAARARAAE AAARARAAASL AAAALALAAL AALAAAARAE AAAAAARAAL AAAARAARES lllllllll:
Alignment: gyrdd
OR[N [T U [P [N [y RO [ URpU [uy R U PR [ R e e
10 20 20 40 50 €0 70 80
4-14 -VCDVIGKYH PHEGDEFAVYST IVRAMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN --¥YDGT-
4-7d -VGERPGKYH PHGDEAVYST IVRMAQPESL RYMLVDGQGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDE --LNGT-
4-13d SLVIRIGKYH PHEDFAVYET IVREMAQPFSL RYMLVDGOGH PESIDGDSAR AMRYTEIRLA KIAHEIMADL EXETVDEVIN --FERY-
4-304 LVGDRFPGRYE PHGDEAVYGT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDK --CARYG
4-60d LLVIGIGKYE PHGDEAVYCT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDK -VIVR--
4-90d -VGHGIGKYH PHGDEAVYET IVRMAQPESL RYMLVDGQGN FPGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN --WNGT-
cl““l M - :]lll AAAARAARAS ARAARAARAL AAARAARARE AAARARLARA AARAARARAE AR AR AR lllllllll:
Alignment: gyrAS
PORPPN PROPRNY [P PRI (PO [N TR PSTN TN PO [pRGRN PRA RRRnn Py By P | |
10 20 30 40 50 &0 70 80
4-1d4 -VCDVIGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN YDGT-
4-74 -VGEGPGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGQGH PGSIDGDSAL AMRYTEIRLA KIAHELMADL EXETVDEVDN MSRYG
4-13d CW-PVIGKYH PHGDFAVYAT IVEMAQPFSL RYMLVDGQGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDK BNGT-
4-30d SLUNGEGKYH PHGDFAVYAT IVEMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDK LDGT-
4-60d -VeDPPGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN LGRYG
4-90d -VeDRIGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EXETVDEVDN WETVR
m““l m :llll AARRAARALE AAAAARAAAE AAAAAAALES AAAAMANAAL AMAAAAAAAL AAAAAAEAAR lllllllll:

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 10 amino acids.
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Figure S32. PCR results for storage stability of plasmid DNA references materials
stored at —20°C.

171819 1718 19
3j60d

360d

ogxA
gnrA
gyrd2
2000bp N
1000bp
nuh}:::
=
= e
gyrd3 gyrd4
2000bp
1000bp o\
750bp
500bp —
fgg,gg —_—

gvrd5

Note: Lane 1 is DL 2000 DNA marker; lane 2-4, 5-7, 8-10, 11-13, 14-16, and 17-19 are PCR
bands of the target gene sampled on the 30™, 60™, 90™, 150" 300™ and 360" days of storage,

respectively. Considering the different sampling timepoints, the gene images were intercepted and
spliced using Microsoft Word, and the original images are available upon request.
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Figure S33. Sequencing results of aac(6°’)-1b for stability of plasmid DNA references
materials stored at —20°C.

Aligament : aac(6')=Th

P |
10

1
-20 - 302 TTTTACCCCA
-20 - 604 TTTTAGOGCA
=20 - %04 TTTTACOGCA
-20 - 1504 TTTTACOCCA
-20 - 3004 TTTTAGOGCA
-20 - 3604 TTTTACOCCA

arssasasas

L
23

-20 - 304 CAARCCCATC
-20 - 604 CARRCCCATC
=20 - %04 CAARCCCATC
1504
3004

TEATOCOGAG
TCATOOOCAC
ssssasasas

P R
450

-20 - 304 ATCCTOCACE
-20 - 604 ATCCETOCAGE
-20 - %04 ATCCETOCAGE
-20 - 1504 ATCCTOCAGE
-20 - 3004 ATCCTOCACE
-20 - 360d ATCCTOCAGE

srssasasas

LT |
20

COCTAAATOC

ACACTOCCTC ACTCCATACA
ACACTOCCTC ACTOCATACA
ACACTOCCTC ACTOCATACA
ACACTOCCTC ACTOCATACA
ACACTOCCTC ACTOCATACA
ACACTOCCTC ACTOCATACA
Masasasssa asssasasas

TOCAAACCCA
sssasssass ssssssasss

LTy |
460

CCTCTACATG CTTCAARCAC

Gasassbass Absbsnss &

e |
n

LTy |
a0

L R B LT ETY PP ER P |
40 50
ATCTCATATC GTCCACTGCT COOGCGGAGR

TTCCAATCCT
TTCCAATCCT
TTCCAATCCT
TTCCAATCCT
TTGCAATGET
TTCCAATCCT

sasasasana

COCATTOCCT
COCATTCCCT
OCCATTCOCT
CCCATTCCCT
COGATTCOLT
OCCATTCCCT
Asasasasas sasssssaas

SHE (S g —
a2m

CCAATCCATC
CCAATGCATC
CCAATOCATC

ACARCTOCOOT
ACRACTCCOE
ACAACTOCOC

AGCAACTTCC
OOCCTOOONC ACCAACTTOC CACCCATONC

Massssssss ssssssasss ssssssssss

wemeleannl
4an0

CCOCOCCATT TTCCG-CGAGA -
CGOOCAATATT TOGAGAGAR-
CCCCOCCATT TTTTCOCACA
CCCCCAAATT TTCCCCAR--
COCCCCARTT TTTOCACAAA

CCCCCARMAT COCACARAG-
T B

ACARGCACGE

ATCOCCACTC
ATCOCCACTC
ATCOCCACTC
ATCOOCACTC
ATCOCCAGTC
ATCOCCACTC
ssssassana

ATCCTACGAG
ATCOTACCAC
sssssssans

COCACACTTG
CCCACACTTC
COCACACTTC
COCACACTTG
COCACACTTC
COCACACTTG

CTACCTTCCT
dassasasan

RARCOCCCET
AARCOCOCET
ssssssssss

sssssssasa

TTCACACCCR
TTCACACCCR
sasssssasas

100

COAMCACTAC

CCARCACTAC

ACCTROCCTA
ACCTRCOCCTR
ACCTROCCTR
ssssssssas

=i eeal
110
TTCOCARGOE

CTCOCARCRAR
CTCOCARCAR
sasssssasa

sasssssass

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S34. Sequencing results of parC for stability of plasmid DNA references

materials stored at —20°C.

Alignment: pazC

10 20
-20 - 304 -YAICELGLN ATAKFKKSAR TVGDVLGKYH
-20 - 60d SMRLLKLGLN ATAKFKKSAR TVGDVLGKYH
-20 - s0d SMRLVELGLN ATAKFKKSAR TVGDVLGKYH
-20 - 1504 -YAICKLGLN ATAKFKKSAR TVGDVLGKYH
-20 - 3004 SMRLSELGLN ATAKFKKSAR TVGDVLGKYH
-20 - 360d SMR-FELGLN ATAKFKKSAR TVGDVLGKYH

Clustal Consersus

SAAAA AAAAAAAARL AAAAAARARR

PHGDRACYEA MVIMAQPESY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGCCS
PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYGGLLE
PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGPAV
PHGDRACYEA MVIMAQPESY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGLLL
PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAGPAV
PHGDRACYEA MVIMAQPFSY RYPLVDGQGN WGAPDDPKSE AAMRYTESRL SKYAKSAV

AAARARARAL AARAAARARA AAAAARARAL AAMAAARAAL AMAMARAAAL Aan

Note: “*”” means no difference in amino acid. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 10 amino acids.
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Figure S35. Sequencing results of gnrS for stability of plasmid DNA references
materials stored at —20°C.

Alignment : gnes

-20 - 304
-20 - &0a
=20 - 304
-20 - 1504
-20 - 3004
-20 - 3e0a

-20 - 304
-20 - €04
=20 - 504
-20 - 1504
-20 - 3004
-20 - 304

-20 - 304
-20 - 604
-20 - 904
=20 - 1504
=20 - 3004
-20 - 3604

L B I P

AACTT--TCT CARTTA-CAC CETCATATTC
= TTT ACCCTC-CAC
=CTCT--TCT CACATAACAG
~MATTCCTCT CACTTA-CAG
AACTT--CTT CACTTAMAGC

CAATT--TTC CTOCTA-CAG
ey

sessssasss sessssssas

TATTTCTCCA TCTAATCTTT
TATTTCTCCA TCTAATCTTT
TATTTCTCGA TCTAATCTTT
TATTTCTCGA TCTAATCTTT
TATTTCTCCA TCTAATCTTT

TATTTCTCCA TCTAATCTTT
ssssssssss

CCTATCGOCAR
CCTATCOOCAR
CCTATGOCAR
CCTATGOCAR
CCTATCGOCAR

CCTATCOOCAR

Gbsssbasss Bidibabsss

AMCACTCACA CTTAACTOCA CCTCTTTTTT
AACACTCACA CTTAACTOCA CCTCTTTTTT
AACACTCACA CTTAACTOCR GCTCTTTTTT
AACACTCACA CTTAACTOCA CCTCTTTTTT
AACACTCACA CTTAACTCCA CCTCTTTTTT
AACACTCACA CTTAACTCCA CCTCTTTTTT
. ETrTarT e arsanns

asn

CTOOCTCOCA
CTCOCTOOCA
CTOGCTCOCA
GTOGCTGOCA

Ahssbsssss AbsAsAssss sssssssas

TATCCACACE
TATCCACACE
TATGCAGACE
TATCCAGACE
TATCCACACE
TATCCACACE

dssasassss

OCCAMCATCT
COCAMCATET
COCARCATCT
CCCARCATCT

CTTTCATCTC
CTTTEATCTC
CTTTCATCTC
CTTTGATCTC
CTTTCGATCTC

CTTTTOOCCGA
SbsssssAns Ssssssssss Basbssssss

280

CTTTCTTTAC
CTTTCTTTAC
CTTTCTTTAC
GTTTGTTTAG
CTTTCTTTAC
CTTTCTTTAC

sssssaasas

AARAATCTCA
ARAAATCTCA
MAATCTCA
ARAAATCTCA
AAAAATCTCA
ARAAATCTCA

shsasasias

CTCOCCOCAR. TTTACOCTAC

sssassssns

> OOCATCARCT

ACARACTTTC

CTTCTTTCAR

ssssssasas

ACCCOCOCAR
ANCCCCCOTAR
ACCCCOOTAR
ACCCOCOCAR

T ACCGOGOCAR
T ACCCCCOCAR

sassbsasns

TTTCCAACAR
TTTCOCAACAR
TTTOCAACAR

TCOCAACTTC CCATCOCAMA
TOCCAACTTC CCATOCCAMA
CCEATOGCARA
CCATOGRCARA
CCATCCCAM

TCOCAACTTG

COCATCAACT
OOCATCARCT
COCATCARCT
ssssssases

AATOCCTCCR
ARTCCCTOCR
AATOGOTCCR
ARTOGCTGER
ARTOCCTOCR
ARTCCCTOCR

dssassssas

TACCAMCAR CCTAGOCOCT
TACCARCCA COTACCCOCT
TACCAACCAR CCTAGCGOET
TACCAAGAR CCTAGUGOCT
TACCAMICAR COTACOCOCT
TRCCARCCAR COTACCCOCT

Assassasss saddsdasis

werelananl

TTTATCOCAD GOCCAATCA-
TTTATCOCAC GOCCATCCAS
TTTATCOCAC GOCCAATCA-
TTTATCOCASD COCCAATOCD
TTTATCOCAC GOCCAATOC-
TTTATCOCAC GOCCAATOCC
. sasas sasss  a . .

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing,

common that there are differences in the first and last 20 nucleotides.

ilo aza’

- |

22
CCTCACCATT
COTCACCATT
CCTCACCATT
COTCACCATT
CCTCACCATT
COTCACCATT
sasssssasa

.l
3

CCATCACTCGA
COATCACTCA
CEATCACTGA
GUATCACTGR
COATCACTCA
CCATCACTCA

sssssssasa

weaalans

T-ACAA--
TTARMAAR
TTRCAR--
TTACAACR
T=ACAA-=
TARAAA-~
. e oaa

it is

L

0
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Figure S36. Sequencing results of ogx4 for stability of plasmid DNA references

materials stored at —20°C.

Alignmant : ogxeh

-20 - 304
-20 - 604
-20 - 04
-20 - 1504
-20 - 3004
-20 - 3604

-20 - 304
-20 - 604
-20 - 904
-20 - 1504
-20 - 3004
-20 - 3604

COCOOOOCAS

Ty

COETCACOGOT

sassassses

ssssasasas

AACCTATOGE

ARCCTATOCE
sassasasan

-1
230

sssssanans

R ey |
2

COOCOGCTER

T COOCOCCTEG

CODCOCCTR

an

sassssasan

ACCACOOGER

sassssssan

250

sesssssaas

COCCOOCTTG
COOCOOCTTG
COOCOOCTTG
COCCOOCTTC
COCCOOCTTC
COCCOOCTTG

ey

= |
260

asssasssns

CCAMGAGOCR
CCARGAGOTR
CCAACACOCA
CCARCACCCR
CCARCACOCR
CCACACOCR

sessasssas

T .|
50

&0
COTAACCETON
COTAAGETOC

COTAAGCETCN

srassssans

2ozl

170
CARTTACACT
CARTTACACT
CARTTACACT
CGARTTACACT
GARTTACACT
CARTTACACT
sssssasane

280
AARCCCAGES

sbsssssase

RO
TCETCAACTC CATCACTCAG

TCOETEAACTC GATCAGTCAG
TCCTCAACTC CATCACTCAG
TCCTCAACTC CATCACTCAC
TCETEAACTC CATCACTCAG

TCETCAACTC

GROCCCOCAGE
CRCCOOCACE
ssssssanas

CRCOCTOGOG
CRCOCTOCNG
CRCOCTOONG
CRCCCTOOOC
CRECCTOGNE
CRCOCTOGNG

srssssasas

COCOCRGETC
COCOCRCCETC
COOOCACCTC
COOOCRCETC
COOOCRGETE
COCOCRCCTC
assssssaas

Ay |
300 ESL

CEAROOCTRT

TTARCCETOR

sea] saseleas -
200 210

CTCTTCACCA
CTCTTCACCA

sassnssans

ETp) e |

CCATAMATTA
CCATARATTA
CCATARATTA

» CCATAAATTA

CCATAMATTA
CCATAMATTA

azn

TAGATCACAC
TACATCACAC
sasssnsnas

CTOCATACE -
GTOCATATON
CTOCATACS-
CTCCATACAR
CTOCATAC--
CTOCATACE -

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.

EEL]
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Figure S37. Sequencing results of gnrB for stability of plasmid DNA references

materials stored at —20°C.

Alignment: gnrB

-20 - 304
-20 - 604
-20 - S04
-20 - 1504
-20 - 3004
-20 - 3604

-20 - 304
-20 - 604
-20 - S04
-20 - 1504
-20 - 3004
-20 - 3604

-20 - 304
-20 - 604
-20 - %04
-20 - 1504
-20 - 3004
-20 - 3604

CACOCCATT
==TCOCCATT
==TACCCATT

ey

AATACTAATC
AATACTAATC
AATACTAATC
AATACTAATC
MATACTANTC
AATACTAATC

ssssasassa

ACATCTCTOC
ACGATCTCTOC
ACATCTOTOR
ACATCTOTON
ACATCTCTOC
ACATCTCTOR

sasassasia

ssselaa
120 130

TARGCTACGE
TARCCTACGE
TAAGCTACGE
TAMCTACCE
TARCCTACCE
TARCCTACGE

sssasasass

N -
24

CLOCCOCACT

T CACTCOOGOC

sassanasan

TTTOCGACTTT

sssdsassas

CRCARCODGT

sessssnans

COACTCOG-A
CEACTOOC-C

ACATTTCOOC

TOCAMACTC
TCEARRACTC

sasassanas

NCCACCARRR
AACRCCAARR
ARCACCAARA
AACACCRRAR

CCTCCARGET

TCACCTCTCG

ssssasasas

]
27

=

A-CMIUAAAA A

ARCACCAARA

s sssssais

TTATGAATAT
TTATCAATAT
TTATCAATAT
TTATCGAATAT
TTATCAATAT

Shssbsssan

Arsasssaas

GATCACCACG

sasssssbss

GCATCOGCAC
CGOATCOGCAS
GOATGOGCAS
CCATCOCGAS
COATOOCCAS
CEATCCCCAC

sassssanas

80

COCACCTCCT

TCACCTACTG
TCAGCTACTG
TCACCTACTG
TCACCTACTC
TCACCTACTC
TCACCTACTC

drssssasss

200"

TTTCCAGOCE

COTGOCACCT
COTCOCACCT
CETCOCACCT

Basassasaa

20

110

ATATATCACT

ATATATCACT
ATATATCACT

TCACTCCTTC

sassssassa

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 20 nucleotides.
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Figure S38. Sequencing results of gnrA for stability of plasmid DNA references
materials stored at —20°C.

Alignmant: gneh

TCCACGCATGE CACTTTOCGAG GATTGCACTT
TCCAGGATGE CAGTTTOGAG GATTGCACTT

210 a2z

304 TCATTGAAAG CCEOGOOCTT GAAGGCTCTC ACTTCAGCTA TGOOGATCTGE CGOGATGOCA GTTTCAAGES CTOEOOGCTCTG TCTTTGROCA ACTTCAGOGE TCOCAACTCE

-20 - 604 TCATTCARAC COCOCOOCTT GAACCCTCTC ACTTCACCTA TCOOCATCTE CCOGATCOCA CTTTCAACCE CTCCOCTCTC TCTTTCGOCA ACTTCACCCE TCOCAACTCE
S04 TCATTGARAGC COCOCOOETT GAACCCTCTC ACTTCAGCTA TOOOGATCTG CCOGATOCCA GCTTTCAAGGE CTCOCCTCTG TCTTTCGGOCA ACTTCAGCCE TCOCAACTGS

=20 - 1504 TCATTCGAAAC COGOGOCCTT GAACCCTCTC ACTTCAGCTA TCOCCATCTC COOGATOOCA CTTTCAAGCET CTGOCCTCOTG TOTTTOGOCA ACTTCAGCGE TCOCAACTCD
=20 - 3004 TCATTCAAAC COOOCOOCTT GARACCCTCTC ACTTCACCTA TCOOCATCTC COCOGATCOCA GTTTCAACCE CTOOOCTCTC TCTTTOROCA ACTTCACOGE TOOCAACTCD
-20 - 3604 TCATTCARAC COCOCOOCTT CAACCCTCTC ACTTCACGCTA TCOOCATCTC CCOGATCOCA CTTTCAACCE CTCOOCTCTC TCTTTCGOCA ACTTCACCCE TCOCAACTCE

Clustal CONSANSUS  *4444sssss Assssttass SRsAatatss Sdstatsts SAsatssais A0tiibitdd SARibtstes SAAMtattts AMMadatits Aatdabitas dhbbbtanss

TTTCECATAC ACTTCACCCA CTCOCATCTC AACCOCGOCA ACTTTTOOCE GEOCCCCTTC TACAATCAAC TCACOCATAR GATCTACTTC TCCTOGCCTT ATATCTCAGE
TTTCECATAG AGTTCACCCA GTCOGATCTC AAGCCOCGOCA ACTTTTOOCG GEOCOGOTTC TACAATCAAG TCAGCCATAR GATCTACTTC TCCTOGCOTT ATATCTCAGG
TTTCOCATAC ACTTCACCCA CTCOCATOTC AACCOCCOCA ACTTTTOOCC COOCOCCTTE TACAATCAAC TCACCCATAA CATCTACTTC TOCTOCCCTT ATATCTCACE
TTTCOCATAC ACTTCACCCA CTCOCATCTC AACCOCCOCA ACTTTTOOCC QOOCOCCTTC TACAATCAAC TCACOCATAR GATCTACTTC TCCTOCCCTT ATATCTCAGE
TTTCECATAC ACTTCACCCA GTCOCATCTC AACCCOGCOCA ACTTTTOOCE GEOCOCCTTC TACAATCAAC TCACOCATAR GATCTACTTC TCCTOGCOTT ATATCTCACE
TTTCCCATAG ACTTCACCCA CTCOCATCTC AACCOCGOCA ACTTTTOOCG CEOCOGOTTC TACAATCAAG TCAGCCATAR GATCTACTTC TCCTOGCOTT ATATCTCACE

BALAAEEAAS ARARAAEARE AAAAAAAAEE AARAAAARAE AEAAAAANAL AAAAAALAAS SARAAARAAE SARAARAAAS ARAAAAANAL AEAbbAbEES

350 160 R 380 190 a0 a0 az0 R
GOCTATACCA ACTTGAGTGG CCAATGOCTG GAAARATGOG AGCTGTTTGA AAACAMCTGG AGCAATGOCA ATCTCAGEGG COCTTCCTTG ATGGGCTCAG
COCTATACCA ACTTCACTCL CCAATCOCTC CAAAAATONC ACCTCTTTCA AAACAACTCL ACCAATOOCA ATCTCACCOCOC CQCOTTCOTTC ATCOOCTCAC
COCTATACCA ACTTCACTCC OCAATCOCTC CAAAAATOCC ACCTCTTTCA AAACAACTCL ACCAATOOCA ATCTCACOOC OQCCTTOCTTC ATCOOCTCAC

Sasasssses snssssasss srsssassss

san 550
=20 - 304 ATCTCACOCE COOCACCTTC TOCCCOCACT CTTCOCAACA COTCARTCTC CATCCOCTOC AOCOCACACE CCTCAACCTC
=20 - 604 ATCTCACOCC CCTCAATCTG CGATCOOCTOC

S04 CATCCOCTOR

CATCCOCTOC
CATCCOCTOR

570

Clustal COnSQnsus +essssssss e P

Note: “*” means no difference in nucleotide. Due to the instability of Sanger sequencing, it is
common that there are differences in the first and last 20 nucleotides.
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Figure S39. Sequencing results of gyrAd for stability of plasmid DNA references
materials stored at —20°C.

Alignment: gyrAl
-20 - 304
-20 - 60d
-20 - 90d
-20 - 1504
-20 - 3004
-20 - 3604

Clustal Corsersus

Alignment: gyrAl
-20 - 304
-20 - 604
-20 - 904
-20 - 150d
-20 - 3004
-20 - 360d

-LLVNLEGKY HPHGDSAVYN TIVRAMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD ERERYG
--RW-GPGKYT HPHGDSAVYN TIVEAMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LERETVDEVD EMGTVR
-RW-SRIGKY HPHGDSAVYN TIVEAMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD NWNGT-
~-SLATRIGKY HPHGDSAVYN TIVRMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD KTERY-
-RW-PREGKY HPHGDSAVYN TIVEAMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LEFETVDEVD TLTVR-
LVe-DREGKY HPHGDSAVYN TIVEAMAQPFS LRYMLVDGQG NPGSIDGDSA AAMRYTEIRL AKIAHELMAD LERETVDEVD KIDGT-

chhh AAAARARARE AAAAAAARRR AR AR AR AR AR R AR AR AR AR AR AR AR AR AR AR AR AR AR

-VADRPGKYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN NDGT-
Ré--SVGKYH PHGDYAVYDT IVRMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE LQTVR
SLVNGIGKYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN WDGT-
RWSSAPGEYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGN FGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE SNGT-
-VADRPGKYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN NDGT-
-VeDGPGKYH PHGDYAVYDT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE SDET-

AAAAAAAAAE AAAAAAAAARE AAAAAAARAL AAMAMAMARE ARAAARALAS AAAAAAARAE AR ARAAAE .

-LVIRFGKYH PHGDEAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE MGRYG
HW-PREGEYH PHGDFAVYDT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAAR AMRYTEIRLA KIAHELMADL EFETVDEVDT WERY-
-VGEPIGKYH PHGDEAVYDT IVAMAQPESL RYMLVDGOGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN -QTVR
SLVVGEPGKYH PHGDEAVYDT IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE SNGT-
SVGARVGKYH PHGDEAVYDT IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE M-TVR
-VeIRFGKYH PHGDEAVYDT IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EXETVDEVDE IDGT-

AhAh AAAAAAAAAL AAMAAAAAAA AAAAAAAALL AAAAAARAAL AMAMAAARAL AAAAMAAAAE AAAAAAALA

-VGERPGKYH PHGDEAVYET IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVDE LNGT--
~VCERPGEYH PHCDFAVYST IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE METVR-
-CW-PIGKYH PHGDEAVYET IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN -SNGTD
SLVRGPGEYH PHGDFAVYST IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHEIMADL EFETVDEVDE -MNCT-
-VGERIGKYH PHGDEAVYET IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHEIMADL ERETVDEVIN LARYG-
LLVIGIGEYH PHCDFAVYST IVRMAQPESL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDE -VIVR-

cAAAR AAAAAAAARE AAAAAAAARE AAAAARALES AAMAAAMEAE AAAAARAAAE AARARR AR AR AR

-VGEGEGKYH PHCDFAVYAT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN MSRYC
SLVIGYGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDT ANGT-
-LVERIGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVIN WNGT-
SLVVGEGKYH PHCDFAVYAT IVRMAQPFSL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN C-RY-
RW-AGIGKYH PHGDFAVYAT IVRMAQPESL RYMLVDGQGH PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN LDGT-
-VeDRIGKYH PHGDFAVYAT IVRMAQPFSL RYMLVDGQGN PGSIDGDSAA AMRYTEIRLA KIAHELMADL EFETVDEVDN WETVR

A Ak ARARRARARD AAAAARAARL BARA AR ARAE AR AR AR AR AR RARARR R AAR AR R A RRE ARAR AR

Note: “*” means no difference in amino acid. Due to the instability of Sanger sequencing, it is

common that there are differences in the first and last 10 amino acids.
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