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Hak Cipta Dilindungi Undang-undang

1. Dilarang mengutip sebagian atau seluruh karya tulis ini tanpa mencantumkan dan menyebutkan sumber :
a. Pengutipan hanya untuk kepentingan pendidikan, penelitian, penulisan karya ilmiah, penyusunan laporan, penulisan kritik atau tinjauan suatu masalah
b. Pengutipan tidak merugikan kepentingan yang wajar IPB University.

——Uw CD_<O—,M__”V\ 2. Dilarang mengumumbkan dan memperbanyak sebagian atau seluruh karya tulis ini dalam bentuk apapun tanpa izin IPB University. . .
— Bogor Indonesia — Perpustakaan IPB University
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. o b. Pengutipan tidak merugikan kepentingan yang wajar IPB University.
_—Uw C:_<®—:w;< 2. Dilarang mengumumkan dan memperbanyak sebagian atau seluruh karya tulis ini dalam bentuk apapun tanpa izin IPB University.
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Lampiran 2 Isolasi DNA menggunakan KIT TianAmp

v

Pemindahan dalam mikrotube 1,5 mL

v

Penambahan 200 pL buffer GA dan 20 pL Proteinase K, vortex dan spindown

v

Penambahan 220 pL buffer GB vortex 15 detik

v

Inkubasi pada 70 °C selama 10 menit, vortex

v

Filtrat ditambahkan etanol sebanyak 220 pL, vortex, cairan dipindahkan kedalam spin column

v

Sentrifugasi pada 13.400 g selama 30 detik, fitrat dibuang

v

Penambahan buffer GD ke dalam spin column sebanyak 500 pL

v

Sentrifugasi pada 13.400 g selama 30 detik, fitrat dibuang

v

v

Penambahan buffer PW ke dalam spin column sebanyak 600 pL ]

Sentrifugasi pada 13.400 g selama 30 detik, fitrat dibuang

v

Sentrifugasi pada 13.400 g selama 2 menit

v

Pemindahan kolom penampung dengan tube baru

v

Penamabahan 200 pL buffer TE

v

Inkubasi pada suhu ruang selama 5 menit

v

Sentrifugasi pada 13.400 g selama 2 menit
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Lampiran 3 Langkah desain primer spesifik M. morganii

@morganii dan @

v

Unduh sekuen dari NCBI

v

Penyejajaran sekuen menggunakan aplikasi BioEdit
|

v v
Pemilihan daerah lestari forward Pemilihan daerah lestari reverse
Pencarian kandidat primer forward Pencarian kandidat primer reverse
Cek kandidat primer di tools Reverse complement sekuen
OligoEvaluator ¢
¢ Cek kandidat primer di tools
Running BLAST OligoEvaluator

Primer reverse
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Lampiran 4 Langkah desain primer spesifik C. divergens

@dmrgens (DQ336701.1.)

v

Insert sekuen ke tools Primer3Plus

v

Pick Primer
|
Pencarian kandidat primer forward Pencarian kandidat primer reverse
Cek kandidat primer di tools Reverse complement sekuen
OligoEvaluator ¢
* Cek kandidat primer di tools
Running BLAST OligoEvaluator

Primer reverse
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Lampiran 5. Screenshoot hasil BLAST spesies bakteri

Bakteri daging ikan kontrol positif gen Idc

Graphic Summary Alignments. Taxonomy

producing significant alig
selectall 100 sequences selected
Description

Citrobacter sp. LUTTS chromosome, complete genome

Citrobacter freundi sirain E51 chromosome, complete genome
Citrabacter freundii sirain £11 chromesame, complete genome
Citrobacter sp. CF871 chromasome, complele genome

Citrobacter freundii strain 18-1, complete genome

Cilrobacler reundii sirain Z¥ 198 chromosome, complele genome
Citrobacter freundii strain CitB chromosome, complete genome
Citrobacter freundii strain E33 chromosome, complete genome
Citrobacter freundii strain C50 chromosome, complete gencme
Citrobacter freundil strain R47 chromosome R47, complete sequence
Citrobacier freundii sirain FDAARGOS_$49 chromosome, complele genome
Citrobacter freundii sirain UMH16 chromosome, complete genome
Citrobacier freundil sirain UMH14 chromosome, complete genome:
Citrobacter freundi sirain AR_0116 chromosome, complete gename

Citrobacter freundii comolex so. CFNIH4 chromosome. comolete aenome

oo 0o0OoOoOO@Q@Q

nage
GenBank Graphics Distance tree of results
Scow e Govt vaken| i | A0%80
270 270 44% Ge-68 83.50% CPO47606.1
270 270 44% Ge-88 83.50% CP042534.1
270 270 44% 6e-68 8350% CP042524.1
270 270 44% 6e-88 83.50% CP041051.1
270 270 44% 6e-88 83.50% CP022273.1
265 265 44% 3e-86 83.17% CP0S5247.1
265 265 44% 3e-66 83.17% CP048416.1
265 2656 44% 3e-66 83.17% CP042517.1
265 265 44% 3e-66 83.17% CP042478.1
265 265 44% 3e-66 B83.17% CP040G9A.1
2656 205 44% 3e-66 83.17% CP033744.1
265 265 44% 3e-66 B3.17% CPO24677.1
265 265 44% 3e-66 83.17% CP024680.1
265 265 44% 3e-86 83.17% ]
265 265 44% ’J_\éa.‘.la'é_d b fo ﬁﬁ

Bakteri kontrol positif hasil enrichment lactose broth gen Idc
Download ~ Manage Columns ~ Show | 100V @

Sequences producing significant alignments

selectall 100sequences selected GenBank Graphics Distance tree of results

e Sooe Save o valan | i | A0S0
Hafnia paralvei strain FDAARGOS._158 chromosome, complete genome 712 712 95% 00 B7.87% CPD14031.2
bacterium btad-1, complete ganom 656 656 95% 0.0 B6.23% CPOD4083.1
Obesumbacterium proteus sirain DSM 2777, complete genome 377 694 95% 3e-100 77.89% CPD14608.1
Klebsiella pneumeniae DNA, complele genome, strain: YH43 353 463 96% Ge-93 77.12% APO14850.1
Klebslella aerogenes straln Y1 chromosome, complete genome 348 348 96% 3e-81 76.96% CPD4SA70.1
Klebsiella strain Y3 lete genome 348 348 96% 3e-91 76.95% CPD45869.1
Klebsiella aerogenes strain ¢ mplete genome 348 348 96% 3e-91 76.96% CP045868.1
Klebsiella aerogenes strain LUZ chromosome, complele genome 348 348 96% 391 76.96% CPO35466.1
Klebsiella acrogenes strain 4928STDY7071344 genome assembly, chromosome: 1 348 348 96% Je-81 76.96% LRG073331
Kiebsiella pneumoniae strain KPN1344 chromosome 348 348 96% 3e.81 77.00% CPD33901.1
Klebsiella quasivariicola strain KPN1705 chromosome. complete genome 348 447 96% 3e-91 76.92% CP022823.1
Klebsiella variicola sirain 118 chromosome, complete genome 342 452 96% 1e-89 76.80% CPD483T9.1
Hlebsiella acrogenes strain C9 chromesome, complete genome 342 342 76.80% CP042630.1
Kiebsiella quasipneumoniae strain A708 chromosome, complete genome: 342 342 76.84% CP026368.1
Klebsiella aerogenes strain KA_P10_L5_03.19 chromosome. complete genome 342 342 76.80% CP044214.1
Klebsiella pr strain T4 342 342 76.80% CP034540.1
Klebsiella g e SUbSp. g e strain A708 ch complete genome 342 342 78 E*nm
PP ibninlin mmemmnmnn abrin FRAADAAS BES mhemmmmnsmn ~nmmnlnin msmamn A aan @ anac o SR
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%akteri kontrol positif hasil enrichment marine broth gen Idc

.uem:es producing significant alignments Download Manage Columns ' Show 2]
selectall 100 sequences selected GenBank Graphics Distance tree of results
B S| o | G | | S
cloacae strain E3442 complete genome 380 390 76% 3e-104 85.45% CP033466.1
i strain 388 complete genome 380 390 76% 3e-104 85.45% CPO21167.1
strain 234 complete genome 390 390 76% 3e-104 8545% CP021162.1
strain CEentt 380 390 76% 3e-104 85.45% CP058553 1
| Kiebsiella strain RHBSTW-00938 374 374 95% 3e-99 8136% CP0559041
: coli strain EcPF5 complete genome 368 368 97% 2e-97 8087% CP0542361
,,s coli strain ECPFT complete genome 368 368 97% 2097 8087% CP0542321
= ia coli strain EcPF14 complete genome 368 368 97% 2e-97 80.87% CP0542301
a coli strain EcPF18 complete genome 368 368 97% 2e-97 8087% CP0542191
E coli strain SCU-487 complete genome 368 368 97% 2097 8087% CP0544541
5: ia coli strain SCU-121 complete genome 368 368 97% 2e-97 80.87% CP0543281
» coli strain SCU-479 complete genome 368 368 97% 2e-97 8087% CP054317.1
; coli strain SCU-182 complete genome 368 368 97% 2097 8087% CP0543721
= ia coli strain SCU-101 complete genome 368 368 97% 2e-97 80.87% CP048920 1
coli strain ATCC 256922 complete genome 368 368 97% 2e-97 8087% CP0374491
§ coli strain SCU-124 complete genome 368 368 97% 2897 8087% CP051706.1
~. ia coli strain SCU-112 complete genome 368 368 97% 2e-97 80.87% CP0517251
§ Klebsiella aerogenes strain 18-2341 chromosome. complete genome 368 365 95% 2097 81.10% CP049600.1
a coli strain EC28 complete genome 368 368 97% 2097 80.87% CP0491011
‘5' ia coli strain 9 plasmid p009_C, complete sequence 368 368 97% 2e-97 80.87% CP0483071
Escherichia coli E302 DNA, complete genome 368 365 97% 2097 80.87% AP022362.1
Escherichia coli E138 DNA, complete genome 368 368 97% 2097 80.87% AP0223511
teri kontrol positif hasil enrichment marine broth gen tdc
quences producing significant alignments Download Manage Columns ~ Show 100V | @
selectall 83 sequences selected GenBank Graphics Distance tree of results
Max Total Quel Per.

Desaription e el v:na Went | Acoesson
Enterococeus faecalis slrain 111540047-1 chiomosome, complele genome: 784 784 95% 00 97.82% CPO46111.1
faecalis strain 111540027-2 chromosome, complete genom 784 784 95% 0.0 97.82% CPO46112.1
Enterococcus faecalis strain 092160007-3 chromosome, complete genome 784 784 95% 0.0 97.82% CPO46113.1
faecalis strain 4928STDY73877 19 genome assembly, e: 1 784 784 95% 0.0 97.82% LR607365.1
Enterococcus faecalis strain 4928STDY7071765 genome assembly, chromosome: 1 784 784 95% 0.0 97.82% LR607359.1
Enterococcus faecalis sirain 4928STDY7071766 genome assembly, chromosome: 1 784 784 95% 0.0 97.82% LRG07356.1
Enterococcus faecalls strain 4928STDY7387674 genome assembly, chromosome: 1 784 784 95% 0.0 97.82% LR607354.1
Enterococcus faecalls strain 4928STDY7071355 genome assembly, chromosome: 1 784 784 95% 0.0 97.82% LRG607334.1
Enterococeus faecalls strain DM01 chromosome, complete genome 784 784 95% 0.0 97.82% CP041344.1
Enterococeus faecalls strain FDAARGOS_611 chromosome, complete genome: 784 784 95% 0.0 97.82% CP041012.1
Enterococcus faecalis strain NCTC8732 genome assembly, chromosome: 1 784 784 95% 0.0 97.62% LRG6S4051.1
faecalis strain 110 784 784 95% 0.0 97.82% CP038752.1
Enterococcus faecalis strain NCTC8745 genome assembly, chromosome: 1 784 78B4 95% 0.0 97.82% LR134312.1
faecalis strain H25 ct _complete genome 784 784 95% 0.0 97.82% CP029612.1
Enterococcus faecalis KUB3007 DNA, complete genome 784 784 95% 0.0 97.82% AP0185431

Enterococcus faecalis KUB3006 DNA, complete genome 784 784 95% 0.0 97.82%

Enterococcus faecalis strain FDAARGOS_324 chromosome, complete genome: T84 784 95% A 00, 0R82%|

teri daging ikan kontrol positif gen hdc

uences producing significant alignments Download ~  Manage Columns  Show 2]
selectall 85 sequences selected GenBank Graphics Distance tree of results
Description Max Total Query E Per.

Score Score Cover value Ident

Morganella morganil subsp. morganil strain 171229813 chromosome, compléte genome 941 941 00 99.05% CP043955.1
Morganella morganil strain MP63 chromosome, compléte genome 941 941 00 99.05% CP048806.1
Morganella morganii strain NCTG235 genome assembly, chromosome: 1 941 941 99% 00 99.05% LR133804.1
morganil strain KC-T1-01 compléte genom 941 941 99% 00 99.05% CP025333.1
Morganella morganil strain Jiangxl chromosome, complete genome 941 941 99% 00 99.05% CPO39377.1
Morganella morganil strain ATGC 25830 histidine decarboxylase (hdc) gene, partial cds 941 941 99% 00 99.05% FJ469556.1
morganil hdc gene for histidine . complete cds, strain: JCM 1672 941 941 89% 00 99.05% AB259290.1
morganil sirain DG56-16 mplete genom 935 935 99% 00 98.85% CP032296.1
Uncultured Morganella clone M1 histidine decarboxylase (hdc) gene, partial cds 935 935 99% 00 98.86% KY352311.1
Morganella morganil sirain FDAARGOS_365 chromesome, complete gencme 935 935 89% 00 98.856% CPO23505.1
Morganella morganil sirain BO25S histidine decarboxylase (hdc) gene, partial cds 935 935 ©9% 00 98.85% FJ469561.1
Morganella morganil sirain U/1 Hde (hdc) gene, partial cds 935 935 89% 00 99.04% DQ3609191
morganii hde gene for histidine ._partial cds, strain;jcm1672 935 935 99% 0.0 98.85% ABO83200.1
merganil strain HPP309 histidine ylase (hdc) gene, partial cds 929 929 99% 0.0 98.66% FJ469563.1
Morganella morganil sirain M04090 Hde (hdc) gene, partial cds 929 929 89% 00 98.85% DQ3609321
Morganella morganil sirain N18-00103 chromosome, complete genome 924 924 89% 00 98.47% CP048275.1
Morganella morganil subsp. morganil strain ATCC 25830 chromeseme, complete genome 924 024 09% , 00 9847, 9@

o
=
&<
e
=)
<
O
-
.
<




eisauopu| Jodog —
ISJOAIU

R

‘Ajis1aniun gd| uizi eduey undede jyniuaq wejep (ul sijn3 eAJBY ynin|as nele ueiSeqas yeAueqsadwaw uep ueywnwnsusaw 3uele|iq ‘g

AsisAIuN gd| ueedeisndaay

N adl

‘Ayisianiun g4 Jefem SueA uedupuaday ueyiSniaw yepy uedunsuad 'q U

yejesew niens uenefuy neje yuiuy uesinuad ‘uesode| ueunsnAuad ‘Yejwjr eAdey uesijnuad ‘uenijpuad ‘uey|

Ipuad uedupuaday| }niun eAuey uedunduad ‘e

B
=
o
2
QU
=
()
3
o
=y
@
c
=3
©
@
)
o
QO
@,
QU
=
3]
!
Q
=
«
o
c
5
=
=
=~
Q
=
-
QO
=t
=

: Jaquins ueyingaAuaw uep ueywnjuesuaw eduey ju

1@ exdiD yeH

Suepun-8uepun 13unpul

TGN

dprsaoazu)) gd[ Y11 vidio> YpH®)

—
by
oV,
-
=
=
Q)
)
7
;'

S

Bakteri kontrol pos

itif hasil enrichment lactose broth gen hdc

41

Sequences producing significant alignme Download *  Manage Columns  Show | 100V | @
selectall 78 sequences selected GenBank Graphics Distance tree of results
Desain S | Sore | Covr| s | s | Accnsen
Morganella morganil subsp. morganii strain 171229813 chromosome, complete genome 401 401 62% 2e-107 85.75% CP043955.1
Morganella morganii strain MP63 chromosome, complete genome 401 401 62% 2e-107 85.75% CP048806.1
Morganella morganil strain N18-00103 chromosome, complete genome 401 401 60% 2e-107 85.97% CP048275.1
Morganella morganii subsp. morgani strain ATCC 25830 chromosome. complete genome 401 401 60% 2e-107 85.97% CP034944.1
Morganella morgani strain NCTC235 genome assembly. chromosome: 1 401 401 62% 2e-107 85.75% LR133904.1
Morganella morganil strain L241 chromosome, complete genome 401 401 60% 2e-107 85.97% CP033056.1
Morganella morganii strain DG56-16 chromosome, complete genome 401 401 62% 2e-107 8575% CP032295.1
Morganella morganil sirain NCTC12028 genome assembly, chromosome: 1 401 401 60% 2e-107 8597% LS483498.1
Morganella morganii strain KC-Tt-01 chromosome, complete genome: 401 401 62% 2e-107 8575% CP025933.1
Uncultured Morganela clone MM1 histidine decarboxylase (hdc) gene, partial cds 401 401 62% 2e-107 8575% KY352311.1
Morganella morganii strain FDAARGOS_365 chromosome, complete genome 401 401 62% 2e-107 85.79% CP023505.1
Morganella morganii subsp. morganii KT. complete genome 401 401 60% 2e-107 85.97% CP004345.1
Morganella morganil strain Jiangxi chromosome, complete genome 401 401 62% 2e-107 85.75% CPO3937T.1
Morganella morganil strain HPP309 histidine decarboxylase (hdc) gene, partial cds 401 401 62% 2e-107 85.79% FJ469563.1
Morganella morganil straln BO255 histidine decarboxylase (hdc).gene, partial cds 401 401 62% 2e-107 85.75% FJ469561.1
Morganella morganii strain ATCC 25830 histidine decarboxylase (hdc).gene. partial cds 401 401 62% 2e-107 85.75%
Morganella morganil strain M04090 Hdc (hdc).gene. partial cds 401 401 62% /zﬂwaes.vw:vziﬁ

Bakteri kontrol positif hasil enrichment marine broth gen hdc
Sequences producing significant alignments

Download ~

Manage Columns ~

selectall 74 sequences selected GenBank Graphics Distance tree of results
e | S| o v | s | Mocem
760 760 97% 0.0 93.26% KPT28798.1
Klebsiella aerogenes strain HNHF1 chromosome, complete genome 754 754 97% 00 93.06% CP047669.1
Klebsiella aerogenes strain Y1 chromosome, complete genome 754 754 97% 00 93.06% CP045870.1
Klebsiella aerogenes sirain Y3 chromosome, complete genome 754 754 97% 0.0 93.06% CP045869.1
Klebsiella aerogenes strain Y6 chromosome, complete genome: 754 754 97% 00 93.06% CP045868.1
Klebsielia strain C9 _complete genome 754 754 97% 00 93.06% CP042530.1
Klebsiella aerogenes strain AR_0007 chromosome, complete genome 754 754 97% 0.0 93.06% CPD24883.1
Klebsiella aerogenes strain AR_0018 chromosome, complete genome 754 754 9% 00 93.06% CP024880.1
Enterobacler train ATGC 29007 histidine decarboxylase gene, complete cd 754 754 97% 0.0 93.06% KPT26797.1
Klebsiella aerogenes strain FDAARGOS_641 chromosome, complete genome 749 749 97% 0.0 92.87% CP044083.1
Klebsiella aerogenes strain Ka37751 chromosome, complete genome 749 749 97% 00 6287% CP041925.1
Klebsiella aerogenes sirain NCTC10006 genome assembly, plasmid: 2 749 749 97% 0.0 9287% LR134122.1
Klebsiella aerogenes strain NCTC9735 genome assembly, chromosome: 1 749 749 97% 00 9287% LR134475.1
Klebsiella aerogenes sirain FDAARGOS._363 chromosome, complete genome 749 749 97% 0.0 9287% CP023963.1
Enterobacter aerogenes KCTC 2190, complete genome 749 749 97% 00 9287% CP 4.1
Enterobacter aerogenes strain ATCC 13048 histidine decarboxylase (hdc) gene, partial cds 749 749 97% 0.0 92.87% FJ4
pyridoxal phosp! histidine (hdc) gene. complete cds 749 748 97% A0 ".-'AGE!BW\'m

Bakteri tuna beku hasil enrichment media marine broth gen Idc

GenBank  Graphics Distance tree of results

selectall 100 sequences selected

1@

strain KQ-01 complete genome

Enterobacter cloacae complex sp. 35734 chromosome 1. complete sequence

i strain DSM 16690 chromosome, complete genome

i strain FDAARGOS_523 chromosome, complete genome

train ECY546 complete genome

Enterobacter roggenkampli sirain RHBSTW-00695 chromosome, complete genome
Enterobacter cloacae strain 3393891 chromosome
Enterobacter cloacae strain RHBSTW-00399 chromosome, complete genome
Enterobacter roggenkampii strain RHBSTW-00309 chromosome, complete genome

i strain BP10374. complete genome
Enterobacter roggenkampil strain 704SK10 chromosome. complete genome:

strain R11 complete genome

Max

Total Query E Per.

Score Score

1435
1435
1430
1417
1413
1411
141
1406
1402
1402
1402
1397
1397
1397

4201

1435

435
1430
1417
1413
1411
1411
1406
1402
1402
1402
1397
1397
1397

4284

Accession

Cover value Ident

98% 0.0 91.03% CP056474.1
98% 0.0 91.03% CP056129.1
98% 0.0 90.93% CP058637.1
98% 0.0 90.74% CP012162.1
98% 0.0 90.66% CP017184.1
98% 0.0 90.65% CP033800.1
98% 0.0 90.65% CP032916.1
98% 0.0 90.56% CP056168.1
98% 0.0 90.48% CP026536.1
98% 0.0 90.48% CP056560.1
98% 0.0 90.48% CP0S6737.1
98% 0.0 90.39% CP038471.1
98% /\ 0.0/ 2 0.36%1 OF022948.1
98% (00,0 5:90:38%! "

ace.  An annce A
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%akteri pindang bumbu kuning hasil enrichment media marine broth gen Idc

ic

.}:ucncu producing significant alignments Download Manage Columns ~  Show (2]
select all 100 sequences selected GenBank Graphics Distance tree of results
o L o ey R sen
E strain 20710 ¢t complete genome 1604 1604 98% 00 9402% CP0300761
Enterobacter hormaechei strain E70 chromosome, complete genome 1502 1502 907% 00 0398% CP0462711
g Enterobacter hormaechei strain AUH-ENM30 chromosome 1592 1592 98% 00 9383% CP045611.1
£~ Ei sirain C15 complete genome 1592 1592 97% 0.0 93.98% CP042488.1
il Enterobacter cloacae strain 174 chromosome, complete genome 1502 1502 O7% 00 93.98% CP020528.1
2. E train WCHEH020038 complete genome 1502 1502 97% 0.0 03.98% CP031726.1
E Enterobacter sp. CRENT-193 chromosoma, complete genome 1502 1582 98% 00 9383% CP0248121
| Enterobacter hormaechei subsp. xiangfangensis strain 34399 chromosome, complete genome 1502 1592 97% 00 0398% CP0103841
§. Ei sirain LMG27195, complete genome 1581 1581 97% 00 93.79% CP017183.1
:_ Enterobacter hormaechei strain Y2152 chromosome, complete genome 1576 1576  97% 00 9370% CP049192.1
i Ei train Y323 complete genome 1576 1576 98% 00 9355% CP0491881
; cloacae strain E3442 ne, complete genome 1576 1576 98% 0.0 0355% CP0334661
w Enterobacter hormaechei strain EGYMCRVIM c complete genome 1570 1570 97% 00 9360% CP0531901
Q Enterobacter hormaechei subsp. xiangfangensis strain WCHEX045001 chromosome, complele genome 1570 1570 98% 00 9346% CP043382.1
=~ Ei sirain WCHEH090011 complele genome 1570 1570 98% 0.0 9346% CP036310.1
;' ubsp 1sis strain UM_CRE-14 1570 1570 97% 00 9360% CP023430.1
Q E ubsp. 1sis strain OSUVMCKPCA-2 chromosome,_complete genome 1570 1570 98% 0.0 03.46% CP0202461
&. Enterobacter hormaechei subsp. xiangfangensis strain OSUKPCA_L chromosome, complete genome 1570 1570 98% 00  9346%
< Actl \/;'w%?%ﬁl‘
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nterobacter hormaechei strain 20710 chromosome, complete genome 1604 1604 98% 00 9402% CP0300761
nterobacter hormaechei strain E70 chromosome, complete genome 1592 1592 97% 00 9398% CP0462711
nterobacter hormaechei strain AUH-ENM30 1592 1592  98% 00 9383% CP0456111
nterobacter hormaechei strain C15 chromosome, complete genome 1592 1592 97% 00 9398% CP042488 1
nterobacter cloacae strain 174 chromosome, complete genome 1592 1592 97% 00 9398% CP020528 1
nterobacter hormaechei strain WCHEH020038 chromosome, complete genome 1592 1592 97% 00 9398% CP0317261
nterobacter sp. CRENT-193 chromosome, complete genome 1592 1592  98% 00 9383% CP0248121
nterobacter hormaechei subsp. xiangfangensis strain 34399 chromosome, complete genome 1592 1592 97% 00 9398% CP0103841
nterobacter xiangfangensis strain LMG27195,_complete genome 1581 1581 97% 00 9379% CP0171831
nterobacter hormaechei strain Y2152 chromosome, complete genome 1576 1576 97% 00 9370% CP0491921
nterobacter hormaechei strain Y323 chromosome, complete genome 1576 1576 98% 00 9355% CP049188 1
cloacae strain E3442 chr complete genome 1576 1576  98% 00 9355% CP033466 1
nterobacter hormaechei strain EGYMCRVIM chromosome, complete genome 1570 1570 97% 00 9360% CP053190.1
p_xiangfangensis strain WCHEX045001 chromosome, complete genome 1570 1570 98% 00 9346% CP0433821
nterobacter hormaechei strain WCHEH030011 chromosome, complete genome 1570 1570 98% 00 9346% CP0363101
hormaechei subsp. 1sis strain UM_CRE-14 1570 1570 97% 00 9360% CP0234301
nterobacter hormaechei subsp. xiangfangensis strain OSUVMCKPC4-2 chromosome, complete genome 1570 1570 98% 00 9346% CP029246 1
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faecalis strain 092160007-3 complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 2675479 CP046113.1
faecalis strain TH4125. complete genome Enterococcusf.. 499 499 94%  3e-137 99.64% 2993403 CP0510051
faecalis strain ES-1 complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 2833478 CPR0497751
faecalis strain JY32 complete genome Enterococcusf... 499 499 94% 3e-137 99.64% 2933718 CP0450451
faecalis strain L14 Enterococcusf.. 499 499 94% 3e-137 99.64% 2814099 CP043724.1
faecalis strain BEFF11 complete genome Enterococcus ... 499 499 94%  3e-137 99.64% 3067042 CP045918.1
faecalis strain L15 complete genome Enterococcus ... 499 499 94%  3e-137 99.64% 2846134 CP0422131
faecalis EnGen0107 strain B594 complete genome Enterococcusf.. 499 499 94% 3e-137 99.64% 3152103 CP0417381
faecalis strain 4926STDY7387896 genome assembl 1 Enterococcusf.. 499 499 94% 3e-137 99.64% 3093716 LR607376.1
faecalis strain 49265TDY73878868 genome assembl 1 Enterococcusf.. 499 499 94% 3e-137 99.64% 2870977 LR607376.1
fagcalis strain 4926STDY7387713 genome assembl 1 Enterococcus ... 499 499 94%  3e-137 99.64% 3396661 LR607361.1
fagcalis strain 4928STDY7071325 genome assembl 1 Enterococcusf... 499 499 94%  3e-137 99.64% 3380441 LR607329.1
faecalis strain DM01 complete genome Enterococcusf.. 499 499 94%  3e-137 99.64% 2785968 CP0413441
faecalis strain VE14089 complete genome Enterococcus ... 499 499 94%  3e-137 99.64% 3238854 CP039296.1
faecalis strain VE18379 complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 3218315 CP039548.1
fagcalis strain VE18395 complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 3201501 CP0395491
fagcalis strain HA-1 complete genome Enterococcus ... 499 499 94%  3e-137 99.64% 2881081 CP040898.1
faeealis strain C54 complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 2813589 CP030045.1
faecalis strain C25 complete genome Enterococcusf.. 499 499 94%  3e-137 99.64% 2825273 CP030042.1
faecalis strain FC complete genome Enterococcusf... 499 499 94%  3e-137 99.64% 2934454 CP0288351
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Enterococcus faecalis strain sofi

Description

Enterococcus faecalis strain 092160007-3 chromosome, complete genome

Enterococcus faecalis strain DM01 chromosome, complete genome

Enterococcus faecalis strain NCTC8745 genome assembly, chromosome: 1

Enterococcus faecalis KUB3007 DNA,_complete genome

Enterococcus faecalis KUB3006 DNA,_complete genome

complete genome

Enterococcus faecalis strain DD14 genome

E faecalis strain 111540047-1 ct complete genome

Enterococcus faecalis strain 111540027-2 chromosome, complete genome

Enterococcus faecalis strain ES-1 ¢ complete genome

Enterococcus faecalis strain 4928STDY7387896 genome assembly, chromosome
Enterococcus faecalis strain 49285TDY7387888 genome assembly, chromosome

Enterococcus faecalis strain 4928STDY7387719 genome assembly, chromosome:

Enterococcus faecalis strain 4928STDY7071766 genome assembly,_chromosome:
Enterococcus faecalis strain 4928STDY7387674 genome assembly, chromosome

Enterococcus faecalis strain 4928STDY7071355 genome assembly, chromosome:

Enterococcus faecalis EnGen0107 strain B594 chromosome, complete genome

Enterococcus faecalis strain 4928STDY7071765 genome assembly, chr 1

Max
Score

1249
1249
1249
1249
1249
1249
1249
1243
1243
1243
1243
1243
1243
1243
1243
1243
1243
1243

Total
Score

1249
1249
1249
1249
1249
1249
1249
1243
1243
1243
1243
1243
1243
1243
1243
1243
1243
1243

Query
Cover

97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%
97%

E
value

Per.
Ident

95.29%
9529%
9529%
95.29%
95.29%
9529%
9529%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%
95.16%

Accession

CP046113.1
CP041344 1
LR1343121
AP018543.1
AP018538.1
CP015883 1
CP021161.1
CP046111.1
CP046112.1
CP049775 1
CP041738 1
LR607378.1
LR607376.1
LR607365.1
LR607359 1
LR607356.1
LR607354.1
LR607334.1
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Enterococcus faecalis strain 111540047-1 chromosome, complete genome 929 1169 94% 00 9306% CP046111.1
Enterococcus faecalis strain 111540027-2 chromosome, complete genome 929 1169 94% 00 9306% CP0461121
Enterococcus faecalis strain 092160007-3 chromosome, complete genome 929 1169 94% 00 93.06% CP0461131
Enterococcus faecalis strain ES-1 chromosome, complete genome 929 174 94% 00 9306% CP049775.1
Enterococcus faecalis EnGen0107 strain B534 chromosome, complete genome 929 1174 94% 00 9308% CP041738.1
Enterococcus faecalis strain 4928STDY7387888 genome assembly, chromosome: 1 929 1174 94% 00 9306% LR6073761
Enterococcus faecalis strain 4928STDY7387718 genome assembly, chromosome: 1 929 1174 94% 00 93.06% LR607371.1
Enterococcus faecalis strain 49285TDY7387719 genome assembly, chromosome: 1 929 1169 94% 00 9308% LR6073651
Enterococcus faecalis strain 4928STDY7071765 genome assembly, chromosome: 1 929 1169 94% 00 9306% LR6073591
Enterococcus faecalis strain 4928STDY7071766 genome assembly, chromosome: 1 929 1169 94% 00 9306% LR607356.1
Enterococcus faecalis strain 4928STDY7387674 genome assembly, chromosome: 1 929 1169 94% 00 9306% LR607354.1
Enterococcus faecalis strain 49285TDY7071355 genome assembly, chromosome: 1 929 1169 94% 0.0 93.06% LR607334.1
Enterococcus faecalis strain DM01 chromosome, complete genome 929 1169 94% 00 9306% CP0413441
Enterococcus faecalis strain VE 14089 chromosome, complete genome 929 1174 94% 00 9306% CP0392961
Enterococcus faecalis strain VE18379 chromosome, complete genome 929 1174 94% 00 93086% CP039548.1
Enterococcus faecalis strain VE 18395 chromosome, complete genome 929 174 94% 00 93.06% CP039549.1
Enterococcus faecalis strain FDAARGOS_611 chromosome, complete genome 929 1169 94% 00 9308% CP041012.1
Enterococcus faecalis strain C54 chromosome, complete genome 929 1174 94% 00 9306% CP030045.1
Enterococcus faecalis strain NCTC8732 genome assembly, chromosome: 1 929 1169 94% 00 %g&%a\}%&(&éw c
Bakteri tuna beku hasil enrichment media marine broth gen hdc
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Acinetobacter baumannii strain D015 genomic sequence 686 686 96% 00 90.72% KJ7683381
Acinetobacter baumannii ATCC 17978 chromosome, complete genome 680 680 96% 00 9055% CP053098 1
Acinetobacter baumannii strain 7835 chromosome, complete genome 680 680 99% 0.0 90.00% CP0332431
Acinetobacter baumannii strain AB043 chromosome, complete genome 680 680 96% 00 9055% CP0439101
Acinetobacter baumannii ATCC 17978 substr Lab-WT ¢ 680 680 96% 00 9055% CP039028 2
Acinetobacter baumannii ATCC 17978 substr. PMR-High chromosome, complete genome 680 680 96% 0.0 90.55% CP039025.2
D Acinetobacter baumannii ATCC 17978 substr PMR-Low chromosome 680 680 96% 00 9055% CP0390232
D Acinetobacter baumannii strain TG29392 chromosome, complete genome 680 680 99% 0.0 90.02% CP039930.1
D Acinetobacter baumannii strain TG31302 chromosome, complete genome 680 680 99% 0.0 90.02% CP039343.1
D Acinetobacter baumannii strain TG31986 chromosome, complete genome 680 680 99% 00 9002% CP0393411
D Acinetobacter baumannii strain MRSN15313 chromosome, complete genome 680 680 99% 0.0 90.00% CP033869.1
D Acinetobacter baumannii strain 9102 chromosome, complete genome 680 680 99% 0.0 90.00% CP023029.1
D Acinetobacter baumannii strain 9201 chromosome, complete genome 680 680 96% 00 9053% CP0230201
D Acinetobacter baumannii strain A52 chromosome, complete genome 680 680 99% 0.0 9002% CP034092.1
D Acinetobacter baumannii strain 810CP chromosome, complete genome 680 680 99% 0.0 90.00% CP026338.1
D Acinetobacter baumannii strain ABNIH28 chromosome, complete genome 680 680 96% 00 9053% CP0261251
D Acinetobacter baumannii strain 11510 chromosome 680 680 99% 00 9000% CP0188612
D Acinetobacter baumannii strain AB042, complete genome 680 680 96% 00 9055% CP0190341
D Acinetobacter baumannii strain ATCC 17978, complete genome 680 680 96% 0.0 9055% CP018664.1
D Acinetobacter baumannii strain AF-401, complete genome 680 680 99% 0.0 9000% CP018254 1
D Acinetobacter baumannii strain PRO7 genome 680 680 99% 0.0 9000% CP0120351
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Morganella morganii strain BO255 histidine decarboxylase (hdc) gene, partial cds 662 662 82% 00 9320% FJ469561.1
Morganella morganii strain ATCC 25830 histidine decarboxylase (hdc) gene, partial cds 654 654 81% 00 9297% FJ469558 1
Morganella morganii subsp. morganii strain 171229813 chromosome, complete genome 651 651 82% 00 9276% CP0430551
Morganella morganii strain MP63 chromosome, complete genome 651 651  82% 00 9276% CP048806.1
Morganella morganii strain NCTC235 genome assembly, chromosome: 1 651 651 82% 00 9276% LR1339041
Morganella morganii strain DG56-16 chromosome, complete genome 651 651  82% 00 9276% CP0322951
Morganella morganii strain KC-Tt-01 chromosome, complete genome 651 651 82% 00 9276% CP025933 1
Morganella morganii strain Jiangxi chromosome, complete genome 651 651  82% 00 9276% CP039377.1
morganii hdc gene for histidine complete cds, strain: JCM 1672 651 651 82% 00 9276% AB259290 1
Morganella morganii strain HPP309 histidine decarboxylase (hdc) gene, partial cds 649 649 81% 00 9275% FJ469563 1
Morganella morganii strain FDAARGOS_365 chromosome, complete genome 645 645 82% 00 9254% CP0235051
Morganella morganii hdc gene for histidine decarboxylase, partial cds, strain;jcm1672 643 643 81% 3e-180 92.53% AB083200.1
Morganella morganii strain N18-00103 chromosome, complete genome 640 640 82% 3e-179 92.32% CP0482751
Morganella morganii subsp. morganii strain ATCC 25830 chromosome, complete genome 640 640 82% 3e-179 92.32% CP034944 1
Morganella morganii strain L241 chromosome, complete genome 640 640 82% 3e-179 92.32% CP0330561
Morganella morganii strain NCTC12028 genome assembly, chromosome: 1 640 640 82% 3e-179 92.32% LS483496.1
Morganella morganii subsp. morganii KT, complete genome 840 640 82% 3e-179 9232% CP004345 1
Morganella morganii strain BO249 histidine decarboxylase (hdc) gene, partial cds 638 638 81% 1e-178 9231% FJ4635601
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Acinetobacter strain SP304 chromosome, complete genome 737 737 90% 00 9429% CP040080.1
Acinetobacter DNA,_complete genome, strain: WP4-W18-ESBL-11 737 737 90% 00 9429% AP022077.1
Acinetobacter strain VB8 ¢ complete genome 732 732 90% 00 9408% CP0503851
A strain ADCAN2 ne, complete genome 732 732 90% 00 94.08% CP0454281
A strain X380 chromosome, complete genome 732 732 90% 00 9408% CP046536.1
strain CAM180-1 chromosome,_complete genome 732 732 90% 00 9408% CP0443561
strain P7774 chromosome, complete genome 732 732 90% 00 9408% CP0402591
i strain UPAB1 complete genome 732 732 90% 00 94.08% CP032215.1
A strain EH chromosome, complete genome 732 732 90% 00 94.08% CP038258.1
Acinetobacter strain EC chromosome, complete genome 732 732 89% 00 9425% CP038262.1
Acinetobacter strain AB046 chromosome 732 732 90% 00 9408% CP0378721
Acinetobacter sp. FDAARGOS_493 chromosome, complete genome 732 732 88% 00 9459% CP033858.1
Acinetobacter strain DA33382 cf le. complete genome 732 732 90% 00 9408% CP030106.1
Acinetobacter strain AR_0088 chromosome, complete genome 732 732 90% 00 /94.08%CR0I75801,
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