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Acid resistance (by GABA antiporter):[FUNCTION]

GABA biosynthesis: [FUNCTION]
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Uptake of osmoprotectant
FUNCTION Betaine biosynthesis (from glycine)
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Ectoine biosynthesis

Hydroxyectoine biosynthesis
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Ampicillin resistance, |Anthranilate biosynthesis
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I NBRCEE | 103187 NBRQd
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fitxES 1Q-H1
S2ENE

ZOMEMISHESN- B —ED%

HEEFRBHEE >>FH
| v17 s

BREET || Z4cDs ‘

Alanine racemization (NFUNC_0063)

Alanine racemase

A A ALR (NRULE_0228)

n-alkane hydroxylation (nrFunc_ooog)

B ALKB (NRULE_0024)
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MMB (NRULE_0028)
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MME (NRULE_0033)
7= FDX1 (NRULE 0034)
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Multicomponent monooxygenase hydroxylase
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Multicomponent monooxygenase hydroxylase
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Oxygenase electron transfer component
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NBRCEES 103187 | NBRCqg
== Actinopolyspora iragiensis
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HE JCM 9891 <- AS 4.1193 <- A.M. Al-Tai, IQ-H1
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Data and Bislogical Resource Platform

General Information

Synonymous Name
Teleomorph

Anamorph

Other Culture Collection No.
Other No.

Herberium No.
Shipping as

Type Strain

Biosafety Level
Restriction ()
Conditions of utilization
Plant Quarantine No.
Animal Quarantine No.
Source of Isolation
Locality of Source
Country/region of Origin
Accepted Date

Isolated Year

Deposited Year

History

Comment

Growth Condition

Rehydration Fluid
Medium

Cultivation Temp,
Oxygen Relationship

Information for Users

Sequence Information

Sequences
Accession No.
Biosample ID

Bloproject 1D

Additional Information

Applications
Mating Type
Genetic Markers

References

HROTRERER -

NBRC 103187: Saccharomonospora iragiensis Nouioui et al. 2018
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2. YAMR=UMRREINET , MR E [IBacteria HD T, ZDFEEMAEY 1 DR T TBacteria DFED FLNT A
=#0)vILET,

f§ UZ~

I S

Eukaryota
Archaea 5@
Bacteria 268

3. MiFuPIZT—4Ah % BBacteria D—EMNR RSN ET,

§ UZ b : #%MW [Bacteria]

& ~ | B (3 /=h) + | NBRCHFE ¢ | BRFHMME
Acaricomes phytoseiuli 107788 DSM 14247=)CM 14300=CCUG 49701=CIP 109141 16449459 14
Acaryachloris marina 102967 MBIC 11017 9789086, 10482787, 11
10354492, 16228493,
10611453, 15016990
Acetobacter aceti Acetobacter (Acetobacter) | 14818 ATCC 15973=CCUG 18122=CIP 103111=DSM 3508=ICMP 8807=1CM 7641=LMG 1261=LMG 12483588, 10830489 5
aceti 1504=NCCB 23001 =NCIB 8621=NCIMB 8621

Acetobacter aceti subsp.
aceti

Acetobacter pasteurianus 101655 | sce 544 8
[ Acetabacter tropicalis | 101654 [scc 36194 9
Acholeplasma laidlawi | 14400 ATCC 23206=CIP 75.27=NCTC 10116 5487182 | 2
.Andlmi(mbium ferrooxidans [ 103882 .DSM 10331=)CM 15462 | [ 5
Acidobacterium capsulatum 15755 ATCC 51196=DSM 11244=]CM 7670=NCIMB 13165 23835745 9
.Amemhaner radioresistens | 102413 IIAM 13186=ATCC 43998=DSM 6976=CIP 103788=LMG 10613=NCIMB 12753=)CM 9326 | 10
Adinetobacter sp. 100985 .MB[C 01332=FERM P-13368 | 10028249 | 14

caeruleus | 14455 | a5 4.1159=C1P 105755=DSM 438B9=1CM 6095=NARL B-16252 | 19
cyanogriseus

4. B EORYIAARRZEIZStreptomyces I EAALET .

FENIAFHETE: I Streptomyces




5. MiFUPIZT—40%H 5 AL T L ABBIRE O —ENHFET . BMEMKRICMIFUPTHEE SN T-#EEDHK
ONBRCESZRAHCENTEEY  EESNI-HEE—BEZR-VGRE. MEMREV )y ILTHEYR—D
ADHUTLTLESD (EMR—COFHMERAIZTONTIE ALTR=2CDIM10. MEPR—DHBEIES
BBLTLZELY, ) NBRCESIENBRCA U SAHAAT AL TVET,

§ UZ b : %W [Bacteria]
—l | Dl oy ] e DA R: [Srentomycss
25 BETYSIES s NBRCEE ¢ (ETAME APV /I XATA 3SRt + mal ¢
Actinoalloteichus Streptomyces caeruleus 14455 AS 4.1159=CIP 106755=DSM 43BB9=1CM 6095=NRRL B-16252 19
cyanogriseus
Saccharopolyspora Streptomyces erythraeus | 13426 ATCC 11635=CBS 727.72=DSM 40517=HUT 6087=1AM 0045=ISP 5517=)CM 4026=1CM 4748=NBRC 24
erythraea 12597=NCIB B594=NCIMB 8594=NRRL 2338=RIA 1387=VKM Ac-1189
Streptomyces cattleya 14057 JCM 4925=NRRL 8057 761989, 7670640, 20
21868806
Streptomyces 13307 AS 4.1611=ATCC 27064=BCRC 11518=CBS 226.75=CECT 3125=DSM 40751=DSM 738=1CM 4710=KCTC 20889745, 21041678, 21
clavuligerus 9095=NCIMB 12785=NRRL 3585=VKM Ac-602 20624727
Streptomyces 15414 ATCC 14672=CBS 544.70=CECT 3210=DSM 40746=)CM 4963=NRRL B-12104 5883490, 19640006 20
ghanaensis
Streptomyces Streptomyces ladakanum | 13819 ATCC 29032=BCRC 12165=CBS 199.75=D5M 40847=1CM 4168=NCIMB 11159=NRRL B-3729=RIA 13130042, 16390180 16
i S F um 1627=VKM Ac-928

ladakanum

Streptoverticillum

mobaraense
Streptomyces 13074 AS 4.1352=ATCC 25486=BCRC 12096=CBS 914.69=DSM 40338=ISP 5338=)CM 4507=NBRC 13074=NRRL | 9303382 21
pristinaespiralis 2958=RIA 1266
Streptomyces purpureus | Kitasatoa diplospora 13925 ATOC 21405 4886644 20

Kitasatoa kauaiensis

Kitasatoa nagasakiensis

Kitasatoa purpurea
Streptomyces sviceus 13980 NRRL 5439 4790601 24
Streptomyces 13096 ATCC 10712=ATCC 25508=BCRC 11512=CBS 650.69=D5M 40230=ISP 5230=]CM 4526=LMG 2040427, 20351769 21
‘venezuelae 19308=NBRC 12595=NRRL 2277=RIA 1288=RIA 70=VKM Ac-589

R
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2. MiIFUPTEZLTWWAHE—ENRTSINET,
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- IR

[ALLJABCDEFGHIIKLMNOPQRSTUVWXYZ
L] - 0 ¢ mm 0

3 | Biosynthesis of (R)-pantothenate, aiso called vitamin BS o D-pantothenic acid. (R)-pantothenate results from the of beta-sianine and D-pantoste

(R)-pantothenste biosyntnesis NFUNC_0030 ¥

1,3-dichioropropene degradation NFUNC_0012 wiki®® | Degradation 1,3-gichioropropene into acetaldehyde via 3-chioroacrylic acid

4-hydroxyphenylacetate degradation | NFUNC_0068 Wik | Degrading 4-hydroxyphenylacetate by first conver

dinydroxyphenylacetate (homoprotocatechuate), which is then degraded into TCA cycle intermediates via an inducible

meta-clesvage psthway.

A resistance (by GABA antiporter) | NFUNC_0071 WIkIS | The gad system heins to maintain a near-neutral intracellular pH when cels are exposed to extremely acidic conaitions. Imports g

nate inside the cel while simuitaneously exporting to the

peripiasm the GABA produced by GadA and GadB,

Alanine racemization NFUNC_0063

* | Catalyzes the interconversion of L-sianine and D-slanine. May also act on other amine acids.

Alginate degradation NEUNC_0062

% | Depolyme:

aiginate by cieaving the beta-1,4 giycosidic bond

Aminoglycoside resistance (by NFUNC_0041 wiki®® | Resistanc
aminogiycoside N-acetyltransferase)

minoglycoside ant

< by acetylation of aminoglycoside cat ansferase

yzed by aminoglycoside N-acsty

Aminoglycoside resistance (by NFUNC_0042 wiki®| Resistance to aminoglycoside antib:
aminaglycoside
O-nucteoti

tics by adenylation of aminoglycoside catalyzed by aminoglycoside O-nuciectidytransterase

nsferase)

Aminogiycoside resistance (by NFUNC_0043 wik
aminogiycoside O-phosphotransterase)

o aminogiycoside antivs

s by phosphoryat

minoglycoside catalyzed by aminogiycoside O

Ampicillin resistance NFUNC_0046 wikic® | Class A beta-lactamase TEM (P62593) is used as 8 marker in many commonly used cloning vectors, such 8s pBR322 and the pUC series

Aniine degradation (conversion into | NEUNC_0075 wiki=® | Ansine is converted Into catechal by Aniine dioxygenase (NRULE_0240; NRULE_0241; NRULE_0034; NRULE_0049; NRULE_0032). Cat

ol degradated via beta-ketoadipate patnway.

catechol)

3. A LDOKRYAHEZFEIZbioplasticlEATLET,

BDIAMHERR: Ibioplastic 9




4. Tbioplastic | BSF—T—FIZAD> TV HEE—EARTENET . N\(FTSRFVIEEREENMEREAEVILE
L7T=. HRER (FHBEN—TITU ILTVETY,

f URK

A BET

BOAHRE: [bopastic
[(z{ﬂ'ﬂ—;xq’_\\,bﬁm [ALLJABCDEFGHIJKLMNOPQRSTUVWXYZ
11 AT/
D +

BERE |1 B *
Bioplastic degradation NFUNC_0015 wikic® Degradation of bioplastics by microbial poly(3-hydroxyalkanoate) depolymerase or D-(-)-3-hydroxybutyrate oligomer hydrolase.
Bioplastic synthesis NFUNC_0001 wikic Involved in the production of polyhydroxyalkonic acids (PHAs).
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2. MiIFUPTERL-EBEZER T DELFD—EARTINET,

UK
w0 )
[ALL]0-9ABCDEFGHIJKLMNOPQRSTUVWXYZ
BEFID . 1D & | FNOEE ¢ EC o | BEFH o | B5TDME s
2HMSD | NRULE_0060 | 2-hr onic semi EC1.2.1- NFUNC_0011
40D NRULE_0062 | 4-oxalocrotonate decarboxylase EC4.1.1.77 NFUNC_0011
401 NRULE_0061 | 4-oxalocrotonate tautomerase EC5.3.2- NFUNC_0011
AAC3 NRULE_0149 | Aminoglycoside N(3')-acetyltransferase EC 2.3.1.81 |aacC NFUNC_0041; NFUNC_0052; NFUNC_0053
AACE NRULE_0150 | Aminaglycoside N(6')-acetyltransferase EC2.3.1.82 |aacA NFUNC_0041; NFUNC_0052
ACDH NRULE_0065 | Acetaldehyde dehydrogenase EC1.2.1.10 NFUNC_0011
AFP | NRULE 0089 Tce-structuring protein | NFUNC_0019
ALGL NRULE_0226 | Alginate lyase EC4.2.23 |algl NFUNC_0062
ALKB NRULE_0024 | Alkane 1-monooxygenase EC alkB NFUNC_0008
1.14.15.3
ALR NRULE_0228 | Alanine racemase ECS5.1.1.1  |alr NFUNC_0063
AL .NDIHE 0227 | Aloinate huac 1 ! NELINC 006D

3. ALY AHEFE(Tice-structuring]EATLET,

BOIAFHRZR:

ice—structuring

4. Tice-structuring INF—T—FIZAS>TVWSELEFIARRINET . REIV/NNVBELHESN-ERHI—EZR
51=8 . BIEZFID F£I=[ENRULEID EHV v ILET,

AT [ice-structuring
[ALL]J0-9ABCDEFGHIJKLMNOPQRSTUVWXYZ

+[s2rons +[EC + BETE s msTmE o]
— - Lo Ll )

REIVINIEEEF
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5. BIZFR—U T BGEFOEERFER. TOEGFHIEESTIMEENRTINET T R—CTEIZE
FICZUTHERIN—ENRTINET, BEFR—COFEMLZRBICOVTIE ALTR—SDM12. EIEF
R—UEBA 1 ZSELIZE0, ) EIEHRER51=0I12(X. CDSIDEV)vILET,

§ 58T : Ice-structuring protein (AFP)

BETER
D NRULE_0089
BEEFID | AFP

FERE 2012-11-30

Protein name

Full  Ice-structuring protein
G\ IER
Synonym
Full  Antifreeze protein
BETE

JEETEM | PFAM; PF11999; hit=1'

Family and domain databases
InterPro
28| 1PR021884, DUF3494
pfam
PF11999, DUF3494, 1

ERFIDRE
R
A5XB26 Colwellia sp. SLWO5
17651136 An ice-binding protein from an Antarctic sea ice bacterium. (FEMS Microbiol Ecol. 2007)
E= . -
I3QNZ8 Flavobacterium frigoris
22750870 Crystallization and preliminary X-ray crystallographic analysis of an ice-binding protein (FfIBP) from Flavobacterium frigoris PS1. (Acta Crystallogr Sect F Struct Biol Cryst Commun. 2012)
B5I I

e \

Freeze resistance (by antifreeze protein) ‘

ZCDS
Herm cos HoEE
Cellulomonas flavigena Cfla_2847 | hypothetical protein

Cwoe_3132 | hypothetical protein
Conexibacter woesei

Cwoe_3142 | hypothetical protein

Cytophaga hutchinsonii CHU_0232 | CHU large protein; antifreeze-related protein
Kribbella flavida Kfla_2946 | hypothetical protein

Marivirga tractuosa Ftrac_0100 | antifreeze-related protein

Sanguibacter keddieii Sked_05680 | hypothetical protein

Streptomyces sviceus SSEG_04317 | conserved hypothetical protein

-—=d 8 ?—
Streptosporangium roseum | Sros_6489 | hypothetical protein i % ' — Ei # 6EE§“ %

CDSR—IADY2 Y

6. CDSR—ITIE. CDS 15K, BLFIER . MiFUPTHEE SN - BIZ FHEEN R RINFET , (C(DSR—CDFHMLR
FHIZDWTIE AILTR—UDIM13. CDSR—UERBA1ZSBLTEELY,)

§ CDS : Cfla_2847

CDS'H$

CcDs Cfla_2847
4> )NIE% | hypothetical protein
BETE
214 | CP001964

location | 3162203..3163549

NBRCES | 3775 [

MEM Cellulomonas flavigena

R T3/ BES| LIRS
ww —7 £57 THYEXR

>Cf la_2847 position=PRJNAIGTOTCPO0TEG4:3162203. 3163549 (+ strand)
YRRGTSEPHHGHLRRDGY VY FYLGTLAECYLYFTLALTTIAVLPLALGNOGSYYOTGSNA
PHIOPGDYYLSTOLREDSPYPLGGYYEFRTVAP GGGERTYMHRIVAEGDYRGEWYTAGDA
NADLDSDPLTREEITGOARLLYRYYGLPSIWLRDGHTGHLYGNAVLT AAAYALRAASGPP
ROGTRPGARPASPAGAAAAAWSRRTFLAAAFAYTAGGHAATSHEPWWAGFSARTSTGRNT
FRYGTWPTLALGRLASFATLAATRYTNEAFLGIGESYNGSYGYSPGTTYSGFYTWDI TGS
TERNTTTARNARTDALALYDAVRARPATRAATATYTGTLTPGYMHRTGPYOYTRTLTLDA
RGDASALFYLTGTALTFAAGSAVYLANGASADRYLFLSTSTASYAESAQLRGYLLAGNDY
TYSRAAYTGRIVETOGGYLLTRATYTSP*

EEEET

ZEEETER BA59SHaEE
AFP (NRULE_0089) | Ice-structuring protein | Freeze resistance (by antifreeze protein) (NFUNC_0019)
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3.7 ) hEHID SRR T D

BERERRICKY . &/ LERS (FT-IXCDSERFI| ., 72 /EEECH]) M. MiIFUPTEZL TLVAHEREIC DN TR
FRITBHIENTEET,

fBl: I——BREHOS /LEINETIHEEREL. BREGEFREESh-FEEERARS,
1. MiIFUPD MY TR—2 EEDTHEBER R 120V ILET .

SEVADY ~NT

NITE NBRC DOGAN DoBISCUIT
v
Ml FU m URk A MARR R MiFuP wiki R
by
M I F

Microblal Functional Potential

nEw
AEFMERRDB

iwm
RFBEEFRACANUTLZZL. (Bl biosynthesis)

2. BEEERZRLE=WLWVAEY DY / LIBEEEHNEANDAVRIIZANTEH., SERIVHNLPCEDEFT7AIL
FBIRL TS, BEFNEFASTARE R TA DL TLESW EH DA T4 B HIZEmulti-FASTATR KX TA DTS
ZELTEET,

§ HERIRTR

T VB (FASTA Réxt)

B J 7 )LE 7y JJO—
| 2. |

F-1d = mEanLcczan,

=

>examplel ]
GTGCGTCAAGCAACAGTTTATATTGACAGTCAGGCTCTGCAATATAATTTAAACCGTGTTARACAACTTG

CCCCAACTGCTAARAATCGTTAGTATGGTTAAAGCCAATGCTTACGGACATGGAATCAAAGACTGTCTTGC * 9 ~ 1 O M Bgs—ca) x%é
AGCCTTRAAATTCAACGGATAACTTTGGTGTTGCTTGTCTAGAAGAGGCGCTGGAAATACGTAAATTAGGT
TATCAGCAACCAATTACCTTAATTGAAGGGATATTTTCTGARGAGGAAATGGATAGCGTTATTCAGTACG NERFNEZHTYETHIE
GTCTTGAATGCGTTATACATCAATCAGCACAACTAGATTGGTTARAAGCCCGTAAAGAAGAGTATATTACY
AAARAATCTGAAAGTCTGGGTARAAACTGAATAGTGGTATGARCCGCTTAGGTTTTARAGTTCCTGAGATT biﬁ_" ﬁlé 'Ce-d' o
ATCGAGATTATTAACTCCTTAAAGGCTGAAGGCTTTAGCTGTGTGCTAGCCATGCATTTTGCAAATGCTG
ATGCTGATCATCCCCTGAATGAACAACAARAAACTCAATTCTTGCAGGTTAAAGAGGCTTGTGATCCTGT
ACTTGCCTCCTGTTGTAATTCTGCTGCGATTTTCAAATGGCCAGAGCTAARTTTTGATTATGTGCGTCCC |

®mE | Utevk

=

3. VTR T, 17/ LB EES| |ITF Ty LTS,

OIUER

| ® ) nisEms|C cossmms © cosr = mmes

12



4. JTVBINANRYIZADTFIHARBERELED) UL TSN,

TGTTGTTTGCAGCTGATGCGCCCATTCTTTCGCATAACCCGCTCTGTCCTTTTCCARATC
TTCTATTGAAACGCCTGTCATTCTAGAGAATTCTCCGGGA TGCRGTGTTACAATGATCGG
AGCTTTGCGLT TTGGATAAGAACGET TTETGAGGGCGCOGGCATCGAGAA TGACGGGGCA
ATCCCCAGCGATCACATGATCAACGGCCCGLTGAACGTCTTTCGT TTGCGGCAGECCCGA =l
TCCAATCGOCGOCGCCCGATAAGATTCCTCGAGCGGCGAT TGTRUGGCTTTTTCCCATCC

FASTAFZE. MDA FTOIDEST (">"07 <CRMSEMICET B3AN—IFTOXT) [CEIEER LT EEW.

[ ez || Uizt

5. REPOEENRRINET . BRAHSIETIZDLERADMNYET  BRURLZRFLTELE, BHBTY
TRAIBHIELERETY,

§ HEHBIRER : R

JEleWEaREh T,
BRELIFOURLICEFRRENET. BEFRTUESBEHMTEELET.

.,

BRRFERIRIINHURL
http://bio.nite.go.jp/mifup/potentials/result/fbb9de28ab1f59f89a7cc41bf7b15ccc

6. WREDREBICVLELGBEERFEIYMBIoTLDE, TOKEE BREGFNRTINET . (ROFHLGERAIC
DNTIEALTR=2UDM10. MEMR—UF0A b EERAREEIZSEZSN,) BREGFIELHETES
N-EESIE A ZERF-UVMEE X, TBRBCDSIDI U IED)vILET, RRIZT /LGRS ZFERALIZEE.
EyTeps IDAME IFoNET . )

§ HEEIRFE : BR

HEREHE >>F0
| 517 |o—

BT || Z4CDs ‘

B n-alkane hydroxylation (NFUNC_0008)

Multicomponent monooxygenase hydroxylase
MMA (NRULE_0027) example2_58 example2_56
alpha subunit

Multicomponent monooxygenase hydroxylase
MMB (NRULE_0028) beta subunit example2_58 example2_56

#a A BEGEGFAMEES

example2_222 example2_80 -~
FDR1 (NRULE_0032) Oxygenase electron transfer component ples ples- hf:ﬁﬁﬁt’\o) U /7
example2_57
Multicomponent monooxygenase effector
MME (NRULE_0023) e example2_59
protein

B Phenol degradation (NFUNC_0028)

Multicomponent monooxygenase hydroxylase

MMA  (NRULE_0027) alpha subunit

example2_58 example2_56

WA A
Multicomponent monooxygenase hydroxylase
MMB (NRULE_0028) example2_58 example2_56
beta subunit
example2_57 example2_222
FDR1 (NRULE_0032) Oxygenase electron transfer component
example2_80
{5 3=
Multicomponent monooxygenase effector
MME (NRULE_0033) example2_59

protein

13



6. BRUBGF CThHALMESINT-ERIIIE. 7I/BEHNTRRINET . VTUEIINY / LIEEEIDIEE.
LEEAYTYEHN P OAERB IZHT=-E2NRRENET . U TORDIGE. VTYEHIF D63552F H ~
6462 FEHEFTHIEENZRLYHBRITHYET,

ol
N

O wamn Pl YT L
WEAPTAPKESPGEFURERSFP DAEAGAKEFPSSKSRRY SY Y QP ARKAATYYEDYT

YDYOPDPERHLTOGY I GF GNGP GGYPOENTARKSSHWHAFLDPNEEWEQTIFRNNSAYY
HOYDLCLONAKRARYYDGYNPSYLKF TERNLGAYMHAESGHGLHYFTSTQRSAPTHMINN

AYAVEAAHKLREAQDLALFNLDLAEAEEAFDGSAHKEYNOSAPEWOPTREAVERLTATGD
WAKLLFCTHIVFEQLYGSLFRTELIMOYAARNGDY ITPTIVGTGEYDYDROLNYTRALFL
HLSRDEEY GAONRALF GEWLSENYPRCLDAARGLOP INSGPADKEVTFATSLEAATERFR
DYLKATEYDIPEELNG*

(&ZFT)
7. REGBEFEIMIETREEL > TWVENA—EDEEFEHAHLEESN-HELEDTRTSELIVGE
(. FME)VILFET,

§ HEERE B

ETFEEEE > JFE
| 517 -y

HBRISET \| Z4CDS|

n-alkane hydroxylation (NFUNC_0008)

Multicomponent monooxygenase hydroxylase

MMA _fweinc oo mnla? GO fast

8. HEEREBICHELEEREF VA ESO>TIHHEAET. AR DBID T AIVATRT, THOTULVELEREITT
AAVHBTRTRINTET  MEREI D EDLEGEFEUIOERT. RN —DTHERETEETT,

§ i : R
HERHEE =3 R R—T DY

e RREET | B24cDs

n-alkane hydroxylation (NFUNC_0008)

Multicomponent monooxygenase hydroxylase
MMA  (NRULE_0027) X example2_56 example2_58
alpha subunit

Multicomponent monooxygenase hydroxylase
MMB (NRULE_0028) example2_56 example2_58

beta subunit

WBA A
example2_57 example2_80
FDR1 (NRULE_0032) Oxygenase electron transfer component
example2_222
Multicomponent monooxygenase effector
MME (NRULE_0033) example2_59

protein

2 Aniline degradation (conversion into catechol) (NFUNC_0075)

example2_222 example2_80

A A FDR1 (NRULE_0032) Oxygenase electron transfer component
example2_57

1B Anthranilate degradation (via hydroxylation) (NFUNC_0018)

. example2_57 example2_222
g2 FDR1 (NRULE_0032) Oxygenase electron transfer component
example2_80

Aromatic hydrocarbon degradation 1 (via hydroxylation by dioxygenase) (NFUNC_0016)

example2_80 example2_222
example2_57

¢ i 3= FDR1 (NRULE_0032) Oxygenase electron transfer component

MEEREIC K ERETA
2o TOELMEAD T A
14



4 BRAMRRIT D

HEIMERZEIZKY . MIFUPIZADTWAY /LT —E2DHhh s, A—F—REDERS BRI HIERINERET
BIEMTEET,

Bl: 11— —REOTI/BEHLARNENHSEINE . MIFUPRDRFEDY / LEBRIIhHASERET S,
1. MiIFUPD Y TR— EE DT ERIMERZR 1Z9)vILET,

SEVADY ~NT

NITE NBRC DOGAN DOBISCUIT

MiFue [
by

M I F
Microblal Functional Potential

nEM
A EFMERRDB

L

BFRFBELRBCANULTLIZEL.  (fl biosynthesis)

2. tHRMRBELI=WTS/BESNNEAND4URIIZANT B, SEARZUHNLPCEDEFI 774 ILEZEIRLTL
=30y, BRI IXFASTARS K TA AL TR,

§ HEEERER

2T URS (FASTA )

Z- &7y FO— R
AL A EIREN T E B .

Frzld, BEIFADULTIESL,

>sp|Q47SS3|ZFPP_THEFY (2Z, 6E)—farnesyl diphosphate synthase
0S=Thermobifida fusca (strain YX) GN=Tfu_0456 PE=1 SV=1
MGLLRIPLYRLYERRLERALSNAPKPRHVGVILDGNRRWARLSGLSSPKEGHRAGAEKIFELLDWCDEVGVQ
VVTLWLLSTDNLARPPEELEPLFEI IENTVRRLCNEGRRVNPMGALDLLPASTAQVMKEAGTTTERNPGLLYV

NVAVGYGGRRE TADAVRSLLLEEAAKGTTLEELAERLDLDDIAKHLYTRGQPDPDLLIRTSGEQRLSGFLLW
QSAHSEFYFCEVFWPAFRKIDFLRALRSYSVRQRRFGC

F=1-|%

Example pep nuc
%R | Utwk

3. TI/BESNZEST)EL, MR HAHCDSEETIMNHIRERT HI2HT=Y. blastp [CFTvIE AN TS,

Program & Database type

CDS Genome

protein | nucleotide | nucleotide

protein query | ® blastp| C tblastn | C tblastn

) C blastn | € blastn
nucleotide query | © blastx

T tblastx | © tblastx

15



4. R FICEDY)—RERITEO>TOFET DT, BEFL, HEEREORIREL-VDVMEEMICFIVILET .
N RDMEND RFHIZGIE DL, NCBI Dtaxonomy R—U THRARBZENTEET,
NCBI taxonomy R—3 : https://www.ncbi.nIm.nih.gov/taxonomy

{5l &L TCorynebacterium ammoniagens ZZRLET,

Data Set

All clear |
™ Eukaryota * MiFuP [ZA-TWALTOWMEMERRETIIHESIE.

[ Archaea 3 Archaea, Bacteria M AIZFTYILET,
B Bacteria 268

Y HpyysLTER

Data Set

All clear |

I Eukaryota
Bl Archaea 5
Bl Bacteria 268
B[ Actinobacteria 88
B/ Actinobacteria 88
al" Acidimicrobidae 1
m/" Actinobacteridae 84 * B—DELRILOIF,, EBHEROCLLASE
Bl Actinomycetales 83 (&, #. ML) COBRLAEETT .
@l Actinomycineae 1
B/ Actinopolysporineae 1
Bl Catenulisporineae 1
B[ Corynebacterineae 25
@l Corynebacteriaceae 7
B[ Corynebacterium 7
I Corynebacterium accolens
I Corynebacterium acetoacidophilum
I Corynebacterium afermentans
I Corynebacterium alkanolyticum
Bl¥ Corynebacterium ammoniagenes 1

R T i e

[T Coryriebacteriom appendi




5. VTVERINANRYIZADTIZHARFERELED) v IL TS,

NVAVGYGGRRE I ADAVRSLLLEEAAKGTTLEELAERLDLDD IAKHLYTRGQPDPDLLIRTSGEQRLSGFLLW
QSAHSEFYFCEVFWPAFRKIDFLRALRSYSVRARRFGC

Example pep nuc

6. Corynebacterium ammoniagens D%/ LRSI L THEIHRELFERNRRTSINET,
BREREBERIEIFZKOGETRRINET,

§ HEERE : R

Data Set Bacteria 1@
Query |sp_Q475S3_ZFPP_THEFY
No. M CDS A INVIEE E-value | score | identity | hsp
Corynebacterium ammoeniagenes | HMPREFO281 00682 | di-trans,poly-cis-decaprenylcistransferase | 6e-67 246 | 55.51% 1| Go!
2 | Corynebacterium ammeoniagenes | HMPREFO281_02375 | di-trans, poly-cis-decaprenylcistransferase | 8e-28 116 | 35.56% 1| Go!
3 | Corynebacterium ammoniagenes | HMPREFO281_01549 | RNA methyltransferase, TrmH family 0.70 27.3 | 28.26% 1| Go!
4 | Corynebacterium ammeoniagenes | HMPREFO281_01242 | helicase C-terminal domain protein 5.0 24,32 | 28.57% 1|Go!

S L L S S

Query: sp_Q475S3_ZFPP_THEFY (2Z,6E)-farnesyl diphosphate synthaseOS=Thermobifida fusca (strain YX) GN=Tfu_0456 PE=1 SV=1 (Length = 254)
Subject: Icl|HMPREFO281_00682 ( Length = 256)
di-trans, poly-cis-decaprenylcistransferase
Score = 238 bits (608), Expect = 1e-64
Identities = 121/236 (51%), Positives = 153/236 (64%), Gaps = 2/236 (0%)
Query: 20

L ERNENP (4P C4H VIEVIMED GNRR WA RIEESIGC BRSNS C H RENG A|SIK T [ZE [BNEIs]WW Csl=gvgery (o] T (BRUY] | el
L P HYVERYVEAEDGNRR WA REEYG GHREGARIK T JIE Lk VW C S o WV RV VT Rl L
Shjct: 20 (MK G KEAOEK[ZRYA MM ABIVEERUTENHE AldF E DI S H{e IO SENK [ QNS[SMV S \Wel A DT EUE YAYRRT v [N 70

Query: 80 SREDIERA X X X XXX XXX XXX X NTRR|MC NEGR- - RUANP M{gA|NIRERA STAQVRIKERIGT T lJE 137
STRgNL v L +\4 SCELDL LP M A T
Sbhjct: 80 ERNERNMKIMS KNEVSLLFDII T EVRIDH[RS HGDLNC QWIR L V{eH|NoIRMHD EYV T NARGIC SEIA DD YR 139

NIGERAVNEIAVGY GGREAET A DAVEREEL B u S kHL YTEAGIPD

Query: 138RP [EL L PNV ERTEER el iR (SRR Wn AR S | [N E[SA A K [T XX XX XXX XXX XX MALS IR aIR S0 gy 197
G
AECIE A OISR A MK KISV E AEAIIPEELVES T TV DSES (S IR @ayKiell 9w 199

Shjct: 140DQID[EV I PN EAAe

[el=aB=tiP DL BT RTSGEQRLSGFLLWQ EALIS EGNAF = aWP AFRKI DFLRALR ERASKUR @R RF G 253
PDLEJI RTSGEQRLSGFLLWQERZARSS EEAF ISR WP AFRKI DFLRALR RIS RRFG
slejloiieos]lP DL (Y1 RTSGEQRL SGFLLWQ [AANES E [RIF it aldWP AFRKI DFLRALR [MAS[EREIR RF G 255

17
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