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Fig. S1 KEGG pathway
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Supplementary Table S1-S5
[bookmark: OLE_LINK1]Table S1. Specific primers of the genes
	Symbol
	primer F
	primer R

	16S rRNA
	TAACTTCGTGCCAGCAGC
	GGAAATTCCACCACCCTC

	PA0156
	GCGCTTTTCATTCCAAAG
	ACACGGACGTGTTCCTCG

	PA1435
	CTGACCATCGACAACCAG
	TAGACGAAATTGCCCTCC

	mexC
	AGGTGATGGTGGTGGGCG
	CAGGTGACTGGGCTTGCG

	PA2018
	GGTGGAGGGCGTGGGCAA
	GGTGAGGCGGGCGTTGTG

	mexB
	GTCAAGCAATTGCCGAAA
	CAGCGACAGCGCATACAG

	PA4396
	GGCGGAGACCGACGATTT
	CGACCAGGATGCTGAGAT

	parR
	CAGGCAGGGGAAATACTT
	AGCGGGTTGAACAGGTAG

	phoB
	AGACAATCCTCATCGTTG
	CTGCTGGGTATTTTCCGC

	PA3573
	CATCGATTTCTACCTGCC
	AAGATACTCACCCCCACC

	motB
	TGGCGTTCTTCCTGGTGC
	CTGCGGATTGAGGGTCTT





















Table S2. Statistical reads of Clean Data mapped to reference genome 
	#SampleID
	Total reads
	Mapped reads
	Unmapped reads
	Multiple mapped reads
	Unique mapped reads

	PA1.2620 (1)
	25588060
	23568822 
(92.11%)
	2019238 (7.89%)
	514967
 (2.01%)
	23053855
(90.10%)

	PA1.2620 (2)
	28884424
	26610272
 (92.13%)
	2274152 (7.87%)
	1596802
(5.53%)
	25013470
(86.60%)

	PA1.2620 (3)
	24775104
	22686017
 (91.57%)
	2089087 (8.43%)
	891827
(3.60%)
	21794190
(87.97%)

	PA- 99 (1)
	21049038
	18448745
 (87.65%)
	2600293 (12.35%)
	451663
(2.15%)
	17997082
(85.50%)

	PA-99 (2)
	21204412
	19832210
 (93.53%)
	1372202 (6.47%)
	870487
(4.11%)
	18961723
(89.42%)

	PA-99 (3) 
	22675272
	19875769
 (87.65%)
	2799503 (12.35%)
	1060369
(4.68%)
	18815400
(82.98%)




















Table S3. Correlation statistics of biological duplicate
	sample1
	sample2
	R2

	PA1.2620 (1)
	PA1.2620 (2)
	0.4689

	PA1.2620 (1)
	PA1.2620 (3)
	0.4735

	PA1.2620 (2)
	PA1.2620 (3)
	0.9931

	PA-99 (1)
	PA-99 (2)
	0.9982

	PA-99 (1)
	PA-99 (3)
	0.9977

	PA-99 (2)
	PA-99 (3)
	0.997
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Table S4. GO enrichment categorization of tachyplesin-resisitant responsive DEGs uinigenes vs. all uinigenes
	#GO_classify1
	GO_classify2
	All Unigene
	DEG Unigene

	#Total_gene
	
	4761
	1004

	CCs
	extracellular region
	29
	6

	CCs
	cell
	1489
	266

	CCs
	nucleoid
	6
	1

	CCs
	membrane
	1149
	238

	CCs
	virion
	5
	0

	CCs
	membrane-enclosed lumen
	1
	0

	CCs
	macromolecular complex
	226
	38

	CCs
	organelle
	127
	16

	CCs
	extracellular region part
	5
	0

	CCs
	organelle part
	75
	7

	CCs
	virion part
	5
	0

	CCs
	membrane part
	738
	165

	CCs
	cell part
	1489
	266

	MFs
	protein binding transcription factor activity
	31
	4

	MFs
	nucleic acid binding transcription factor activity
	345
	76

	MFs
	catalytic activity
	2976
	624

	MFs
	receptor activity
	116
	15

	MFs
	structural molecule activity
	78
	8

	MFs
	transporter activity
	604
	114

	MFs
	binding
	2268
	467

	MFs
	electron carrier activity
	143
	25

	MFs
	antioxidant activity
	47
	14

	MFs
	channel regulator activity
	1
	0

	MFs
	metallochaperone activity
	1
	1

	MFs
	enzyme regulator activity
	12
	3

	MFs
	molecular transducer activity
	219
	43

	BPs
	reproduction
	36
	6

	BPs
	cell killing
	4
	2

	BPs
	immune system process
	1
	1

	BPs
	metabolic process
	3339
	700

	BPs
	cellular process
	2834
	585

	BPs
	biological adhesion
	14
	0

	BPs
	signaling
	243
	50

	BPs
	multicellular organismal process
	4
	1

	BPs
	developmental process
	2
	0

	BPs
	growth
	1
	1

	BPs
	locomotion
	90
	15

	BPs
	single-organism process
	2801
	576

	BPs
	response to stimulus
	570
	124

	BPs
	localization
	964
	193

	BPs
	multi-organism process
	51
	14

	BPs
	biological regulation
	828
	181

	BPs
	cellular component organization or biogenesis
	173
	30





























Table S5. COG classification
	#ID
	Class_Name
	Numbers

	J
	Translation, ribosomal structure and biogenesis
	57

	A
	RNA processing and modification
	0

	K
	Transcription
	130

	L
	Replication, recombination and repair
	32

	B
	Chromatin structure and dynamics
	1

	D
	Cell cycle control, cell division, chromosome partitioning
	9

	Y
	Nuclear structure
	0

	V
	Defense mechanisms
	17

	T
	Signal transduction mechanisms
	89

	M
	Cell wall/membrane/envelope biogenesis
	69

	N
	Cell motility
	27

	Z
	Cytoskeleton
	0

	W
	Extracellular structures
	0

	U
	Intracellular trafficking, secretion, and vesicular transport
	36

	O
	Posttranslational modification, protein turnover, chaperones
	64

	C
	Energy production and conversion
	85

	G
	Carbohydrate transport and metabolism
	64

	E
	Amino acid transport and metabolism
	145

	F
	Nucleotide transport and metabolism
	29

	H
	Coenzyme transport and metabolism
	50

	I
	Lipid transport and metabolism
	63

	P
	Inorganic ion transport and metabolism
	91

	Q
	Secondary metabolites biosynthesis, transport and catabolism
	53

	R
	General function prediction only
	194

	S
	Function unknown
	101













image1.jpeg
> LA\

o sty
= e —— |

e e ) P e

Pleepha i > e SraEe]

sy - o
i o R o 8 geneg (Copauias
.,

-] SRR S
| Serinm promase ; {cam} ’ Castoon storage regulaor

Doy often o+ Coms | Cormpetence
[ S e (A
R
oy : 5] b prorpolp droten
SN ew i e o v ST T N )
™ e

ST

Bl

.
U— X
ot comein s, aoseaetn: s kon « L] e oy
e Sl WY WY
S oo iy
T [ ———

rae - = T S—
R R -

hoiseynisis and metabote: proces sgien.

Hich i oxpoeue
e e,

Cteatin i g

LR L TR

vzt fom hyeobitones

Hormene i mecniee O— o SR
e

Rl

SEmrEREe ©

S i . = s
[E— e A e

s e 7

e A g s e, R R T —

PR——

el cyele progincson e developmant (Cell ey~ Giobacer)

o
TR Ansert mosbotion
s L —
JRUTP A —-——
G Diaborymos wnsport

s o e

i O —

T

Coni | Gone
3 D gt e
[T o Lai com grmwe e Compminnce

P
Sicnon ot e, (G
e emion

T —

5y F——




image2.jpeg
Prokaryotk.ype ABC transpories
Aineral and organi on transporiers
Sun
Turgsnn
[rAs— —

it i /e

-
Towie
At
e
Phttaae
T
e O~ Ttk | T [ |
Tron
T

ol i
sy

Mnaopon O o

FRURT— o

Phospate snd smine sl ransporters
Prospias

Phosphanse

Lysine/ Argnioe Omitine

e

Teihoie wid

Todr el

Ghuine

Argaine
[EE—pe—
Octopae INopatine
Gonun L Amino il
-,

Gy

Comtne

agiinn Omitive

g e/
i ! Omane

Lypine

e

Olyein bt Protne. O—| T | @ | Tt >
o-{CpECTopEE[CpEA}->

Oflgsaceharile polyol and Tpil wansportrs

VotoeViodesvin. O—{ TR | T

Golses ogopsr |

[

Reffgeet el
T

[ —

Erep—

£
A

-
&

e
Olieogactuoride
14 Digactunst
Jer—
Tbase /Vies

Toloss

TeE—

Cllabies

G

Chibioss

Aot

stgtioes

2 B F B B
e R

Ml svgat?
Phospialpst

Manassccharie ranaportezs
Gltcase Aribinoss

[ —

Rivose / Avtocee 2/ D-oss
L Avbinoes

Mishgiacoide
DXyl

Byl
Xyl

nyo-trosinl
o Trosil 1 phosghar

Gheerol
Oy - phosphe

o0 4305
K raion L aboras

s i
i
D Metionin
P
[T —
Olgoprpats

Dipts (e £
SR el

M ©
Mot caion, o silerop hare ad viesmin D12 transporiers
roncompiex
Vinin B127 O~ i | Bu | Bub
Mnganses
e
Lon @, )  Mangnss 1 Ze

A
e Mewgaen o @) O~ Tk {2 | s ]
comt
Hetal © -

Bt
Biow O

‘o (s T}
{Thrs T Hra }
Otaionyein
Buicn 0 [T TBai >
B e O 58 [ 50 ]
SrRbpaL, o[ [var]
pepas (CAME) sensivg (¥ TV ]
e
oy
e o[ | 2 e |

Colldasion. {TFex T Fue

L
F— % ]

o

Hoine ©

Acsoin ulmton





image3.jpeg
sSiC

beta-LACTAM RESISTANCE

Peptidoglyean biosyrdhesis
Outer verebrane Inermestbrate

[-Lactareases
ChissC Css ] 4~
Cliss D) Clss B #-——————————~ ] e e s
Hyolyt «
Comglmetitiin, Jocdoeee oo e L e e 4

[-Lactin-esistan bactermurn





