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1 Plasmld_ Sequence mol% GC Complete Inc/replicon Pred,qted
Isolate’ (Accession Cai G| @men: | dnmley G mobility type
no.) 9 2 P! (MPF type)*
X/SPI-Cal/2 prECILS 71155 5369 IncFII(pCRY) rS1, sull, dfrAlL tet(A) C (MPE)
SP1-Cal K ! s ncF rS 1, sull, dfrAl te ‘onjugative (MPF)
(PQ667064) b P # i
X/SP1-Cal/7 71,155 5369 yes IncFII(pCRY) qurS1, sull, dfrAlL tet(A) Conjugative (MPF,)
X/SP1-Cal/11 71,155 5369 yes IncFII(pCRY) qurS1, sull, dfrAlL tet(A) Conjugative (MPF,)
PTCEI4 2
XISP1-Cal/13 149,450 5096 yes
(PQ667065)
71155 5369 yes IncFII(pCRY) S, sull, dfrAlL tet(A) Conjugative (MPE,)
XISP1-Cal/19 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP1-Call/2 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPE,)
XISP1-Call/3 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
XISP1-Call/s 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
XISP1-Call/s 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP1-Call/7 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPE,)
X/SP2-Cal/1 71,155 5369 yes IncFI(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPE,)
180,007 5204 yes IncFIB(K) Conjugative (MPF,)
PICES2 3
X/SP2-Call5 4,624 573 yes Cola401 tet(D) Non-mobilizable
(PQG6706)
3574 1381 yes Col(pHAD28) Non-mobilizable
PTCES3.2 179,751 5202 yes IncFIB(K) Conjugative (MPE,)
X/SP2-Call$ tet(D)
(PQ667067) 3574 384 yes Col(pHAD28) Non-mobilizable
PTCESS 2 IncFIB(K),
192360 5278 yes Conjugative (MPE,)
(PQG67068) IncFII(K)
X/SP2-Cal/13 tet(D), sull, aadA1
PTCESS5
e 4052 5365 yes Colasort mobilizable
X/SP2-Cal/19 71,155 5369 yes IncFI(pCRY) qurSL, sull, dfrAlL tet(A) Conjugative (MPE,)
X/SP2-Cadll LR 71,035 5372 IncFII(pCRY) 51, sull, dfrAlL tet(A) [ (MPF)
-Call/l X : s n e, sull, dfrAl te onjugative (MPF;
(PQs67070) * " k e
X/5P2-Call/7 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP2-Call/13, 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP2-Call/16 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP2-Call/19 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP3-Cal/3 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPE,)
X/SP3-Cal/7 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
PTCEG3 4 157,683 5221 no Conjugative (MPF,)
(PQs67071) 10,102 4627 no IncFIB(K) Non-mobilizable
PTCEG3 7
X/SP3-Cal/11 4,624 573 yes Colddol tet(D) Non-mobilizable
(PQ667072)
PICES.S 3574 1384 yes Col(pHAD28) Non-mobilizable
(PQ667073)
PTCESAS 180,007 5204 yes IncFIB(K) Conjugative (MPF)
(PQe67074) 113,260 5054 yes Non-mobilizable
X/SP3-Cal/14 tet(D)
PTCE6L_S 4,624 43.73 yes Colado1 Non-mobilizable
(PQes7075) 3574 1384 yes Col(pHAD28) Non-mobilizable
X/SP3-Cal/18 71155 5369 yes IncFII(pCRY) S, sull, dfrAlL tet(A) Conjugative (MPF,)
X/SP3-Call/1 71155 5369 yes IncFII(pCRY) qrS, sull, dfrAlL tet(A) Conjugative (MPF,)
X/SP3-Call/6 71155 5369 yes IncFII(pCRY) qurS, sull, dfrAlL tet(A) Conjugative (MPF,)
TCEGS_10 s IncFII(pCRY) nrS1, sull, dfrAL, tet(A) Conjugative (MPE,)
xses-catins | " 71,047 5367 = e & & s !
(PQ667076)
X/SP3-Call/16 71,155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SP3-Call/20 71155 5369 yes IncFII(pCRY) qurSL, sull, dfrAL tet(A) Conjugative (MPF,)
X/SPa-Cal/3 180,007 5204 yes IncFIB(K) tet(D) Conjugative (MPE,)
4,624 573 yes Cola401 Non-mobilizable
3574 4384 yes Col(pHAD28) Non-mobilizable
X/SP4-Cal/7 179,659 5204 yes IncFIB(K) (D) Conjugative (MPE,)
PICET2 2
4,624 573 yes Cola401 Non-mobilizable
(PQ667077)
3574 4384 yes Col(pHAD28) Non-mobilizable
X/SP4-Cal/9 PICE73 2 168,248 5189 no IncFIB(K) (D) Conjugative (MPE,)
(PQ667078) 9,731 5462 yes Non-mobilizable
PTCE73 4
4624 373 yes Cola40r Non-mobilizable
(PQ667079)
X/SPa-Cal/14 179,751 5204 yes IncFIB(K) tet(D) Conjugative (MPF,)
4,624 373 yes Cola401 Non-mobilizable
3574 1381 yes Col(pHAD28) Non-mobilizable
X/SP4-Cal/19 180,007 5204 yes IncFIB(K) tet(D) Conjugative (MPF)
X/SP4-Cadll/2 180,007 5204 yes IncFIB(K) tet(D) Conjugative (MPF)
4,624 573 yes Cola401 Non-mobilizable
3574 4384 yes Col(pHAD28) Non-mobilizable
X/SP4-Calll/5 180,007 5204 yes IncFIB(K) tet(D) Conjugative (MPE,)
4,624 573 yes Cola40r Non-mobilizable
3574 4384 yes Col(pHAD28) Non-mobilizable
X/SP4-Call/9 180,007 5204 yes IncFIB(K) (D) Conjugative (MPF,)
4,624 573 yes Cola401 Non-mobilizable
3574 584 yes Col(pHAD28) Non-mobilizable
X/SP4-Call/13 180,007 5204 yes IncFIB(K) (D) Conjugative (MPF,)
4624 573 yes Cola40r Non-mobilizable
3574 584 yes Col(pHAD28) Non-mobilizable
X/SP4-Call/17  pTCES0_2 181,207 5201 yes IncFIB(K) tet(D) Conjugative (MPE,)
(PQE67080)

*Indicates bacteriophage sequence; 'indicates the sample occasions 1-4 (SP1-SP4); was determined by bioinformatic analyses using ResFinder, PlasmidFinder, and Mob-Suit pipelines.
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