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1. KIEGESZITO TABLAZAT
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MAGE allélkicserélések soran alkalmazott oligonukleotidok

Oligonukleotid Szekvencia Hossz |AG (kcal/mol Leiras

LacZ_ M9 _v5 5-A*T*GATTACGGATTCACTGGC CGTCGTTTTACAACGTCGTGACTGAGAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATC* C*C 90 -8,48 Oligonukleotid C:A mi h lacZ génbe épitéshez

LacZ GG v3 5-A*T*AACAATTTCACACAGGAAACAGCTATGACCATGATTACGGATTGACTGGCCGTCGTTTITACAACGTCGTGACTGGGAAAACCCTGG*C* G 90 5,92 Oligonukleotid G:G mismatch lacZ génbe épitéshez
LacZ_AA vl 5'-G*G*AAACAGCTATGACCATGATTACGGATTCACTGGCCGTCGTTTAACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAAT*C* G 90 -7,08 Oligonukleotid A:A mismatch lacZ génbe épitéshez
MAGELacZ 5'-G*G*AAACAGCTATGACCATGATTACGGATTCACTGGCCGTCGTTTGACAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAAT* C*G 90 -7,08 Oligonukleotid A:G mismatch lacZ génbe épitéshez
LacZ_TT_v7 5-T*G*TGGCGGATGAGCGGCATTTTCCGTGACGTCTCGTTGCTGCATTAACCGACTACACAAATCAGCGATTTCCATGTTGCCACTCGCTT* T*A 90 -6,76 Oligonukleotid T:T mi h lacZ génbe épitéshez
LacZ_GA vA 5-A*T*AACAATTTCACACAGGAAACAGCTATGACCATGATTACGGATTAACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGG C*G 90 5,92 Oligonukleotid G:A mismatch lacZ génbe épitéshez
LacZ_GT w2 5'-G*G*AAACAGCTATGACCATGATTACGGATTCACTGGCCGTCGITITATAACGTCGTGACTGGGAAAACCCTGGCGTTACCCAACTTAAT* C*G 90 7,12 Oligonukleotid G:T mismatch lacZ génbe épitéshez
LacZ_CT _vb 5-A*T*GATTACGGATTCACTGGC CGTCGTTTTACAACGTCGTGACTGGTAAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATC*C*C 90 -10,06  |Oligonukleotid C:T mismatch lacZ génbe épitésh

LacZ m10 vl  |5-C*C*GATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTAGGATGCGCCCATCTACACCAACGTGACCTATCCCATTACGGTCAA*T*C 90 -7,51 Oligonukleotid 1 nukleotid inszercid lacZ génbe épitéshez
LacZ_m10 v2lo |5'-C*C*GATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTAGTATGCGCCCATCTACACCAACGTGACCTATCCCATTACGGTCAAYT*C 90 5,93 Oligonukleotid 2 nukleotid inszercié lacZ génbe épitéshez
LacZ m10 vilo |5'-C*C*GATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTAGTCCTGGCCCATCTACACCAACGTGACCTATCCCATTACGGTCAAYT*C 90 5,91 Oligonukleotid 6 nukleotid inszercié lacZ génbe épitéshez
LacZ m10 vSlo |5'-C*C*GATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTAGTCCTGTGCCATCTACACCAACGTGACCTATCCCATTACGGTCAATT*C 90 -7,52 Oligonukleotid 8 nukleotid inszercié lacZ génbe épitéshez
LacZ_m10 vélo |5'-C*C*GATACTGTCGTCGTCCCCTCAAACTGGCAGATGCACGGTTAGTCCTGTGGGATCTACACCAACGTGACCTATCCCATTACGGTCAAYT*C 90 -6,52 Oligonuklectid 10 nuklectid inszercié lacZ génbe épitésh
MalK CC v1 5'-C*C*AAATGACATGTTTTCTGCTACTGACAGGTGGGGATAGAGCGCCTAAGACTGAAACAC CATACCAACGCCGCGTTCTGCTGGCGGAGH TG S0 -7,28 Oligonukleotid C:C mi h malK génbe épitéshez
araB_AA 5" -A*T*GGCGATTGCAATTGGC CTCGATTTTGGCAGTGATTCTGTGCGAGCTTAGGCGGTGGACTGCGCTACCGGTGAAGAGATCGCCACCA*G*C S0 -8,97 Oligonukleotid A:A mi h malK génbe épitéshez

cycA AAAC 5"-A*A*TGATCATATAAACGAAAATGATCGACGGCCCGGCAAGGCTAATCGTTCAGCCAGACCCCATAAACAACCCCGTACCAATGGCACCG*C*C 90 -6,94 Oligonukleotid AA:AC mismatch cycA génbe épitéshez
hisB_GT 5"-C*T*GAAGCTGCAAAAAGCGGGCTACAAGCTGGTGATGATCACTAATTAGGATGGTCTTGGAACACAAAGTTTCCCACAGGCGGATTTCG* AT 90 -6,31 Oligonukleotid G:T mi h hisB génbe épitéshez
psL_AC 5"-G*T*CAGACGAACACGGCATACTTTACGCAGCGCGGAGTTCGGTTITCTAGGAGTGGTAGTATATACACGAGTACATACGCCACGTTTTT*G*C 90 -6,76 Oligonukleotid A:C mismatch rpsL génbe épitéshez

Mutl 35 SNP 5"-C*C*AGCGCCAGCGCCAGCTCATCTTTTITGATACTGCAGCCGTTATCACGAATGCGGATAAGTTTCGCCCCACCGCGTTCGATATCAAT  AXT 90 -12,22  |Oligonukleotid Gly62—Ser Mutl fehérjevarians létrehozasaho.

PCR reakcidkhoz alkalmazott oligonukleotid ok

Oligonukleotid Szekvencia
cycAASP_f 5-GITGTTTATGGGGTCTGGCTG

CYcAASP r 5"-CAGAACTCCATCTCACCGAAC
hisBASP_f 5"-ACAAGCTGGTGATGATCACTAATT
hisBASP_r 5"-CTGAACGTCAATCTGCGTCT

hisB_seq 5-ATGGAACCCTGATTAGCGAAC

cycA seq 5’-CGCAATCTCACAAACCGACA

malk_F 5"-ACAGCTGCAAAATGTAACGAA

malk_R 5"-TCACTCGGCAGTAGATGITCC

psLF2 5"-TCGTCAGACTTACGGTTAAGCA

mpsLR2 5’-GGCAGAATTTTACGCTGACCA

araBF2 5"-AAAGTCCACATTGATTATTITGCAC
araBR2 5"-GTCGCACAGCTCAATCCAC

lacZF3 5"-CAATCCGCCGTTTGTTCCCA

lacZR3 5"-CAGTTCAACCACCGCACGA
Mutl35ASP fw |5’-ATTCGTGATAACGGCTGCA
Mutl35ASP v |5"-ATTTTACCGITATGCGACAGG

Mutlseq fw 5"-ATGCCAATTCAGGTCTTACCG

mutS-D 5"-GCCTCCACCTCATTAAGA

mutS-E 5"-TCCGGTCCACGATCAATA

mutS-A 5"-GGAATTCTCGCCGTTCGCTTCTTCC
mutS-BF 5"-TGCCATCTGCGAGGTTATTAAGCGCGCA
mutS-BR 5-TAATAACCTCGCAGATGGCAACGGACTC
muts-C 5’-CGGATCCTGAATATCACCAACGACC
mutSA134V F  |5-GTGGCTATCTGGCAGGACAGCAAAGGT

mutSA134V R

5-ACCTTTGCTGTCCTGCCAGATAGCCAC
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2. KIEGESZITO TABLAZAT

Referenci Vad ATITRREL
Torzs a E,ltére's tipzsﬁ Mutz"ms Annoticio K .6 d(,),lé r égi(’)’t (mé(s:z(:'zlml’i
nukleotid tipusa 2 allél érint6 valtozas Y
pozicié aliél mutgclo
esetén)
dMUTS1 198053 SNV C T Gene: bamA, CDS: bamaA, 126C>T
Mature peptide
500989 SNV C T Gene: ybal, CDS: ybal 1474G>A Gly492Ser
809211 SNV G A Gene: bioB, CDS: bioB 645G>A
856275 SNV A G Gene: ybiT, CDS: ybiT 1090A>G Thr364Ala
1266980 SNV G A Gene: ychA, CDS: ychA 438G>A
1511304 SNV T C Gene: ydcT, CDS: ydcT 464T>C Vall55Ala
1723026 SNV A G Gene: ydhF, CDS: ydhF 631T>C Cys211Arg
1969189 SNV T C Gene: tar, CDS: tar 1527A>G
2177201 SNV T C Gene: yegT, CDS: yegT 359T>C Vall20Ala
2357301 SNV T C Gene: rhmT, CDS: rhmT 874A>G Thr292Ala
2481492 | Deletion A
3090053 SNV G A Gene: gshB, CDS: gshB 154G>A Ala52Thr
3454941 SNV A G Gene: gspD, CDS: gspD 543A>G lle181Met
3534326 SNV C T Gene: ompR, CDS: ompR 281G>A Gly94Asp
3535473 SNV G A Gene: yhgF, CDS: yhgF 67G>A Ala23Thr
3844792 SNV G A Gene: uhpT, CDS: uhpT 399C>T
4190408 SNV A G Gene: thiG, CDS: thiG 251T>C Leu84Pro
1707433 | Insertion - C Gene: rsxD, CDS: rsxD 267_268insC Pro90 fs
dMUTS2 516333 SNV A G Gene: ybbM, CDS: ybbM 527A>G Aspl76Gly
1099170 SNV C T Gene: ycdY, CDS: ycdY 308C>T Alal03Val
1141087 SNV G A Gene: rne, CDS: rne 2504C>T Pro835Leu
1152009 SNV C T Gene: fabF, CDS: fabF 848C>T Ala283Val
1211304 | Insertion - C
1348135 SNV C T
1463917 SNV G A Gene: ydbA, CDS: ydbA 502G>A Alal68Thr
1816568 | Deletion C -
2142854 SNV G A Gene: yegE, CDS: yegE 1565G>A Arg522GIn
2273825 SNV A G Gene: yejE, CDS: yejE 531A>G
3092810 SNV G A Gene: yggR, CDS: yggR 293C>T Ser98Leu
3248018 SNV G A Gene: yqjE, CDS: yqjE 314G>A Argl05His
3534292 | Insertion - T Gene: ompR, CDS: ompR 315_316insA Pro106 fs
3968050 | Insertion - G Gene: wzzE, CDS: wzzE 996_997insG Gly333fs
dMUTS3 72811 SNV A G Gene: thiQ, CDS: thiQ 117T>C
337498 SNV C T Gene: yahF, CDS: yahF 1497C>T
473782 SNV C T Gene: tesB, CDS: tesB, 604G>A Ala202Thr
Mature peptide
839090 SNV A G Gene: fiu, CDS: fiu 1665T>C
1526035 SNV C T Gene: rhsk, CDS: rhsE 110C>T Thr37Met
1699258 SNV G A Gene: malY, CDS: malY 278G>A Gly93Asp
1705146 SNV C T Gene: rsxC, CDS: rsxC 204C>T
2055694 | Insertion - C
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2332434 SNV T C Gene: yfaT, CDS: yfaT 548A>G Lys183Arg
2697672 SNV T C
2938371 SNV G A Gene: rlmM, CDS: rimM 895C>T Arg299Cys
3132618 SNV C T Gene: yghT, CDS: yghT 466C>T His156Tyr
3212090 SNV T C Gene: rpoD, CDS: rpoD 1022T>C Leu341Pro
3392101 SNV T C Gene: yhdP, CDS: yhdP 2180A>G Asn727Ser
3482189 SNV G A Gene: yheT, CDS: yheT 966G>A Trp322 STOP
3534246 SNV G A Gene: ompR, CDS: ompR 361C>T Argl21Cys
3571638 SNV C T
3805846 SNV T C Gene: rfaQ, CDS: rfaQ 276A>G
3957957 SNV C T
4285209 | Insertion G Gene: acs, CDS: acs 186_187insC Gly63 fs
4350904 SNV C T
4516166 SNV T C Gene: fecl, CDS: fecl 93A>G
dMUTS4 133663 SNV T C Gene: acnB, CDS: acnB 2049T>C
808413 | Insertion - G Gene: bioA, CDS: bioA 68_69insC Pro23 fs
1046492 SNV C T Gene: gfcD, CDS: gfcD 677G>A Gly226Glu
1434260 SNV A G Gene: ompN, CDS: ompN, 658T>C Ser220Pro
Mature peptide
1511304 SNV T C Gene: ydcT, CDS: ydcT 464T>C Vall55Ala
1535969 SNV G A Gene: narY, CDS: narY 909C>T
2385471 SNV G A
2584224 SNV G A Gene: narQ, CDS: narQ 472G>A Gly158Ser
2764644 SNV T C Gene: rnlA, CDS: rnlA, 705T>C
cryptic prophage CP4-57
3143698 SNV G A Gene: hybO, CDS: hybO, 586C>T His196Tyr
Mature peptide
3478236 SNV A G Gene: kefB, CDS: kefB 394T>C
3534326 SNV C T Gene: ompR, CDS: ompR 281G>A Gly94Asp
3949063 SNV A G Gene: ilvG, CDS: ilvG 481A>G llel61Val
3957957 SNV C T
4531516 SNV C T Gene: yjhQ, CDS: yjhQ 292G>A Gly98Arg
dMUTS5 297040 SNV A G Gene: paoD, CDS: paoD 911T>C Val304Ala
297847 SNV A G Gene: paoD, CDS: paoD 104T>C Leu35Pro
967391 SNV A G Gene: msbA, CDS: msbA 1548A>G
991336 SNV C T Gene: pepN, CDS: pepN 1492C>T Pro498Ser
1039457 SNV C T Gene: appB, CDS: appB 939C>T
1258131 SNV C T Gene: ychH, CDS: ychH 118C>T GIn40 STOP
1303942 SNV C T Gene: oppF, CDS: oppF 155C>T Thr52lle
1338764 SNV G A Gene: yciM, CDS: yciM 183G>A Met61lle
1368919 SNV G A Gene: ycjM, CDS: ycjM 680G>A Arg227His
1528263 SNV A G Gene: ydcD, CDS: ydcD 318A>G
1538289 SNV A G Gene: narZ, CDS: narZ 2326T>C Ser776Pro
2071792 SNV G A Gene: flu, CDS: flu, 2230G>A Val744lle
cryptic prophage CP4-44
2090357 SNV G A Gene: hisD, CDS: hisD, 1237G>A Ala413Thr
Mature peptide
2765461 | Insertion - C Cryptic prophage CP4-57
2841559 SNV T C Gene: hycG, CDS: hycG 674A>G GIn225Arg
2867747 SNV G A Gene: surk, CDS: surk 550C>T GIn184 STOP
2930610 SNV A G Gene: fucO, CDS: fucO 426T>C
3021284 SNV C T Gene: xdhD, CDS: xdhD 1947C>T
3284177 | Deletion G - Gene: agaD, CDS: agaD 678delG Met226 fs
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3390059 SNV C T
3395171 SNV G A Gene: rng, CDS: rng, 647C>T Ala216Val
Mature peptide
3534338 SNV T C Gene: ompR, CDS: ompR 269A>G Asp90Gly
3957957 SNV C T
3987065 SNV C T Gene: hemX, CDS: hemX 25G>A Ala9Thr
4233215 SNV C T Gene: pgi, CDS: pgi 1435C>T Pro479Ser
4405349 SNV G A Gene: rnr, CDS: rnr, 673G>A Asp225Asn
Mature peptide
4480647 SNV A G Gene: valS, CDS: valS 1214T>C Val405Ala
4599861 SNV A G Gene: yjjB, CDS: yjjB 260T>C Val87Ala
tMMR1 | 3990080 SNV A G Gene: cyaA, CDS: cyaA 905A>G Tyr302Cys
tMMR2 389627 SNV A T Gene: yaiT, CDS: yaiT 153A>T
3533981 SNV C T Gene: ompR, CDS: ompR 626G>A Arg209His
Gene: yagl, CDS: yagl,
tMMR3 287981 SNV C T cryptic prophage CP4-6 406G>A Alal36Thr
1962479 SNV T C Gene: flhA, CDS: flhA 596A>G Asp199Gly
3533981 SNV C T Gene: ompR, CDS: ompR 626G>A Arg209His
3957957 SNV C T
tMMR4 | 1963018 SNV C T Gene: flhA, CDS: flhA 57G>A Trp19 STOP
1986454 SNV T C Gene: yecR, CDS: yecR 209T>C Val70Ala
3533981 SNV C T Gene: ompR, CDS: ompR 626G>A Arg209His
3957957 SNV C T
tMMR5 | 3532875 SNV C A Gene: envZ, CDS: envZ 1016G>T Arg339Leu
3707579 | Insertion - C Gene: eptB, CDS: eptB 920_921insG Gly307 fs
3800849 SNV A Gene: rfal, CDS: rfal 233C>T Ala78Val
3989698 SNV A Gene: cyaA, CDS: cyaA 523G>A Gly175Ser
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