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[bookmark: _GoBack][image: ][image: ]SF.1.  Phylogenetic tree statistics for the alignment of 33 whole-genome sequenced E. coli isolates from imported frozen carcasses sampled from UAE retails. The tree is midpoint-rooted with reference genome: Escherichia coli strain K-12 substr. MG1655, assembly GCF_000005845.2. Alignment length: 4641652 bp. The output in the figure below is a screenshot from output analysis by the online platform SOLU (Solu Healthcare, Inc., Finland, https://platform.solu.bio/
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Alignment method Reference genome
Reference erichia col strain K-12 substr. MG1655, assembly GCF_000005845.2
Alignment length 4641652 bp

Tree last updated 3/10/2025, 2:58:07 PM

Pipeline version  1.2.6

sample Alignment W Algned I Ambiguous | Gaps
ECFS5_EKDN240023996-1A_227FC3LTA LS 92.5%
ECF54_EKDN240023995-1A_227FC3LTA LS 88.0%

ECF53_EKDN240023994-1A_227FC3LTA LS 83.9%

ECF51_EKDN240023992-1A_2275YTLT4 L6 84.4%
ECFS0_EKDN240023991-1A_227FC3LT4 L7 80.4%

ECF49_EKDN240023990-1A_227FC3LTA L7 88.4%
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EKDN240023973-1A_227FC3LTA L7
EKDN240023972-1A_227FC3LTA LT
EKDN240023971-1A_227FC3LTA L7

ECF29_EKDN240023970-18_227FC3LTA_L7

ECF27_EKDN240023968-14_227FC3LTA_L7

ECF26_EKDN240023967-14_227FC3LTA_L7

ECF25_EKDN240023966-18_227FC3LTA_L7

ECF24_EKDN240023965-14_227FC3LTA_L7

ECF23_EKDN240023964-18_227FC3LT4_L7

ECF22_EKDN240023963-1A_227FC3LT4_L7

ECF21_EKDN240023962-1A_227FCCLTA LS
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ECFa3_EKDN240023989-14
ECF47_EKDN240023985-14
ECFa6_EKDN240023987-14
ECFa5_EKDN240023986-18_227FC3LTA_L7 %
ECF44_EKDN240023985-14_227FC3LTA_L7 2
ECFa3_EKDN240023984-18_227FC3LT4_L7
ECFa2_EKDN240023983-14_227FC3LT4_L7

ECFa1_EKDN240023962-14_227FC3LT4_L7

ECFa0_EKDN240023981-14_227FC3LT4_L7 %
ECF39_EKDN240023980-18_227FC3LT4_L7 %

ECF35_EKDN240023979-18 227FCCLTA L2 B4.6%
ECF37_EKDN240023978-18_227FC3LT4_L7 2
ECF36_EKDN240023977-1A_22KKTYLT3 LS 2

ECF35_EKDN240023976-1A_227FC3LT4_L7 %

ECF34_EKDN240023975-1A_227FC3LT4_LT
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