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Supplemental Figure 1. Correlation matrix with a proteomic external dataset providing validation of the DIA-MS findings to the early stage of NEC formation.
(A) A matrix showing protein-protein correlations among hub DEPs during the early stage of NEC formation. (B) Box plots showing the altered proteins (Stephen et al. 2023) during the early stage of NEC formation.
Ctrl: control; DEP: differential expressed proteins; NEC: neonatal necrotizing enterocolitis. P<0.05 is shown as *, P<0.01 as ** and P<0.001 as ***.
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Supplemental Figure 2. Correlation matrix with a proteomic external dataset providing validation of the DIA-MS findings to the late stage of NEC formation.
(A) A matrix showing protein-protein correlations among hub DEPs during the late stage of NEC formation. (B) Box plots showing the altered proteins (Stephen et al. 2023) during the late stage of NEC formation.
Ctrl: control; DEP: differential expressed proteins; NEC: neonatal necrotizing enterocolitis. P<0.05 is shown as *, P<0.01 as ** and P<0.001 as ***.
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Supplemental Figure 3. Correlation matrix with a proteomic external dataset providing validation of the DIA-MS findings in the short-term progression of NEC.
(A) A matrix showing protein-protein correlations among hub DEPs during the late stage of NEC formation. (B) Box plots showing the altered proteins (Stephen et al. 2023) in the short-term progression of NEC.
Ctrl: control; DEP: differential expressed proteins; NEC: neonatal necrotizing enterocolitis. P<0.05 is shown as *, P<0.01 as ** and P<0.001 as ***.
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Supplemental Table 1. Peptide fraction separation liquid chromatography elution gradient table.
[image: ] Supplemental Table 2. DIA mode scan window information list.
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Supplemental Table 2. DIA mode scan window information list

Width (m/z) Start (m/z) End (m/z) Median (m/z)
13 400 413 406.5
12 413 425 419
12 425 437 431
11 437 448 4425
1 448 459 4535
10 459 469 464
10 469 479 474
9 479 488 4835
9 488 497 492.5
10 497 507 502
9 507 516 5115
9 516 525 5205
9 525 534 5295
9 534 543 5385
9 543 552 5475
9 552 561 556.5
9 561 570 565.5
9 570 579 5745
9 579 588 5835
9 588 597 5925
9 597 606 601.5
9 606 615 6105
9 615 624 6195
9 624 633 628.5
9 633 642 6375
10 642 652 647
9 652 661 656.5
8 661 669 665
10 669 679 674
10 679 689 684
10 689 699 694
10 699 709 704
10 709 719 714
1 719 730 7245
1 730 741 7355
11 741 752 746.5
1 752 763 7575
1 763 774 768.5
12 774 786 780
15 786 801 793.5
15 801 816 808.5
16 816 832 824
15 832 847 839.5
15 847 862 854.5
19 862 881 8715
20 881 901 891
23 901 924 9125
23 924 947 935.5
26 947 973 960
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Supplemental Table 1. Peptide fraction separation liquid
chromatography elution gradient table

Time flow rate mobile phase A  mobile phase B
(min) (mL/min) (%) (%)

0 1 97 3

10 1 95 5

20 1 80 20

27 1 60 40

29 1 50 50

30 1 30 70

35 1 0 100





