Table S1 Sequence of primer pairs used in the real-time quantitative PCR reaction

Annealing temperature

Target gene Primer sequences (5°-3’) Accession number
(°C)
Forward: ACACCTTCCTGGCCTGTTTC
prr7 ENSMALT00000031216.1 60
Reverse: TAGCCATGATAGCAGCAGCC
Reverse: GGATGATTCGTCCTCGCCAT
cfi XM 020622172.1 60
Reverse: GCTGTCAAACAGGTGCTGTG
Forward: GCTCATCTCCCACTACGAGC
cS XM 020595325.1 60
Reverse: AGAGTCCAGAGGAAGGCGAT
Forward: CACTCTGCCTCAGTGCTCAA
maats1 XM_020609566.1 60
Reverse: TCCACTCTCCTCAGCCTCTC
Forward: TGTTGTCAACGGCTCTCCTC 60
gmnc XM 020622727.1
Reverse: TTGGCAGTAGCTGTGGACAG
Forward: TGACTGATGTGGCCATTCCC
cpal XM 020593509.1
Reverse: GGGTGTAGGCGAAACCATCA 60
Forward: TCGGTCCCCAGCCATACTTA 60
cdkl4 XM 020622249.1

Reverse: GTGTTTGCTGCCACAGGATG



Forward: AGAAGAAGGAGAGGAGGAGAAGAC 60
18s-1 XM 020624505.1
Reverse: CTGCATGAGTCAGAGCTAGAAATG

Forward: GTGGAGCGATTTGTCTGGTTA 60
18s-2 ENSMALT00000018493.1

Reverse: CGGACATCTAAGGGCATCAC

Forward: GCT GTG CTG TCC CTG TA 60
bactin AAQ21403

Reverse: GAG TAG CCA CGA TCT

Table S2 Quality evaluation of transcription sequencing data for Monopterus albus intestine tissue

Group Samples Raw reads  Clean reads Clean bases Q20 value (%) Q30 value (%)
NII 38324422 37862874 5.66G 97.90 93.79
NI NI2 39895726 39377246 5.89G 97.70 93.32
NI3 38321892 37840114 5.66G 97.70 93.34
PI1 47549926 46734122 6.99G 97.79 93.56
PI PI2 43445040 42765292 6.40G 97.84 93.68

PI3 41727682 41205128 6.16G 98.00 94.04




Table S3 The mapping result of transcription sequencing data for Monopterus albus intestine tissue

Group Samples Total reads Total Mapping Ratio (%) Uniquely Mapping Ratio (%)
NI1 37862874 87.69 84.53
NI NI2 39377246 87.15 84.16
NI3 37840114 87.80 84.77
PIl 46734122 87.36 84.28
PI PI2 42765292 87.87 84.85
PI3 41205128 88.10 85.00

Table S4 The Pearson correlation coefficient among six samples for intestine tissue

Correlation NI-1 NI-2 NI-3 PI-1 PI-2 PI-3
NI-1 1 0.943 0.934 0.958 0.957 0.959
NI-2 1 0.91 0.876 0.887 0.850
NI-3 1 0.963 0.952 0.965
PI-1 1 0.994 0.988
PI-2 1 0.981

PI-3 1




Table S5 Enriched GO terms of DEGs among six samples in the intestine

Category GO ID Description Gene Ratio BgRatio p value padj
BP G0:0038026 reelin-mediated signaling pathway 3/154 4/15370  3.92E-06 0.016808345
BP G0:0021769 orbitofrontal cortex development 3/154 9/15370  7.93E-05 0.080503466
. . 24/1537
BP GO0:0001759 organ induction 4/154 0 8.81E-05 0.080503466
BP GO:0021541 ammon gyrus development 2/154 2/15370  9.97E-05 0.080503466
BP GO:0045054 constitutive secretory pathway 2/154 2/15370  9.97E-05 0.080503466
. . 76/1537  0.0001125
BP G0:0002673 regulation of acute inflammatory response 6/154 0 66 0.080503466
motogenic signaling involved in postnatal olfactory bulb 0.0002972
BP GO:0021837 . . 2/154 3/15370 0.106296281
interneuron migration 63
. . o . 0.0002972
BP GO0:1903465 positive regulation of mitotic cell cycle DNA replication 2/154 3/15370 63 0.106296281
L 60/1537  0.0003315
BP GO0:0021795 cerebral cortex cell migration 5/154 0 91 0.108707157
. L 15/1537  0.0004108
BP GO:0021800 cerebral cortex tangential migration 3/154 0 n 0.108707157
BP GO0:0097089 methyl-branched fatty acid metabolic process 4/191 8/15370  1.56E-06 0.003154581
BP G0:0003322 pancreatic A cell development 3/191 4/15370  7.49E-06 0.004688455
26/1537
BP GO0:0006699 Dbile acid biosynthetic process 5/191 0 1.50E-05 0.006893092
. S 13/1537
BP GO:0001561 fatty acid alpha-oxidation 4/191 0 1.51E-05 0.006893092
BP GO:0015911 long-chain fatty acid import across plasma membrane 3/191 5/15370  1.85E-05 0.007146861
BP GO:0019418 sulfide oxidation 3/191 6/15370  3.68E-05 0.011713786
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Table S6 Downregulated and upregulated Enriched pathway terms of DEGs in the intestine between PI and

NI
KEGGID Description Gene Ratio  BgRatio P value padj
) 0.00023
ko04610 Complement and coagulation cascades  7/157 122/15607 2181 0.055300548
Valine, leucine and isoleucine 0.00059
k000290 . . 2/157 4/15607 0.055300548
biosynthesis 5382
. . 0.00081
ko00062 Fatty acid elongation 4/157 42/15607 9267 0.055300548
) . ) 0.00081
ko01040 Biosynthesis of unsaturated fatty acids  4/157 42/15607 9267 0.055300548
0.00314
ko04090 CD molecules 13/157 539/15607 5795 0.169869154
Gl Iphosphatidylinositol 0.00980
k000537 YEOSYIPHOSPAAHEYTINOSTO 5157 129/15607 0.303235997
(GPI)-anchored proteins 2239
) ) ) 0.01005
ko00300 Lysine biosynthesis 1/157 1/15607 9589 0.303235997
0.01100
k099994 Others 2/157 16/15607 0373 0.303235997

ko04913 Ovarian steroidogenesis 4/157 87/15607  0.01150 0.303235997
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