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Table S1 — Parameters of quantitative primers 

Name Sequence (5'-3') Tm value (℃) 

Qcoll YF CTTGAGGTCACGGCATGTCTTT 61.6 

Qcoll YR TGGCGAGAAATCTGAAAATGAAT 60.8 

Qtran YF GAGCAAGATGACATTTGGCGTA 60.4 

Qtran YR CTTGAAAGACGGCAAAGGAGAT 60.4 

QHIF2 YF ACGGAGAATGCTGTTTGGTATG 59.4 

QHIF2 YR CTGTCGTTTGCCTCGTTATGAA 62.4 

Qp300 YF TCCACGAACGACTGTGACGAG 60.6 

Qp300 YF GCATCAGCCAAGAAACGAACT 59.5 

Qheme YF CTCAGATGGCAAGCCGATGGT 64.6 

Qheme YR CTTCCTTTGCGGGTTGGTCAG 64.3 

QNADH YF TCGCATCGCTCCTGAGGTTTA 63.2 

QNADH YR CGCTGCTCGTTTTCCTTGACT 62.1 

Qcyco YF TAAGCAGGGGCACTTGAAATG 60.5 

Qcyco YR GGTCGGATTTGGGTTGCG 61.6 

Qap1 YF GGGTGAAGTCTGACGCAAATCC 63.3 

Qap1 YR CGACACTGGGCTGTGAATTGG 63.5 

 

Table S2 — Reaction system of quantitative PCR 

Quantitative PCR reaction components Volume (μL) 

FastStart Universal SYBR Green Master (Rox) 10.0 

Primer F 0.6 

Primer R 0.6 

BSA (2 mg/mL) 2.0 

cDNA sample 2.0 

ddH2O 4.8 

 

Table S3 — Statistical results of transcriptome sequencing for four samples 

Sample The amount of filtered data (G) Base error rate (%) Q20 % GC % 

SP 8.1 0.02 96.73 43.40 

HP 9.7 0.01 96.90 43.07 

SM 5.95 0.02 96.09 41.63 

HM 7.38 0.02 96.28 41.87 

Total 31.13 -- -- --- 

Average 7.78 -- 96.45 42.49 
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Fig. S1 — Agilent 2100 test results of four samples - a: control polyp group (SP); b: hypoxia polyp group (HP); c: control medusae group 

(SM); and d: hypoxia medusae group (HM) 


