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Fig.1 The statistics for the top ten transcription factors related to flesh color of pitaya by transcriptome sequencing
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Tab.1 RPKM value statistics for MYB transcription factors differentially expressed in relation to flesh color of pitaya

Whiteflesh pitaya Redlesh pitaya
Gene-dD Length
(WI1) (W3) Trend (R1) (R3) Trend
Unigene0007069 1322 5.3147 8.8523 upP 9.1415 20.554 4 uP
Unigene0007665 567 1.588 7 2.948 5 upP 0.404 7 8.048 3 UP
Unigene0016752 4284 13.246 6 44.204 5 up 9.909 2 20.045 4 up
Unigene0040676 1117 4.354 7 15.307 3 up 2.1912 4.828 2 up
Unigene0050903 1201 1.65 18.729 1 up 0.382'1 1.727 1 up
Unigene0021844 547 29.970 8 14.031 4 Down 6.7119 48.159 3 uP
Unigene0028498 489 6.263 3.885 1 Down 5.9439 13.998 1 upP
Unigene0032395 1965 5.500 9 5.1435 Down 5.760 9 21.112 1 up
Unigene0032512 1208 43.547 2 20.004 5 Down 20.831 6 55.290 8 uP
Unigene0034590 988 2.552 8 1.922 9 Down 1.316 1 9.027 7 up
Unigene0036816 628 3.7293 3.267 2 Down 4.019 3 10.239 2 uP
Unigene0038620 593 10.025 4 7.945 2 Down 1.418 8 24.135 6 up
Unigene0039638 931 45.667 4 21.059 Down 3.286 3 265.577 0 up
Unigene0042307 590 0.610 7 0.5152 Down 0.648 2 19.687 9 uP
Unigene0047443 1191 51.278 1 30.116 1 Down 38.854 2 89.344 9 up
Unigene0005269 843 1.709 6 12.620 3 uP 3.5386 0.492 1 Down
Unigene0010156 4216 14.5713 40.3753 up 18.196 8 6.002 4 Down
Unigene0021378 1023 1.408 8 4.2342 upP 3.962 7 1.216 6 Down
Unigene0035420 1380 4.569 1 7.8195 uP 4.212 4 0.7515 Down
Unigene0035947 1340 6.184 4 8.2797 up 6.050 6 2.941 1 Down
Unigene0050484 1 098 6.727 1 20.486 uP 7.244 8 1.889 1 Down
Unigene0010271 1283 4.3529 2.1323 Down 3.398 1 0.4850 Down
Unigene0014837 942 2.868 7 2.742 8 Down 3.8975 0.440 4 Down
Unigene0020678 2 462 52.3193 15.1552 Down 69.901 8 33.700 5 Down
Unigene0022454 1195 13.718 8 5.850 4 Down 11.969 3 1.0415 Down
Unigene0027949 750 13.4515 1.317 2 Down 9.8925 4.148 5 Down
Unigene0031268 1578 18.494 9 17.866 3 Down 18.467 7 4.469 3 Down
Unigene0041485 1205 4.784 2 4.288 3 Down 3.364 2 0.688 6 Down
Unigene0041498 919 36.462 1 27.1223 Down 10.237 3 0 Down
Unigene0052225 1530 4.2389 3.675 4 Down 6.798 9 1.626 9 Down
t W1 W3 ;R1 R3 ; RPKM

Note: W1 W3 are green stage and ripe stage of white pitaya fruit respectively; R1 R3 are green stage and ripe stage of red pita—
ya fruit respectively; RPKM means the gene expression value by sequencing
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Fig.2  RPKM heatmap of MYB transcription

factors related to flesh color of pitaya fruit
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Fig.4 Phylogenetic tree analysis of MYB transcription

factors related to flesh color of pitaya fruit
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Fig.3 GO enrichment of MYB transcription factors related to flesh color of pitaya fruit
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Fig.6 qRT-PCR validation of MYB transcription factors related to flesh color of pitaya fruit
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Expression Analysis of MYB Transcription Factors
Related to Flesh Color of Pitaya Fruit

ZENG Canbin XU Min QI Zhao YAN Zhen XIONG Rui CHENG Yu RUAN Yunze TANG Hua

( College of Tropical Agriculture and Forestry/Hainan Key Laboratory of Sustainable Utilization of Tropical Biological

Resources Hainan University Haikou Hainan 570228 China)

Abstract: Transcriptome sequencing of redflesh and whiteflesh pitaya fruit was conducted and the data of the

sequences were analyzed from which 30 MYB transcription factors differentially expressed were selected. The

MYB transcription factors were analyzed by using bioinformatics such as alignment gene annotation analysis

phylogenetic analysis gene expression analysis etc. The bioinformatic analysis was verified by qRT-PCR to ex—

plore the regulatory relationships between metabolism difference and MYB transcription factors of white-or red—

flesh pitaya fruit. The results showed that the differences in pitaya flesh color may be regulated by some members

of the MYB family of transcription factors.
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