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Figure S1. The technical route of this study

Figure S2. The histogram of the distribution of read lengths across quality passing
sequences.

Figure S3. Bioinformatics analysis of transcripts of different samples.

(A) The correlation matrix of different samples. (B) The GO enrichment analysis of different
long non-coding RNAs between males and pseudo-females. (C) The GO enrichment analysis
of different long non-coding RNAs between females and pseudo-males.
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(A) The GO enrichment analysis of cluster 1 of group | . (B) The KEGG enrichment
analysis of cluster 1 of group | . (C) The GO enrichment analysis of cluster 2 of group | .
(D) The KEGG enrichment analysis of cluster 2 of group | . (E) The GO enrichment
analysis of cluster 1 of group I . (B) The KEGG enrichment analysis of cluster 1 of group
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Supplemental Table 1. The number of sequencing reads of different samples.
Supplemental Table 2. The statistical analysis of sequencing data.

Supplemental Table 3. The differentially expressed methylated genes in sexual reversal
process located in chromosomes.

Supplemental Table 4. The primers used in this study.
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Figure S2

Histogram showing distribution of read lengths across quality passing sequences
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Figure S3
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Figure S4

Group I-1

regulaton o cyctn: depentent protin sernarYeaning kinase actvey

nog0Ve roguA380n 01 NLRD3 IdamasORo COmple

nagatve
mesnangna cachm an panpan
roguiacen ot organets organaaten |
regaaton of endes develcpment

GO enrichment analysis

C Group I-2

GO enrichment analysis

E Group II-1

wanspartvese
‘sperm cymptasmic mopet
vesdlamedaed vanspart-
“purmeqq recogban
i pancte

omeme
ATE-depencient microtbule mokos acel s and-Srecied
spem pancpal piece

esmasane +
sparmtagellm:

ymain ghtchain binding -

T p—

cllam moversent rwesred i cail maky-
auer dynoin s

CaSpar complex

Intagrnn compie

B3
&
B

GO enrichment analysis

B

McsoRNAS 1 cancer
Prosen processing n endopasmis fescuun {
Fluenzai
Signiaing pamays reguiaing purpotency ol sk cels |
Fard sigaling patracy
Tonopiasmasts {
Rmasame bogeness n eukarycees |
853l Fanscipton sctrs
Ener i metanotm |
Basal col carcmoma |
AmnaacyRNADos RS |
Pathogerse Escherichia cob indecton
Cysten and metones metasolir
Fatdigesson and absorpton |
Alanine. aspartate and gticuaie metaboliscs
Augrens bosests
MAK signaling iy - st |
it menotis
‘St macabolisn |
Phasphonate and phosphinate mebolism |

Prosphasdyinostol sgnaing sy |
ycarchid matabeiim |

[T ————

Lo term depression |
[v——

Argeuna ana prsing et |
Atk bd retabeisn -
[Epr——

Fuageamandsbiogson| @
[ ——————
[T

F

Mo siqnalig parmay
Giycesophaspholpid metaboln

Gty syagse |
AGE RAGE signaling pataay In diabete complicatons
ECH teceptor merscton
Morphinw agdcton

Emor ipia masabolsn
Amyouophic eteca 3510513 ALS)
icotnn s0acoen

Arachianic ack metatolir
[ ——

Fat geston and absospton
alpha-Lingrenic ace mewoots

Giycinn, serine and #rscnine mecabolirs

Tauine an nypoturne maoi

Group I-1

.
L]
L ]
L e
4 w
L4 .
.
: N
o N
L]
.
.
.
: ob1 o oda o
Cararans
KEGG enrichment analysis
Group I-2
.
.
L o
.
Ld =
L]
.
.
H
.
.
.
.
o615 3 [ (5] 3
I
KEGG enrichment analysis
Group II-1
.
°
.
L]
3 ame
. .
Ld
o
.
.
L]
.
= 001 002 003
.

KEGG enrichment analysis



Table S1

Sample Total reads mapped reads Map rate(%)
F1 4,706,568 4,307,585 91.52%
F2 4,427,870 4,077,983 92.10%
F3 5,033,851 4,730,702 93.98%
M1 7,950,368 7,101,701 89.33%
M2 3,579,896 3,244,802 90.64%
M3 6,199,718 5,689,125 91.76%
PM1 2,864,486 2,683,649 93.69%
PM2 2,306,538 2,161,613 93.72%
PM3 2,726,188 2,640,921 96.87%
PF1 2,263,546 2,218,303 98.00%
PF2 1,385,531 1,357,376 97.97%
PF3

2,095,150 2,052,081 97.94%




Table S2

Sample Seq Num Mean Length(bp) N50(bp)
F1 78,230 2,183.20 19,427 2,897
F2 59,589 2,297.50 15,911 3,185
F3 67,406 2,143.90 16,081 2,999
M1 69,773 1,411 10,507 1,909
M2 45,376 1,736.20 14,749 2,419
M3 61,091 1,733.80 15,214 2,449
PM1 44,372 1,975.50 18,741 2,658
PM2 33,131 2,111.70 15,836 2,846
PM3 42,922 2,165.80 17,949 2,916
PF1 33,804 1,798.50 15,043 2,603
PF2 29,205 1,848.70 16,471 2,688
PF3 46,574 2,474.30 22,595 3,520




Table S3

ID number Chromosome type group Up/down Gene
XM_006119029.2 NW_005854023.1 m5c¢ PM/F + ODF2
XM_006119029.2 NW_005854023.1 méa PM/F + ODF2
XM_006125703.3 NW_005855804.1 m5c¢ PM/F + NBR1
XM_006125722.2 NW_005855804.1 m5c¢ PF/M + TMUB2
XM_006125778.2 NW_005855804.1 mb5c PF/IM + RUNDC1
XM_006126588.3 NW_005855937.1 mb5c PF/IM - MIEF2
XM_006126614.3 NW_005855937.1 mb5c PF/M + GID4
XM_006137207.3 NW_005870997.1 m6a PF/IM - PACS2
XM_014571488.2 NW_005854023.1 méa PM/F + AK1
XM_014571506.2 NW_005854023.1 m5c¢ PM/F + ODF2
XM_014574896.2 NW_005855804.1 m5c¢ PF/M + VPS25
XM_014574898.2 NW_005855804.1 m5c¢ PF/M + RUNDC1
XM_014580679.2 NW_005870997.1 m6a PF/M - PACS2
XM_014580680.2 NW_005870997.1 méa PM/F + PACS2
XM_014580682.2 NW_005870997.1 m6a PF/M - PACS2
XM_014580682.2 NW_005870997.1 méa PM/F + PACS2
XM_025178154.1 NW_005859001.1 m6a PF/M - UBE20
XM_025178157.1 NW_005859001.1 m6a PF/M - UBE20
XM_025178157.1 NW_005859001.1 m6a PM/F - UBE20
XM_025178158.1 NW_005859001.1 m6a PM/F - UBE20
XM_025178158.1 NW_005859001.1 méa PF/M - UBE20
XM_025179588.1 NW_005871042.1 mb5c PF/M - ABHD2
XM_025179588.1 NW_005871042.1 m5c PM/F - ABHD2
XM_025181374.1 NW_005853326.1 m5c PM/F + NDFIP2
XM_025181377.1 NW_005853326.1 m5c¢ PF/M + NDFIP2
XM_025185967.1 NW_005855804.1 méa PF/M + NBR1
XM_025185967.1 NW_005855804.1 m5c¢ PM/F + NBR1




Table S4

Sample Sequence Trans
ODF2-gF AGCCGATGAGGTGACGGTAAA

XM_006119029.2
ODF2-gR GCTCAATCCGCTGACGAAGAT
PASC2-1-qF GCTGGACGTGTTCATCGAGAA

XM_006137207.3
PASC2-1-gR CCTTGCCAGTCCGAAGTGTTA
AK1-gF CTCCTCAGAATGGCGACAGAA

XM_014571488.2
AK1-gR ATGGCGTCCCGCAACATATCA
PASC2-2-qF GCTGGACGTGTTCATCGAGAA

XM_014580679.2
PASC2-2-gR TTGGGATCTGTAGGTGGTGCC
PASC2-3-qF ACCATTCTGGGCTACAAGACCTT

XM_014580680.2
PASC2-3-gR CATCATCACTGGCTTCCTGCTC
UBE20-gF TAGGTCAGGTGGCTCGTGTTG

XM_025178154.1
UBE20-gR GGCTCTTCTATTCTCGGATGGTC
UBE20-gF GCACCACCGACATTGTGATTC

XM_025178157.1
UBE20-gR CACCCTGCACTTGTTCTTCTACC
4085-f GTTTGAAGTGCTGCTGGGAAG
4085-r TTCCCCGTATAAAGCCAGGG
B-Actin-qF TGTGCGTGACATCAAGGAAA
B-Actin-gR CACAGGATTCCATACCCAGG




