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Parent geneson Y



Some observations in human

As seen before:

* 14 Unique Human Parent Transcript IDs on Y

Freq.ParentT ParentGenel ParentStart ParentEnd ParentlLength

ParentTranscriptiD

1 ENSTO0000250784 1 RPS4Y1 2708527 2734597 25470
2 ENSTO0000288666 1 RPS4Y2 22518050 22542918 24868
3 ENSTO0000303728 4 PRY 24636544 24660784 24240
4 ENSTO00003047390 1 HSFY1 205933700 20835621 1521
5 ENSTO0000306609 11 COY1 27768309 27771049 2740
& ENSTO0000307393 3 HSFY1 20708557 20710478 1921
7 ENSTO0000331070 1 BPY2 25130410 25151606 21156
8 ENSTO0000336079 1 DDX3Y 15016742 15032390 15648
S ENSTO0000338981 259 USP9Y 14813160 14572764 155604
10 ENSTO0000361963 S CDY1 27768264 27770483 2215
11 ENSTO0000382707 21 RBMY1A1l 23696765 23711212 14447
12 ENSTO0000421178 2 FAM197Y1 89374241 5384693 10452
13 ENSTO0000426950 1 TSPY4, 8, 10 9175073 89177887 2814
14 ENSTO0000451548 7 TSPY1 5304564 9307357 2793




Some observations in human

* High freq parent genesonY:

— CDY1, USP9Y, RBMY1A1 and TSPY1 have high
number of pseudogenes.

— All four (highly) expressed in testis, i.e. germline
tissue (based on RNA-seq Body Map).

* Low freq parent geneson:
— All are Y-linked.

— All expressed in testis, except FAM197Y1, which is
expressed in adrenal gland (RNA-seq data).



Parent genes on X



* From literature: “The Y chromosome has been shown to
recruit male-specific ganes, whereas a few individual X-
linked genes have male specific duplicate counterparts on
autosomes.” “Some male-specific genes appear to be
enriched on the X chromosomes.” [1]

* Rough look of parent genes on X:

No Y-linked functions have been found
enriched.




High freq parent genes on X
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Linear regression



Regressions

* #Genes vs. #Parents
e Size of chromosomes vs. #Pseudogenes, PSSD or DUP
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Reference:

Rough summary from their work (ctd)
e Linear regression results (Y was not included):
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