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Gene Expression in 54 tissues from GTEXx RNATseq of 17382 samples, 948 donors (V8, Aug 2019)

MT-TF
LT
MT-RNR1 “‘“
MT-TV
_II im
MT-RNR2 |||||
MT-TL1
MT-ND1
RepeatMasker l |

MT-TG
= II ]

‘ ‘ “ “ Il

|| || ‘ MT-TS2_ul . "

MT-ND6 ‘
T i

In II L] ] I | MT-TH_II n

MT-CYB
MT-TI
_IIlIl | I II I [T LT |
MT-TQ _u= I | [ MT-TT_..
MT-TM 1
_II n_ | In II I LT | L1 I | MT TP_.IIJ
i |||| | || || ‘
MT-TW_ . - -
MT-TA yuliunll ] [ T || In . -Mlis ..
MT-TN il | (110 | T O | [ [
wrre il CLLIREE! (1 [ T || o
el Wl Ll
MT-CO1
‘ ‘ | “ I
MT-TD_-. M | ]
MT-CO2 ||||
MT-TK - =l ] -
i |||| | || |
MT-ATP6 | ||
MT-CO3 ||||
MT-TR_.. - e || | B
Il || | || || | |
MT-ND4 ||||
MT-TL2 I
=l - [ ]
MT-ND5 ||‘|‘
I Repeating Eiements by RepeatMasker |



